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Abstract: Osteoarthritis (OA) is a degenerative disease of the hyaline articular cartilage. This disease
is progressive and may lead to disability. Researchers proposed many regenerative approaches to
treat osteoarthritis, including stem cells. Trans-differentiation of a fully differentiated cell state directly
into another different differentiated cell state avoids the disadvantages of fully reprogramming
cells to induced pluripotent stem cells (iPSCs) in terms of faster reprogramming of the needed
cells. Trans-differentiation also reduces the risk of tumor formation by avoiding the iPSC state.
OSKM factors (Oct4, Sox2, Klf4, and cMyc) accompanied by the JAK-STAT pathway inhibition,
followed by the introduction of specific differentiation factors, directly reprogrammed mouse
embryonic fibroblasts to chondroblasts. Our results showed the absence of intermediate induced
pluripotent stem cell formation. The resulting aggregates showed clear hyaline and hypertrophic
cartilage. Tumor formation was absent in sub-cutaneous capsules transplanted in SCID mice.
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1. Introduction

Osteoarthritis (OA) is a consequence of the degeneration of hyaline articular cartilage, which leads
to the formation of fibrocartilage. Fibrocartilage has different biomechanical properties compared
to the hyaline cartilage present in healthy joints and does not protect subchondral bone following
degeneration [1]. Current cell therapies include using chondroblasts obtained from existing cartilage
tissue [2]. The most common approach is microfracture chondroplasty, which uses penetration of the
subchondral bone to deliver non-chondroblast endogenous progenitor cells from the bone marrow
into the defected area. Another method is autogenous osteochondral transplantation/mosaicplasty,
which transfers autologous osteochondral grafts to the affected area. Lastly, there is autologous
chondroblast implantation performed after isolating chondroblasts from a piece of the cartilage of a
small non-load bearing area of the knee joint. These cells are then expanded in vitro and transplanted
into the chondral defect [3].

Since there are few treatments for osteoarthritis, the main options to alleviate the symptoms
are physical therapy, weight loss, non-steroidal anti-inflammatory drugs (NSAIDs), injections of

Cells 2020, 9, 191; doi:10.3390/cells9010191 www.mdpi.com/journal/cells

http://www.mdpi.com/journal/cells
http://www.mdpi.com
https://orcid.org/0000-0003-4179-345X
http://www.mdpi.com/2073-4409/9/1/191?type=check_update&version=1
http://dx.doi.org/10.3390/cells9010191
http://www.mdpi.com/journal/cells


Cells 2020, 9, 191 2 of 18

hyaluronic acid (HA), and, lastly, total joint replacement at end-stage osteoarthritis [4]. Physical activity
proved to play an important role in the treatment of osteoarthritis [5]. This study also showed that
diet modification could be an essential factor in the recruitment of the progenitor cell pool into the
chondrocyte fate at the injury site. Autologous stem cell transplants can offer a near future therapy for
osteoarthritis. Mesenchymal stem cells derived from bone marrow or adipose tissue offer one potential
approach for repairing cartilage tissue [6]. However, law-scale harvesting and replicative senescence
limit the full utility of this approach [7,8]. Alternatively, patient-derived induced pluripotent stem
cells (iPSCs) are an abundant source of stem cells, which can be used to derive cartilage tissue [9,10].
However, one concern is the tumorigenic capacity of iPSC-derived tissue, which can occur during
chondrogenic differentiation [9]. In this case, we propose that trans-differentiation of patient fibroblasts
to chondroblasts provides a shorter path for cartilage repair.

The first trans-differentiation attempt was achieved long before the discovery of iPSCs.
The myogenic determination gene (MyoD) changed the fate of fibroblasts to skeletal muscle
cells [11]. MyoD’s discovery designated that overexpression of a key transcription factor was
sufficient to alter and abolish the endogenous gene expression pattern of a cell. Multiple studies
demonstrated that it is possible to directly trans-differentiate one adult cell type to the other using
small molecules. Other studies investigated the underlying mechanisms [12–14]. These experiments,
however, demonstrated that changes could only take place within cells from the same germ layer.
In these cases, this includes mesoderm and ectoderm layers [15].

The derivation of iPSCs demonstrated that transcription factors could completely reverse cellular
fate to the embryonic stem cell (ESC) state. Whereas Oct4 and Sox2 play essential roles in establishing
and maintaining the ESC state, Klf-4 and c-Myc were instrumental in opening chromatin, which enables
Oct4 and Sox2 to act [16]. In the stochastic model of cellular reprogramming [17], Yamanaka predicted
that his cellular reprogramming approach directed cells to move from one fate to another via partial
reprogramming, which is also known as trans-differentiation.

Since then, many transcription factor combinations were successful in the trans-differentiation
of one cell type to the other. Examples would include the use of 13 transcription factors responsible
for cardiac differentiation. These transcription factors were narrowed down to combining Gata4,
MeF2c, and Tbx5. This combination was sufficient to reprogram mouse dermal fibroblasts directly to
differentiated cardiomyocyte-like cells [18]. In a similar experiment, 19 transcription factors successfully
handled neuron differentiation and were narrowed down to combining Ascl1, Brn2, and Myt11 to convert
mouse fibroblasts into functional neurons [19]. This technique successfully generated osteoblasts. Oct4,
L-Myc, Runx2, and Osterix drastically induced fibroblasts to produce calcified bone matrix and express
osteoblast-specific markers [20]. A study reported the generation of chondrogenic cells expressing no
type I collagen through the transduction of c-Myc, Klf4, and SOX9 [21]. Screening for transcription
factors to induce trans-differentiation proved to be time-consuming. Furthermore, the produced cell
type has a minimal capacity to divide and expand, which makes it challenging to be used clinically for
the correction of tissue defects.

An alternative trans-differentiation method uses a combination of partial reprogramming combined
with directed differentiation. In addition to removing the pluripotency maintenance factor leukemia
inhibitory factor (LIF), this method blocks complete reprogramming using the JAK inhibitor JI1 [22].
Subsequently, chemicals and growth factors redirect differentiation toward the cell lineage of interest.
This approach generated cardiomyocytes and neural tissue [22]. Moreover, human smooth muscle
cells were trans-differentiated to endothelial cells using transient transduction with the Yamanaka
factors [23].

In this study, we were successful in the trans-differentiation of mouse embryonic fibroblasts
(MEFs) to chondroblasts. Retroviral transduction of MEFs using the traditional OSKM factors (Oct4,
Sox2, Klf4, and cMyc) initiated the reprogramming process. Partial reprogramming of the cells took
place through the removal of LIF in addition to JAK-STAT pathway inhibition. This reprogramming
method placed the chromatin into a plastic state that allowed chemicals to redirect differentiation



Cells 2020, 9, 191 3 of 18

toward chondroblast. The produced chondroblasts were able to generate a normal cartilage matrix.
The produced chondroblasts showed no tendency to form tumors upon in vivo transplantation.

2. Materials and Methods

2.1. Mouse Embryonic Fibroblast (MEFs) Isolation

Mouse embryonic fibroblasts (MEFs) were isolated from E13.5 embryos provided by Centre for
Mouse Genomics, Cumming School of Medicine, University of Calgary. After removing the head,
viscera, and spinal column, embryos were incubated in cold 0.05% trypsin (4 ◦C, Invitrogen, Burlington,
ON, Canada) overnight. Embryos were then transferred to warm 0.25% trypsin (37 ◦C, Invitrogen) for
10 min and then triturated to obtain a single-cell suspension. Trypsin was inactivated with Dulbecco’s
modified Eagle medium (DMEM) supplemented with 10% fetal bovine serum (FBS) (Invitrogen),
and 50 U of penicillin-streptomycin (Invitrogen). Dissociated MEFs were then plated and expanded.

Genetically modified MEFs were isolated from B6 and CBA-Tg (Pou5f1-EGFP)2Mnn/J mice using
the same isolation technique. The transgene contains an Enhanced Green Fluorescent Protein gene
under the control of the promoter and distal enhancer of the POU domain, class 5, transcription factor
1 (Pou5fl or Oct4).

2.2. OSKM Retrovirus Packaging

Platinum-E (Plat-E) retroviral packaging cells (Cell Biolabs, San Diego, CA, USA) were prepared
for plasmid transfections by seeding 8 × 106 per 100mm dish (one dish for each reprogramming
gene). Plat-E cells were maintained in Fibroblast-Platinum (FP) medium (Dulbecco’s modified Eagle
medium (DMEM), 10% FBS, and 50 U of penicillin-streptomycin). After 24 h, we introduced each
pMXs retroviral plasmid DNA (Oct4, Sox2, Klf4, c-Myc, and Ds-Red), (Addgene plasmids 13366, 13367,
13370, 13375 and 22724, respectively) into Plat-E cells using X-tremeGENE 9 DNA transfection reagent
(Roche, High River, AB, Canada), according to the manufacturer’s recommendations. Furthermore,
18 µL of X-tremeGENE 9 transfection reagent was added to 300 µL of OptiMEM to a 1.5-mL tube.
A total of 8 µg of each retroviral vector was added into the prepared XtremeGENE9-OptiMEM tube
drop-by-drop and incubated for 15 min. Each vector–XtremeGENE 9 complex was added dropwise
into the Plat-E cell–containing dishes and incubated overnight at 37 ◦C, 5% CO2. The following day,
the medium was replaced with 10 mL of fresh FP medium. Forty-eight hours after transduction,
we collected virus-containing medium from each transfection by filtering through a 0.45 µm Acrodisc
filter (Pall Life Sciences, Mississauga, ON, Canada).

2.3. OSKM Retroviral Transductions

MEFs were initially passaged in Dulbecco’s modified Eagle medium (DMEM) supplemented
with 10% FBS and 50 U of penicillin-streptomycin. Cells were seeded onto six-well plates overnight
at 37 ◦C, 5% CO2 at 3.5 × 104 cells per well in the previous media. The next day, equal parts of
retroviral-conditioned medium supplemented with 0.5 µg/mL polybrene were mixed and added
drop-by-drop to the prepared MEFs.

2.4. Cellular Reprogramming

Twenty-four hours after transduction, cells were washed with PBS and switched to Reprogramming
Medium 1 (Knockout DMEM with 5% Knockout serum replacement, 15% ES cell-qualified FBS, 1%
Glutamax, 1% non-essential amino acids, and 0.1 mM β-mercaptoethanol. All components from
Invitrogen) for the first 6 days. After day 6, media was changed to Reprogramming Medium 2
(Knockout DMEM, 1% FBS, 14% KSR, 1% Glutamax, 1% nonessential amino acids, and 0.1% mM
mercaptoethanol). During the first 9 days, JI1 (0.5 µM Millipore, Etobicoke, ON, Canada) was added.
Fresh medium was added every 48 h throughout the experiment.
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2.5. Chondroblast Differentiation

On day 10, cells were dissociated using 0.1% trypsin-EDTA (Invitrogen). Dissociated pre-iPSCs
were cultured at a high-density, 1.0 × 105 cells per 10 µL × 9 spots in 6 cm culture dish for
2 h. After incubation, the medium was added to all dishes without dissociating the cell drops.
For chondroblast differentiation, we used differentiation media containing DMEM (Gibco, Burlington,
ON, Canada), 1% non-essential amino acids (Invitrogen), 50 U/mL penicillin and 50µg/mL streptomycin
(Invitrogen), 0.1 mM 2-mercaptoethanol (Invitrogen), 1% ITS (Invitrogen), 1% FBS (Gibco), 10 ng/mL
TGF-β1 (PeproTech, Rocky Hill, NJ, USA), 10 ng/mL BMP-2 (PeproTech), and 50 µg/mL ascorbic
acid (Sigma, High River, AB, Canada). The medium was changed every 2 days. After 5 days,
resulting pre-iPSC aggregates were separated from the dishes by pipetting. The separated aggregates
were transferred to suspension culture in Petri dishes containing differentiation media, DMEM,
1% non-essential amino acids, penicillin-streptomycin, 0.1 mM 2-mercaptoethanol, 1% ITS, 1% FBS,
10 ng/mL BMP-2, and 50 µg/mL ascorbic acid.

2.6. RNA Isolation

Total RNA was isolated from cell cultures at different time points (days 0, 2, 6, 9, 12, 15, and 36)
using an RNeasy Mini kit (Qiagen Toronto, ON, Canada) according to the manufacturer’s instructions
with on-column DNase I digestion. RNA was measured using a NanoPhotometer P-Class (IMPLEN).
In this case, 0.5–1 µg of total RNA was used as a template for cDNA synthesis with the High Capacity
cDNA Archive Kit (Applied Biosystems, Calgary, AB, Canada).

2.7. Quantitative PCR

Quantitative polymerase chain reaction (Q-PCR) was performed using a Fast SYBR green gene
expression master mix (Applied Biosystems) with 50 nM primer concentration. The cycles used were
those recommended for the Fast SYBR green reagent by Applied Biosystems. The cycles included
20 s at 95 ◦C as an initial denaturation, which is followed by 3 s at 95 ◦C and then 30 s at 60 ◦C for
annealing. Then it was 15 s of extension at 95 ◦C for 40 cycles. Mouse pluripotency markers include
Nanog and Rex-1, and chondrogenic markers include Sox9, Col2, Col10, and Mmp13. Gene expression
was quantified during a time course of maintenance using the ∆Ct method. Relative gene expression
was normalized to Rsp29 and compared to day 0 MEFs and chondroblasts.

2.8. Flow Cytometry

MEFs and MEFs undergoing trans-differentiation were subjected to flow cytometry analysis under
similar staining conditions. Both were dissociated with 0.25% trypsin for 5 min at 37 ◦C. Cells were then
washed two times with PBS (Gibco) using centrifugation 126× g for 5 min each time. MEFs undergoing
trans-differentiation were later permeabilized with 0.5% Triton X-100 (Sigma T8532) in PBS for 10 min
at room temperature. After washing twice with PBS, the cells were treated with a blocking buffer
(1% BSA, 0.1% Triton X-100 in PBS for MEFs, and 10% bovine serum albumin (BSA), 0.1% Triton
X-100 in PBS) for 1 h. The primary antibody (anti-Oct4) was diluted in the blocking solution (1:100)
and incubated for 1 h at room temperature. Cells were washed with 2 mL of PBS twice. Secondary
antibodies were also diluted in the blocking solutions (1:1000) and incubated with the cells for 1 h at
room temperature.

For MEFs, conjugated antibodies (anti-H2kk and anti-Col2) were diluted in flow cytometer buffer
(1:100) and incubated for 1 h at room temperature. Lastly, the cells (MEFs and MEFs undergoing
trans-differentiation) were washed with 2 mL of PBS twice, and a final fixation was performed with
3.7% Paraformaldehyde (PFA) for 30–45 min at room temperature. Lastly, PFA was diluted with PBS
(Gibco) to a final volume of 5 mL. These cells were later centrifuged twice at 126× g for 5 min to
remove all residue of PFA. An Attune Flow Cytometer with a 488 nm and 633 nm laser diode detected
MEFs labeled for Col2 and H2kK. MEFs that have a transgenic modification with a GFP gene insertion
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driven by an Oct4 promoter were used to identify GFP positive cells after transduction at different time
points (2, 6, and 9 days) by an Attune Flow Cytometer equipped with a 488 nm laser. Additionally,
the presence of exogenous Oct4 was detected after being labeled with the anti-Oct4 antibody and was
recorded under the same conditions.

2.9. Transplantation

Severe combined immune deficient (SCID) mice were ordered from Taconic company (Rensselaer,
NY, USA) and housed in the animal facility of the Faculty of Medicine, University of Calgary.
Technician Shiying Liu performed experiments as approved by the University of Calgary Health
Sciences Animal Care Committee (Protocol AC15-0124). Cell aggregates were taken from static cultures
after four weeks of trans-differentiation. Two mice were injected with trans-differentiated cells in a
total volume of 200 µL PBS into a skin fold of the inner thigh. On day 21, the mice were sacrificed,
and tissues were dissected and analyzed by histological procedures.

2.10. Histology

Aggregates at day 36 and isolated tissue from the transplantations were fixed with 4%
paraformaldehyde (PFA) overnight at 4 ◦C. After dehydration, by increasing concentrations of
ethanol, the aggregates and tissues were embedded in paraffin. Aggregates and tissue were sectioned
and mounted. Next, the paraffin was removed from the slide that contained the aggregates and the
tissues by rehydrating with diminishing concentrations of ethanol.

All the tissue sections were then stained with hematoxylin and eosin (H & E) and examined for
cartilage tissue by light microscopy. Half of the aggregate sections were stained with H & E and the
other half with Alcian blue (Sigma-Aldrich). Histology analysis was performed blinded.

2.11. Statistical Analysis

A two-sided unpaired student’s t-test was used to compare sample groups. Asterisks depict the
following α levels: * p < 0.050, ** p < 0.010, *** p < 0.001, and n.s. p > 0.050 as not being significant.

3. Results

3.1. Evaluation of Transduction Efficiency and the Absence of Intermediate iPSCs Formation

To evaluate the efficiency of transduction, we utilized the fluorescence reporter gene Ds-Red and
transduced MEFs as outlined in the materials and methods. Overall, we achieved a 40% transduction
efficiency. Transgene expression reached a maximum on day 7 and maintained the signal up to day 9
(Figure 1).

Intermediate iPSCs formation during the trans-differentiation process was ruled out through the
analysis of pluripotency marker gene expression. The gene expression fold change for the pluripotency
markers Nanog and Rex-1 was analyzed relative to MEFs. The analysis was performed in pluripotency
reprogramming conditions (with LIF and absence of JI1) compared to the trans-differentiation
reprogramming conditions (without LIF and with the addition of JI1) at days 2, 6, and 9 (Figure 1d, e).

Cells under iPSCs reprogramming conditions showed an overall higher expression of Nanog
compared to the trans-differentiation reprogramming conditions, with significant upregulation
(p = 0.0001) on day 6 (Figure 1d). Similarly, Rex1 was highly expressed at every time point under the
iPSC condition and significantly (p = 0.0001) higher on day 6 when compared to the trans-differentiation
group (−LIF+JI1) (Figure 1e). These results indicated that LIF removal, combined with the JI1 addition,
avoided intermediate iPSC formation.
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Oct4 expression. MEFs used for trans-differentiation were isolated fromBL6 129S4-Pou5f1tm2Jae/J 
embryos, where the GFP gene expressed upon the activation of the Oct4 promoter. MEFs from this 
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Figure 1. Transduction efficiency of MEFs using lentiviral vectors. To evaluate the efficiency of
transduction, we utilized the fluorescence reporter gene Ds-Red and transduced MEFs as outlined in
the materials and methods. (a) Transduced MEFs are fluorescent red under the microscope. Scale bar
50 µm. (b,c) Transgene expression reached a maximum on day 7 and maintained the signal up to
day 9. (d,e) Upregulation of pluripotency gene expression in the presence of iPSC-inductive media
(+LIF/−JI1), and trans-differentiation media (−LIF/+JI1). Nanog and Rex-1 are significantly upregulated
3-fold and 10-fold, respectively, in cells under iPSC reprogramming media. **** p < 0.0001.

To confirm these results, we performed exogenous Oct4 assessment to determine the potential
formation of iPSC intermediates (Figure 2). We correlated the levels of endogenous and exogenous Oct4
expression. MEFs used for trans-differentiation were isolated fromBL6 129S4-Pou5f1tm2Jae/J embryos,
where the GFP gene expressed upon the activation of the Oct4 promoter. MEFs from this strain would
fluoresce green if endogenous Oct4 was expressed [24]. Exogenous Oct4 expression was measured by
staining cells with a monoclonal antibody that targeted Oct4 (Figure 2a–2c). Flow cytometry measured
the number of positive cells for endogenous and exogenous Oct4 of the trans-differentiated MEFs on
days 2, 6, and 9. There was no signal detection for the expression of endogenous Oct4 on days 2, 6,
and 9. Exogenous Oct4 showed a signal starting on day 2 (Figure 2c). The exogenous Oct4 signal
peaked on day 9 (Figure 2c). Levels of the retroviral signal followed Ds-Red levels (Figure 1). Lastly,
the histogram log shift comparison among the exogenous Oct4 and endogenous Oct4 on days 2, 6,
and 9 showed changes only on the exogenous Oct4 (Figure 2d). There was no endogenous Oct4 signal
compared to the exogenous Oct4 signal starting on day 2.
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Figure 2. Exogenous, but not endogenous Oct4 expression during the first stage of trans- differentiation.
The figure shows (a) the total signal of Oct4 (exogenous and endogenous) at every time point, and (b) no
endogenous Oct4 at any time point. (c) Exogenous Oct4 signal was present since day 2 with the highest
signal shown at day 9 indicating that partial reprogramming is occurring. (d) Histogram demonstrating
the log change in exogenous Oct4 compared to the absence of log change in endogenous Oct4.
The absence of log change on endogenous Oct4 and the log change on exogenous Oct4 demonstrated
the absence of iPSCs formation.

3.2. Evaluation of Chondrogenic Trans-Differentiation

Flow cytometry confirmed the absence of chondroblasts in the starting MEFs population against
the chondroblast marker Col2 and fibroblast marker H2kk. In addition, 96.6% of the MEFs population
was positive for fibroblast marker H2kk. In total, 0.8% expressed both marker Col2 and marker H2kk
while 0.08% were Col2 positive (Figure 3a,b). Additionally, to rule out the presence of mesenchymal
stem cells in the starting population, MEFs were cultured in chondrogenic media for eight days.
Cells were tested for the expression of Sox 9. The expression of Sox 9 at the different time points was
comparable to MEFs, which confirmed the absence of a considerable number of mesenchymal stem
cells in the starting population (Figure 3c). To confirm these results, we compared gene expression
for Sox9, Col2, Col10, and Mmp13, in MEFs to the transdifferentiated chondrogenic aggregates on day
36. The tested genes showed downregulation in MEFs compared to trans-differentiated chondroblast
aggregates (Figure 3d–g). Sox9, Col2, Col10, and Mmp13 showed significant upregulation in the
transdifferentiated aggregates including Sox2 (p = 0.0131), Col2 (p = 0.0008,), Col10 (p = 0.0106),
and Mmp13 (p = <0.0001).

These results ruled out the possibility that the starting MEF population contained a significant
number of mature chondroblasts that could have demonstrated false-positive results in the
trans-differentiation protocol.
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Figure 3. A negligible number of chondroblasts present in the starting MEFs population. 2-D histogram
plotted with fluorescent intensity from fibroblast (MEFs) marked with H2kk (APC) and Col2 (FITC)
antibodies analyzed by flow cytometry. (a) The horizontal-vertical lines divide the cells into four
quadrants, which represent cells that were not marked or did not have an expression of those proteins
(bottom left), cells with H2kk expression (top left), cells with Col2 expression (bottom right) and cells
with expression of both proteins (top right). (b) In total, 96.6% of the MEFs population stained positive
for H2kk, whereas 0.8% positive for both H2kk and Col2. (c) Expression of Sox9 in MEFs cultured with
chondrogenic media during different time points is comparable to control MEFs. (d–g) Chondroblast
gene expression is different in transdifferentiated cells compared to MEFs. OSKM-transduced MEFs were
transdifferentiated (−LIF+JI1) and then analyzed for chondrogenic gene expression (Sox9, Col2, Col10,
and Mmp13) with a comparison to MEFs (starting cell population). Gene expression data normalized to
MEFs. The figure shows that the expression of Sox9 was five times higher in transdifferentiated cells
than in MEFs, with a significant upregulation. * p < 0.050.

3.3. Characterization of the Kinetics of Trans-Differentiation to Chondroblasts

To understand the kinetics of the trans-differentiation process, we collected cell samples on days
2, 6, 9, 12, 15, and 36 of trans-differentiation. Gene expression fold change of chondroblast markers
Sox9, Col2, Col10, and Mmp13 relative to mouse embryonic fibroblast (MEFs) was assessed for each
time point. On days 2 and 6 of reprogramming, Sox9, Col2, Col10, and Mmp13 gene expression showed
downregulation (Figure 4). On day 9, there was an increase in Col10 gene expression. Upon exposure to
chondrogenic media, Sox9 (Figure 4a), Col10 (Figure 4c), and Mmp13 (Figure 4d) showed upregulation
on day 12. Col2 (Figure 4a) remained downregulated even in the presence of chondrogenic factors.
On day 15, there was a reduction in the expression of Sox9 and Col10 and a concomitant increase in
the expression of Mmp13. Lastly, by day 36, the profile was maintained with a slight reduction in the
expression of Sox9. The expression of the Col10 and Mmp13 genes remained similar to our observation
on day 15.
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Figure 4. Effect of JI1 to the chondrogenic gene expression kinetics of transdifferentiated aggregates.
Cells were transdifferentiated (day 2 to 36) under a conducive and non-conduce media. (a) Sox9
expression demonstrated its upregulation on day 12 (2nd stage) with later gene expression reduction
toward the end of the process. Levels of expression were similar for both conditions. (b) Col2 expression
was not upregulated in either condition at any time in the process. (c) Col10 was expressed at a higher
level in cells under conducive media and expression levels increased with time. No Col10 expression
under non-conducive media. (d) The Mmp13 gene was upregulated under conducive media on day
15, and this continued up to day 36. The Mmp13 gene was not present in non-conducive media.
(e,f) MEFs do not undergo spontaneous chondrogenesis during the first stage of trans-differentiation
either in the presence or absence of LIF or JI1. OSKM-transduced MEFs were cultured in three different
conditions (−LIF/+JI1, −LIF/−JI1 and +LIFJI1) and samples on days 2, 6, and 9 were analyzed for Sox9
and Col2 gene expression. Both Sox9 and Col2 genes showed insignificant upregulation at all time
points and conditions.

3.4. Effect of JAK Inhibition on Chondrogenic Differentiation

To investigate the effect of JI1 during chondrogenesis, we compared trans-differentiated MEFs
in conducive media (+JI1) to trans-differentiated MEFs in non-conducive media (−JI1). In this case,
cells in the absence of JI1 showed that Sox9 and Col2 maintained the same pattern as cells in the
presence of JI1 (Figure 4a,b), whereas Col10 was downregulated in non-conducive conditions (Figure 4c).
Mmp13 showed less expression under no JI1 conditions, but, at the same time, was the only upregulated
gene (Figure 4d). Overall, Mmp13 was the only gene upregulated in the absence of JI1 by day 15.

We ruled out spontaneous chondrogenic differentiation of MEFs upon transduction. Three groups
of transduced MEFs: +LIF/–JI1, LIF/+JI1, and −LIF/−JI1 were grown for 9 days. We tested samples on
days 2, 6, and 9 for the expression of Sox9 and Col2. Results indicated insignificant differences in Sox9
or Col2 gene expression (Figure 4e,f).

We evaluated the potential for bone formation by measuring the gene expression of bone markers.
As a control, MEFs that were trans-differentiated in nonconductive media (−LIF−JI1) underwent the
same trans-differentiation process. We analyzed the gene expression fold change of the bone markers
Runx2, Sp7, and ACP5 relative to mouse embryonic fibroblasts (MEFs) (Figure 5). Runx2 (p = 0.0001),
Sp7 (p = 0.0048), and ACP5 (p = 0.0083) gene expressions were significantly low compared to the
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non-conducive (−JI1) condition. These results suggest that the presence of JI1 increases the efficiency
of trans-differentiating MEFs into cartilage by avoiding bone formation.
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(a,b) Downregulation of Runx2 and Sp7 in the presence of JI1. (c) The marker ACP5 showed the highest
expression (7-fold) in non-conducive media compared to the conducive conditions. ** p < 0.010.

3.5. Detection of Hyaline and Hypertrophic Cartilage in Subcutaneous Aggregate Transplants

H & E staining of the resulting aggregates showed clear hyaline and hypertrophic cartilage
(Figure 6b,c) the differentiated chondroblasts and cartilage-like tissue resembled chondroblasts
differentiated from mouse iPSCs aggregates (Figure 6j) and chondroblast found in developing mouse
embryos (Figure 6i). Alcian blue and Safranin-O demonstrated the presence of glycosaminoglycans
(GAG), which confirmed cartilage formation (Figure 6d,e). Subcutaneous transplantation of day 36
chondroblast aggregates into the inner thigh of SCID mice resulted in cartilaginous tissue. Three weeks
after transplantation, the histologic analysis showed cartilage structure formation. Lacunae structures
of hyaline (Figure 6f) and hypertrophic cartilage (Figure 6g,h) formed. We were unable to detect any
other type of tissue using H &E compared to iPSCs derived teratomas where iPSCs were transplanted
in subcutaneous capsules in mice and left for spontaneous differentiation to take place. Heterogeneous
differentiation and different types of tissues were formed (Figure 6k).
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Figure 6. Cartilage structure and glycosaminoglycan (GAG) are present in the transdifferentiated
aggregates. (a) Compact cartilage aggregates in culture. (b) Cartilage-like tissue stained by H & E.
(c) Hyaline cartilage-like tissue stained by H & E with sparse chondroblasts in the lacunae structure
(Scale bar 10 µm). (d) (GAG) deposition stained by Safranin-O. (e) (GAG) deposition stained by
Alcian blue. (f) H & E staining of hyaline chondroblasts and hyaline matrix found in vivo following
transplantation in mice. (g,h) H & E staining of hypertrophic chondroblasts in a subcutaneous capsule.
(i) H & E staining of developing limb bud in a mouse embryo showing natural, normal hyaline (right
arrow) and hypertrophic (left arrow) chondroblasts (Scale bar 25µm). (j) H & E staining of chondroblast
aggregates differentiated from mouse iPSCs showing hyaline cartilage-like tissue with chondroblasts in
lacunae (left arrow) and hypertrophic chondroblasts (right arrow) (Scale bar 10 µm). (k) IPSCs derived
teratoma showing heterogenous tissue formation (Scale bar 25 µm).

4. Discussion

Trans-differentiation is a reprogramming process that uses lineage-specific transcription factors
as a potentially faster and tumor-free alternative to iPSCs [7]. In this study, we aimed to find a safe
and rapid method for generating chondroblasts. We performed the transduction of mouse embryonic
fibroblasts (MEFs) with the well-known OSKM factors in the absence of LIF and with inhibition of the
JAK-STAT pathway using the JAK inhibitor (JI1). This approach arrested iPSCs formation. It allowed
for the partial opening of the chromatin enough for the second stage of the trans-differentiation
process [17]. In the second stage, we exposed the cells to chondroblast differentiation media in the
presence of growth factors (TGF-β and BMP2) that gave the cues for the cells to turn into chondroblasts
for cartilage formation (Figure 7).
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Figure 7. Schematic of the methodology used in this study. Retroviral transduction partially
reprogramed MEFs in the absence of LIF and the addition of JI1. This approach put the cells
into a plastic state where the chromatin is open enough for the chemicals and small molecules in the
chondrogenic media to reprogram cells to chondroblasts without reaching the iPSCs state directly.

This relative fast approach could lead to a near-term clinical treatment that utilizes the patients’
fibroblasts to create chondroblasts and treat osteoarthritis, especially with the selection of the optimum
scaffolds and implantation conditions [25].

Cellular reprogramming using the OSKM factors is a well-known and established method [16].
The mechanism and kinetics of the reprogramming process to iPSCs are known, and this
includes cell signaling pathways that crosstalk during the process until cells acquire pluripotency.
The LIF/JAK-STAT3 pathway is one of the critical signaling pathways for maintaining pluripotency [26].
In embryonic stem cells (ESCs,) LIF targets different signaling pathways in addition to the JAK-STAT3,
among which is phosphatidylinositol 3-kinase (PI3K). This is also known as Akt and extracellular
signal-regulated kinases (Erk). The signaling cascade leads to the activation of the core circuitry of
pluripotency transcription factors Oct3/4, Sox2, and Nanog. LIF was deemed to directly contribute to
the core circuitry of pluripotency (Figure 8) [27].

LIF first reaches the receptor gp130 and sends a signal to JAK, which later phosphorylates TSTAT3
to activate Klf4 (Figure 8). Klf4 will then activate Sox2, which, in sequence, activates Oct3/4. Therefore,
this promotes pluripotency. The protocol we used depending on removing LIF and inhibiting JAK.
This modification to the traditional retroviral transduction protocol initiates the reprogramming
process. The chromatin becomes loose enough only for chemicals and small molecules that support
differentiation to direct cell fate towards the desired cell type.
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Figure 8. Schematics of the LIF/JAK-STAT3 pathway active and blocked by a JAK inhibitor. (a) LIF binds
to its Gp130/LIFR-β and activates the JAK-STAT3 pathway. Its activation leads to the direct stimulation
of the pluripotency circuitry transcription factors in the nucleus for pluripotency reprogramming.
(b) When JAK-STAT and no other pathway is inactivated, the stimulation of the pluripotency circuitry
decays, and the reprogramming process is affected.

This trans-differentiation approach was executed by Efe and colleagues to generate cardiomyocytes
by MEFs trans-differentiation with OSKM factors [17]. We successfully recapitulated this
trans-differentiation protocol and used a chemical differentiation cocktail for cardiac differentiation
that we established in our lab. The results showed beating cells 10 days faster than generating
cardiomyocytes from iPSCs. The presence of the markers ANF, αMHC, and NKX2.5 confirmed the
effective trans-differentiation. Among the cardiac markers that Efe et al. analyzed [17], they also
assessed NKX2.5, which is a transcription factor that regulates heart development, and found that
NKX2.5 was upregulated on day 9.

In contrast, in this preliminary study, we found that NKX2.5 was upregulated later by day 11.
The cardiac media used for this initial study might have delayed the upregulation of the NKX2.5
marker given that cells react differently in response to the composition of the differentiation media.
Similar to our results, they obtained higher efficiency in cardiomyocyte formation compared to cardiac
differentiation from iPSCs [17] (Data not shown). The same trans-differentiation approach was used in
this study for the first time to generate chondroblasts. The chondroblast differentiation media used in
this study was developed in our lab [28] and was reported to create chondrogenic gene expression.

This study also shows that chondroblast differentiation media with micro-mass formation was
more effective in this trans-differentiation approach than with ESC-chondroblast differentiation. For the
second stage (day 10), cells were plated in 10 µL micro-mass cultures, according to Yamashita and
collaborator’s protocol. At this time, it was not clear whether the pre-iPSCs generated in stage
1 of this trans-differentiation protocol would be able to form micro-masses. Yamashita et al. [28]
reported that, when differentiating ESCs into chondroblasts using this approach, discordant cells die by
apoptosis, undergoing a selection process where only cells that will turn into those of the chondrogenic
lineages survive. We observed that forming micro-mass did not compromise the MEF-chondroblast
trans-differentiation. Additionally, in contrast to Yamashita et al. results [28], cells successfully formed
cartilage aggregates and did not separate from the micro-mass and die. This observation suggested
that using a micro-mass approach in trans-differentiation for chondroblast derivation is more efficient
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than deriving chondroblasts from ESC differentiation via micro-mass culture [28]. The presence
of chondrogenic markers in trans-differentiated aggregates confirmed the successful chondroblast
formation. The markers Sox9, Col2, Col10, and Mmp13 are specific markers for the different stages of
chondroblast differentiation.

Sox9 is a transcription factor that orchestrates the expression of collagen genes such as Col2 and
Col10. Col2, along with others, form the cartilage-specific collagens that will later serve as a scaffold for
mineralization. Next, the proliferating chondroblasts express the Col10 gene, among other markers.
Mmp13 participates at the end of the process by degrading the cartilage matrix for mineralization to
be initiated [29,30]. Our results showed increased expression of Sox9, Col10, and Mmp13 at the early
stages of chondrogenesis. These markers maintained their upregulation up to day 12, where they
became downregulated except for the levels of Mmp13 gene, which remained high.

Following this assessment, on day 40, Yamashita et al. observed the expression of these same
markers. This gene expression pattern indicated the formation of hypertrophic chondroblasts for later
bone formation, given that Mmp13 was upregulated. Our results showed faster cartilage aggregate
formation compared to ESCs differentiation to chondroblasts using micro-mass composition [28].

Histology results demonstrated positive staining to a cartilage-like structure for hyaline
and hypertrophic cartilage, with no other type of tissue detected throughout the aggregates.
Trans-differentiated aggregates showed a similar structure to aggregates at different stages of ESC
chondrogenic differentiation [31]. These findings suggest that trans-differentiation develops the
same results as ESC-cartilage differentiation [32]. Additionally, trans-differentiated aggregates
clearly showed glycosaminoglycan (GAGs) deposition when stained with Alcian blue or Safranin-O.
Upon transplantation of trans-differentiating aggregates into SCID mice, only hyaline and hypertrophic
cartilage developed. These structures are consistent with the structures found in the in vitro
sectioned aggregates.

MEFs are a heterogeneous population that might include other types of cells, such as chondroblasts
and mesenchymal stem cells. Flow cytometry results indicated that the starting MEF population was
uniform and did not include a significant number of chondroblasts. A total of 96% of MEFs expressed
the fibroblast marker H2kk only. In addition, 0.8% of the population expressed both H2kk and the
chondrogenic marker Col2. Chondroblast survival was minimal since the media used did not contain
the proper growth factors to promote chondroblast cell division and survival. MEFs were cultured
in chondrogenic media to exclude the presence of mesenchymal stem cells that could differentiate
to chondroblasts. The results showed gene expression that closely resembled MEFs, which showed
no expression of Sox9. On the other hand, if chondrogenic or residual cells would survive in the
MEFs population, once plated for trans-differentiation, they are not likely to be reprogrammed with
the OSKM factors since the target cells should be actively dividing. This criterion does not apply on
chondrocytes due to quiescence [33].

We used Oct4 expression together with Nanog and Rex1 expression to exclude intermediate iPSCs
formation. Flow cytometry results for the first stage of trans-differentiation showed an exogenous
Oct4 signal and no endogenous Oct4 signal, which supports the absence of iPSCs formation since
endogenous Oct4 showed no expression during this stage of trans-differentiation. Per this finding,
the expression of Nanog and Rex1 genes in the transdifferentiated MEFs was minimal when compared
to iPSCs.

JI1 enhances trans-differentiation efficiency in cardiomyocytes and neural progenitor cells [22].
However, it has never been reported for chondrogenic trans-differentiation. In this study, we compared
the gene expression profile of Sox9, Col2, Col10, and Mmp13 in cells that were trans-differentiated
in conducive media (+JI1) to trans-differentiated cells in non-conducive media (-JI1). Interestingly,
Sox9 presented a similar pattern in both conditions. On the other side, Col10 showed upregulation
in conducive media and no expression in non-conducive media. Similarly, Mmp13 expression was
higher in conducive media compared to the non-conducive media (−JI1). Overall, under conducive
media, Sox9, Col10, and Mmp13 were upregulated, whereas, in non-conducive media, there was only a
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small amount of expression of the Mmp13 gene. Mmp13 is involved in the degradation specifically
of collagen type II, as it is overexpressed in OA cartilage tissue [34]. In this scenario, it might be that
trans-differentiation without JI1 leads to an imperfect cartilage structure. This finding, in consequence,
highlights how trans-differentiation efficiency increases upon the usage of JI1.

Our results showed the absence of tumor formation upon in vitro transplantation. These findings
could be due to the role of JI1 in preventing iPSCs formation. iPSCs (and ESCs) have the potential
to form teratomas when transplanted. Tumor formation is a significant limitation slowing the
clinical application of pluripotent stem cells [35,36]. This trans-differentiation approach can overcome
this problem.

Trans-differentiation of MEFs formed mature chondroblasts by day 15 (Figure 4), which is half the
time required for reprogramming MEFs into iPSCs and then differentiating them into chondroblasts.
We defined mature chondroblast formation, according to Yamashita et al. [31]. Our results displayed
the expression of Col10 and Mmp13 genes by day 15, which likely indicates hypertrophic chondrocyte
formation. It has been reported that reprogramming experiments with iPSCs formation take a long
time for their first appearance in culture [37]. In comparison to trans-differentiation, the same time
frame is needed for trans-differentiated MEFs to become hypertrophic chondrocytes. In another study,
turning osteoarthritic chondrocytes into iPSCs and then differentiating them into healthy chondroblasts
took, on average, 34 days [38]. This period is double the time required for obtaining chondroblasts
via trans-differentiation. Overall, our results suggest that the trans-differentiation of MEFs into the
chondrogenic lineage using OSKM factors is faster than conventional methods of using iPSCs.

JAK inhibition might have blocked bone formation. Bone markers Runx2, which determines
osteoblast lineage, and Sp7 direct the fate of cells to osteocytes by blocking their differentiation into
chondroblasts and ACP5, which is an acid phosphatase 5. A tartrate-resistant protein was assessed.
The results were compared to transdifferentiated cells cultured in the absence of a JI1 or non-conducive
condition. ACP5 highly expressed in the lack of JI1 was compared to trans-differentiated cells in the
presence of JI1. Sp7 and Runx2 genes were expressed slightly higher in the non-conducive (−JI1)
condition when compared to the condition with JI1. These results suggest that JI1 leads to more
efficient trans-differentiation into chondroblasts. JI1 keeps the cells from continuing to bone formation.
Thus, there is the potential to tailor this trans-differentiation approach to form only hyaline cartilage,
perhaps by adjusting the JI1 exposure time.

Other approaches to obtain hyaline cartilage can also be applied. For example, as previously
mentioned, Sox9, while overexpressed in the chondroblasts of the mouse embryos, results in delayed
hypertrophic chondrocyte differentiation [39]. Thus, the manipulation of Sox9 gene expression might
be an excellent pathway to direct trans-differentiation to a more hyaline cartilage fate.

Our results suggest that this trans-differentiation method is more inclined toward the formation of
hypertrophic chondrocytes for consequent bone development [40]. We observed an early upregulation
of Col10 on day 6, as well as a later upregulation of Mmp13 on day 12, which mimics a hypertrophic
cartilage gene expression profile. Although endochondral ossification does not occur in vitro,
it could happen in vivo upon transplantation. Yamashita and colleagues observed this when ESCs
were differentiated to chondrocytes in micro-mass culture [31]. Hence, more extended periods of
incubation following transplantation would have also allowed us to better study whether cartilage
trans-differentiation could lead to endochondral ossification following transplantation.

Trans-differentiation offers the potential to find the window for hyaline cartilage formation with
the advantage that it could be tumor-free. A good example is that this window has been seen before
in another chondroblast trans-differentiation approach. Hiramatsu et al. 2011 [21] were able to find
this window in their protocol for hyaline cartilage formation by retaining the expression of Sox9.
This transcription factor was reported to delay hypertrophy [25,39]. In their work, they used viral
particle transduction together with the doxycycline inducibility of the transgenes. Hence, when Sox9
maintained its expression, cells remained in a hyaline cartilage-like state. In contrast, when Sox9 didn’t
continue expression, cells moved into hypertrophy.
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5. Conclusions

Altogether, the results discussed above demonstrated the following.

• Transduction of MEFs with OSKM factors with the removal of LIF and addition of JI1 put the
cells in a plastic state where the chromatin was open enough for chemicals and small molecules
responsible for chondrogenesis to direct the cells from the fibroblast fate to the chondroblast fate.

• There was no intermediate iPSCs formation. Moreover, a negligible number of mesenchymal stem
cells and mature chondroblasts was present in the starting population.

• The time needed for trans-differentiation is less than half the time required for the differentiation
of chondroblasts from embryonic or induced stem cells (15 days for trans-differentiation versus
34 days for chondrocyte differentiation from ESC or iPSCs).

• This approach can lead to a near personalized clinical treatment that will allow less morbidity for
OA patients.

• This approach will also eliminate the potential of graft rejections and tumor formation
after transplantation.

Author Contributions: Conceptualization, P.C. and D.E.R. Methodology, P.C., C.H. and S.A.H. Analysis and
interpretation, P.C. and S.A.H. Investigation, P.C. and D.E.R. Resources, D.E.R. Data curation, P.C. and D.E.R.
Writing—draft preparation, S.A.H. Writing—review and editing, D.E.R. and S.A.H. Visualization, P.C. Supervision,
D.E.R. Funding acquisition, D.E.R. All authors have read and agreed to the published version of the manuscript.

Funding: CIHR/Arthritis Society “A Novel Bioprocess for Efficiently Generating Induced Pluripotent Stem Cells”
supported this research.

Acknowledgments: We thank Alberta Innovates Health Solutions for funding the first and third authors of this
research article. We also thank the Ministry of Higher Education, Egypt for partially funding the second author of
this publication during the first two years of her Ph.D.

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Atsumi, S.; Hara, K.; Arai, Y.; Yamada, M.; Mizoshiri, N.; Kamitani, A.; Kubo, T. A novel arthroscopic
all-inside suture technique using the Fast-Fix 360 system for repairing horizontal meniscal tears in young
athletes. Medicine 2018, 97, e9888. [CrossRef] [PubMed]

2. White, B.J.; Stapleford, A.B.; Hawkes, T.K.; Finger, M.J.; Herzog, M.M. Allograft Use in Arthroscopic Labral
Reconstruction of the Hip with Front-to-Back Fixation Technique: Minimum 2-Year Follow-up. Arthrosc. J.
Arthrosc. Relat. Surg. 2016, 32, 26–32. [CrossRef] [PubMed]

3. Solheim, E.; Hegna, J.; Strand, T.; Harlem, T.; Inderhaug, E. Randomized Study of Long-term (15–17 Years)
Outcome After Microfracture Versus Mosaicplasty in Knee Articular Cartilage Defects. Am. J. Sports Med.
2017, 46, 826–831. [CrossRef] [PubMed]

4. Kim, J.-R.; Yoo, J.; Kim, H. Therapeutics in Osteoarthritis Based on an Understanding of Its Molecular
Pathogenesis. Int. J. Mol. Sci. 2018, 19, 674. [CrossRef] [PubMed]

5. Deiana, M.; Malerba, G.; Dalle Carbonare, L.D.; Cheri, S.; Patuzzo, C.; Tsenov, G.; Moron Dalla Tor, L.M.D.;
Mori, A.; Saviola, G.; Zipeto, D.; et al. Physical Activity Prevents Cartilage Degradation: A Metabolomics
Study Pinpoints the Involvement of Vitamin B6. Cells 2019, 8, 1374. [CrossRef] [PubMed]

6. Lu, L.; Dai, C.; Zhang, Z.; Du, H.; Li, S.; Ye, P.; Fu, Q.; Zhang, L.; Wu, X.; Dong, Y.; et al. Treatment of knee
osteoarthritis with intra-articular injection of autologous adipose-derived mesenchymal progenitor cells: A
prospective, randomized, double-blind, active-controlled, phase IIb clinical trial. Stem Cell Res. Ther. 2019,
10, 143. [CrossRef] [PubMed]

7. Muñoz-Criado, I.; Meseguer-Ripolles, J.; Mellado-López, M.; Alastrue-Agudo, A.; Griffeth, R.J.; Forteza-Vila, J.;
Cugat, R.; García, M.; Moreno-Manzano, V. Human Suprapatellar Fat Pad-Derived Mesenchymal Stem Cells
Induce Chondrogenesis and Cartilage Repair in a Model of Severe Osteoarthritis. Stem Cells Int. 2017, 2017,
1–12. [CrossRef]

http://dx.doi.org/10.1097/MD.0000000000009888
http://www.ncbi.nlm.nih.gov/pubmed/29443758
http://dx.doi.org/10.1016/j.arthro.2015.07.016
http://www.ncbi.nlm.nih.gov/pubmed/26422708
http://dx.doi.org/10.1177/0363546517745281
http://www.ncbi.nlm.nih.gov/pubmed/29253350
http://dx.doi.org/10.3390/ijms19030674
http://www.ncbi.nlm.nih.gov/pubmed/29495538
http://dx.doi.org/10.3390/cells8111374
http://www.ncbi.nlm.nih.gov/pubmed/31683926
http://dx.doi.org/10.1186/s13287-019-1248-3
http://www.ncbi.nlm.nih.gov/pubmed/31113476
http://dx.doi.org/10.1155/2017/4758930


Cells 2020, 9, 191 17 of 18

8. Hyunchul Jo, C.; Won Chai, J.; Cheol Jeong, E.; Oh, S.; Sun Shin, J.; Shim, H.; Sup Yoon, K. Intra-articular
Injection of Mesenchymal Stem Cells for the Treatment of Osteoarthritis of the Knee A 2-Year Follow-up
Study. Am. J. Sports Med. 2017, 45, 2774–2783. [CrossRef]

9. Yamashita, A.; Liu, S.; Woltjen, K.; Thomas, B.; Meng, G.; Hotta, A.; Takahashi, K.; Ellis, J.; Yamanaka, S.;
Rancourt, D.E. Cartilage tissue engineering identifies abnormal human induced pluripotent stem cells. Sci.
Rep. 2013, 3, 1978. [CrossRef]

10. Mahboudi, H.; Soleimani, M.; Enderami, S.E.; Kehtari, M.; Ardeshirylajimi, A.; Eftekhary, M.; Kazemi, B.
Enhanced chondrogenesis differentiation of human induced pluripotent stem cells by MicroRNA-140 and
transforming growth factor beta 3 (TGFβ3). Biologicals 2018, 52, 30–36. [CrossRef]

11. Weintraub, H.; Tapscott, S.J.; Davis, R.L.; Thayer, M.J.; Adam, M.A.; Lassar, A.B.; Miller, A.D. Activation of
muscle-specific genes in pigment, nerve, fat, liver, and fibroblast cell lines by forced expression of MyoD.
Proc. Natl. Acad. Sci. USA 1989, 86, 5434–5438. [CrossRef] [PubMed]

12. Katagiri, T.; Yamaguchi, A.; Komaki, M.; Abe, E.; Takahashi, N.; Ikeda, T.; Rosen, V.; Wozney, J.M.;
Fujisawa-Sehara, A.; Suda, T. Bone morphogenetic protein-2 converts the differentiation pathway of C2C12
myoblasts into the osteoblast lineage. J. Cell Biol. 1994, 127, 1755–1766. [CrossRef] [PubMed]

13. Cheng, L.; Gao, L.; Guan, W.; Mao, J.; Hu, W.; Qiu, B.; Zhao, J.; Yu, Y.; Pei, G. Direct conversion of astrocytes
into neuronal cells by drug cocktail. Cell Res. 2015, 25, 1269–1272. [CrossRef] [PubMed]

14. Posa, F.; Grab, A.L.; Martin, V.; Hose, D.; Seckinger, A.; Mori, G.; Vukicevic, S.; Cavalcanti-Adam, E.A.
Copresentation of BMP-6 and RGD Ligands Enhances Cell Adhesion and BMP-Mediated Signaling. Cells
2019, 8, 1646. [CrossRef]

15. Ieda, M. Direct reprogramming into desired cell types by defined factors. Keio J. Med. 2013, 62, 74–82.
[CrossRef]

16. Takahashi, K.; Yamanaka, S. Induction of pluripotent stem cells from mouse embryonic and adult fibroblast
cultures by defined factors. Cell 2006, 126, 663–676. [CrossRef]

17. Yamanaka, S. Elite and stochastic models for induced pluripotent stem cell generation. Nature 2009, 460,
49–52. [CrossRef]

18. Ieda, M.; Fu, J.-D.; Delgado-Olguin, P.; Vedantham, V.; Hayashi, Y.; Bruneau, B.G.; Srivastava, D. Direct
reprogramming of fibroblasts into functional cardiomyocytes by defined factors. Cell 2010, 142, 375–386.
[CrossRef]

19. Vierbuchen, T.; Ostermeier, A.; Pang, Z.P.; Kokubu, Y.; Südhof, T.C.; Wernig, M. Direct conversion of
fibroblasts to functional neurons by defined factors. Nature 2010, 463, 1035–1041. [CrossRef]

20. Yamamoto, K.; Kishida, T.; Sato, Y.; Nishioka, K.; Ejima, A.; Fujiwara, H.; Kubo, T.; Yamamoto, T.;
Kanamura, N.; Mazda, O. Direct conversion of human fibroblasts into functional osteoblasts by defined
factors. Proc. Natl. Acad. Sci. USA 2015, 112, 6152–6157. [CrossRef]

21. Hiramatsu, K.; Sasagawa, S.; Outani, H.; Nakagawa, K.; Yoshikawa, H.; Tsumaki, N. Generation of hyaline
cartilaginous tissue from mouse adult dermal fibroblast culture by defined factors. J. Clin. Invest. 2011, 121,
640–657. [CrossRef] [PubMed]

22. Efe, J.A.; Hilcove, S.; Kim, J.; Zhou, H.; Ouyang, K.; Wang, G.; Chen, J.; Ding, S. Conversion of mouse
fibroblasts into cardiomyocytes using a direct reprogramming strategy. Nat. Cell Biol. 2011, 13, 215–222.
[CrossRef] [PubMed]

23. Hong, X.; Margariti, A.; Le Bras, A.; Jacquet, L.; Kong, W.; Hu, Y.; Xu, Q. Transdifferentiated Human Vascular
Smooth Muscle Cells are a New Potential Cell Source for Endothelial Regeneration. Sci. Rep. 2017, 7, 1–17.
[CrossRef] [PubMed]

24. Anokye-Danso, F.; Trivedi, C.M.; Juhr, D.; Gupta, M.; Cui, Z.; Tian, Y.; Zhang, Y.; Yang, W.; Gruber, P.J.;
Epstein, J.A.; et al. Highly Efficient miRNA-Mediated Reprogramming of Mouse and Human Somatic Cells
to Pluripotency. Cell Stem Cell 2011, 8, 376–388. [CrossRef]

25. Ecke, A.; Lutter, A.-H.; Scholka, J.; Hansch, A.; Becker, R.; Anderer, U. Tissue Specific Differentiation of
Human Chondrocytes Depends on Cell Microenvironment and Serum Selection. Cells 2019, 8, 934. [CrossRef]

26. Bourillot, P.-Y.; Santamaria, C.; David, L.; Savatier, P. GP130 signaling and the control of naïve pluripotency
in humans, monkeys, and pigs. Exp. Cell Res. 2019, 111712. [CrossRef]

27. Niwa, H.; Ogawa, K.; Shimosato, D.; Adachi, K. A parallel circuit of LIF signalling pathways maintains
pluripotency of mouse ES cells. Nature 2009, 460, 118–122. [CrossRef]

http://dx.doi.org/10.1177/0363546517716641
http://dx.doi.org/10.1038/srep01978
http://dx.doi.org/10.1016/j.biologicals.2018.01.005
http://dx.doi.org/10.1073/pnas.86.14.5434
http://www.ncbi.nlm.nih.gov/pubmed/2748593
http://dx.doi.org/10.1083/jcb.127.6.1755
http://www.ncbi.nlm.nih.gov/pubmed/7798324
http://dx.doi.org/10.1038/cr.2015.120
http://www.ncbi.nlm.nih.gov/pubmed/26427716
http://dx.doi.org/10.3390/cells8121646
http://dx.doi.org/10.2302/kjm.2012-0017-RE
http://dx.doi.org/10.1016/j.cell.2006.07.024
http://dx.doi.org/10.1038/nature08180
http://dx.doi.org/10.1016/j.cell.2010.07.002
http://dx.doi.org/10.1038/nature08797
http://dx.doi.org/10.1073/pnas.1420713112
http://dx.doi.org/10.1172/JCI44605
http://www.ncbi.nlm.nih.gov/pubmed/21293062
http://dx.doi.org/10.1038/ncb2164
http://www.ncbi.nlm.nih.gov/pubmed/21278734
http://dx.doi.org/10.1038/s41598-017-05665-7
http://www.ncbi.nlm.nih.gov/pubmed/28717251
http://dx.doi.org/10.1016/j.stem.2011.03.001
http://dx.doi.org/10.3390/cells8080934
http://dx.doi.org/10.1016/j.yexcr.2019.111712
http://dx.doi.org/10.1038/nature08113


Cells 2020, 9, 191 18 of 18

28. Yamashita, A.; Krawetz, R.; Rancourt, D.E. Loss of discordant cells during micro-mass differentiation of
embryonic stem cells into the chondrocyte lineage. Cell Death Differ. 2009, 16, 278–286. [CrossRef]

29. Raffetto, J.D.; Khalil, R.A. Matrix metalloproteinases and their inhibitors in vascular remodeling and vascular
disease. Biochem. Pharmacol. 2008, 75, 346–359. [CrossRef]

30. Goldring, M.B. Chondrogenesis, chondrocyte differentiation, and articular cartilage metabolism in health
and osteoarthritis. Ther. Adv. Musculoskelet. Dis. 2012, 4, 269–285. [CrossRef]

31. Yamashita, A.; Nishikawa, S.; Rancourt, D.E. Identification of five developmental processes during
chondrogenic differentiation of embryonic stem cells. PLoS ONE 2010, 5, e10998. [CrossRef] [PubMed]

32. Agrawal, P.; Pramanik, K. Enhanced chondrogenic differentiation of human mesenchymal stem cells in silk
fibroin/chitosan/glycosaminoglycan scaffolds under dynamic culture condition. Differentiation 2019, 110,
36–48. [CrossRef] [PubMed]

33. Kim, H.; Won Kim, D.; Park, J.; Choi, S. Transduction of Cu, Zn-superoxide dismutase mediated by an HIV-1
Tat protein basic domain into human chondrocytes. Arthritis Res. Ther. 2006, 8, R96. [CrossRef] [PubMed]

34. Mitchell, P.G.; Magna, H.A.; Reeves, L.M.; Lopresti-Morrow, L.L.; Yocum, S.A.; Rosner, P.J.; Geoghegan, K.F.;
Hambor, J.E. Cloning, expression, and type II collagenolytic activity of matrix metalloproteinase-13 from
human osteoarthritic cartilage. J. Clin. Invest. 1996, 97, 761–768. [CrossRef]

35. Amariglio, N.; Hirshberg, A.; Scheithauer, B.W.; Cohen, Y.; Loewenthal, R.; Trakhtenbrot, L.; Paz, N.;
Koren-Michowitz, M.; Waldman, D.; Leider-Trejo, L.; et al. Donor-Derived Brain Tumor Following Neural
Stem Cell Transplantation in an Ataxia Telangiectasia Patient. PLoS Med. 2009, 6, e1000029. [CrossRef]

36. Jiang, Z.; Han, Y.; Cao, X. Induced pluripotent stem cell (iPSCs) and their application in immunotherapy.
Cell. Mol. Immunol. 2014, 11, 17–24. [CrossRef]

37. Ramos-Mejía, V.; Montes, R.; Bueno, C.; Ayllón, V.; Real, P.J.; Rodríguez, R.; Menendez, P. Residual Expression
of the Reprogramming Factors Prevents Differentiation of iPSC Generated from Human Fibroblasts and
Cord Blood CD34+ Progenitors. PLoS ONE 2012, 7, e35824. [CrossRef]

38. Wei, Y.; Zeng, W.; Wan, R.; Wang, J.; Zhou, Q.; Qiu, S.; Singh, S. Chondrogenic differentiation of induced
pluripotent stem cells from osteoarthritic chondrocytes in alginate matrix. Eur. Cells Mater. 2012, 23, 1–12.
[CrossRef]

39. Akiyama, H.; Chaboissier, M.-C.; Martin, J.F.; Schedl, A.; de Crombrugghe, B. The transcription factor
Sox9 has essential roles in successive steps of the chondrocyte differentiation pathway and is required for
expression of Sox5 and Sox6. Genes Dev. 2002, 16, 2813–2828. [CrossRef]

40. Zuscik, M.J.; Hilton, M.J.; Zhang, X.; Chen, D.; O’Keefe, R.J. Regulation of chondrogenesis and chondrocyte
differentiation by stress. J. Clin. Invest. 2008, 118, 429–438. [CrossRef]

© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

http://dx.doi.org/10.1038/cdd.2008.149
http://dx.doi.org/10.1016/j.bcp.2007.07.004
http://dx.doi.org/10.1177/1759720X12448454
http://dx.doi.org/10.1371/journal.pone.0010998
http://www.ncbi.nlm.nih.gov/pubmed/20539759
http://dx.doi.org/10.1016/j.diff.2019.09.004
http://www.ncbi.nlm.nih.gov/pubmed/31606527
http://dx.doi.org/10.1186/ar1972
http://www.ncbi.nlm.nih.gov/pubmed/16792821
http://dx.doi.org/10.1172/JCI118475
http://dx.doi.org/10.1371/journal.pmed.1000029
http://dx.doi.org/10.1038/cmi.2013.62
http://dx.doi.org/10.1371/journal.pone.0035824
http://dx.doi.org/10.22203/eCM.v023a01
http://dx.doi.org/10.1101/gad.1017802
http://dx.doi.org/10.1172/JCI34174
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Mouse Embryonic Fibroblast (MEFs) Isolation 
	OSKM Retrovirus Packaging 
	OSKM Retroviral Transductions 
	Cellular Reprogramming 
	Chondroblast Differentiation 
	RNA Isolation 
	Quantitative PCR 
	Flow Cytometry 
	Transplantation 
	Histology 
	Statistical Analysis 

	Results 
	Evaluation of Transduction Efficiency and the Absence of Intermediate iPSCs Formation 
	Evaluation of Chondrogenic Trans-Differentiation 
	Characterization of the Kinetics of Trans-Differentiation to Chondroblasts 
	Effect of JAK Inhibition on Chondrogenic Differentiation 
	Detection of Hyaline and Hypertrophic Cartilage in Subcutaneous Aggregate Transplants 

	Discussion 
	Conclusions 
	References

