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Abstract: The pharmaceutical compounds that modulate pluripotent stem cell (PSC) identity and
function are increasingly adopted to generate qualified PSCs and their derivatives, which have
promising potential in regenerative medicine, in pursuit of more accuracy and safety and less
cost. Here, we demonstrate the peroxisome proliferator-activated receptor α (PPARα) agonist as
a novel enhancer of pluripotency acquisition and induced pluripotent stem cell (iPSC) generation.
We found that PPARα agonist, examined and selected Food and Drug Administration (FDA)
-approved compound libraries, increase the expression of pluripotency-associated genes, such as
Nanog, Nr5A2, Oct4, and Rex1, during the reprogramming process and facilitate iPSC generation by
enhancing their reprogramming efficiency. A reprogramming-promoting effect of PPARα occurred
via the upregulation of Nanog, which is essential for the induction and maintenance of pluripotency.
Through bioinformatic analysis, we identified putative peroxisome proliferator responsive elements
(PPREs) located within the promoter region of the Nanog gene. We also determined that PPARα can
activate Nanog transcription by specific binding to putative PPREs. Taken together, our findings
suggest that PPARα is an important regulator of PSC pluripotency and reprogramming, and PPARα
agonists can be used to improve PSC technology and regenerative medicine.

Keywords: agonist; Nanog; peroxisome proliferator-activated receptor α; pluripotency; induced
pluripotent stem cell; reprogramming

1. Introduction

Pluripotent stem cells (PSCs) have unique properties of unlimited self-renewal and pluripotency
to differentiate into all kinds of cell types in the body, which represent valuable biomaterial
for applications in regenerative medicine [1]. The pluripotency of PSCs is tightly controlled by
a network of core transcriptional regulatory factors, such as Oct4, Sox2, and Nanog [2,3], as well
as nuclear receptors and ligand-dependent transcription factors, such as Esrrb, the Nr5A family,
and Nr0b1 [4,5]. Various combinations of these transcription factors have been tested and identified
for somatic cellular reprogramming to pluripotency, particularly the four “Yamanaka factors (Oct4,
Sox2, Klf4, and c-Myc, abbreviated as OSKM)” [6,7] and other alternative factors (Oct4, Sox2, Nanog,
and Lin28) [8]. Alternative transcription factors that can replace classical reprogramming factors or
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enhance reprogramming efficiency have been suggested [9,10]. Esrrb can replace Klf4 [11] or Sox2 [12],
and Nr5A2 can replace Oct4 [13] in the derivation of induced pluripotent stem cells (iPSCs). Nr0b1 and
Nanog can stabilize induced pluripotency synergistically during somatic cellular reprogramming [14].
In addition to transcription factors, small molecule compounds, offering ease of use and administration
and cost-effectiveness, have been extensively tested, and the use of pre-existing small molecules has
been suggested to advance iPSC generation and utility [15,16].

The peroxisome proliferator-activated receptors (PPARs) are ligand-dependent transcription
factors that belong to a superfamily of nuclear hormone receptors [17,18] and play critical roles in
numerous cellular processes, including lipid metabolism, inflammatory pathway, glucose homeostasis,
cell cycle control, differentiation, development, and extracellular matrix remodeling [17–20]. PPARs
share a highly conserved structure and molecular mode of action as a heterodimer with the retinoid x
receptor (RXR), recognizing specific DNA sequences in target genes known as peroxisome proliferator
response elements (PPREs) [21–23]. PPREs are characterized by a direct repeat sequence of the
consensus hexanucleotide AGGTCA interspaced by a single nucleotide [23,24]. Each PPAR isoform
regulates different target genes, thereby modulating distinct biological processes [24]. However,
the mechanism underlying the specificity of regulation and the degree of acceptable sequence variability
in PPREs is unclear [24,25]. In addition, functional PPREs have been identified only in a limited number
of target genes, although numerous genes are known to be regulated by PPARs [25,26].

PPARs comprise the three isoforms, PPARα, PPARγ, and PPARβ/δ, which are differentially
expressed in several tissues: PPARα and PPARβ/δ are expressed ubiquitously, whereas PPARγ is
mainly expressed in macrophages, adipocytes, and colon cells [17,18]. During Xenopus laevis Daudin
gastrulation, the pluripotency-related chromatin signature (H3K27me3) can be recognized by PPARβ [27].
PPARγ agonists have been reported to induce the loss of leukemia inhibitory factor (LIF)-dependent
self-renewal of mouse embryonic stem cells (ESCs) and adipocyte differentiation [4,28,29]. In combination
with the Rho-associated kinase (ROCK) inhibitor Y-27632, a PPARγ agonist blocked apoptosis and
enhanced the cloning efficiency of human PSCs after dissociation [30]. However, the roles of PPARα,
which is the best characterized isoform, remain not fully understood in PSCs.

Here, we demonstrate that PPARα agonists, such as fenofibrate, have a positive effect on
the generation of iPSCs by a high-throughput screening strategy from selected FDA-approved
compound libraries using genetically homogeneous secondary mouse embryonic fibroblasts (MEFs)
harboring doxycycline (dox)-inducible OSKM transgenes. The PPARα-mediated enhancement of
reprogramming efficiency was found to be associated with PPARα-mediated Nanog promoter
activation. Taken together, our findings may provide new roles for the PPARα agonist as a PSC
fate controller in somatic cellular reprogramming and iPSC technology.

2. Experimental Section

2.1. Chemicals and Reagents

Fenofibrate (#4113), WY14643 (#1312), and A769662 (#3336) were purchased from Tocris (Tocris,
Minneapolis, Minnesota MN, USA) and dissolved in dimethyl sulfoxide (DMSO; Sigma-Aldrich,
St. Louis, Missouri MO, USA). Cell culture medium (DMEM-high glucose), fetal bovine serum
(FBS), glutamine, nonessential amino acid (NEAA), penicillin-streptomycin, and trypsin/EDTA were
acquired from Thermo Fisher (Thermo Fisher Scientific, Waltham, Massachusetts MA, USA).

2.2. Mice

C57BL/6J and R26rtTA; Col1a14F2A and BALB/c-nude mice were obtained from Jackson
Laboratory (Bar Harbor, Maine ME, USA) and maintained at Korea Research Institute of Bioscience &
Biotechnology (KRIBB). All mice maintenance and experiments were approved by the Institutional
Animal Care and Use Committee of KRIBB.



J. Clin. Med. 2018, 7, 488 3 of 14

2.3. Cell Culture

For the feeder-dependent condition, undifferentiated mouse PSCs were cultured on gamma-irradiated
MEF feeder layer in PSC medium composed of PSC basal medium DMEM-high glucose supplemented
with 2 mM glutamine, 1% NEAA, 0.1 mM β-mercaptoethanol (Sigma-Aldrich, St. Louis, Missouri
MO, USA), 100 units/mL penicillin, 100 µg/mL streptomycin, 1% NEAA, 15% FBS, and 1000 U/mL
leukemia inhibitory factor (LIF) (Millipore, Billerica, Massachusetts MA, USA). In the feeder-free
condition, the cells were maintained on 0.2% gelatin-coated dish in PSC medium. The PSC medium
change was performed every other day. In 2–3 days, cells were washed once with PBS and treated
with 0.25% trypsin/ Ethylene Diamine Tetraacetic Acid (EDTA) and dissociated into a cell and then
transferred to 0.2% gelatin-coated dish.

2.4. Somatic Cellular Reprogramming

Following the protocol, 4F2A MEFs were isolated from embryonic day 13.5 (E13.5) embryos of the
single Dox inducible transgenic mouse strains that express four reprogramming genes OSKM separated
by three sequences encoding 2A self-cleaving peptides from the Col1a1 locus [31]. Briefly, internal
organs and heads of embryos were removed before MEFs isolation, and then MEFs were expanded in
DMEM-high glucose supplemented with 10% FBS, 100 units/mL penicillin, 100 µg/mL streptomycin,
and 1% NEAA. The reprogramming scheme is in accordance with the published procedures [31,32].

2.5. Alkaline Phosphatase (AP) Staining

Alkaline Phosphatase (AP) staining was performed using a commercially available AP detection
kit (Sigma-Aldrich, St. Louis, Missouri MO, USA), as previously reported [32]. Briefly, cells were fixed
by fixation solution composed of citrate solution, acetone, and 37% formaldehyde for 30 sec at room
temperature. Then cells were stained with AP staining solution in the dark. Staining solution was
removed and washed with distilled water. AP stained colonies were observed by light microscopy.

2.6. Immunocytochemistry

Cells were fixed with 4% paraformaldehyde for 10 min at room temperature. Then cells were
permeablized with 0.1% Triton X-100 for 30 min, and washed with Phosphate buffered saline with
Tween-20 (PBST) followed by blocking was performed by using 4% bovine serum albumin (BSA).
Primary antibodies in blocking buffer were treated and then incubated overnight at 4 ◦C. Alexa
Fluor 594 and Alexa Fluor 488 (Life Technologies, Carlsbad, California CA, USA) were used for
secondary antibodies. The primary antibodies used for PSCs were anti-Oct4 (sc-5279, Santa Cruz,
Dallas, Texas TX, USA), -Nanog (ab80892, Abcam, Cambridge, UK), and -SSEA1 (sc-21702, Santa Cruz,
California CA, USA).

2.7. Three Germ Layer Differentiation in Vivo and in Vitro

For in vitro three germ layer differentiation, cells were trypsinized and transferred to petri
dishes in the PSC medium without a LIF. After a week, aggregated cells were plated onto 0.2%
gelatin-coated Lab-Tek 4 well chamber and cultured for another week. Cells were stained with anti-Tuj1
(PRB-435P, Covance, Princeton, New Jersey NJ, USA), -Nestin (sc-23927, Santa Cruz, California CA,
USA), -Desmin (AB907, Millipore, Burlington, Massachusetts MA, USA), -α-SMA (A5228, Sigma
Aldrich, St. Louis, Missouri MO, USA), -Foxa2 (07-633, Millipore, Burlington, Massachusetts MA, USA),
and -Sox17 (sc-17355, Santa Cruz, California CA, USA). Teratoma formation was performed for in vivo
three germ layer differentiation. iPSCs were harvested in single cell using 0.25% trypsin/EDTA. Cells
were injected with Matrigel by subcutaneous injection on 4-week-old BALB/c-nude mice. Two weeks after
injection, teratomas were isolated from mice and fixed overnight in 4% paraformaldehyde at 4 °C and then
embedded in paraffin. Paraffin-embedded tissues were sectioned, stained with hematoxylin and eosin,
and were observed using light microscopy to examine whether all three germ layer tissues were presented.
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2.8. Quantitative Real-Time PCR

Total RNA isolated using a Rneasy Kit (Qiagen, Valencia, California CA, USA) was reverse
transcribed using a First Strand Synthesis kit (Invitrogen, Carlsbad, California CA, USA). Quantitative
real-time RT-PCR analysis was performed in triplicate using 1/50 of the reverse transcription reaction
in an ABI Prism 7500 (Applied Biosystems, Foster City, California CA, USA) with QuantiTect SYBR
green PCR kit (Qiagen, Venlo, the Netherlands). The following primers were used for qPCR: Oct4,
Forward 5′-CTTCACCACACTCTACTC; Reverse 5′-CCAGGTTCTCTTGTCTAC; Nr0b1, Forward
5′-TCCAGGCCATCAAGAGTTTC; Reverse 5′-ATCTGCTGGGTTCTCCACTG; Nanog, Forward
5′-TGAGCTATAAGCAGGTTAAGAC; Reverse 5′-CAATGGATGCTGGGATAC TC; Nr5a2, Forward
5′-AGATGCCAGAAAACATGCAA; Reverse 5′-TATCGCCACACA CAGGACAT; PPARα, Forward
5′-TATTCGGCTGAAGCTGGTGTAC; Reverse 5′-CTGGCATTTGTTCCGGTTCT; Rex1, Forward
5′-GATCCGCAAACACCTGCTTT; Reverse 5′-CCAAGTGTTG TCCCCAAATACC. The quantitation
of the relative expression levels of the marker genes was achieved by normalizing for the endogenous
glyceraldehyde-3-phosphate dehydrogenase (GAPDH) using the delta CT method, as described
previously [32].

2.9. Reporter Gene Assay

The plasmid pSG5-PPARα and Nanog5P [33] were a gift from Bruce Spiegelman (Addgene
plasmid # 22751) and Austin Cooney (Addgene plasmid # 16337), respectively. pGL3-basic promoter
luciferase reporter (Promega, Madison, Wisconsin WI, USA) and pSG5 null vector (Agilent, Santa Clara,
California CA, USA) were used as controls. Renilla luciferase activities were used to normalize
transfection efficiencies. Cells were transfected using Lipofectamine 2000 (Thermo Fisher Scientific,
Waltham, Massachusetts MA, USA). 48 h after transfection, luciferase activity was measured using
Dual-Luciferase Reporter Assay System according to the manufacture’s protocol (Promega, Madison,
Wisconsin WI, USA). Briefly, cells were lysed with passive lysis buffer for 15 min on a gently shaking
orbital shaker. The luminescence of the samples was measured following the manufacturer’s assay
protocol for 96-well plates.

2.10. Bioinformatic Analysis and Chromatin Immunoprecipitation

Putative PPARα/RXR or PPARα consensus sequence identification was performed by using
JASPAR and PROMO (version 8.3 of TRANSFAC) databases. Chromatin immunoprecipitation (ChIP)
assay was performed by Pierce Agarose ChIP Kit (Thermo Fisher Scientific, Waltham, Massachusetts
MA, USA) following the manufacturer’s instructions. Cells were crosslinked with 1% formaldehyde,
washed with cold PBS, and the cells were lysed. The genomic DNA was sonicated, immunoprecipitated
with an anti-PPARα antibody (sc-9000, Santa cruz, California CA, USA), and then analyzed by qPCR
using specific primers able to amplify the regions including putative PPARα/RXRα and PPARα
consensus sequence (Forward 5′-GTGAGTTGGAAGCCAG; Reverse 5′-CCTCAGCCGTCTAAGC).

2.11. Statistical Analysis

Results are shown as the mean + standard error of the mean (SEM) (n = 3). The statistical
significance was determined using a Kruskal–Wallis test with Dunn´s multiple comparison (* p < 0.05,
** p < 0.01, *** p < 0.001).

3. Results

3.1. Experimental Results

3.1.1. PPARα Agonists Enhance Cellular Reprogramming to Derive iPSCs

To facilitate the cellular reprogramming process using pre-existing small molecule compounds,
we conducted a high-throughput chemical screen of the collection comprised of 665 FDA-approved
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compounds (Table S1) using Col1a1 4F2A MEFs [31]. The reprogramming procedure is in accordance
with published procedures [31,32], with modifications (Figure 1a). Col1a1 4F2A MEFs can generate
iPSCs in PSC medium by Dox, with or without drug (Figure 1a), as previously reported [31].
We evaluated cellular reprogramming efficiency by counting the number of alkaline phosphatase
(AP)-positive ESC-like colonies at 21 days of Dox induction. Among the tested FDA-approved
compounds, the PPARα agonist, third generation fibrate, fenofibrate (FEN) was found to be the
most effective compound in the generation of AP-positive ESC-like colonies. FEN improved the
reprogramming efficiency in a dose-dependent manner, and the maximal effect of FEN on improving
reprogramming efficiency was 5 µM (~2.42-fold) (Figure 1b). We randomly isolated two iPSC
colonies derived by FEN treatment (FEN-iPSCs) and verified their pluripotency by immunostaining
for pluripotency markers, such as Oct4, Nanog, and SSEA1 (Figure S1a), and in vitro and in vivo
three-germ layer differentiation (Figure S1c,d). We also confirmed the normal karyotype of FEN-iPSCs
(Figure S1b).

FEN is well known as a typical PPARα agonist, as well as an AMP-activated protein kinase
(AMPK) activator in an independent manner of PPAR receptor activation [34–36]. To clarify the
effect of FEN during the reprogramming process, we tested whether the selective PPARα agonist
WY14643 and the AMPK activator A769662 have a simulative effect on iPSC generation. Distinctively,
WY14643 improved the reprogramming efficiency (~3-fold) compared to the control DMSO treatment,
but A769662 had no noticeable effect (Figure 1c). These results suggest that PPARα agonists are able to
accelerate somatic cellular reprogramming.
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The enhancement of cellular reprogramming efficiency by selective PPARα agonist WY14643 but not 
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3.1.2. FEN-Stimulated PPARα during the Early Stage of Reprogramming Contributes to the 
Improved Reprogramming Efficiency 

Figure 1. Screening and identification of PPARα agonist fenofibrate (FEN) from selected FDA-approved
compound libraries that promote mouse embryonic fibroblasts (MEFs) reprogramming. (a) Schematic
experimental procedure. The Col1a1 4F2A MEFs were seeded at 7.5 × 103 cells per well in 96-well
plates. After two days, cells were treated with or without compound and cultured in Dox to activate
OSKM expression. The number of AP+ colonies on day 21 post-treatment was used as a measure
of the reprogramming efficiency. (b) Dose-dependent enhancement of reprogramming efficiency
by FEN. OSKM-induced cells were incubated with or without FEN at the indicated concentrations.
Representative images of AP+ colonies per well were presented in the right panel. (c) The enhancement
of cellular reprogramming efficiency by selective PPARα agonist WY14643 but not AMPK activator
A769662. The Col1a1 4F2A MEFs were seeded, and incubated with or without drug in pluripotent
stem cells (PSC) medium supplemented with or without Dox. The number of AP+ colonies on day 21
post-treatment was used as a measure of the reprogramming efficiency. Representative images of AP+
colonies per well were presented in the bottom panel.
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3.1.2. FEN-Stimulated PPARα during the Early Stage of Reprogramming Contributes to the Improved
Reprogramming Efficiency

PPARα agonists have been demonstrated to increase the expression of PPARα [37–39]. With FEN
treatment, PPARα expression was significantly increased in the early stage of reprogramming at
day 5 (Figure 2a and Figure S2b), but other PPARs, such as PPARγ, were not (data not shown).
Additionally, in response to FEN treatment, the expression of the pluripotency-associated Nanog
(~16.5-fold), Nr5A2 (~1.9-fold), Oct4 (~2.4-fold), and Rex1 (~2.9-fold) genes was significantly increased
in reprogrammed cells that were in an early stage of reprogramming (day 5) compared to the
control DMSO treatment (Figure 2b). Likewise, the protein levels of PPARα, Nanog, and Oct4 were
significantly increased in response to FEN treatment compared to the control (Figure S2b). Noticeably,
Nanog expression was most upregulated by FEN treatment during the same time period (Figure 2b).
The endogenous expression level of the PPARα gene was not significantly different between PSCs,
such as fully reprogrammed iPSCs and undifferentiated ESCs, and nonpluripotent MEFs (Figure S2a).
These results indicate that the PPARα-mediated beneficial effect on cellular reprogramming may be
limited by pluripotency reestablishment rather than maintenance and this effect is dependent on the
FEN-stimulated PPARα-mediated regulation of genes, particularly pluripotency-associated genes,
such as Nanog, Nr5A2, Oct4, and Rex1.
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Figure 2. FEN significantly increases PPARα and pluripotency-associated genes. (a) Expression of
PPARα in OSKM-induced cells with or without FEN 5 µM for 5 days. The results were normalized
to GAPDH and expressed as a fold-increase over Mock (DMSO, vehicle control). (b) Expression of
the pluripotency-associated genes (Nanog, Nr5A2, Oct4, and Rex1) in OSKM-induced cells with or
without FEN 5 µM for 5 days. The results were normalized to GAPDH and expressed as a fold-increase
over Mock (DMSO, vehicle control).

3.1.3. Prediction of Putative PPARα Binding Elements in the Nanog Promoter Region

PPARα plays an important role in lipid and lipoprotein metabolism as a master regulator of
fatty acid oxidation (FAO) [24] and shows numerous protective effects, including anti-inflammatory,
antioxidant, metabolic control, and apoptotic regulation [40–42]. Nevertheless, limited numbers of
PPARα-regulated genes harboring functional PPREs have been determined. Nanog is well known
to be involved in the control of PSC self-renewal, naïve pluripotency, tumor initiation, and the
chemoresistance of tumor-initiating stem-like cells (TICs) [43,44]. In addition, Nanog ChIP-seq
analysis showed that oxidative phosphorylation (OxPhos) and FAO were involved in Nanog-mediated
oncogenic pathways [43]. To explore the possible novel PPARα target in the control of pluripotency
and reprogramming, we speculated and confirmed whether functional PPREs could be occupied by
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PPARα in the Nanog promoter. Significantly, we identified the putative PPARα/RXRα or PPARα
binding sites within −1.5 kb of the transcription start site of Nanog by using JASPAR and PROMO
(version 8.3 of TRANSFAC). Six putative PPREs within the Nanog promoter, including consensus
sequences for PPARα/RXRα, PPARα, or PPARγ/RXRα, were selected (Figure 3a) to measure binding
energies between the DNA strand and the PPARα/RXRα complex. The computational calculation
of protein-DNA binding energies requires a three-dimensional structure. Thus, homology modeling
to generate the mouse PPARα/RXRα complex with the DNA binding region was performed by
PQR-SA (Pseudo Quadratic Restraints with Simulated Annealing) [45], which can find several template
structures in the PDB using HHblits [46]. The calculated structures of mouse PPARα and RXRα
(Figure 3b) and their validation metrics were generated in terms of radius of gyration, radar charts
on various protein quality scores, and distance heat map (Figure S3a,b). The template structures for
mouse PPARα and RXRα were obtained from human PPARγ (PDB entry code: 3DZY) and RXRα (PDB
entry code: 1K7L), and the similarities of each of the two structures were 3.4 Å and 3.6 Å, respectively,
indicating that the homology structures were similar to each other, although the ligand/DNA binding
domains were slightly different (Figure S3a,b).
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sharing the backbone structure (phosphate and sugar rings) (Figure 3b). The DNA structure was 
generated using the CHARMM (Chemistry at HARvard Macromolecular Mechanics) modeling 
program [47]. The combined structure (DNA strand, PPARα and RXRα) was energy minimized on 
an implicit solvation model (GBSW: Generalized Born model with SWitch function) [48] and 
simulated with all heavy atoms fixing to prevent the system from exploding because of the many 
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Figure 3. Predictive peroxisome proliferator response elements (PPREs) in the Nanog promoter region.
(a) Putative PPARα/RXRα, PPARα, or PPAR/RXRα binding sites within −1.5 kb of the transcription
start site of the Nanog promoter were identified by using JASPAR and PROMO (version 8.3 of
TRANSFAC). a. MA1148.1 and MA0065.2 are the matrix IDs for JASPAR, and T00694 is the matrix ID
for PROMO. b. W: A or T, V: A or G or C, R: A or G, B: C or G or T, K: G or T, and Y: C or T. (b) Structure
construction of the mouse PPARα/RXRa and Nanog DNA complexes, which are drawn by gray
and yellow cartoons, respectively. (c) Calculation of protein-DNA binding energy. The protein-DNA
binding energies of six plausible DNA strands are numbered from 1 and 6 in the first column. The ‘Seq’
column represents the corresponding sequences with the predicted or revealed DNA sequences as
shown (a). ‘Binding energy’ indicates the protein-DNA binding energy in units of kcal/mol. ‘∆E’ is the
relative binding energy with respect to the reference energy, which is the average energy of all binding
energies on the whole sequence.

All putative sequences with extended 20 bp nucleotides were structured and moved by a base on
the template structure of the PPARα/RXRα complex, which comprised two chains (C and F) sharing
the backbone structure (phosphate and sugar rings) (Figure 3b). The DNA structure was generated
using the CHARMM (Chemistry at HARvard Macromolecular Mechanics) modeling program [47].



J. Clin. Med. 2018, 7, 488 8 of 14

The combined structure (DNA strand, PPARα and RXRα) was energy minimized on an implicit
solvation model (GBSW: Generalized Born model with SWitch function) [48] and simulated with
all heavy atoms fixing to prevent the system from exploding because of the many clashes caused
by superimposition. The protein-DNA interaction energies on all of the combined structures were
measured by subtracting protein only (Eprot) and DNA only energies (EDNA) from the total energy
of the system (Etotal). The binding energy and relative binding energies (∆E) on six plausible DNA
strands were estimated by the CHARMM program, resulting in three regions, AAGTCCCAGGACA
(−1267 to −1255), GCAAACTTTGAACTTGGG (−950 to −933), and TGACCAA (−840 to −834),
from the transcription start site of Nanog that showed a greater than 2-fold increase in ∆E compared to
reference elements (Figure 3c). These results suggest that at least three PPARα binding elements exist
within the proximal Nanog promoter.

3.1.4. FEN Upregulates the Nanog Promoter via the PPARα Regulatory Pathway

To examine the binding of PPARα to the Nanog promoter, we performed ChIP assays and qPCR
analyses using specific primers to amplify regions of 518 bp that included putative PPRE motifs at
−1267 to −1255, −950 to −933, and −840 to −834 bp upstream of the transcription start site (Figure 4).
At five days after reprogramming with or without FEN treatment, the reprogrammed cells were fixed,
and total chromatin was extracted. The binding of PPARα to the Nanog promoter was observed to
be 3-fold enriched in FEN-reprogrammed cells (Figure 4), suggesting that PPARα was specifically
recruited by FEN and bound to the Nanog promoter. Next, to determine whether these PPARα binding
elements and their binding to PPARα affect Nanog transcription, we performed reporter assays
using J1 ESCs and 293T cells transiently transfected with the reporter plasmid Nanog5P, which was
constructed by the insertion of 2.5 kb of the 5’ promoter region of the mouse Nanog gene into the
pGL3-Basic luciferase vector [33]. Forty-eight h after treatment with FEN, Nanog promoter activity
was significantly increased in a dose-dependent manner up to 10 µM in both J1 ESCs (Figure 5a,
left) and 293T cells (Figure 5b, left). Similarly, co-transfection with Nanog5P and specific PPARα
expression plasmids also increased Nanog promoter activity in both J1 ESCs (Figure 5a, right) and
293T cells (Figure 5b, right), thereby confirming the direct activation of the Nanog promoter by PPARα.
These results strongly suggest the existence of active PPARα binding elements within the Nanog
promoter region and their functional contribution as a direct target of the PPARα regulatory pathway
in the control of pluripotency and reprogramming.
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Figure 4. PPARα directly binds the Nanog promoter. ChIP assay demonstrates that PPARα binds to
the regions including putative PPRE motifs at −1267 to −1255, −950 to −933, and −840 to −834 bp
upstream of the Nanog promoter in vivo. Chromatin samples were prepared from OSKM-induced
cells at 5 days after treatment with or without FEN and immunoprecipitated with antibodies against
rabbit IgG or PPARα. qPCR detection was performed using specific primers for regions of 518 bp that
included putative PPARα binding sites as shown in the schematic in the upper panel.
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Figure 5. PPARα activates the Nanog promoter. Transcriptional activation of the Nanog promoter by
PPARα stimulation in (a) J1 ESCs and (b) 293T cells. J1 ESCs and 293T cells were transfected with
the Nanog5P luciferase reporter plasmid and treated with FEN at the indicated concentrations (a and
b, left) the next day. Nanog5P (2 µg) was transfected together with pSG5- PPARα (0, 1, 2, and 4 µg,
respectively) into J1 ESCs and 293T cells (a and b, right). Firefly luciferase activity was normalized to
renilla luciferase activity to correct for transfection efficiencies.

4. Discussion

In this study, we unveiled the novel role of PPARα agonists, such as FEN, in the control of the
PSC state, especially in the early phase of cellular reprogramming. Moreover, we identified Nanog as
a direct target harboring PPRE motifs of PPARα relevant to pluripotency and cellular reprogramming.

Studies have demonstrated the various biological activities of PPARα agonists. Fibric acid
derivative (fibrate)-mediated PPARα stimulation increases the gene expression of superoxide dismutase
(Sod), glutathione reductase (GR), glutathione peroxidase (GPx), and glutathione-S-transferase (GST),
resulting in an enhanced antioxidant and cellular oxidation-reduction (redox) state [40,42]. Fibrates
were also found to play an important role in restoring the cellular redox balance in aged mice by
regulating oxidative stress via a PPARα-dependent or an independent mechanism [49]. FEN activates
nuclear factor erythroid 2-related factor 2 (Nrf2), which is involved in the expression of many
antioxidant and detoxifying enzymes by p62-dependent Keap1 degradation [50]. Recent studies
have shown that the modulation of PSC fate is partially regulated by reactive oxygen species
(ROS), which mediate the redox state of cells as a secondary messenger [51–53]. However, thus far,
the potential role of PPARα in PSCs has not been elucidated.

Nr5a2 (also known as LRH-1) was shown to activate the master regulator of stemness Oct4 at
the epiblast stage of embryonic development [54] and coactivate Oct4 expression in mouse ESCs
by interaction with Nr0b1 (also known as Dax1), which is regarded as an important factor of
pluripotency [55], as well as replace Oct4 during cellular reprogramming [13]. Based on these reports,
we hypothesized that Nr5A2 increased by FEN may be involved in Oct4 upregulation, resulting in the
activation of Oct4 itself, and Rex1 and Nanog, which are well-known Oct4 target genes [56] (Figure 6).
However, further investigation is required because PPARα may be involved in the regulation of Oct4
or Rex1, individually and/or directly.
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PPARα has been shown to heterodimerize with RXR and recruit spatiotemporally orchestrated
associations of coactivators resulting from canonical ligand binding, followed by the ligand-dependent
transcriptional activation of target genes involved in diverse biological processes [21–23]. These protein
complexes can modulate chromatin remodeling, facilitate DNA unwinding by histone acetylation or
methylation, and link to the RNA polymerase II machinery for the transactivation of specific target
genes [57]. Thus, it may be possible to recruit coactivators or coactivator-associated proteins into
the interaction with liganded PPARα within the putative PPARα binding elements of the proximal
Nanog promoter, and the unknown sites of the distal Nanog promoter lead to the enhancement of
pluripotency circuitry reestablishment (Figure 6). The study of PPARα-specific coactivators for Nanog
transactivation will be necessary to further understand the molecular mechanisms underlying PSC
fate control.

During PSC induction, the reprogrammed cells have substantially increased ROS levels and
oxidative stress [58,59], thereby reducing the survival rate of reprogrammed cells and the generation of
iPSCs [60,61]. Interestingly, FEN-mediated PPARα stimulation enhances antioxidant and detoxifying
enzymes [50], metabolic shift [62], and the cellular redox state [40,42], suggesting that FEN may
modulate PSC fate via a PPARα-dependent or PPARα-independent mechanism. Nanog is also
able to quench ROS production and restore OxPhos during metabolic reprogramming, resulting
in an enhancement of self-renewal and stemness [43]. According to Nanog ChIP-seq analysis in TICs,
Nanog can physically interact with PPARδ and then co-occupy the Acadvl locus, thereby suggesting
a possible cooperation to increase FAO in TICs to support self-renewal ability and drug resistance [43].
Thus, PPARα and Nanog may be closely associated with maintaining and reinitiating pluripotency
either separately or together. Our results indicate that the positive effects of PPARα agonists on cellular
reprogramming in PSC fate by demonstrating PPARα-mediated Nanog regulation may contribute to
the beneficial use of FEN in regenerative medicine.
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Figure 6. Pharmacological regulation of pluripotency circuitry establishment during cellular reprogramming
via the FEN-stimulated PPARα regulatory pathway. Nr5a2 increased by FEN may interact with Nr0b1
and function in Oct4 upregulation together, resulting in the target activation of Oct4 itself, Rex1,
and Nanog. Nanog was also identified as a direct target of PPARα and then transcriptionally activated
with or without coactivators.
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Figure S1: Characterization of FEN-iPSCs, Figure S2: The expression levels of PPARα, Nanog, and Oct4, Figure S3:
Homology modeling of PPARα/RXRα. Table S1: A list of compounds tested in this study.

http://www.mdpi.com/2077-0383/7/12/488/s1


J. Clin. Med. 2018, 7, 488 11 of 14

Author Contributions: Conceptualization, J.L. (Jungwoon Lee) and Y.S.C.; Methodology, J.L. (Jungwoon Lee);
Software, J.L. (Jungwoon Lee) and J.L. (Jinhyuk Lee); Validation, J.L. (Jungwoon Lee); Formal Analysis, J.L.
(Jungwoon Lee); Investigation, J.L. (Jungwoon Lee); Resources, Y.S.C.; Data Curation, J.L. (Jungwoon Lee) and J.L.
(Jinhyuk Lee); Writing-Original Draft Preparation, J.L. (Jungwoon Lee) and J.L. (Jinhyuk Lee); Writing-Review
& Editing, J.L. (Jungwoon Lee) and Y.S.C.; Visualization, J.L. (Jungwoon Lee); Supervision, Y.S.C.; Project
Administration, J.L. (Jungwoon Lee) and Y.S.C.; Funding Acquisition, Y.S.C.

Funding: This work was supported by grants from the National Research Foundation of Korea (2017R1A2B2012190),
the National Research Council of Science & Technology (CRC-15-02-KRIBB), and the Ministry of Food and Drug
Safety (18172BIO182).

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

References

1. Fu, X.; Xu, Y. Self-renewal and scalability of human embryonic stem cells for human therapy. Regen. Med.
2011, 6, 327–334. [CrossRef] [PubMed]

2. Boyer, L.A.; Lee, T.I.; Cole, M.F.; Johnstone, S.E.; Levine, S.S.; Zucker, J.P.; Guenther, M.G.; Kumar, R.M.;
Murray, H.L.; Jenner, R.G.; et al. Core transcriptional regulatory circuitry in human embryonic stem cells.
Cell 2005, 122, 947–956. [CrossRef] [PubMed]

3. Loh, Y.H.; Wu, Q.; Chew, J.L.; Vega, V.B.; Zhang, W.; Chen, X.; Bourque, G.; George, J.; Leong, B.; Liu, J.; et al.
The Oct4 and Nanog transcription network regulates pluripotency in mouse embryonic stem cells. Nat. Genet.
2006, 38, 431–440. [CrossRef] [PubMed]

4. Mullen, E.M.; Gu, P.; Cooney, A.J. Nuclear receptors in regulation of mouse ES cell pluripotency and
differentiation. PPAR Res. 2007, 2007, 61563. [CrossRef] [PubMed]

5. Gonzales, K.A.; Ng, H.H. Driving pluripotency and reprogramming: Nuclear receptors at the helm.
Semin. Cell Dev. Biol. 2013, 24, 670–678. [CrossRef] [PubMed]

6. Takahashi, K.; Tanabe, K.; Ohnuki, M.; Narita, M.; Ichisaka, T.; Tomoda, K.; Yamanaka, S. Induction of
pluripotent stem cells from adult human fibroblasts by defined factors. Cell 2007, 131, 861–872. [CrossRef]
[PubMed]

7. 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] [PubMed]

8. Yu, J.; Vodyanik, M.A.; Smuga-Otto, K.; Antosiewicz-Bourget, J.; Frane, J.L.; Tian, S.; Nie, J.; Jonsdottir, G.A.;
Ruotti, V.; Stewart, R. Induced pluripotent stem cell lines derived from human somatic cells. Science 2007,
318, 1917–1920. [CrossRef] [PubMed]

9. Yu, J.; Hu, K.; Smuga-Otto, K.; Tian, S.; Stewart, R.; Slukvin, I.I.; Thomson, J.A. Human induced pluripotent
stem cells free of vector and transgene sequences. Science 2009, 324, 797–801. [CrossRef] [PubMed]

10. Takahashi, K.; Yamanaka, S. A decade of transcription factor-mediated reprogramming to pluripotency.
Nat. Rev. Mol. Cell. Biol. 2016, 17, 183. [CrossRef] [PubMed]

11. Feng, B.; Jiang, J.; Kraus, P.; Ng, J.H.; Heng, J.C.; Chan, Y.S.; Yaw, L.P.; Zhang, W.; Loh, Y.H.; Han, J.; et al.
Reprogramming of fibroblasts into induced pluripotent stem cells with orphan nuclear receptor Esrrb.
Nat. Cell. Biol. 2009, 11, 197–203. [CrossRef] [PubMed]

12. Buganim, Y.; Faddah, D.A.; Cheng, A.W.; Itskovich, E.; Markoulaki, S.; Ganz, K.; Klemm, S.L.;
van Oudenaarden, A.; Jaenisch, R. Single-cell expression analyses during cellular reprogramming reveal
an early stochastic and a late hierarchic phase. Cell 2012, 150, 1209–1222. [CrossRef] [PubMed]

13. Heng, J.C.; Feng, B.; Han, J.; Jiang, J.; Kraus, P.; Ng, J.H.; Orlov, Y.L.; Huss, M.; Yang, L.; Lufkin, T.; et al.
The nuclear receptor Nr5a2 can replace Oct4 in the reprogramming of murine somatic cells to pluripotent
cells. Cell Stem Cell 2010, 6, 167–174. [CrossRef] [PubMed]

14. Zhang, J.; Liu, G.; Ruan, Y.; Wang, J.; Zhao, K.; Wan, Y.; Liu, B.; Zheng, H.; Peng, T.; Wu, W.; et al. Dax1 and
Nanog act in parallel to stabilize mouse embryonic stem cells and induced pluripotency. Nat. Commun. 2014,
5, 5042. [CrossRef] [PubMed]

15. Zhang, R.; Zhang, L.H.; Xie, X. iPSCs and small molecules: A reciprocal effort towards better approaches for
drug discovery. Acta Pharmacol. Sin. 2013, 34, 765–776. [CrossRef] [PubMed]

16. Bar-Nur, O.; Brumbaugh, J.; Verheul, C.; Apostolou, E.; Pruteanu-Malinici, I.; Walsh, R.M.; Ramaswamy, S.;
Hochedlinger, K. Small molecules facilitate rapid and synchronous iPSC generation. Nat. Methods 2014,
11, 1170–1176. [CrossRef] [PubMed]

http://dx.doi.org/10.2217/rme.11.18
http://www.ncbi.nlm.nih.gov/pubmed/21548738
http://dx.doi.org/10.1016/j.cell.2005.08.020
http://www.ncbi.nlm.nih.gov/pubmed/16153702
http://dx.doi.org/10.1038/ng1760
http://www.ncbi.nlm.nih.gov/pubmed/16518401
http://dx.doi.org/10.1155/2007/61563
http://www.ncbi.nlm.nih.gov/pubmed/18274628
http://dx.doi.org/10.1016/j.semcdb.2013.07.002
http://www.ncbi.nlm.nih.gov/pubmed/23916717
http://dx.doi.org/10.1016/j.cell.2007.11.019
http://www.ncbi.nlm.nih.gov/pubmed/18035408
http://dx.doi.org/10.1016/j.cell.2006.07.024
http://www.ncbi.nlm.nih.gov/pubmed/16904174
http://dx.doi.org/10.1126/science.1151526
http://www.ncbi.nlm.nih.gov/pubmed/18029452
http://dx.doi.org/10.1126/science.1172482
http://www.ncbi.nlm.nih.gov/pubmed/19325077
http://dx.doi.org/10.1038/nrm.2016.8
http://www.ncbi.nlm.nih.gov/pubmed/26883003
http://dx.doi.org/10.1038/ncb1827
http://www.ncbi.nlm.nih.gov/pubmed/19136965
http://dx.doi.org/10.1016/j.cell.2012.08.023
http://www.ncbi.nlm.nih.gov/pubmed/22980981
http://dx.doi.org/10.1016/j.stem.2009.12.009
http://www.ncbi.nlm.nih.gov/pubmed/20096661
http://dx.doi.org/10.1038/ncomms6042
http://www.ncbi.nlm.nih.gov/pubmed/25284313
http://dx.doi.org/10.1038/aps.2013.21
http://www.ncbi.nlm.nih.gov/pubmed/23603980
http://dx.doi.org/10.1038/nmeth.3142
http://www.ncbi.nlm.nih.gov/pubmed/25262205


J. Clin. Med. 2018, 7, 488 12 of 14

17. Agarwal, S.; Yadav, A.; Chaturvedi, R.K. Peroxisome proliferator-activated receptors (PPARs) as therapeutic
target in neurodegenerative disorders. Biochem. Biophys. Res. Commun. 2017, 483, 1166–1177. [CrossRef]
[PubMed]

18. Guan, Y.; Breyer, M.D. Peroxisome proliferator-activated receptors (PPARs): Novel therapeutic targets in
renal disease. Kidney Int. 2001, 60, 14–30. [CrossRef] [PubMed]

19. Tyagi, S.; Gupta, P.; Saini, A.S.; Kaushal, C.; Sharma, S. The peroxisome proliferator-activated receptor:
A family of nuclear receptors role in various diseases. J. Adv. Pharm. Technol. Res. 2011, 2, 236–240. [CrossRef]
[PubMed]

20. Chinetti-Gbaguidi, G.; Fruchart, J.C.; Staels, B. Role of the PPAR family of nuclear receptors in the regulation
of metabolic and cardiovascular homeostasis: New approaches to therapy. Curr. Opin. Pharmacol. 2005,
5, 177–183. [CrossRef] [PubMed]

21. Mattijssen, F.; Georgiadi, A.; Andasarie, T.; Szalowska, E.; Zota, A.; Krones-Herzig, A.; Heier, C.; Ratman, D.;
De Bosscher, K.; Qi, L.; et al. Hypoxia-inducible lipid droplet-associated (HILPDA) is a novel peroxisome
proliferator-activated receptor (PPAR) target involved in hepatic triglyceride secretion. J. Biol. Chem. 2014,
289, 19279–19293. [CrossRef] [PubMed]

22. Tugwood, J.D.; Issemann, I.; Anderson, R.G.; Bundell, K.R.; McPheat, W.L.; Green, S. The mouse peroxisome
proliferator activated receptor recognizes a response element in the 5′ flanking sequence of the rat acyl CoA
oxidase gene. EMBO J. 1992, 11, 433–439. [CrossRef] [PubMed]

23. Kersten, S. Integrated physiology and systems biology of PPARα. Mol. Metab. 2014, 3, 354–371. [CrossRef]
[PubMed]

24. Rakhshandehroo, M.; Knoch, B.; Muller, M.; Kersten, S. Peroxisome proliferator-activated receptor α target
genes. PPAR Res. 2010, 2010. [CrossRef] [PubMed]

25. Tzeng, J.; Byun, J.; Park, J.Y.; Yamamoto, T.; Schesing, K.; Tian, B.; Sadoshima, J.; Oka, S. An ideal PPAR
response element bound to and activated by PPAR α. PLoS ONE 2015, 10, e0134996. [CrossRef] [PubMed]

26. Rakhshandehroo, M.; Sanderson, L.M.; Matilainen, M.; Stienstra, R.; Carlberg, C.; de Groot, P.J.; Muller, M.;
Kersten, S. Comprehensive analysis of PPAR α -dependent regulation of hepatic lipid metabolism by
expression profiling. PPAR Res. 2007, 2007, 26839. [CrossRef] [PubMed]

27. Rotman, N.; Guex, N.; Gouranton, E.; Wahli, W. PPARβ interprets a chromatin signature of pluripotency to
promote embryonic differentiation at gastrulation. PLoS ONE 2013, 8, e83300. [CrossRef] [PubMed]

28. Rajasingh, J.; Bright, J.J. 15-Deoxy-delta12,14-prostaglandin J2 regulates leukemia inhibitory factor signaling
through JAK-STAT pathway in mouse embryonic stem cells. Exp. Cell. Res. 2006, 312, 2538–2546. [CrossRef]
[PubMed]

29. Tashiro, K.; Inamura, M.; Kawabata, K.; Sakurai, F.; Yamanishi, K.; Hayakawa, T.; Mizuguchi, H.
Efficient adipocyte and osteoblast differentiation from mouse induced pluripotent stem cells by adenoviral
transduction. Stem Cells 2009, 27, 1802–1811. [CrossRef] [PubMed]

30. Kajabadi, N.S.; Ghoochani, A.; Peymani, M.; Ghaedi, K.; Kiani-Esfahani, A.; Hashemi, M.S.; Nasr-Esfahani, M.H.;
Baharvand, H. The synergistic enhancement of cloning efficiency in individualized human pluripotent stem
cells by peroxisome proliferative-activated receptor-γ (PPARγ) activation and rho-associated kinase (ROCK)
inhibition. J. Biol. Chem. 2015, 290, 26303–26313. [CrossRef] [PubMed]

31. Carey, B.; Markoulaki, S.; Beard, C.; Hanna, J.; Jaenisch, R. Single-gene transgenic mouse strains for
reprogramming adult somatic cells. Nat. Methods 2010, 7, 56–59. [CrossRef] [PubMed]

32. Lee, J.; Xia, Y.; Son, M.Y.; Jin, G.; Seol, B.; Kim, M.J.; Son, M.J.; Do, M.; Lee, M.; Kim, D.; et al. A novel small
molecule facilitates the reprogramming of human somatic cells into a pluripotent state and supports the
maintenance of an undifferentiated state of human pluripotent stem cells. Angew. Chem. Int. Ed. Engl. 2012,
51, 12509–12513. [CrossRef] [PubMed]

33. Gu, P.; LeMenuet, D.; Chung, A.C.; Mancini, M.; Wheeler, D.A.; Cooney, A.J. Orphan nuclear receptor
GCNF is required for the repression of pluripotency genes during retinoic acid-induced embryonic stem cell
differentiation. Mol. Cell. Biol. 2005, 25, 8507–8519. [CrossRef] [PubMed]

34. Lee, W.H.; Kim, S.G. AMPK-dependent metabolic regulation by PPAR agonists. PPAR Res. 2010, 2010.
[CrossRef] [PubMed]

http://dx.doi.org/10.1016/j.bbrc.2016.08.043
http://www.ncbi.nlm.nih.gov/pubmed/27514452
http://dx.doi.org/10.1046/j.1523-1755.2001.00766.x
http://www.ncbi.nlm.nih.gov/pubmed/11422732
http://dx.doi.org/10.4103/2231-4040.90879
http://www.ncbi.nlm.nih.gov/pubmed/22247890
http://dx.doi.org/10.1016/j.coph.2004.11.004
http://www.ncbi.nlm.nih.gov/pubmed/15780828
http://dx.doi.org/10.1074/jbc.M114.570044
http://www.ncbi.nlm.nih.gov/pubmed/24876382
http://dx.doi.org/10.1002/j.1460-2075.1992.tb05072.x
http://www.ncbi.nlm.nih.gov/pubmed/1537328
http://dx.doi.org/10.1016/j.molmet.2014.02.002
http://www.ncbi.nlm.nih.gov/pubmed/24944896
http://dx.doi.org/10.1155/2010/612089
http://www.ncbi.nlm.nih.gov/pubmed/20936127
http://dx.doi.org/10.1371/journal.pone.0134996
http://www.ncbi.nlm.nih.gov/pubmed/26241474
http://dx.doi.org/10.1155/2007/26839
http://www.ncbi.nlm.nih.gov/pubmed/18288265
http://dx.doi.org/10.1371/journal.pone.0083300
http://www.ncbi.nlm.nih.gov/pubmed/24367589
http://dx.doi.org/10.1016/j.yexcr.2006.04.010
http://www.ncbi.nlm.nih.gov/pubmed/16737695
http://dx.doi.org/10.1002/stem.108
http://www.ncbi.nlm.nih.gov/pubmed/19544436
http://dx.doi.org/10.1074/jbc.M114.624841
http://www.ncbi.nlm.nih.gov/pubmed/26336103
http://dx.doi.org/10.1038/nmeth.1410
http://www.ncbi.nlm.nih.gov/pubmed/20010831
http://dx.doi.org/10.1002/anie.201206691
http://www.ncbi.nlm.nih.gov/pubmed/23125037
http://dx.doi.org/10.1128/MCB.25.19.8507-8519.2005
http://www.ncbi.nlm.nih.gov/pubmed/16166633
http://dx.doi.org/10.1155/2010/549101
http://www.ncbi.nlm.nih.gov/pubmed/20814441


J. Clin. Med. 2018, 7, 488 13 of 14

35. Chanda, D.; Lee, C.H.; Kim, Y.H.; Noh, J.R.; Kim, D.K.; Park, J.H.; Hwang, J.H.; Lee, M.R.; Jeong, K.H.;
Lee, I.K.; et al. Fenofibrate differentially regulates plasminogen activator inhibitor-1 gene expression via
adenosine monophosphate-activated protein kinase-dependent induction of orphan nuclear receptor small
heterodimer partner. Hepatology 2009, 50, 880–892. [CrossRef] [PubMed]

36. Wilk, A.; Wyczechowska, D.; Zapata, A.; Dean, M.; Mullinax, J.; Marrero, L.; Parsons, C.; Peruzzi, F.;
Culicchia, F.; Ochoa, A.; et al. Molecular mechanisms of fenofibrate-induced metabolic catastrophe and
glioblastoma cell death. Mol. Cell. Biol. 2015, 35, 182–198. [CrossRef] [PubMed]

37. Deng, G.; Moran, E.P.; Cheng, R.; Matlock, G.; Zhou, K.; Moran, D.; Chen, D.; Yu, Q.; Ma, J.X. Therapeutic
effects of a novel agonist of peroxisome proliferator-activated receptor α for the treatment of diabetic
retinopathy. Investig. Ophthalmol. Vis. Sci. 2017, 58, 5030–5042. [CrossRef] [PubMed]

38. Velkov, T.; Rimmer, K.A.; Headey, S.J. Ligand-enhanced expression and in-cell assay of human peroxisome
proliferator-activated receptor α ligand binding domain. Protein Expr. Purif. 2010, 70, 260–269. [CrossRef]
[PubMed]

39. Won, T.W. Fenofibrate, a peroxisome proliferator-activated receptor α-agonist, blocks lipopolysaccharide-
induced inflammatory pathways in mouse liver. Korean J. Hepato-Biliary-Pancreatic Sur. 2013, 17, 89–108.
[CrossRef] [PubMed]

40. Bukhari, I.A.; Almotrefi, A.A.; Mohamed, O.Y.; Al-Masri, A.A.; Sheikh, S.A. Protective effect of fenofibrate
against ischemia-/reperfusion-induced cardiac arrhythmias in isolated rat hearts. Fundam. Clin. Pharmacol.
2018, 32, 141–146. [CrossRef] [PubMed]

41. Lian, X.; Gu, J.; Gao, B.; Li, Y.; Damodaran, C.; Wei, W.; Fu, Y.; Cai, L. Fenofibrate inhibits mTOR-p70S6K
signaling and simultaneously induces cell death in human prostate cancer cells. Biochem. Biophy. Res. Commun.
2018, 496, 70–75. [CrossRef] [PubMed]

42. Refaie, M.M.M. Upregulation of peroxisome proliferator activated receptor α by fenofibrate in induced
testicular ischemia reperfusion. Biomed. Pharmacother. 2018, 98, 507–515. [CrossRef] [PubMed]

43. Chen, C.L.; Uthaya Kumar, D.B.; Punj, V.; Xu, J.; Sher, L.; Tahara, S.M.; Hess, S.; Machida, K. NANOG
metabolically reprograms tumor-initiating stem-like cells through tumorigenic changes in oxidative
phosphorylation and fatty acid metabolism. Cell Metab. 2016, 23, 206–219. [CrossRef] [PubMed]

44. Stuart, H.T.; van Oosten, A.L.; Radzisheuskaya, A.; Martello, G.; Miller, A.; Dietmann, S.; Nichols, J.; Silva, J.C.
NANOG amplifies STAT3 activation and they synergistically induce the naive pluripotent program. Curr. Biol.
2014, 24, 340–346. [CrossRef] [PubMed]

45. Kim, T.R.; Oh, S.; Yang, J.S.; Lee, S.; Shin, S.; Lee, J. A simplified homology-model builder toward highly
protein-like structures: An inspection of restraining potentials. J. Comput. Chem. 2012, 33, 1927–1935.
[CrossRef] [PubMed]

46. Remmert, M.; Biegert, A.; Hauser, A.; Soding, J. HHblits: Lightning-fast iterative protein sequence searching
by HMM-HMM alignment. Nat. Methods 2011, 9, 173–175. [CrossRef] [PubMed]

47. Brooks, B.R.; Brooks, C.L., 3rd; Mackerell, A.D., Jr.; Nilsson, L.; Petrella, R.J.; Roux, B.; Won, Y.; Archontis, G.;
Bartels, C.; Boresch, S.; et al. CHARMM: The biomolecular simulation program. J. Comput. Chem. 2009,
30, 1545–1614. [CrossRef] [PubMed]

48. Im, W.; Lee, M.S.; Brooks, C.L., III. Generalized born model with a simple smoothing function. J. Comput. Chem.
2003, 24, 1691–1702. [CrossRef] [PubMed]

49. Poynter, M.E.; Daynes, R.A. Peroxisome proliferator-activated receptor α activation modulates cellular redox
status, represses nuclear factor-kappaB signaling, and reduces inflammatory cytokine production in aging.
J. Biol. Chem. 1998, 273, 32833–32841. [CrossRef] [PubMed]

50. Park, J.S.; Kang, D.H.; Lee, D.H.; Bae, S.H. Fenofibrate activates Nrf2 through p62-dependent Keap1
degradation. Biochem. Biophys. Res. Commun. 2015, 465, 542–547. [CrossRef] [PubMed]

51. Cieślar-Pobuda, A.; Yue, J.; Lee, H.-C.; Skonieczna, M.; Wei, Y.-H. ROS and oxidative stress in stem cells.
Oxid Med. Cell Longev. 2017, 2017. [CrossRef] [PubMed]

52. Bigarella, C.L.; Liang, R.; Ghaffari, S. Stem cells and the impact of ROS signaling. Development 2014,
141, 4206–4218. [CrossRef] [PubMed]

53. Lee, J.; Cho, Y.S.; Jung, H.; Choi, I. Pharmacological regulation of oxidative stress in stem cells. Oxidative Oxid
Med. Cell Longev. 2018, 2018, 4081890. [CrossRef] [PubMed]

http://dx.doi.org/10.1002/hep.23049
http://www.ncbi.nlm.nih.gov/pubmed/19593819
http://dx.doi.org/10.1128/MCB.00562-14
http://www.ncbi.nlm.nih.gov/pubmed/25332241
http://dx.doi.org/10.1167/iovs.16-21402
http://www.ncbi.nlm.nih.gov/pubmed/28979999
http://dx.doi.org/10.1016/j.pep.2009.09.012
http://www.ncbi.nlm.nih.gov/pubmed/19782138
http://dx.doi.org/10.14701/kjhbps.2013.17.3.89
http://www.ncbi.nlm.nih.gov/pubmed/26155222
http://dx.doi.org/10.1111/fcp.12342
http://www.ncbi.nlm.nih.gov/pubmed/29290096
http://dx.doi.org/10.1016/j.bbrc.2017.12.168
http://www.ncbi.nlm.nih.gov/pubmed/29305864
http://dx.doi.org/10.1016/j.biopha.2017.12.093
http://www.ncbi.nlm.nih.gov/pubmed/29287198
http://dx.doi.org/10.1016/j.cmet.2015.12.004
http://www.ncbi.nlm.nih.gov/pubmed/26724859
http://dx.doi.org/10.1016/j.cub.2013.12.040
http://www.ncbi.nlm.nih.gov/pubmed/24462001
http://dx.doi.org/10.1002/jcc.23024
http://www.ncbi.nlm.nih.gov/pubmed/22648914
http://dx.doi.org/10.1038/nmeth.1818
http://www.ncbi.nlm.nih.gov/pubmed/22198341
http://dx.doi.org/10.1002/jcc.21287
http://www.ncbi.nlm.nih.gov/pubmed/19444816
http://dx.doi.org/10.1002/jcc.10321
http://www.ncbi.nlm.nih.gov/pubmed/12964188
http://dx.doi.org/10.1074/jbc.273.49.32833
http://www.ncbi.nlm.nih.gov/pubmed/9830030
http://dx.doi.org/10.1016/j.bbrc.2015.08.056
http://www.ncbi.nlm.nih.gov/pubmed/26282199
http://dx.doi.org/10.1155/2017/5047168
http://www.ncbi.nlm.nih.gov/pubmed/29018510
http://dx.doi.org/10.1242/dev.107086
http://www.ncbi.nlm.nih.gov/pubmed/25371358
http://dx.doi.org/10.1155/2018/4081890
http://www.ncbi.nlm.nih.gov/pubmed/30363995


J. Clin. Med. 2018, 7, 488 14 of 14

54. Gu, P.; Goodwin, B.; Chung, A.C.; Xu, X.; Wheeler, D.A.; Price, R.R.; Galardi, C.; Peng, L.; Latour, A.M.;
Koller, B.H.; et al. Orphan nuclear receptor LRH-1 is required to maintain Oct4 expression at the epiblast
stage of embryonic development. Mol. Cell. Biol. 2005, 25, 3492–3505. [CrossRef] [PubMed]

55. Kelly, V.R.; Xu, B.; Kuick, R.; Koenig, R.J.; Hammer, G.D. Dax1 up-regulates Oct4 expression in mouse
embryonic stem cells via LRH-1 and SRA. Mol. Endocrinol. 2010, 24, 2281–2291. [CrossRef] [PubMed]

56. Shi, G.; Jin, Y. Role of Oct4 in maintaining and regaining stem cell pluripotency. Stem Cell Res. Ther. 2010,
1, 39. [CrossRef] [PubMed]

57. Yu, S.; Reddy, J.K. Transcription coactivators for peroxisome proliferator-activated receptors. Biochim. Biophys. Acta
2007, 1771, 936–951. [CrossRef] [PubMed]

58. Banito, A.; Rashid, S.T.; Acosta, J.C.; Li, S.; Pereira, C.F.; Geti, I.; Pinho, S.; Silva, J.C.; Azuara, V.; Walsh, M.
Senescence impairs successful reprogramming to pluripotent stem cells. Genes Dev. 2009, 23, 2134–2139.
[CrossRef] [PubMed]

59. Esteban, M.A.; Wang, T.; Qin, B.; Yang, J.; Qin, D.; Cai, J.; Li, W.; Weng, Z.; Chen, J.; Ni, S. Vitamin C enhances
the generation of mouse and human induced pluripotent stem cells. Cell Stem Cell 2010, 6, 71–79. [CrossRef]
[PubMed]

60. Mah, N.; Wang, Y.; Liao, M.-C.; Prigione, A.; Jozefczuk, J.; Lichtner, B.; Wolfrum, K.; Haltmeier, M.;
Flöttmann, M.; Schaefer, M. Molecular insights into reprogramming-initiation events mediated by the
OSKM gene regulatory network. PLoS ONE 2011, 6, e24351. [CrossRef] [PubMed]

61. Chiou, S.-S.; Wang, S.S.-W.; Wu, D.-C.; Lin, Y.-C.; Kao, L.-P.; Kuo, K.-K.; Wu, C.-C.; Chai, C.-Y.; Lin, C.-L.S.;
Lee, C.-Y. Control of oxidative stress and generation of induced pluripotent stem cell-like cells by Jun
Dimerization Protein 2. Cancers 2013, 5, 959–984. [CrossRef] [PubMed]

62. Jan, C.I.; Tsai, M.H.; Chiu, C.F.; Huang, Y.P.; Liu, C.J.; Chang, N.W. Fenofibrate suppresses oral tumorigenesis
via reprogramming metabolic processes: potential drug repurposing for oral cancer. Int. J. Biol. Macromol.
2016, 12, 786–798. [CrossRef] [PubMed]

© 2018 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/10.1128/MCB.25.9.3492-3505.2005
http://www.ncbi.nlm.nih.gov/pubmed/15831456
http://dx.doi.org/10.1210/me.2010-0133
http://www.ncbi.nlm.nih.gov/pubmed/20943815
http://dx.doi.org/10.1186/scrt39
http://www.ncbi.nlm.nih.gov/pubmed/21156086
http://dx.doi.org/10.1016/j.bbalip.2007.01.008
http://www.ncbi.nlm.nih.gov/pubmed/17306620
http://dx.doi.org/10.1101/gad.1811609
http://www.ncbi.nlm.nih.gov/pubmed/19696146
http://dx.doi.org/10.1016/j.stem.2009.12.001
http://www.ncbi.nlm.nih.gov/pubmed/20036631
http://dx.doi.org/10.1371/journal.pone.0024351
http://www.ncbi.nlm.nih.gov/pubmed/21909390
http://dx.doi.org/10.3390/cancers5030959
http://www.ncbi.nlm.nih.gov/pubmed/24202329
http://dx.doi.org/10.7150/ijbs.13851
http://www.ncbi.nlm.nih.gov/pubmed/27313493
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Experimental Section 
	Chemicals and Reagents 
	Mice 
	Cell Culture 
	Somatic Cellular Reprogramming 
	Alkaline Phosphatase (AP) Staining 
	Immunocytochemistry 
	Three Germ Layer Differentiation in Vivo and in Vitro 
	Quantitative Real-Time PCR 
	Reporter Gene Assay 
	Bioinformatic Analysis and Chromatin Immunoprecipitation 
	Statistical Analysis 

	Results 
	Experimental Results 
	PPAR Agonists Enhance Cellular Reprogramming to Derive iPSCs 
	FEN-Stimulated PPAR during the Early Stage of Reprogramming Contributes to the Improved Reprogramming Efficiency 
	Prediction of Putative PPAR Binding Elements in the Nanog Promoter Region 
	FEN Upregulates the Nanog Promoter via the PPAR Regulatory Pathway 


	Discussion 
	References

