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Peroxisome Proliferator-Activated Receptor
Gamma/Signal Transducers and Activators of Transcription
5A Pathway Plays a Key Factor in Adipogenesis
of Human Bone Marrow-Derived Stromal Cells
and 3T3-L1 Preadipocytes
Ho Sun Jung,1 Yoo Jeong Lee,2,3 Yun Hee Kim,1 Seungil Paik,1,3 Jae Woo Kim,2,3 and Jin Woo Lee1,3

Adipogenesis is largely dependent on the signal transducers and activators of transcription (STAT) pathway.
However, the molecular mechanism of the STAT pathway in the adipogenesis of human bone marrow-derived
stromal cells (hBMSCs) remains not well understood. The purpose of this research was to characterize the transcriptional regulation involved in expression of STAT5A and STAT5B during adipogenesis in hBMSCs and 3T3-L1
cells. The expression of STAT5A and STAT5B increases with the onset of adipogenesis in hBMSCs and 3T3-L1 cells.
The PPAR response elements regulatory element of STAT5A exists at a promoter region ranging from - 346 to
- 101, and the CCAAT/enhancer-binding protein (C/EBP) regulatory element is located at - 196 to - 118 of the
STAT5B promoter. C/EBPb and C/EBPa bound to the STAT5B promoter region, whereas peroxisome proliferatoractivated receptor g (PPARg) bound to STAT5A. RNA interference of STAT5A completely blocked differentiation,
whereas the inhibition of STAT5B only partially blocked differentiation. We propose that C/EBPa, C/EBPb, and
PPARg control adipogenesis by regulating STAT5B and STAT5A and that STAT5A is necessary, whereas STAT5B
plays a supplementary role during adipogenesis. Further, the regulation of PPARg-STAT5 by C/EBPb signaling
seems to be the crucial adipogenesis pathway-initiating cascade of the various adipogenic genes.

Introduction

H

uman bone marrow-derived stromal cells (hBMSCs)
have the capacity to differentiate into multiple lineages
and the ability for self-renewal. Specifically, BMSCs are well
known for their potential to differentiate into adipocytes, osteoblasts, chondrocytes, myocytes, and neurocytes [1–6]. Imbalances in osteogenic and adipogenic differentiation are
related to aging and diseases. In aging patients or people with
osteoporosis, decreased bone density is observed along with
reduced osteoblast numbers and increased adipocyte numbers, which suggest that balanced adipogenesis and osteogenesis are important for the maintenance of bone structure
and volume [7–9]. Therefore, a comprehensive understanding
of the complicated network of various transcription factors
and genes involved in the transdifferentiation of hBMSCs into
adipocytes and osteoblasts is crucial for developing and improving the treatment of osteoporosis.
Previous research has shown that adipogenesis is a complex process involving the proliferation of precursor cells,

adipocyte formation, and terminal differentiation [10]. Various gene cascades and signaling pathways are involved in
the process. CCAAT/enhancer-binding protein (C/EBP)
family members belong to the basic leucine zipper class of
transcription factors and they bind to specific DNA sequences as dimers with other C/EBPs. The transcriptional
activity of peroxisome proliferator-activated receptor g
(PPARg) is dependent on both heterodimerization with retinoid X receptor a (RXRa) and the regulation of fatty acid
binding protein 4 (FABP4), leptin, and adiponectin by the
heterodimers [10–15].
The introduction of adipogenic hormonal stimuli activates
2 transcription factors crucial for the initiation of adipogenesis, C/EBPb and C/EBPd. They continue to be expressed for
approximately 2 days, and they induce the expression of C/
EBPa and PPARg [10,13,15]. Activated C/EBPa and PPARg
upregulate the expression of one another in a positive feedback loop. Simultaneously, C/EBPa and PPARg regulate the
expression of adipocyte genes necessary for the development
of functional, mature adipocytes [11,13–17]. Despite detailed
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knowledge about the molecular pathways involved in adipogenesis, we do not yet have a complete understanding of
the signaling pathways and functional mechanisms behind
each process, and the potential mediators between C/EBPa
and PPARg and terminal differentiation markers have not
been yet identified.
Signal transducers and activators of transcription (STATs)
are a family of latent transcription factors of cytokinemediated signaling events in cell growth and differentiation
[18–21]. STAT1–6 comprise a group of latent cytoplasmic
transcription factors that are activated by cytokines, peptides, and growth factors. STAT proteins form homo- or
heterodimers at tyrosine phosphorylation sites, and dimerized STAT proteins immediately enter the nucleus, where
they bind to specific DNA sequences in the promoters of
various genes and mediate transcriptional regulation. STATs
are involved in a variety of cellular processes such as innate
and acquired immunity as well as cell proliferation, mammary cell differentiation, lymphoid development, and cell
survival [20]. Studies have shown increased expression levels
of STAT genes during adipogenesis [22–27], and it has been
reported that ectopic expression of STAT5A in NIH3T3 cells
induces adipogenesis [22]. In primary rat preadipocytes, GHmediated inhibition of FABP4 gene expression was shown to
be regulated by activation of the STAT5A signaling pathway
[28]. Collectively, these studies have shown that STATs and
their target genes play a specific role in adipogenesis; however, the regulators of STAT remain unknown.
In this study, we sought to identify the potential regulators of STAT5A and STAT5B expression with a particular
interest in the transcription factors already shown to display
a distinct expression pattern during adipogenesis. Specifically, we focused on the transcriptional regulation of STAT5A and STAT5B by C/EBPa, C/EBPb, and PPARg and
confirmed the effect of STAT5A and STAT5B on adipogenesis using an siRNA silencing technique. We demonstrated
that inhibition of STAT5A expression completely blocks
adipogenesis; however, inhibition of STAT5B only partially
inhibits adipogenesis. Additionally, we demonstrated that
C/EBPa and C/EBPb directly regulate the transcriptional
activity of STAT5B and that PPARg regulates STAT5A.

Materials and Methods
hBMSCs and 3T3-L1 cells cultures
and differentiation
Bone marrow aspirates were obtained from the posterior
iliac crest of 7 healthy volunteers aged 13–69 years after
approval from the institutional review board. hBMSCs were
purified from the marrow using the Percoll density gradient
centrifugation method. hBMSCs were cultured in Dulbecco’s
modified Eagle’s medium (DMEM)-low glucose (Gibco,
Carlsbad, CA) supplemented with 10% fetal bovine serum
(FBS; Welgene, Daegoo, South Korea) and 1% antibiotic–
antimycotic solution; confluence was achieved within 7 days.
The cells were cultured for 14 days in an adipogenic medium
consisting of DMEM-low glucose supplemented with 1%
antibiotic–antimycotic solution plus MDI (0.5 mM isobutylmethylxanthine, 1 mM dexamethasone, and 200 mM indomethacin; Sigma, St. Louis, MO) and 5 mM insulin (Sigma).
Next, 3T3-L1 preadipocytes were propagated and main-
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tained in DMEM-high glucose (Gibco) containing 10% calf
serum (Gibco). To induce adipogenic differentiation, the cells
were treated with DMEM-high glucose containing 10% FBS,
1 mg/mL insulin, 1 mM dexamethasone, and 0.5 mM 3-isobutyl1-methylxanthine until day 2. The cells were then treated
with DMEM supplemented with 10% FBS and 1 mg/mL insulin for 2 days and were finally treated every other day with
DMEM containing 10% FBS.

Plasmid constructs
Expression plasmids for pCMV-C/EBPa, pCMV-C/EBPb,
pCMV-PPARg, and pCMV-RXRa were constructed. Expression plasmids for pcDNA-STAT5A and pcDNA-STAT5B
were gifts from Dr. H. Yamashita (Nagoya City University
Graduate School of Medical Science, Nagoya, Japan). The
mouse STAT5A promoter region spanning - 1500 to + 57 bp
was cloned into the pGL3-basic vector and named pGL-1500.
Constructs pGL-766, pGL-346, and pGL-101 containing 5’
serial deletions of the STAT5A promoter reporter were constructed by amplifying the STAT5A promoter regions from
- 766 to + 57, - 346 to + 57, and - 101 to + 57 bp, respectively. The STAT5B promoter region spanning - 1443 to
+ 45 bp was cloned into the pGL3-basic vector and named
pGL-1443. Constructs pGL-600, pGL-196, and pGL-118 containing 5’ serial deletion of the STAT5B promoter reporter
were constructed by amplifying mouse STAT5B promoter regions from - 600 to + 45, - 196 to + 45, and - 118 to + 45 bp,
respectively, and subcloning into the pGL3-basic vector.

Transient transfection and luciferase
reporter assays
3T3-L1 and NIH3T3 cells in 6-well plates were cultured in
DMEM supplemented with 10% bovine calf serum (BCS)
(Gibco) , 100 U/mL penicillin, and 100 mg/mL streptomycin.
Transient transfections were performed using Lipofectamine
2000 (Invitrogen, Carlsbad, CA) according to the manufacturer’s protocol. Briefly, 500 ng of the luciferase reporter
construct, 200 ng of the mouse C/EBPa and mouse C/EBPb
expression vectors, 100 ng of the pCMV-b-galactosidase expression vector, and 4 mL of Lipofectamine 2000 were independently mixed with 250 mL of opti-MEM and incubated for
5 min. To transfect constant amounts of DNA, sample DNAs
were supplemented with the control vector pcDNA3. After
5 min of incubation, diluted DNA samples were mixed with
Lipofectamine 2000 and incubated for 20 min at room temperature. During this period, the cells were washed twice
with phosphate-buffered saline, and 2 mL of opti-MEM was
added. After 20 min of incubation, transfection mixtures
were added to the cells and incubated at 37C in 5% CO2 and
95% air for 12 h. Next, the medium was replaced with
DMEM containing 10% BCS (Gibco). After 24 h, the cells
were harvested and lysed with 200 mL of reporter lysis buffer
(Promega, Madison, WI), and cell debris was removed by
centrifugation. Luciferase activities were measured using
20 mL of cell extract and 50 mL of luciferase assay reagent
(Promega). b-Galactosidase activity was measured for 50 mL of
cell extract with 50 mL of 2 · b-galactosidase assay reagent
containing O-nitrophenyl-b-galactopyranoside. Luciferase activities were normalized to b-galactosidase activities to adjust
for transfection efficiency. Lucifease activities from the wild-
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type promoter constructs in the absence of any reporters were
used as controls. The assays were performed in triplicate.

Chromatin immunoprecipitation analysis
Chromatin immunoprecipitation (ChIP) analysis was
performed, as described in the protocol included in the ChIP
assay kit (Upstate Biotechnology, Charlottesville, VA).
Briefly, hBMSCs and 3T3-L1 preadipocytes were maintained
and induced to differentiate as described earlier. At various
time points, the cells were cross-linked with 1% formaldehyde in PBS buffer. The cross-linked cells were harvested,
lysed in sodium dodecyl sulfate lysis buffer, and sonicated.
After incubation with salmon sperm DNA/protein A at 4C
overnight, the DNA–protein complexes in the supernatant
were immunoprecipitated with antibodies against C/EBPb,
C/EBPa, and PPARg (Santa Cruz Biotechnology, Santa Cruz,
CA), and the immune complexes were recovered by adding
protein A–agarose. After washing the DNA–protein A
complex with saline, DNA was extracted with phenol/
chloroform, precipitated, redissolved, and used as a template
for polymerase chain reaction (PCR). We used the mouse
STAT5A promoter primers (sense, AAAAGGTTCAGGTTTT
CCCC; and antisense, GGCTTCCTCTCTTACTAAT), the
mouse STAT5B promoter primers (sense, GCTTCAGCCGA
GACCCTTCA; and antisense, GGTCAGCTGCTTCAGAC
AGA), and the human STAT5B promoter primers (sense,
CTCCCTGAACCTACTCTGTG; and antisense, CACTCTCC
TTTCCTCTGCTA).
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trophoresis on 5% polyacrylamide gels in 0.5 · TBE. For supershift experiments, 1 mL of antiserum was added to the
reaction mixture before the addition of labeled probe. The
labeled oligonucleotide probes included double-stranded
oligonucleotides corresponding to the C/EBP regulatory element in the STAT5B promoter, ( - 153) AATGTGATTGCGT
ACTAGCTGC ( - 132), and a cold probe based on the C/EBP
binding site of the C/EBPa promoter. The PPRE regulatory
element in the STAT5A promoter was used as probe 1, ( - 301)
CAGCCCAGACATTTTCAACTTCTGC ( - 277), probe 2,
( - 206) AAAGACCAGAAAGAAGGATCAGG ( - 183), and
probe 3, ( - 140) CCTCCAGGCCACTGGGTCTTGGCC ( - 117).
The positive control (CNTL) was the PPRE regulatory element
in the FABP4 promoter, TTTGCCTTCTTACTGGATCAGAG
TTCAC.

RNAi of STAT5A, STAT5B, PPARc, and C/EBPb
Synthetic siRNA oligonucleotides specific for regions in
STAT5A, STAT5B, PPARg, and C/EBPb mRNA were designed and synthesized by Bioneer (Daejeon, South Korea).
The silencing effects of several siRNA oligonucleotides were
first tested for their ability to silence STAT5A, STAT5B,
PPARg, and C/EBPb expression. 3T3-L1 preadipocytes in 6cm dishes at 90% confluence were transfected with siRNA
oligonucleotides using Lipofectamine 2000, and the cells
were subjected to the standard differentiation protocol at
24 h later. Finally, cell extracts were prepared for analysis at
various time points. Control transfections were performed
with Negative Control Duplexes (Bioneer).

Nuclear extract preparations and TNT reactions
For nuclear extract preparations, the cells were harvested
in a 10-cm plate. Hypotonic lysis buffer containing 20 mM
Tris-Cl (pH 7.5), 10 mM NaCl, 3 mM MgCl2, 1 mM dithiothreitol,
1 mM sodium orthovanadate, 30 mM b-glycerophosphate,
and 1 · PIC I and II. Igepal CA-630 was added to a final
concentration of 0.1%, and the cells were homogenized. The
homogenates were centrifuged at 2,000 rpm for 10 min. The
pellet of intact nuclei was resuspended in NUN buffer containing 0.3 M NaCl, 1 M urea, 1% NP-40, 25 mM HEPES (pH
7.6), 1 mM dithiothreitol, 1 mM sodium orthovanadate,
30 mM b-glycerophophate, and 1 · PIC I and II and incubated for 30 min on ice. The samples were centrifuged at
12,000 rpm at 4C for 10 min. Supernatants containing nuclear extracts were analyzed for protein content using the
BCA assay kit. To produce PPARg and RXRa protein, we
used the TNT kit (Promega). Reaction mixtures containing
TNT T7 quick master mix, 0.5 mg of DNA template, and 1 mM
[35S]methionine were incubated at 30C for 90 min.

Electrophoretic mobility shift analysis
Electrophoretic mobility shift analysis (EMSA) was performed using the following method. Reaction mixtures
containing *0.25 ng of the appropriate 32P-labeled oligonucleotide probe, 2 mg of poly[d(I-C)], and 10 mg of nuclear extract protein (for C/EBPa and C/EBPb protein) or 2 mL of
TNT mixtures (for PPARg and RXRa protein) in 30 mL of
buffer (10 mM HEPES, 100 mM NaCl, 0.3 M urea, 0.3% NP40, 0.1 mM EDTA, and 5% glycerol) were incubated on ice
for 15 min and then at room temperature for 15 min. Proteins
and labeled oligonucleotide probes were separated by elec-

Oil Red O staining for adipogenesis
Monolayer cultured cells were rinsed with PBS, fixed in a
3.7% solution of formaldehyde buffer for 3 min, washed with
distilled water, and stained with an Oil Red O solution for
1 h, followed by repeated washing with 70% ethanol. After
staining, the cells were photographed. Assays were performed in triplicate in at least 3 independent experiments.

Reverse transcription-polymerase chain reaction
Total RNA was isolated from 3T3-L1 cells using the
RNeasy kit (Qiagen, Valencia, CA). The total RNA was
reverse-transcribed using the Omniscript kit (Qiagen); all
experiments were performed with Taq DNA polymerase
(Qiagen). The reaction products were subjected to 1.5%
agarose gel electrophoresis. Reverse transcription-polymerase
chain reaction (RT-PCR) was used for amplification using the
following primers: STAT5A 1F-ATGGGGA CTATGATC
CAGGC, STAT5A 2F-CGTCAGGAGCCGTCA GAAGC,
STAT5A 3R-CCCAGCTTGATCTTCAGCAA, STAT5B 4FGAGGACTCAAGACGGTCCCT, STAT5B 5F-T GCGGATG
AGAAAACTGAGG, and STAT5B 6R-AAGTA GTGCCG
GACCTCGAT.

Immunoblotting
Cell extracts were prepared by adding 1 · passive lysis
buffer (Promega) and a cocktail of protease and phosphatase
inhibitors (Sigma). Aliquots (20 mg) of cell lysates were separated by 10% sodium dodecyl sulfate–polyacrylamide
gel electrophoresis under reducing conditions. Separated
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proteins were transferred to a PVDF membrane (Amersham
Pharmacia, Piscataway, NJ) at 50 V for 2 h in transfer buffer.
Membranes were blocked with 5% skimmed milk dissolved
in 1 · TBST buffer at room temperature for 1 h. The membranes were probed with the following primary antibodies:
STAT5A, STAT5B, pSTAT5 (BD, Franklin Lakes, NJ), FABP4,
C/EBPa, C/EBPb, PPARg, and GAPDH (Santa Cruz Biotechnology). Immunoblots were visualized using the ECL
Plus detection kit (Amersham Pharmacia).

Results
The expression of STAT5 and phosphorylated
STAT5 is induced during hBMSC adipogenesis
We observed the expression of STATs and phosphorylated
STATs during the adipogenesis of hBMSCs. The expression
levels of STAT1, STAT2, and STAT4 decreased in a timedependent manner after the induction of adipogenic differentiation, whereas the expression levels of STAT3 and STAT6
did not change during adipogenesis. Interestingly, STAT5
expression increased in a time-dependent manner (Fig. 1A).
Phosphorylated STAT1 (p-STAT1) was expressed until day 1,
p-STAT4 was transiently activated on adipogenesis day 1, and
p-STAT5 was activated in a time-dependent manner. The expression of p-STAT2 and p-STAT6 was not detected (Fig. 1B).
Using the TESS program, we predicted the presence of a C/EBP
binding site within the STAT5B promoter region. Using ChIP
assays, we detected the binding of C/EBPa to the STAT5B
promoter, which indicated that the transcription of STAT5B
was regulated by C/EBPa during adipogenesis (Fig. 1C).

The expression of STAT5A and STAT5B is induced
during the adipogenesis of 3T3-L1 preadipocytes
hBMSCs have characteristically high heterogeneous phenotypes, which makes it extremely difficult to correctly assess the expression of different gene cascades in multiple
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donors. Therefore, we used the 3T3-L1 preadipocyte cell line
to examine our hypothesis. During the adipogenesis of 3T3L1 preadipocytes, the expression of C/EBPb began to increase at 4 h into differentiation and was maintained for up to
48 h, after which the expression level was noticeably reduced.
The expression of C/EBPa and PPARg increased at 38 h into
differentiation and was followed by expression of the terminal marker gene FABP4 at approximately 72 h (Fig. 2A).
During the adipogenesis of 3T3-L1 preadipocytes, STAT3
expression was maintained throughout the entire period,
whereas STAT 2, STAT4, and STAT6 were not expressed at
all. The only other STAT genes with any significant expression pattern were STAT1 and STAT5, which showed gradual
increase in expression during adipogenesis (Fig. 2B). Differentiated cells were stained with Oil Red O on day 6 after the
induction of differentiation (Fig. 2C). Using western blot and
RT-PCR, STAT5A and STAT5B were found to be weakly
expressed prior to the onset of adipogenesis, followed by an
initial decrease in expression at early stages of differentiation
and a gradual increase after 38 h (Fig. 2D, E).

C/EBPa and C/EBPb control the expression
of STAT5B, and PPARc and RXRa control
the expression STAT5A
In a previous study, it was shown that STAT5A and
STAT5B have alternative promoters in different cells types
[29,30]. To determine whether STAT5A and STAT5B have at
least 2 promoters in mouse preadipocytes, we analyzed
STAT5A and STAT5B mRNA transcripts using RT-PCR.
Figure 3 shows a map of the STAT5A and STAT5B loci,
which identifies STAT5A promoters 1 (P1) and 2 (P2) and
STAT5B promoters 1 (P1) and 2 (P2), as well as the locations
of primer sets for RT-PCRs to distinguish between the transcripts produced by these promoters. RT-PCR of STAT5A
was analyzed using primer set 1F-3R and 2F-3R, and the
analysis showed that promoter 1 was used to drive the ex-

FIG. 1. The expression of STATs and
phosphorylated STATs during hBMSCs adipogenesis. hBMSCs were induced with
0.5 mM
isobutyl-methylxanthine,
1 mM
dexamethasone, 200 mM indomethacin, and
5 mM insulin in DMEM-LG medium containing 10% FBS for 14 days. The expression
levels of STATs (A) and phosphorylated
STATs (B) were confirmed by western blot.
GAPDH was used as an internal control. (C):
At different times after adipogenesis induction, cells were cross-linked with formaldehyde, the DNA was fragmented, and
the chromatin-associated DNA was immunoprecipitated with IgG or antibodies
against C/EBPa. PCR amplification of the
DNA fragments was performed with specific
primers flanking the C/EBP regulatory element in the STAT5B promoter. STAT, signal
transducers and activators of transcription;
hBMSC, human bone marrow-derived stromal cell; GAPDH, glyceraldehyde 3-phosphate dehydrogenase; DMEM, Dulbecco’s modified Eagle’s medium; FBS, fetal
bovine serum; IgG, immunoglobulin; C/EBP, CCAAT/enhancer-binding protein; PCR, polymerase chain reaction.
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FIG. 2. The expression of
adipocyte-specific
marker
genes during the differentiation of 3T3-L1 preadipocytes.
3T3-L1 preadipocytes were
induced with DMEM-HG
containing 10% FBS, 1 mg/mL
insulin, 1 mM dexamethasone,
and 0.5 mM 3-isobutyl-1methylxanthine until day 2.
The cells were treated with
DMEM supplemented with
10% FBS and 1 mg/mL insulin
for 2 days, and they were then
treated every other day with
DMEM containing 10% FBS.
(A) Analysis of marker protein
expression levels by western
blot. 3T3-L1 cells were differentiated into adipocytes and
lysed at each time point, and
total protein was prepared for
immunoblotting with the indicated antibodies. (B) The
expression of STATs during
adipogenesis of 3T3-L1 preadipocyte. 3T3-L1 preadipocytes
were differentiated into adipocytes using hormonal stimuli. STAT expression levels were confirmed by western blot. GAPDH was used as an internal control. (C) Differentiated cells
were stained with Oil Red O on day 6 after differentiation induction. (D, E) The expression of STAT5A and STAT5B during the
differentiation of 3T3-L1 preadipocytes. The expression of STAT5A, STAT5B, and adipocyte marker genes was analyzed at
different time points after the induction of differentiation. 3T3-L1 preadipocytes were differentiated into adipocytes. The
analysis of STAT5A and STAT5B expression levels was confirmed by western blot (D) and RT-PCR (E). GAPDH was used as an
internal control. PPARg, peroxisome proliferator-activated receptor g; FABP4, fatty acid binding protein 4; RT-PRC, reverse
transcription-polymerase chain reaction.
pression of STAT5A in 3T3-L1 preadipocytes. RT-PCR of
STAT5B in 3T3-L1 preadipocytes using primer sets 4F-6R
and 5F-6R showed that promoter 1 was used to drive the
expression of STAT5B gene. RT-PCR of STAT5A and
STAT5B in 3T3-L1 preadipocytes during 3T3-L1 adipogenesis showed that promoter 1 of STAT5A and STAT5B, respectively, were used to drive gene expression (Fig. 3).
Following the observation that C/EBPa binds to the
STAT5B promoter during adipogenesis of hBMSCs (Fig. 1C),
we examined luciferase assays to verify whether other transcription factors such as C/EBPa, C/EBPb, PPARg, or RXRa
also affect the transcriptional activity of STAT5A and STAT5B
through DNA binding. As shown in Fig. 4A, we observed that
the transcriptional activity of STAT5A was not changed by the
presence of either C/EBPa, C/EBPb, or both C/EBPa and C/
EBPb. However, the transcriptional activity of STAT5B
showed a 2–6 fold increase in the presence of either C/EBPa,
C/EBPb, or both C/EBPa and C/EBPb. Additionally, we

tested the effect of PPARg and RXRa on the transcriptional
activity of STAT5A and STAT5B. As shown in Fig. 4B, PPARg
and RXRa induced a 12-fold increase in STAT5A transcriptional activity. However, they did not induce significant
changes in STAT5B transcriptional activity. Collectively, these
data demonstrate that C/EBPa and C/EBPb induce the
transcriptional activity of STAT5B, and PPARg and RXRa
induce the transcriptional activity of STAT5A.

Identification of the element responsible
for the transcriptional activation induced by C/EBPa,
CEBPb, PPARc, and RXRa at the STAT5A
and STAT5B promoters
To precisely localize the regions in the STAT5A and
STAT5B promoters targeted by C/EBPa, C/EBPb, PPARg,
and RXRa, several truncated STAT5A and STAT5B promoter-luciferase constructs were produced (Fig. 5A, D). We
FIG. 3. Analysis of STAT5A and STAT5B
mRNA transcripts by RT-PCR. Map of
STAT5A and STAT5B showing the locations
of primers 1F and 4F (specific for promoter
P1), 2F and 5F (specific for promoter P2), as
well as the reverse primers (3R and 6R) prior
to induction and after differentiation of 3T3L1 cells transcripts.
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FIG. 4. The transcriptional activity of STAT5A and STAT5B
by C/EBPa, C/EBPb, PPARg, and RXRa expression. NIH3T3
cells were cotransfected with each of the indicated luciferase
constructs, pGL-STAT5A and pGL-STAT5B, and an overexpression vector, pCMV-C/EBPa, pCMV-C/EBPb, pCMVPPARg, or pCMV-RXRa. (A) Transcriptional activity was
measured from the STAT5A or STAT5B promoter by C/EBPa
and C/EBPb overexpression vectors using luciferase assays.
(B) Transcriptional activity was measured from STAT5A or
STAT5B promoters by PPARg and RXRa. Results are shown
as relative luciferase activities. The assays were repeated in at
least 3 times. Each sample was normalized to the level of bgalactosidase activity, and asterisk (*) indicates P < 0.05 versus
the mock vector group. RXRa, retinoid X receptor a.
then examined the elements responsible for C/EBPa, C/
EBPb, PPARg, and RXRa binding to STAT5A and STAT5B
promoters by performing transient transfection assays in
3T3-L1 preadipocytes and NIH3T3 fibroblasts using the respective reporter constructs. The constructs pGL-STAT5A1500/ + 57-luc, - 766/ + 57-luc, and - 346/ + 57-luc did not
show any changes in transcriptional activities, whereas the
pGL-STAT5A-101/ + 57-luc construct lost its transcriptional
response to PPARg and RXRa (Fig. 5B, C). pGL-STAT5B1433/ + 45-luc, - 600/ + 45-luc, and - 196/ + 45-luc did not
show any changes in the transcriptional response to C/EBPa
and C/EBPb, but pGL-STAT5B-118/ + 43-luc lost its transcriptional response to C/EBPa and C/EBPb (Fig. 5E, F).
Additionally, PPARg, RXRa, C/EBPa, and C/EBPb did not
affect transcriptional activity of the pGL3-basic construct.
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As shown in Figs. 4 and 5, C/EBPa and C/EBPb increased
the transcriptional activity of STAT5B, whereas PPARg increased the transcriptional activity of STAT5A. To confirm
the transcriptional relevance of PPARg in regulating STAT5A
expression and the transcriptional relevance of C/EBPa and
C/EBPb in regulating STAT5B expression, 3T3-L1 preadipocytes were induced to undergo adipogenesis and ChIP
analyses were performed. PPARg was bound to the - 346/
- 101 region of the STAT5A promoter on day 3 following the
induction of differentiation (Fig. 6A). C/EBPa bound the
STAT5B promoter in the - 196/ - 118 region on days 1 and 2,
and C/EBPb bound the STAT5B promoter in the - 196/
- 118 region on days 1, 2, and 3 of differentiation (Fig. 6B).
These results indicate that C/EBPa and C/EBPb directly
interact with the STAT5B promoter and increase the transcriptional activity of STAT5B, whereas PPARg directly interacts with the STAT5A promoter and increases the
transcriptional activity of STAT5A.
To confirm the exact sequence of the PPRE binding region
within the STAT5A promoter, we performed a preliminary
test using 3 putative PPRE binding sequences and the previously identified PPRE binding element of the FABP4 promoter. The PPARg and RXRa TNT mixture combined with an
individual probe showed a noticeable shift in the CNTL
group, and we observed the disappearance of the shifted
band in the presence of competitor. Individual binding of the
probes to PPARg and RXRa occurred only with probes 1 and
2, and PPARg and RXRa showed stronger binding to the
probe 1 element sequence. No significant binding of PPARg
and RXRa was observed for probe 3 (Fig. 6C).
To locate the C/EBP binding site within the STAT5B
promoter, we constructed 2 putative C/EBP sequences.
Following a similar preliminary test, we identified the sequence with higher binding efficiency, which was then used
for EMSA. Nuclear extracts from cells that had undergone
adipocyte differentiation for 16 h were used to confirm probe
binding, and the shift assay using both C/EBPa and C/EBPb
antibodies yielded a supershift in nuclear extracts from days
2 and 3. Additionally, when a known competitor, C/EBP
binding sequence, was added, we observed the disappearance of the shifted band in the cold probe group (Fig. 6D).
Based on the results presented in Figs. 5 and 6, the C/EBP
element located at position - 132 is likely to be involved in
C/EBPa- and C/EBPb-mediated activation of the STAT5A
promoter, whereas the PPRE element located at positions
- 194 and - 105 likely functions in PPARg- and RXRa-mediated activation of the STAT5A promoter.

C/EBPb is a key regulator of 3T3-L1 differentiation
during adipogenesis
We used luciferase assays and ChIP analysis to determine
that STAT5A is regulated by PPARg and RXRa; however,
STAT5B is regulated by C/EBPa and C/EBPb during the
differentiation of 3T3-L1 preadipocytes. To more specifically
determine the function of C/EBPb and PPARg, 3T3-L1 cells
were transfected with C/EBPb siRNA or PPARg siRNA to
block the expression of C/EBPb or PPARg and the cells were
then induced to differentiate into adipocytes. The cells
transfected with C/EBPb or PPARg siRNA had significantly
lower expression levels of C/EBPb and PPARg compared
with the cells transfected with negative control siRNA.
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FIG. 5. Localization of the element in the STAT5A and STAT5B promoters responsible for transcriptional activation by C/
EBPa, C/EBPb, PPARg, and RXRa. Schematic representations showing STAT5A promoter-luciferase constructs (A) and
STAT5B promoter-luciferase constructs (D). A luciferase reporter construct, pGL, pGL-1500, pGL-766, pGL-346, or pGL-101
(STAT5A promoter luciferase constructs), was cotransfected with PPARg and RXRa overexpression vectors in 3T3-L1 preadipocytes (B) and NIH3T3 fibroblasts (C). A luciferase reporter construct, pGL, pGL-1443, pGL-600, pGL-196, or pGL-118
(STAT5B promoter luciferase constructs), was cotransfected with C/EBPa and C/EBPb overexpression vectors in 3T3-L1
preadipocytes (E) and NIH3T3 fibroblasts (F). The assays were repeated in at least 3 times. Each sample was normalized to
the level of b-galactosidase activity, and asterisk (*) indicates P < 0.05.
Additionally, C/EBPb siRNA completely blocked differentiation, whereas the inhibition of PPARg only partially
blocked differentiation (Fig. 7A). The cells transfected with
C/EBPb siRNA showed reduced C/EBPb expression as well
as C/EBPa, PPARg, STAT5A, STAT5B, and FABP4 expression. However, PPARg siRNA inhibited only PPARg, C/
EBPa, and FABP4 expression and did not affect the expression of C/EBPb or STAT5B (Fig. 7B). PPARg siRNA partially
inhibited the expression of STAT5A.

STAT5 is necessary for 3T3-L1
and hBMSC adipogenesis
To assess the effects of STAT5A and STAT5B on adipogenesis, the cells were transfected with STAT5A and STAT5B
overexpression plasmids. When 3T3-L1 preadipocytes were

transfected with either mock, STAT5A, STAT5B, or STAT5A/
STAT5B overexpression plasmids, all 3 overexpression vectors displayed an increased accumulation of lipids compared
with the group treated with mock vector (Fig. 7C). To more
specifically determine the function of STAT5A and STAT5B,
3T3-L1 cells were transfected with STAT5A siRNA and
STAT5B siRNA to block STAT5A and STAT5B expression,
followed by adipogenesis induction. To assess the progress
of adipogenesis, Oil Red O staining was performed on day 6
after transfection with each siRNA. In the scramble group in
which negative siRNA was transfected as a control, we were
able to detect lipid droplet formation, whereas the STAT5A
siRNA-treated group showed a complete lack of lipid
droplets. The STAT5B siRNA-treated group displayed less
lipid droplet formation compared with the control. In the
STAT5A and STAT5B siRNA cotransfected group, lipid
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FIG. 6. CEBPa and C/EBPb bind to the STAT5B promoter, and PPARg binds to the STAT5A promoter. At different times
after the induction of differentiation, cells were cross-linked with formaldehyde, the DNA was fragmented, and the chromatinassociated DNA was immunoprecipitated with IgG or antibodies against C/EBPa, C/EBPb, or PPARg. PCR amplification of
the DNA fragments was performed with specific primers flanking the PPRE regulatory element in the STAT5A promoter (A)
and the C/EBP regulatory element in the STAT5B promoter (B). (C) In vitro translated PPARg and RXRa proteins were tested
by electrophoretic mobility shift analysis with the putative PPRE binding sequence on the STAT5A promoter (probe 1, probe
2, and probe 3). The PPRE regulatory element in the FABP4 promoter was used as a positive control. CNTL sequence was
used to construct the cold probe. (D) Postconfluent 3T3-L1 preadipocytes were induced to differentiate using MDI on day 0.
Nuclear extracts were prepared at various time points after induction. For the supershift assay, 2 mg of anti-C/EBPa or antiC/EBPb antibody was added into the reaction mixture. C/EBP regulatory element in the C/EBPa promoter was used to
make the cold probe. CNTL, positive control.
droplet formation was completely inhibited similar to the
group transfected with STAT5A siRNA alone (Fig. 7D).
Following the confirmation that STAT5A and STAT5B play
crucial roles in adipogenesis, we next asked whether STAT5A and STAT5B had similar functions in hBMSCs. In
hBMSC adipogenesis, the inhibition of STAT5A and STAT5B
expression by siRNA also resulted in reduced lipid droplet
formation similar to what was seen for 3T3-L1 preadipocytes
(Fig. 7E).
These data confirm that the importance of STAT5A and
STAT5B during adipogenesis is conserved between 3T3-L1
cells and hBMSCs. Following the inhibition of STAT5A and
STAT5B, we also tested the expression of various marker
genes. In the scrambled group, all of the marker genes, including STAT5A, STAT5B, PPARg, C/EBPa, C/EBPb, and FABP4,
were detected, whereas the STAT5A siRNA-transfected group
showed a reduction in PPARg, C/EBPa, and FABP4 expression. In the STAT5B siRNA-transfected group, STAT5B expression was inhibited, and FABP4 expression was reduced
compared with the scramble group. When both STAT5A and
STAT5B siRNAs were transfected, the expression of all marker
genes except C/EBPb was reduced (Fig. 7F). Collectively,
these data indicate that the presence of STAT5A and STAT5B is
crucial for differentiation; however, STAT5A may act as a
particularly important factor in adipogenesis.

Discussion
Previous studies have shown that STAT expression increases during adipogenesis. In particular, STAT5 expression

increases in both mouse and human adipogenesis, and
overexpression of STAT5A promotes the accumulation of
triglycerides within cells [23,31,32]. However, the exact
mechanism of STAT5A and STAT5B regulation remains
poorly understood. Previous studies have established C/
EBPa, C/EBPb, and PPARg as key regulators of the differentiation of 3T3-L1 preadipocytes during adipogenesis
[10,13,15]. Here, we investigated the transcriptional regulation of STAT5A and STAT5B by C/EBPa, C/EBPb, and
PPARg and examined its roles in adipogenesis. Our studies
demonstrate that (i) C/EBPa and C/EBPb transactivator
activity regulates the expression of STAT5B; (ii) PPARg and
RXRa transactivator activity regulates the expression of
STAT5A; (iii) inhibition of STAT5A blocks adipogenesis; and
(iv) inhibition of STAT5B partially blocks adipogenesis.
In reporter assays, we found that C/EBPa and C/EBPb
activated STAT5B but not STAT5A, whereas PPARg and
RXRa controlled only STAT5A activity. We discovered a
PPRE responsive region spanning bases - 346 to - 101 in the
STAT5A promoter and a C/EBP responsive region spanning
bases - 196 to - 118 in the STAT5B promoter. We identified
3 sites that are similar to the PPRE consensus sequence
(RGGTCANRGGTCA or RGGTCANACTGGR) in the STAT5A promoter, but our EMSA analysis indicated that 2 sites
at positions - 301 to - 277 and - 206 to - 183 were bound by
a PPARg and RXRa complex. Also, we identified 2 sites that
were similar to the C/EBP consensus sequence
(RTTGCGYAAY) in the STAT5B promoter, but only 1 site, at
position - 153 to - 132, was bound by the C/EBPa and C/
EBPb nuclear protein complex.
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FIG. 7. C/EBPb, PPARg, STAT5A, and STAT5B expression is
important during adipogenesis.
(A) C/EBPb RNAi, PPARg RNAi,
or scramble siRNA transfected
cells were stained with Oil Red O
solution on day 6 after differentiation induction. (B) 3T3-L1 cells
were transfected with C/EBPb
RNAi (50 nM), PPARg RNAi
(50 nM), or scramble siRNA
(50 nM) using Lipofectamine 2000.
After transfection, the cells were
induced to differentiate into adipocytes, and C/EBPb and PPARg
knockdown was confirmed by
western blot analysis on day 3. (C)
3T3-L1 preadipocytes were transfected with pcDNA3 empty vector
(mock vector), pcDNA3-STAT5A,
or pcDNA3-STAT5B and induced
to differentiate without postconfluent incubation for 2 days.
Transfected cells were stained
with Oil Red O on day 6 after
differentiation induction. (D) 3T3L1 preadipocytes were transfected
with STAT5A RNAi, STAT5B
RNAi, STAT5A RNAi and
STAT5B RNAi, or scramble siRNA and induced to differentiate
without postconfluent incubation
for 2 days. Transfected cells were
stained with Oil Red O solution
on day 6 after differentiation induction. (E) STAT5A RNAi
(50 nM), STAT5B RNAi (50 nM), STAT5A RNAi (50 nM) and STAT5B RNAi (50 nM), or scramble siRNA (50 nM)-transfected
cells were stained with Oil Red O solution on day 14 after hBMSC adipogenesis. (F) 3T3-L1 cells were transfected with
STAT5A RNAi (50 nM), STAT5B RNAi (50 nM), or scramble siRNA (50 nM) using Lipofectamine 2000. After transfection, the
cells were induced into adipocytes, and STAT5A and STAT5B knockdown was confirmed by western blot analysis on day 3.
Additionally, the expression of adipogenic marker genes was confirmed by western blot analysis. GAPDH was used as an
internal control.
C/EBPb is a well-known initiation factor of adipogenesis
[17], and consequently, C/EBPb siRNA completely inhibited
adipogenesis and the expression of C/EBPa, PPARg, STAT5A, STAT5B, and FABP4. PPARg siRNA also inhibited
adipogenesis and the expression of C/EBPa and PPARg, but
it did not have any effect on the expression of C/EBPb. Because C/EBPb is an initiator and upstream molecule involved in differentiation, the inhibition of PPARg did not
affect the expression of C/EBPb. In the feedback regulation
between PPARg and C/EBPa [33,34], the inhibition of
PPARg reduced C/EBPa expression.
Inhibition of STAT5A expression completely blocked adipocyte differentiation, whereas the inhibition of STAT5B only
partially blocked adipocyte differentiation. Therefore, our results indicate that the expression of STAT5A is necessary,
whereas the expression of STAT5B is supplementary in adipogenesis. These results support the findings of a previous
study that demonstrated that the overexpression of STAT5A
induces an increase in adipocyte differentiation; however,
overexpression of STAT5B alone does not yield the same effects in NIH3T3 cells [22]. Additionally, STAT5A and STAT5B
double knock-out mice showed somewhat reduced epidermal

fat pads [35]. In the present study, the inhibition of STAT5A
expression decreased C/EBPa and PPARg expression, but not
C/EBPb expression, and the inhibition of STAT5B expression
did not affect C/EBPa, C/EBPb, or PPARg expression. The
expression of FABP4, a known target gene of PPARg, was also
reduced in the STAT5A siRNA-treated group; however, it was
unaffected by STAT5B siRNA treatment. Based on this result,
one can speculate that PPARg regulates the transcriptional
activity of STAT5A, which in turn regulates C/EBPa or PPARg
expression. This hypothesis is supported by other studies indicating that dominant STAT5 partially blocks the expression
of C/EBPa, PPARg, and FABP4 during adipogenesis, as
shown via northern blots [36]. It is also supported by the
finding that PPARg promoters can be regulated by STAT5
[37,38]. During angiogenesis, STAT5 transactivator activity
controls PPARg expression. Additionally, heterodimer formation of the STAT5/PPARg transcriptional complex binds to
cyclin D1 and regulates its transcriptional activity [39]. In
summary, STAT5A is regulated by PPARg; however, it also
directly regulates the expression of PPARg via a feedback loop.
The RNA interference study showed the potential for
STAT5 autoregulation, and we performed luciferase assays
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to verify this possibility. The results indicated that STAT5B
cannot be autoregulated by STAT5A or STAT5B; however, STAT5A may be autoregulated by either STAT5A or
STAT5B (data not shown). These results suggest that STAT5A is initially activated by PPARg during the early stages of
adipogenesis. However, its expression may switch to autoregulation afterward. Consequently, the inhibition of PPARg
caused only a slight reduction of STAT5A expression, which
further supports the idea that STAT5A expression was
maintained and enforced by autoregulation, despite the initial absence of PPARg.

Conclusion
C/EBPa and C/EBPb bound to the STAT5B promoter,
whereas PPARg bound to the STAT5A promoter. We
showed that C/EBPa and C/EBPb directly regulate the
transcriptional activity of STAT5B, and PPARg regulates the
transcriptional activity of STAT5A. In RNA interference experiments, the expression of STAT5A was required, whereas
the expression of STAT5B was supplementary to adipogenesis. These data indicate that STAT5A plays a major role in
adipogenesis and STAT5B has only a supportive function.

Acknowledgment
This research was supported by a grant (code: SC3210)
from Stem Cell Research Center of the 21st Century Frontier
Research Program funded by the Ministry of Education,
Science, and Technology, Republic of Korea.

Author Disclosure Statement
No competing financial interests exist.

References
1. Beyer Nardi N and L da Silva Meirelles. (2006). Mesenchymal stem cells: isolation, in vitro expansion and characterization. Handb Exp Pharmacol 249–282.
2. Delorme B and P Charbord. (2007). Culture and characterization of human bone marrow mesenchymal stem cells.
Methods Mol Med 140:67–81.
3. Javazon EH, KJ Beggs and AW Flake. (2004). Mesenchymal
stem cells: paradoxes of passaging. Exp Hematol 32:414–425.
4. Lee RH, B Kim, I Choi, H Kim, HS Choi, K Suh, YC Bae and
JS Jung. (2004). Characterization and expression analysis of
mesenchymal stem cells from human bone marrow and
adipose tissue. Cell Physiol Biochem: Int J Exp Cell Physiol
Biochem Pharmacol 14:311–324.
5. Martin DR, NR Cox, TL Hathcock, GP Niemeyer and HJ
Baker. (2002). Isolation and characterization of multipotential mesenchymal stem cells from feline bone marrow. Exp
Hematol 30:879–886.
6. Pittenger MF, AM Mackay, SC Beck, RK Jaiswal, R Douglas,
JD Mosca, MA Moorman, DW Simonetti, S Craig and DR
Marshak. (1999). Multilineage potential of adult human
mesenchymal stem cells. Science 284:143–147.
7. Duque G. (2008). Bone and fat connection in aging bone.
Curr Opin Rheumatol 20:429–434.
8. Kawai M, MJ Devlin and CJ Rosen. (2009). Fat targets for
skeletal health. Nat Rev Rheumatol 5:365–372.
9. Pei L and P Tontonoz. (2004). Fat’s loss is bone’s gain. J Clin
Invest 113:805–806.

JUNG ET AL.
10. MacDougald OA and MD Lane. (1995). Transcriptional
regulation of gene expression during adipocyte differentiation. Annu Rev Biochem 64:345–373.
11. Chinetti G, JC Fruchart and B Staels. (2000). Peroxisome
proliferator-activated receptors (PPARs): nuclear receptors
at the crossroads between lipid metabolism and inflammation. Inflamm Res 49:497–505.
12. Cowherd RM, RE Lyle and RE McGehee, Jr. (1999). Molecular regulation of adipocyte differentiation. Semin Cell Dev
Biol 10:3–10.
13. Rangwala SM and MA Lazar. (2000). Transcriptional control
of adipogenesis. Annu Rev Nutr 20:535–559.
14. Rosen ED and BM Spiegelman. (2000). Molecular regulation
of adipogenesis. Annu Rev Cell Dev Biol 16:145–171.
15. Rosen ED, CJ Walkey, P Puigserver and BM Spiegelman.
(2000). Transcriptional regulation of adipogenesis. Genes
Dev 14:1293–1307.
16. Chinetti G, JC Fruchart and B Staels. (2001). Peroxisome
proliferator-activated receptors (PPARs): nuclear receptors
with functions in the vascular wall. Z Kardiol 90 Suppl
3:125–132.
17. Koutnikova H and J Auwerx. (2001). Regulation of adipocyte differentiation. Ann Med 33:556–561.
18. Agaisse H, UM Petersen, M Boutros, B Mathey-Prevot and
N Perrimon. (2003). Signaling role of hemocytes in Drosophila JAK/STAT-dependent response to septic injury. Dev
Cell 5:441–450.
19. Darnell JE, Jr. (1997). STATs and gene regulation. Science
277:1630–1635.
20. Levy DE and JE Darnell, Jr. (2002). Stats: transcriptional
control and biological impact. Nat Rev Mol Cell Biol 3:
651–662.
21. Shuai K. (1999). The STAT family of proteins in cytokine
signaling. Prog Biophys Mol Biol 71:405–422.
22. Floyd ZE and JM Stephens. (2003). STAT5A promotes adipogenesis in nonprecursor cells and associates with the
glucocorticoid receptor during adipocyte differentiation.
Diabetes 52:308–314.
23. Harp JB, D Franklin, AA Vanderpuije and JM Gimble.
(2001). Differential expression of signal transducers and activators of transcription during human adipogenesis. Biochem Biophys Res Commun 281:907–912.
24. Matthews JR, SM Watson, MC Tevendale, CJ Watson and
AR Clarke. (2007). Caspase-dependent proteolytic cleavage
of STAT3alpha in ES cells, in mammary glands undergoing
forced involution and in breast cancer cell lines. BMC Cancer
7:29.
25. Shang CA and MJ Waters. (2003). Constitutively active
signal transducer and activator of transcription 5 can replace the requirement for growth hormone in adipogenesis of 3T3-F442A preadipocytes. Mol Endocrinol 17:
2494–2508.
26. Stephens JM, SJ Lumpkin and JB Fishman. (1998). Activation
of signal transducers and activators of transcription 1 and 3
by leukemia inhibitory factor, oncostatin-M, and interferongamma in adipocytes. J Biol Chem 273:31408–1416.
27. Stephens JM, RF Morrison, Z Wu and SR Farmer. (1999).
PPARgamma ligand-dependent induction of STAT1, STAT5A, and STAT5B during adipogenesis. Biochem Biophys
Res Commun 262:216–222.
28. Richter HE, T Albrektsen and N Billestrup. (2003). The role
of signal transducer and activator of transcription 5 in the
inhibitory effects of GH on adipocyte differentiation. J Mol
Endocrinol 30:139–150.

REGULATION OF STAT5 DURING ADIPOGENESIS
29. Crispi S, E Sanzari, J Monfregola, N De Felice, G Fimiani, R
Ambrosio, M D’Urso and MV Ursini. (2004). Characterization of the human STAT5A and STAT5B promoters:
evidence of a positive and negative mechanism of transcriptional regulation. FEBS Lett 562:27–34.
30. Miyoshi K, Y Cui, G Riedlinger, P Robinson, J Lehoczky, L
Zon, T Oka, K Dewar and L Hennighausen. (2001). Structure
of the mouse Stat 3/5 locus: evolution from Drosophila to
zebrafish to mouse. Genomics 71:150–155.
31. Balhoff JP and JM Stephens. (1998). Highly specific and
quantitative activation of STATs in 3T3-L1 adipocytes. Biochem Biophys Res Commun 247:894–900.
32. Stephens JM, RF Morrison and PF Pilch. (1996). The expression and regulation of STATs during 3T3-L1 adipocyte
differentiation. J Biol Chem 271:10441–10444.
33. Rosen ED. (2005). The transcriptional basis of adipocyte development. Prostaglandins, Leukot Essent Fatty Acids 73:31–34.
34. Rosen ED, CH Hsu, X Wang, S Sakai, MW Freeman, FJ
Gonzalez and BM Spiegelman. (2002). C/EBPalpha induces
adipogenesis through PPARgamma: a unified pathway.
Genes Dev 16:22–26.
35. Teglund S, C McKay, E Schuetz, JM van Deursen, D Stravopodis, D Wang, M Brown, S Bodner, G Grosveld and JN
Ihle. (1998). Stat5a and Stat5b proteins have essential and
nonessential, or redundant, roles in cytokine responses. Cell
93:841–850.
36. Nanbu-Wakao R, Y Morikawa, I Matsumura, Y Masuho,
MA Muramatsu, E Senba and H Wakao. (2002). Stimulation
of 3T3-L1 adipogenesis by signal transducer and activator of
transcription 5. Mol Endocrinol 16:1565–576.

475
37. Kawai M, N Namba, S Mushiake, Y Etani, R Nishimura, M
Makishima and K Ozono. (2007). Growth hormone stimulates adipogenesis of 3T3-L1 cells through activation of the
Stat5A/5B-PPARgamma pathway. J Mol Endocrinol 38:
19–34.
38. Shipley JM and DJ Waxman. (2004). Simultaneous, bidirectional inhibitory crosstalk between PPAR and STAT5b.
Toxicol Appl Pharmacol 199:275–284.
39. Dentelli P, A Trombetta, G Togliatto, A Zeoli, A Rosso, B
Uberti, F Orso, D Taverna, L Pegoraro and MF Brizzi. (2009).
Formation of STAT5/PPARgamma transcriptional complex
modulates angiogenic cell bioavailability in diabetes. Arterioscler Thromb Vasc Biol 29:114–120.

Address correspondence to:
Dr. Jin Woo Lee
Department of Orthopaedic Surgery-29
Yonsei University College of Medicine
CPO Box 8044
Seoul 120-752
Korea
E-mail: ljwos@yuhs.ac
Received for publication December 28, 2010
Accepted after revision May 04, 2011
Prepublished on Liebert Instant Online May 04, 2011

