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Abstract 
Human induced pluripotent stem cells (hiPSCs) not only provide an abundant source of vascular cells for potential therapeutic applications in vas-
cular disease but also constitute an excellent model for understanding the mechanisms that regulate the differentiation and the functionality of 
vascular cells. Here, we reported that myocyte enhancer factor 2C (MEF2C) transcription factor, but not any other members of the MEF2 family, 
was robustly upregulated during the differentiation of vascular progenitors and endothelial cells (ECs) from hiPSCs. Vascular endothelial growth 
factors (VEGF) strongly induced MEF2C expression in endothelial lineage cells. The specific upregulation of MEF2C during the commitment of 
endothelial lineage was dependent on the extracellular signal regulated kinase (ERK). Moreover, knockdown of MEF2C with shRNA in hiPSCs 
did not affect the differentiation of ECs from these hiPSCs, but greatly reduced the migration and tube formation capacity of the hiPSC-derived 
ECs. Through a chromatin immunoprecipitation-sequencing, genome-wide RNA-sequencing, quantitative RT-PCR, and immunostaining analyses 
of the hiPSC-derived endothelial lineage cells with MEF2C inhibition or knockdown compared to control hiPSC-derived ECs, we identified TNF-
related apoptosis inducing ligand (TRAIL) and transmembrane protein 100 (TMEM100) as novel targets of MEF2C. This study demonstrates an 
important role for MEF2C in regulating human EC functions and highlights MEF2C and its downstream effectors as potential targets to treat 
vascular malfunction-associated diseases.
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Graphical Abstract 

Significance Statement
Elucidating the mechanisms that regulate vasculogenesis and angiogenesis has important ramifications for understanding vascular 
disease and guiding therapeutic interventions. Endothelial cells (ECs) derived from human induced pluripotent stem cells (iPSCs) provide 
a relevant in vitro model for probing these mechanisms. This study shows that the transcription factor MEF2C is specifically and robustly 
induced during the differentiation of ECs from human iPSCs and plays a critical role in the regulation of human angiogenesis.

Introduction
Vasculogenesis and angiogenesis are the fundamental 
processes of blood vessel formation from progenitors and 
from existing vessels, respectively.1 Angiogenesis occurs after 

vasculogenesis during embryogenesis and is the primary 
process of vascular growth and remodeling during post-
natal life.2,3 Promoting vasculogenesis and angiogenesis has 
been used as a viable therapeutic strategy to treat disease 
where blood flow is compromised. For example, occlusive 
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atherosclerotic disease is the primary cause of myocardial 
infarction, limb ischemia, and stroke,3 the leading causes of 
death and disability worldwide. On the other hand, excessive 
vessel growth is associated with tumorigenesis, intraocular 
disorder, and inflammatory disease.3 Thus, understanding the 
mechanisms that regulate vasculogenesis and angiogenesis is 
critical for identification of potential targets to treat vascular 
malfunction-associated diseases.

The specialization of ECs during development and angi-
ogenesis requires extrinsic signals and intrinsic regulatory 
events. It is well known that vascular endothelial growth 
factor (VEGF) and its receptor VEGF receptor 2 (VEGFR2), 
also named kinase insert domain receptor (KDR) or fetal liver 
kinase 1 (Flk-1) in mice, are required for establishment and 
maintenance of EC lineage.4-6 The coordinated action of spe-
cific transcription factors functions as intrinsic instruction to 
drive the elaborate multi-step process of EC differentiation as 
well as angiogenesis. Transcription factor forkhead box C1 
(FOXC1), FOXC2, and the E-twenty six (ETS) family tran-
scription factors, including ETS variant transcription factor 
2 (ETV2) (also known as ER71), ETS-related gene (ERG), 
friend leukemia integration 1 (FLI1) and ETS1, have been 
found to be critical regulators of these processes.7-11

Myocyte enhancer factor 2 (MEF2) proteins are tran-
scription factors of the MADS box family. In vertebrates, 
the MEF2 family consists of 4 isoforms, MEF2A, MEF2B, 
MEF2C, and MEF2D. MEF2 are expressed in ECs,12,13 but 
their roles in endothelial cells are not completely understood. 
EC-specific knockout of mef2c in mice resulted in no vascular 
defect under physiological conditions but promoted vascular 
regrowth in oxygen-induced retinopathy.14,15 Impaired an-
giogenic sprouting was detected in mice with simultaneous 
knockout of mef2a and mef2c but not in mice with single 
knockout of these mef2 genes.16 The role of the MEF2 family 
in human EC lineage determination and function is not fully 
understood.

Since MEF2C is also a key regulator for vascular smooth 
muscle, cardiac muscle, and neural tissue during develop-
ment,17,18 it is critical to understand how MEF2C interacts 
with EC-specific growth factors and transcription factors to 
enhance the EC lineage or functionality. Human induced plu-
ripotent stem cells (hiPSCs) can be differentiated into ECs.19-22 
Here, using the in vitro EC differentiation from hiPSCs, we 
identified MEF2C as the only member of the MEF2C family 
that was robustly upregulated during the differentiation 
of ECs from hiPSCs. This study elucidates a novel role for 
MEF2C in mediating angiogenesis by human ECs.

Materials and Methods
Cell Cultures
IPS(IMR90)-4 is a female iPSC line purchased from WiCell 
Research Institute (Madison, WI). Dura6.9 iPSC is a male 
iPSC line provided by the Stem Cell Core at University 
of California Davis and was previously characterized.23 
Both hiPSC lines were cultured on Matrigel (Corning, 
#8774552)-coated tissue culture plates in StemFlex medium 
(Thermo Fisher, #A3349401) per manufacturer’s instructions 
with medium refreshment every 1-2 days. When cells reached 
70%-80% confluence, they were passaged by using cell disso-
ciation solution ReLeSR (STEMCELL Technologies, #05872) 
per manufacturer’s instructions or by manually picking 
with 1-mL pipet tips. Human coronary artery endothelial 

cells (HCAECs), human umbilical vein endothelial cells 
(HUVECs), and human cardiac microvascular endothelial 
cells (HMVECs) were purchased from Lonza (#CC-2585) 
and cultured in the EC Growth Medium MV2 (ECGM-MV2) 
(PromoCell, #C-22111).

Cell Differentiation and Treatments
HiPSCs were seeded onto Matrigel-coated plates in StemFlex 
medium and cultured for 24 h. The hiPSCs were progressively 
differentiated into ECs as we previously described.22 In some 
experiments, the differentiating cells were exposed to 50 ng/
mL VEGF (R&D System, #293-VE-500), 25 ng/mL BMP4 
(R&D System, #314BP-050), 10 ng/mL FGF2 (Invitrogen, 
#PHG0023) or a combination of these growth factors from 
days 2 to 4. The differentiating cells were also treated with an 
inhibitor for a particular MAP kinase in some experiments. The 
ERK MAPK pathway inhibitors U0126 (EMD4Biosciences, 
#662005) and GDC-0994 (Selleckchem, #S7554) were used 
at 10 and 5 μM, respectively. To evaluate a characteristic in-
flammatory response, hiPSC-derived ECs were treated with 
0.6 or 10 ng/mL of TNFα (R&D System, #10291-TA) for 4 h 
and subsequently assessed by flow cytometry.

Knockdown of MEF2C in hiPSCs with shRNA 
Lentiviruses
The lentiviruses for scrambled control shRNA and MEF2C 
shRNA were purchased from Applied Biological Materials Inc 
(#LVP015-G) and Santa Cruz Biotechnology (#sc-38062-V), 
respectively. The hiPSCs were lifted with ReLeSR and 
incubated with the lentivirus in 50 μL of StemFlex medium 
supplemented with 8 μg/mL polybrene for 25 min. The cell/
virus suspensions were subsequently plated into a Matrigel-
coated 48-well plate with an additional 50 μL of the same 
medium. Two-three days later, the cells were passaged into a 
new plate with StemFlex and 0.6 μg/mL puromycin (Thermo 
Fisher Scientific, #A1113803) to select the transduced cells. 
Multiple puromycin resistant colonies were manually cloned 
for several rounds before use.

Quantitative Reverse Transcription Polymerase 
Chain Reaction (qRT-PCR)
To quantify the gene expression of interest, qRT-PCR was 
conducted as we previously described.22 Primer sequences 
for tested genes are listed in Supplementary Table S1. For 
each condition, 3-5 independent samples were tested. The 
experiments were repeated in 2 lines of hiPSCs and data with 
the same trend were shown.

Chromatin Immunoprecipitation-Sequencing 
(ChIP-Seq)
The Dural6.9 iPSCs without (control) or with the MEF2C 
shRNA (shMEF2C) were differentiated into ECs. These ECs 
were cross-linked in 1% formaldehyde for 10 minutes at 
room temperature and the reaction was stopped with 0.125 
M glycine. Cross-linked cells were lysed with ChIP lysis buffer 
(5 mM PIPES pH8, 85 mM KCl, 1% Igepal) with a protease 
inhibitor (PI) cocktail (Millipore Sigma, #11697498001). 
Nuclei were collected by centrifugation at 769 g for 5 minutes 
at 4 °C and lysed in nuclei lysis buffer (50 mM Tris pH8, 
10 mM EDTA, 1% SDS) supplemented with the PI cock-
tail. Chromatin was fragmented using the Bioruptor Pico 
(Diagenode, Denville, NJ) and diluted with 5 volumes RIPA 
buffer (50 mM Tris pH 7.6, 150 mM NaCl, 1 mM EDTA 
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pH8, 1% Igepal, 0.25% deoxycholic acid). ChIP enrichment 
was performed by incubation with 3 µg MEF2C antibody 
(Abcam, #ab211493) or 2 µg normal rabbit IgG (ab46540, 
Abcam) for 16 h at 4 °C. Immune complexes were bound to 
20 µL magnetic protein A/G beads (Bio-Rad, Hercules, CA) 
for 2 h at 4 °C. Beads were washed 2× with RIPA (Thermo 
Fisher Scientific, #J62524.AE) and 3× with ChIP wash buffer 
(100 mM Tris pH8, 500 mM LiCl, 1% deoxycholic acid). The 
final wash was performed in ChIP wash buffer with 150 mM 
NaCl. Cross-links were then reversed by heating beads in 100 
µL ChIP elution buffer (50 mM NaHCO3, 1% SDS) over-
night at 65 °C. DNA was purified using the QIAquick PCR 
Purification Kit (Qiagen, Hilden, Germany). ChIP-seq library 
preparation was performed by Novogene using PE150 on the 
Novaseq 6000 sequencer (Illumina). FASTA sequencing reads 
were aligned to the Ensembl GRCh38_r108 reference genome 
with bowtie2/2.4.2. SAM files were converted to BAM files 
and sorted using samtools/1.15.1. Unmapped and duplicate 
reads were removed using sambamba0.6.7. Peaks were called 
using macs3/3.0.0a6, filtered with hg38.blacklist and merged 
using the bedtools2/2.29.2 intersect function. For data visu-
alization, bigwig files were generated using deeptools/3.5.1 
and plotted using the IGV web app. Replicate reproduci-
bility of narrowPeak files was assessed using idr/2.0.4.2 and 
significant peaks were called with an IDR < 0.05. Bed files 
were annotated using the ChIPseeker R package.24 Data were 
uploaded into NCBI Gene Expression Omnibus.

RNA-Sequencing
HiPSC line Dura6.9 was differentiated into vascular 
progenitors over 4 days. A class II histone deacetylase (HDAC) 
inhibitor MC-1568 (TOCRIS, #407710) at 5 μM was used to 
treat the differentiating cells for 24 h in EC differentiation 
medium. The differentiated cells not treated with MC-1568 
were controls. RNA was isolated using QIAshredder (Qiagen, 
#79656) and RNeasy Mini Kit (Qiagen, #74106) according 
to the manufacturer’s instructions. RNA-seq analysis was 
performed by Novogene (Sacramento, CA) using Illumina 
HiSeq 4000. Data analysis was provided by Novogene using 
a combination of programs including STAR, HTseq, Cufflink, 
and their wrapped scripts. Alignments were parsed using 
Tophat program and differential expression was determined 
through DESeq2/edgeR.

Immunofluorescence Staining
Immunostaining was performed as previously described.25 
Antibodies against human CD31 (Bethyl, #IHC-00055), 
MEF2C (Cell Signaling Technologies, #5030) and Trail (Cell 
Signaling Technologies, #37020) were used at a 1:200 dilution. 
Antibodies against TMEM100 (Invitrogen, #MA5 24949) 
were used at a 1:100 dilution. Alexa Fluor 594 or Alexa Fluor 
488-conjugated secondary antibodies (Invitrogen, #A21207, 
#A21206) targeting the primary antibodies were used at 
a 1:500 dilution. Images were taken with a Nikon Eclipse Ti 
microscope (Nikon Instruments Inc., Melville, NY).

Flow Cytometry
Cells were lifted with TrypLE (Thermo Fisher Scientific, 
#2167268) and stained with phycoerythin-(PE)-conjugated 
mouse antihuman CD144 (BD Biosciences) or PE-conjugated 
mouse anti human VCAM-1 antibodies (BD Bioscience, 
#555647) and Alexafluor 488-conjugated mouse antihuman 
ICAM-1 antibodies (Biolegend, #322714) as we previously 

described.22 The cells were analyzed using an Attune Flow 
Cytometer (Thermo Fisher Scientific).

Tube Formation and Cell Migration In Vitro
In vitro tube formation was performed as we previously 
described.22 To assess cell migration, hiPSC-ECs were grown 
to confluence. A scratch line was made with a 1-mL pipette tip. 
The cells were grown in ECGM-MV2 medium with 50% of 
all the growth factors. Phase images for the wound area were 
taken with a Nikon Eclipse Ti microscope (Nikon Instruments 
Inc.) daily for 3 days. The cells were immunostained with 
CD31 antibodies (Bethyl, #IHC-00055) on day 3. Distance 
migrated was analyzed using ImageJ (National Institutes of 
Health).

Statistics
Each group in an experiment had at least 3-5 samples. Data 
were presented as average with standard deviation. Student’s 
t-test and one-way analysis of variance (ANOVA) followed 
by Dunnet’s Tukey test were performed to detect differences 
between 2 and more treatment groups, respectively.

Results
MEF2C Expression was Prominently Induced 
during EC Differentiation from hiPSCs
In this study, we first aimed to determine whether a par-
ticular member of the MEF2 family transcription factors is 
upregulated during EC differentiation from hiPSCs. We in-
duced the step-wise differentiation of the hiPSC line Dura6.9 
to mesoderm cells, vascular progenitors, and finally ECs, ac-
cording to our previously established protocol (Fig. 1A).22 
As demonstrated by RT-PCR analysis, transcript expres-
sion of the endothelial transcription factors ERG and ETS1 
markedly increased approximately 40-fold and 20-fold, re-
spectively, during the differentiation (Fig. 1B). Furthermore, 
expression of the EC markers platelet and endothelial cell 
adhesion molecule 1 (PECAM1, also called CD31 antigen) 
and VE-Cadherin robustly increased approximately 24 100 
and 7000-fold by the end of the differentiation, respec-
tively (Fig. 1B). Flow cytometry analysis showed that the 
percentage of VE-cadherin+ cells at days 4 and 8 was 78% 
and 86%, respectively (Fig. 1C), suggesting high efficiency 
in EC differentiation. Our data confirmed that vascular 
progenitors and ECs were sequentially and successfully in-
duced from hiPSCs.

Next, we assessed the expression of MEF2 members in the 
differentiated cells in comparison to the same genes in hiPSCs. 
The expression levels of MEF2A and MEF2B did not change 
significantly during the differentiation and the expression 
level of MEF2D increased only approximately 3- to 4-fold 
during the differentiation (Fig. 1D). The MEF2C mRNA 
level, however, was robustly upregulated to more than 120-
fold during the differentiation of ECs (Fig. 1D). Similar ro-
bust upregulation of MEF2C but not the other MEF2s during 
EC differentiation was observed in another independent 
hiPSC line iPSC(IMR-90)-4 (data not shown). Furthermore, 
immunostaining of the hiPSC-derived ECs (hiPSC-ECs) re-
vealed that MEF2C was present in the nuclei of the CD31 
positive iPSC-ECs (Fig. 1E). Therefore, our data demonstrated 
that MEF2C is the only MEF2 family member that is specifi-
cally and robustly upregulated during EC differentiation from 
hiPSCs.
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To confirm the relevance of the expression of MEF2 family 
members in human ECs, the relative expression levels of the 
MEF2 family genes in hiPSC-ECs and several human primary 
ECs were compared by qRT-PCR. For comparison, the mRNA 
level of each MEF2 member was compared to the level of 
MEF2B in the same cell type. Both MEF2C and MEF2D were 
expressed at markedly higher levels than MEF2A and MEF2B 
in hiPSC-ECs as well as human primary ECs including cor-
onary artery endothelial cells (HCAECs), human umbilical 
vein endothelial cells (HUVECs) and human cardiac micro-
vascular endothelial cells (HMVECs) (Fig. 1F). Thus, MEF2C 

and MEF2D are the predominant MEF2 proteins in both 
hiPSC-ECs and various human primary ECs.

MEF2C Expression was Induced by VEGF in 
Endothelial Lineage Cells
Since MEF2C expression was greatly upregulated during the 
induction of vascular progenitors at the differentiation stage 
2 (Fig. 1C), we examined which growth factor(s) used at this 
differentiation stage induced the expression of MEF2C. The 
cells were differentiated from hiPSC line iPSC(IMR90)-4 over 

Figure 1. The expression of the endothelial specific genes and the MEF2 family genes during differentiation of hiPSCs toward endothelial cells 
(ECs). (A) Schematic representation of the protocol for differentiation of ECs from hiPSCs. (B) The expression of the endothelial marker PECAM1 and 
VE-Cadherin and transcription factors ERG and ETS1 during the differentiation was assessed by qRT-PCR (n = 4 or 5). (C) Flow cytometry analysis of 
the days 4 and 8 cells for VE-Cadherin. (D) The expression of the MEF2 family genes during the differentiation was assessed by qRT-PCR (n = 4 or 5). 
(E) Immunostaining of hiPSC-derived ECs (hiPSC-ECs) with antibodies targeting MEF2C (red) and CD31 (green). Nuclei were stained with DAPI (blue). 
Scale bar = 100 μm. (F) Relative expression of the MEF2 family genes in the hiPSC-derived ECs (iPSC-ECs), human coronary artery endothelial cells 
(HCAECs), human umbilical vein endothelial cells (HUVECs), and human cardiac microvascular endothelial cells (HMVECs) was assessed by RT-PCR. (n 
= 4) *P < .05, **P < .01, ***P < .001, ****P < .0001.
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4 days with or without exposure to FGF2, BMP4, VEGF, or 
any of their combinations (Fig. 2A) from days 2 to 4. qRT-
PCR analysis of these cells showed that VEGF alone mark-
edly induced MEF2C expression by more than 60-fold (Fig. 
2B). Interestingly, although BMP4 or FGF2 by itself did not 
markedly upregulate MEF2C expression, the combination of 
VEGF, BMP4, and FGF2 further enhanced MEF2C expres-
sion by 135-fold (Fig. 2B). A similar synergistic effect of these 
3 growth factors was previously shown by our group on 
the expression of endothelial lineage markers VEGFR2 and 
PECAM1.22 In contrast, the expression of MEF2D was not 
significantly induced in response to either VEGF, BMP4, or 
FGF2, and only marginally induced by approximately 3-fold 
when stimulated with both VEGF and BMP4 regardless of the 
presence or absence of FGF2 (Fig. 2B).

We also determined how several known endothelial-
enriched transcription factors responded to VEGF, BMP4, 
and FGF2 in those stage 2 cells. RT-PCR analysis of these 
cells showed that ETV2 was robustly induced by VEGF 
(Fig. 2C), but FGF2 and/or BMP4 attenuated VEGF-induced 
upregulation of ETV2 (Fig. 2C). The expression of FOXC2 
was suppressed by either BMP4, FGF2, VEGF, or their 
combinations (Fig. 2C). ETS1 moderate increased (approxi-
mately 3- to 6-fold) with either BMP4 or VEGF, but no syn-
ergistic effect of these growth factors on ETS1 expression 
was detected (Fig. 2C). Interestingly, similar to the expres-
sion of MEF2C, the expression of both FLI1 and ERG was 
upregulated by VEGF and optimally upregulated by the com-
bination of VEGF, BMP4, and FGF2 (Fig. 2B).

To determine whether MEF2C was upregulated in vas-
cular progenitors but not the other types of cells, the day 4 
differentiated cells with or without exposure to VEGF or a 
combination of VEGF, BMP4, and FGF2 were immunostained 
for CD31 and MEF2C. VEGF increased the population 
of not only CD31+ cells but also MEF2C+ cells (Fig. 2D). 
Importantly, the MEF2C expression was detected in the 
CD31+ cells but not the CD31− cells (Fig. 2C). Furthermore, 
the combination of VEGF, BMP4, and FGF2 generated many 
more cells that were both CD31+ and MEF2C+ (Fig. 2C). 
Moreover, immunostaining the day 8 ECs also showed that 
VEGF increased the protein level of MEF2Cs (Fig. 2D). Thus, 
our data demonstrated that MEF2C upregulation strongly 
correlates with the differentiation to EC lineage, along with 
the endothelial transcription factors FLI and ERG.

The ERK Pathway Regulated the Expression of 
MEF2C But Not the Other MEF2 Members
Our previous study revealed that the MAPK/ERK pathway 
is crucially required for the commitment of vascular lin-
eage as well as the later stage differentiation of ECs from 
human pluripotent stem cells.22 Here we investigated whether 
the ERK pathway is also required for the expression of the 
MEF2 family genes. The hiPSCs were first differentiated to 
vascular progenitors with or without exposure to specific 
ERK inhibitors from days 2 to 4 (Fig. 3A). RT-PCR anal-
ysis of these cells showed that the ERK inhibitor GDC-0994 
blocked the induction of vascular progenitors from hiPSCs 
as demonstrated by the absence or diminished expression of 
PECAM1, ERG, FLI, and ETS1 in the cells treated with the 
inhibitor (Fig. 3B). The expression of MEF2A, MEF2B, and 
MEF2D was not significantly reduced by the ERK inhibitor. 
In contrast to other MEF2s, the expression of MEF2C was 
substantially reduced by inhibition of the ERK pathway (Fig. 

3A). Consistent inhibition of the expression of MEF2C by 
the MAPK inhibitor was also detected in another hiPSC line 
Dura6.9 (data not shown).

To assess the effect of the ERK pathway on MEF2C ex-
pression at the protein level, the day 4 differentiated cells that 
were exposed to another ERK inhibitor U0126 from days 2 to 
4 were immunostained for MEF2C. U0126 markedly reduced 
MEF2C expression (Fig. 3C). Thus, the ERK pathway specif-
ically promoted the expression of MEF2C but not the other 
members of the MEF2 family at both the transcription and 
the protein levels. This evidence further validates the expres-
sion of MEF2C as a marker that correlates strongly with the 
differentiation of endothelial lineage in an ERK-dependent 
manner.

MEF2C Did Not Affect the Differentiation of ECs 
From hiPSCs
To test whether upregulation of MEF2C plays a role in de-
termination of endothelial lineage, hiPSCs were transduced 
with lentiviruses encoding a scrambled shRNA or an shRNA 
targeting MEF2C. The MEF2C knockdown hiPSCs and the 
scrambled control hiPSCs were subjected to the EC differ-
entiation. We first confirmed that MEF2C expression was 
reduced by more than 80% by the shMEF2C compared 
to those in the control cells as demonstrated by qRT-PCR 
analysis (Fig. 4A). No significant change in the level of the 
MEF2A or the MEF2B, and only less than 40% reduction of 
the MEF2D were detected in the MEF2C knockdown cells 
compared to those in the scrambled control cells (Fig. 4A). 
The reduction of MEF2C in the shMEF2C cells was further 
validated by immunostaining of these differentiated cells 
(Fig. 4B). The ECs derived from either the MEF2C knock-
down or the scrambled control hiPSCs expressed endothe-
lial marker CD31/PECAM-1 as shown by immunostaining 
(Fig. 4B). Furthermore, flow cytometry analysis showed that 
the cells differentiated from the MEF2C knockdown hiPSCs 
were 89.3 ± 3.9% CD144+/VE-cadherin+, comparable to 
those differentiated from the scrambled control hiPSCs (89.6 
± 0.7% CD144+/VE-cadherin+) (Fig. 4C). Thus, our data 
demonstrated that MEF2C knockdown does not affect the 
expression of typical endothelial markers in hiPSC-ECs.

To determine whether the ECs derived from either the 
MEF2C knockdown or the scrambled control hiPSCs exhibit 
characteristic endothelial functions, we assessed these cells for 
upregulation of intercellular adhesion molecule 1 (ICAM-1) 
and vascular cell adhesion molecule 1 (VCAM-1) in response 
to tumor necrosis factor α (TNFα). These adhesion molecules 
play a central role in leukocyte transendothelial migration 
during inflammation.26 The ECs derived from the hiPSCs 
with either MEF2C or the scrambled shRNA were exposed to 
TNFα at 2 doses (0.6 ng/mL and 10 ng/mL) or not exposed 
to TNFα (NS control). Flow cytometry analysis of these cells 
showed that both VCAM-1 and ICAM-1 were upregulated 
in a dose-dependent manner by TNFα (Fig. 4D). While no 
difference in the VCAM-1 levels between the MEF2C knock-
down ECs and the scrambled ECs when compared at the 
same treatment of TNFα (Fig. 4D), the level of ICAM-1 was 
markedly lower in the MEF2C knockdown ECs than those 
in the scrambled ECs regardless of the TNFα treatment (Fig. 
4D). It suggests that MEF2C may regulate the basal level of 
ICAM. Together our data demonstrate that upregulation of 
MEF2C, although a marker of mature EC, is not required for 
EC differentiation.
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Figure 2. The effects of VEGF on the expression of the MEF2 genes and other endothelial transcription factors during EC differentiation. (A, B, C) 
hiPSCs were differentiated to vascular progenitors in 4 days with or without FGF2, BMP4, and VEGF from days 2 to 4. The cells were assessed by qRT-
PCR for the expression of MEF2C and MEF2D (A) or the endothelial-enriched transcription factors (B). (n = 4). **P < .01, ***P < .001, ****P < .0001. 
(C) The day 4 cells were also immunostained for MEF2C (red) and CD31 (green). Nuclei were stained with DAPI (blue). Scale bar = 100 μm. (D) hiPSCs 
were differentiated into ECs in 8 days. These iPSC-ECs were serum starved (0.5% FBS) for 48 h and subsequently treated with or without 50 ng/mL 
VEGF for 24h. The cells were immunostained for MEF2C (red) and CD31 (green). Nuclei were stained with DAPI (blue). Scale bar = 100 μm. 
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MEF2C was Critical for Angiogenesis by hiPSC-ECs
Angiogenesis is the fundamental process of blood vessel 
growth from existing blood vessels. Angiogenesis is 
characterized in vitro by migration of ECs and formation of 
tubes composed of ECs. To test whether MEF2C plays a role 
in EC-mediated angiogenesis, we first assessed the migra-
tion of the MEF2C knockdown iPSC-ECs and the scrambled 
control hiPSC-ECs in response to a scratch-wound assay. 
Remarkably, the MEF2C knockdown hiPSC-ECs migrated 
much slower than the control scrambled hiPSC-ECs, leaving 
a larger gap between the opposite front of the ECs (Fig. 
5A). Quantitation of the migrated distance of these ECs 
with ImageJ software further demonstrated that the MEF2C 
knockdown iPSC-ECs migrated significantly slower (<50%) 
than the control iPSC-ECs at both days 2 and 3 post scratch-
wound (Fig. 5B). Therefore, MEF2C is critical for hiPSC-EC 
migration.

Next, we investigated the role of MEF2C in tube forma-
tion of hiPSC-ECs. The MEF2C knockdown hiPSC-ECs and 
the scrambled control hiPSC-ECs were grown on Matrigel. 
The hiPSC-ECs with MEF2C knockdown generated fewer 
tubes than the scrambled control scrambled hiPSC-ECs (Fig. 
5C). MEF2C knockdown significantly reduced both the 
number of tubes and the total length of tubes per image field 
generated by the hiPSC-ECs (Fig 5D, 5E). Therefore, our data 
demonstrated that MEF2C plays an important role in not 
only hiPSC-EC migration but also tube formation, which are 
in vitro measures of angiogenesis.

Novel Potential Targets of MEF2C in ECs Are 
Identified
To identify potential downstream targets of MEF2C in hiPSC-
ECs, we first analyzed the ECs derived from Dura6.9 hiPSCs 

Figure 3. The effects of the ERK pathway on the expression of endothelial markers and MEF2C. (A) Schematic representation of the differentiation 
of vascular progenitor cells from hiPSCs with the treatment of the ERK inhibitor GCD-0994 (5 μM) or U0126 (10 μM). Control cells (None) were not 
treated with any inhibitor. (B) The expression of endothelial marker PECAM1 and transcription factor ERG, FLI, ETS1, and the MEF2 family genes were 
assessed by qRT-PCR. (n = 4) *P < .05, **P < .01, ***P < .001, ****P < .0001 vs. None. (C) The cells were immunostained with MEF2C (red). Scale 
bar=100 μm.
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(control) and the MEF2C knockdown Dura6.9 hiPSCs 
(shMEF2C) using ChIP-seq analysis for MEF2C. Genes 
that had MEF2C binding peaks within the promoter region 
defied as −2.5 to +0.5 kb around transcription start sites were 
counted as potential MEF2C target genes. The control and 
shMEF2C samples showed 2459 and 3 MEF2C binding genes 
unique to the group, respectively, while both groups shared 
314 genes (Fig. 6A). Gene ontology analysis of the MEF2C 
binding genes unique in the control group showed that 11 
pathways were enriched in this group (Fig. 6B). Several 
pathways associated with neuron development and functions 
were targeted by MEF2C (Fig. 6B). Cell adhesion, cell–cell 
adhesion, small GTPase mediated signal transduction and cell 
differentiation were also targeted by MEF2C and may regu-
late EC migration (Fig. 6B).

To determine the transcriptional regulation of MEF2C on 
its binding targets, we performed RNA-Seq analysis of the 
hiPSC-derived vascular progenitors treated for 24 h without 
(control) or with a MEF2C inhibition molecule, MC1568 at 
5 mM concentration. MC1568 was shown previously to in-
hibit class II HDACs and stabilize the HDAC-MEF2 complex, 
leading to repression of the MEF2 target genes.27 By compar-
ison of the MEF2C binding genes identified by the ChIP-seq 
assay and the transcriptionally regulated genes by MEF2C 
identified by the RNA-seq assay, we found that 79 MEF2C 

binding genes were either upregulated or downregulated by at 
least 2-fold in the MC1568 treated cells compared to the con-
trol cells (Supplementary Table S2). Among these 79 genes, 
15 genes were upregulated and 5 genes were downregulated 
by 3-fold or more (Fig. 6C). NFASC, SHANK2, KCNAB2, 
UNC13A, and KCNQ3 are associated with neural functions 
and were upregulated in the MEF2C-inhibited cells. The 
most downregulated genes in the MEF2C inhibited cells were 
transmembrane protein 100 (TMEM100) and TNF-related 
apoptosis inducing ligand (TRAIL) (Fig. 6C). TMEM100 and 
TRAIL have been implicated in regulating angiogenesis,28-31 
but have not been identified as MEF2C targets. Our ChIP-
seq data showed that MEF2C binding peaks on the promoter 
region of TMEM100 and TRAIL were present in the control 
hiPSC-ECs but absent in the shMEF2C hiPSC-ECs (Fig. 6D). 
Our data demonstrate that MEF2C directly binds to the pro-
moter region of TMEM100 and TRAIL.

To further confirm that the expression of TMEM100 and 
TRAIL is regulated by MEF2C, we assessed the expression 
level of these 2 genes in the MEF2C knockdown iPSC-ECs and 
the scrambled control hiPSC-ECs by qRT-PCR. Knockdown 
of MEF2C in iPSC-ECs significantly reduced the expression 
of TMEM100 and TRAIL to the level of 25% and 43% rel-
ative to those in the control scrambled hiPSC-ECs, respec-
tively (Fig. 6E). In addition, immunostaining of the MEF2C 

Figure 4. Effect of MEF2C knockdown on the differentiation of HiPSC-ECs. HiPSCs were transduced with lentiviruses encoding either a scrambled 
shRNA (Scrambled) or MEF2C shRNA (shMEF2C) and subsequently differentiated into ECs. (A) qRT-PCR assessment of the MEF2 family genes in the 
hiPSC-ECs with either MEF2C or the scrambled shRNA (n = 4). (B) Immunostaining of the hiPSC-ECs with either MEF2C or the scrambled shRNA with 
antibodies targeting MEF2C (red) or CD31 (red) as indicated. Nuclei were stained with DAPI (blue). Scale bar = 100 μm. (C) Flow cytometry analysis 
of these cells for endothelial marker CD144. Dash line was the isotope control and solid line was the CD144-stained cells. The number on the top right 
corner indicates the percentage of CD144+ cells (n = 4). (D) The ECs derived from the hiPSCs with either MEF2C or the scrambled shRNA were treated 
without (NS) or with TNFα at 0.6 ng/mL or 10 ng/mL for 4 h. These cells were analyzed by flow cytometry for their surface expression of VCAM-1 (A) and 
ICAM-1. MFI: Mean fluorescence intensity (n = 4). *P < .05, **P < .01, ****P < .0001.

https://academic.oup.com/stmcls/article-lookup/doi/10.1093/stmcls/sxad005#supplementary-data
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knockdown iPSC-ECs and the scrambled control hiPSC-ECs 
further showed that TMEM100 was substantially reduced by 
MEF2C knockdown (Fig. 6F). Although TRAIL was present 
in both the MEF2C knockdown iPSC-ECs and the scrambled 
control hiPSC-ECs, its location was mostly in the cytosol of 
the control cells but in the nuclei in the MEF2C knockdown 
iPSC-ECs (Fig. 6F). Thus, our studies identify TMEM100 and 
TRAIL as novel potential targets of MEF2C that may con-
tribute to the MEF2C-mediated regulation of angiogenesis.

Discussion
Vascular dysfunction is a major cause of severe illness and 
death worldwide. Understanding the mechanisms that regu-
late blood vessels is important for identification of potential 

targets to treat vascular malfunction-associated diseases. Loss 
of function mutations in MEF2C are associated with congen-
ital double-outlet right ventricle as well as ventricular septal 
defect in patients.32 To our knowledge, we are the first to in-
vestigate the role of the MEF2 family proteins in endothelial 
differentiation from human iPSCs and angiogenesis by these 
hiPSC-derived ECs. Although MEF2A, MEF2C, and MEF2D 
were previously shown to be expressed in mouse endothe-
lial cells,16 we found that MEF2C was the only MEF2 family 
member that was robustly induced during the differentiation 
of ECs from hiPSCs (Fig. 1). We further showed that MEF2C 
played a critical role in angiogenesis of hiPSC-ECs (Fig. 5).

Our data showed that the expression of MEF2C was in-
duced by VEGF and was further increased in the presence 
of FGF2 and BMP4 during the differentiation of vascular 

Figure 5. Effect of MEF2C knockdown on migration and tube formation of hiPSC-EC. (A, B) Confluent hiPSC-ECs with either an MEF2C or a scrambled 
shRNA were wounded with a scratch from a pipette tip. Phase images were taken daily. The cells were immunostained with CD31 antibodies (green) at 
day 3 (A). scale=500 μm. The distance migrated was measured using ImageJ (B) (n = 8). (C, D, E) The hiPSC-ECs with either MEF2C or the scrambled 
shRNA were grown on Matrigel beds. Phase images were taken (1 image/well) at 15-16 h after the cells were plated (C). Scale = 500 μm. The number 
of tubes (D) and total tube length (E) in a photo were measured using ImageJ (n = 5). *P < .05, **P < .01, ****P < .0001 vs. Scrambled. 
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Figure 6. Analysis of the MEF2C regulated genes. (A, B, D) Chromatin immunoprecipitation with sequencing (ChIP-seq) analysis of the hiPSC-ECs 
(control) and the MEF2C knockdown hiPSC-ECs (shMEF2C) for MEF2C binding sites: A Venn diagram displaying the number of overlapping and 
nonoverlapping peaks between the 2 groups (A); Gene Ontology (GO) Biological Process analysis of the pathways enriched in the control samples 
compared to the shMEF2C samples (B); The MEF2C peaks on the TMEM100 and the TRAIL gene in the control and shMEF2C ECs. Arrows indicate 
the peaks in their promoter regions (−2.5 to 0.5 kb around transcription start sites) (D). (C) RNA-Sequencing analysis of the hiPSCs-derived vascular 
progenitors cultured for 24 h with or without (control) 5 μM MC1568, which functionally represses MEF2C. The differential expressed genes with 
>3-fold changes and MEF2C binding sites identified by the ChIP-seq data are shown. The numbers on the right indicate the fold change in MEF2C-
inhibited samples. (E) qRT-PCR analysis of the TMEM100 and the TRAIL gene in the hiPSC-ECs with either the scrambled or MEF2C shRNA (n = 4).  
*P < .05, ****P < .0001. (F) Immunostaining of the hiPSC-ECs with either the scrambled or MEF2C shRNA for TMEM100 (green) or TRAIL (red). Nuclei 
were stained with DAPI (blue). Scale bar = 100 μm. 
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progenitors (Fig. 2). Furthermore, VEGF upregulated MEF2C 
expression in hiPSC-ECs (Fig. 2). VEGF acts by binding to 
VEGF receptors at the plasma membrane and subsequently 
activating its downstream signaling pathways including the 
ERK pathway inside the cell.33 We showed that the ERK 
pathway specifically regulated MEF2C expression at both the 
mRNA and protein levels, while no other member of MEF2s 
was regulated by ERK (Fig. 3). Therefore, the ERK pathway is 
at least partially responsible for VEGF-mediated upregulation 
of MEF2C.

It remains to be determined how VEGF/ERK pathway 
upregulates MEF2C expression. An endothelial specific en-
hancer of MEF2C with ETS binding site was previously 
identified by De Val et al.34 The ETS family transcription factor 
FoxC2 and Etv2 were previously shown to bind and activate 
the MEF2C promoter.35 However, we found that ETV2 and 
FOXC2 exhibited a completely different expression pattern 
in response to VEGF, FGF2, and BMP4 compared to MEF2C 
and thus are unlikely the primary inducers of MEF2C during 
EC differentiation from hiPSCs. Remarkably, MEF2C showed 
a similar pattern of expression to that of ETS family tran-
scription factors ERG or FLI1 in response to VEGF, FGF2, 
and BMP4 (Fig. 2). Furthermore, inhibition of ERK markedly 
reduced the expression of not only MEF2C but also ERG and 
FLI1 (Fig. 3). ERK was previously shown to directly phos-
phorylate ERG and thus to activate the transcriptional ac-
tivity of ERG.36,37 It is highly possible that VEGF upregulates 
MEF2C through ERK and subsequently ERG.

The effect of MAPK pathways on the post-translational 
modification of MEF2C was previously shown. The transac-
tivation properties of MEF2C were shown to be enhanced 
by the p38 MAP kinase38,39 and BMK1/ERK5 MAP kinase40 
through phosphorylation of MEF2C by these signaling 
molecules. ERK1/2 and JNK do not directly phosphorylate 
MEF2C in an in vitro kinase assay.38,40,41 However, ERK1/2 
is required for the neuroprotective activity of MEF2C in cor-
tical neurons stimulated by brain-derived neurotrophic factor 
(BDNF).42 The downstream target of ERK1/2, p90 ribosomal 
S6 kinase 2 (RSK2), can directly phosphorylate MEF2C on 
Ser192.42

Using a MEF2C shRNA knockdown approach, we 
demonstrated that MEF2C was not required for the differ-
entiation of ECs from hiPSCs and for the TNFα-induced 
upregulation of VCAM-1 and ICAM-1 in hiPSC-ECs (Fig. 4). 
However, we found that MEF2C was critical for the angio-
genesis of the ECs derived from hiPSCs. The MEF2C knock-
down ECs showed markedly reduced tube formation as well 
as migration (Fig. 5). Although MEF2D was at the level com-
parable to MEF2C in hiPSC-ECs and in human primary ECs 
(Fig. 1E), MEF2D failed to compensate for the loss of MEF2C 
in hiPSC-ECs in migration and tube formation assays. In 
mice, on the other hand, the loss of MEF2C in ECs could be 
compensated by other members of the MEF2 family.14-16 It re-
mains to be determined whether the exclusive role of MEF2C 
in angiogenesis is human specific. Zhang et al reported that 
overexpression of MEF2C reduced the migration of vascular 
smooth muscle cells.43 Apparently, the effect of MEF2C on 
cell migration can be cell-type specific.

Using ChIP-Seq and RNA-seq analysis, we identified 
TRAIL and TMEM100 as novel potential targets of MEF2C. 
We showed that MEF2C directly binds to the promoter 
region of TRAIL and TMEM100 (Fig. 6D). Furthermore, 
MEF2C inhibition or knockdown substantially reduced 

the expression of TMEM100 and TRAIL at the mRNA 
level (Fig. 6C, 6E). Moreover, MEF2C knockdown mark-
edly reduced the TMEM100 protein level and resulted in 
nuclear accumulation of TRAIL (Fig. 6E, 6F). TRAIL has 
been shown to both inhibit angiogenesis in tumors28,29 and 
promote angiogenesis in non-tumor cells or tissues.30,31 
Inhibition of nuclear export of TRAIL was shown to en-
hance TRAIL-sensitivity in osteosarcoma.44 TMEM100 
null mice showed embryonic lethality due to impaired dif-
ferentiation of arterial endothelium and defects of vascular 
morphology.45 Further studies are warranted to determine 
whether TRAIL and TMEM100 mediate the effects of 
MEF2C on angiogenesis.

Conclusion
We have demonstrated that MEF2C is specifically upregulated 
during the differentiation of ECs from hiPSCs and plays a 
critical role in angiogenesis.

Acknowledgments
This work is supported by an Innovative Development Award 
from UC Davis (PZ), Dickenson’s Catalyst Fund (PZ), NIH 
R01 R01GM099688 (JAN), NIH R24OD021606-03S1 
(JAN), Faculty Investment Award, Biomedical Engineering, 
University California Davis (AGP), the California Institute for 
Regenerative Medicine training grants TB1-01184 (KLC, AK), 
National Natural Science Foundation of China 81870201 
(TL) and China Scholarship Council Program 201806725012 
(TL), and in part by the University of California Davis Health’s 
Stem Cell Program and the University of California Davis 
Gene Therapy Center (PZ, JAN). We thank the UC Davis 
Stem Cell Core for assistance in creating and maintaining plu-
ripotent iPSC lines.

Funding
Innovative Development Award from University California 
Davis; Dickenson’s Catalyst Fund; National Institutes 
of Health (NIH) R01GM099688; NIH R24OD021606-
03S1; Faculty Investment Award, Biomedical Engineering, 
University California Davis; California Institute for 
Regenerative Medicine training grant TB1-01184; National 
Natural Science Foundation of China grant number 
81870201; China Scholarship Council Program grant num-
ber 201806725012; University of California Davis IMPACT 
Centers Program.

Conflict of Interest
The authors declare no potential conflicts of interest

Author Contributions
TL: conception and design, data collection, analysis and in-
terpretation, financial support, manuscript writing; KLC, KG, 
AMK, EM, JH: data collection and analysis; AGP, AW, JA: 
data interpretation, financial support, manuscript writing; 
PZ.: conception and design, data analysis and interpretation, 
financial support, manuscript writing, final approval of man-
uscript.



352 Stem Cells, 2023, Vol. 41, No. 4

Data Availability
The authors will comply with the NIH and the existing 
policies on sharing data. The data underlying this article 
will be shared on reasonable request to the corresponding 
author.

Supplementary Material
Supplementary material is available at Stem Cells online.

References
1.	 Carmeliet P. Mechanisms of angiogenesis and arteriogenesis. Nat 

Med. 2000;6(4):389-395. https://doi.org/10.1038/74651
2.	 Herbert SP, Stainier DY. Molecular control of endothelial cell 

behaviour during blood vessel morphogenesis. Nat Rev Mol Cell 
Biol. 2011;12(9):551-564.

3.	 Carmeliet P, Jain RK. Molecular mechanisms and clinical 
applications of angiogenesis. Nature. 2011;473(7347):298-307. 
https://doi.org/10.1038/nature10144

4.	 Carmeliet P, Ferreira V, Breier G, et al. Abnormal blood vessel devel-
opment and lethality in embryos lacking a single VEGF allele. Na-
ture. 1996;380(6573):435-439. https://doi.org/10.1038/380435a0

5.	 Ferrara N, Carver-Moore K, Chen H, et al. Heterozygous embryonic 
lethality induced by targeted inactivation of the VEGF gene. Na-
ture. 1996;380(6573):439-442. https://doi.org/10.1038/380439a0.

6.	 Shalaby F, Rossant J, Yamaguchi TP, et al. Failure of blood-island 
formation and vasculogenesis in Flk-1-deficient mice. Nature. 
1995;376(6535):62-66. https://doi.org/10.1038/376062a0

7.	 Lee D, Park C, Lee H, et al. ER71 acts downstream of BMP, Notch, 
and Wnt signaling in blood and vessel progenitor specification. 
Cell Stem Cell. 2008;2(5):497-507. https://doi.org/10.1016/j.
stem.2008.03.008

8.	 Hart A, Melet F, Grossfeld P, et al. Fli-1 is required for murine vas-
cular and megakaryocytic development and is hemizygously deleted 
in patients with thrombocytopenia. Immunity. 2000;13(2):167-
177. https://doi.org/10.1016/s1074-7613(00)00017-0

9.	 Seo S, Fujita H, Nakano A, et al. The forkhead transcription 
factors, Foxc1 and Foxc2, are required for arterial specifica-
tion and lymphatic sprouting during vascular development. 
Dev Biol. 2006;294(2):458-470. https://doi.org/10.1016/j.
ydbio.2006.03.035

10.	Meadows SM, Salanga MC, Krieg PA. Kruppel-like factor 
2 cooperates with the ETS family protein ERG to activate 
Flk1 expression during vascular development. Development. 
2009;136(7):1115-1125. https://doi.org/10.1242/dev.029538

11.	Kappel A, Schlaeger TM, Flamme I, et al. Role of SCL/Tal-1, 
GATA, and Ets transcription factor binding sites for the regulation 
of flk-1 expression during murine vascular development. Blood. 
2000;96(9):3078-3085. https://doi.org/10.1182/blood.v96.9.3078

12.	Lin Q, Schwarz J, Bucana C, N. Olson E. Control of mouse cardiac 
morphogenesis and myogenesis by transcription factor MEF2C. 
Science. 1997;276(5317):1404-1407. https://doi.org/10.1126/sci-
ence.276.5317.1404

13.	Subramanian SV, Nadal-Ginard B. Early expression of the dif-
ferent isoforms of the myocyte enhancer factor-2 (MEF2) protein 
in myogenic as well as non-myogenic cell lineages during mouse 
embryogenesis. Mech Dev. 1996;57(1):103-112. https://doi.
org/10.1016/0925-4773(96)00542-4

14.	Xu Z, Gong J, Maiti D, et al. MEF2C ablation in endothelial 
cells reduces retinal vessel loss and suppresses pathologic ret-
inal neovascularization in oxygen-induced retinopathy. Am 
J Pathol. 2012;180(6):2548-2560. https://doi.org/10.1016/j.
ajpath.2012.02.021

15.	Materna SC, Sinha T, Barnes RM, Lammerts van Bueren K, 
Black BL. Cardiovascular development and survival require 
Mef2c function in the myocardial but not the endothelial  

lineage. Dev Biol. 2019;445(2):170-177. https://doi.org/10.1016/j.
ydbio.2018.12.002

16.	Sacilotto N, Chouliaras KM, Nikitenko LL, et al. MEF2 transcrip-
tion factors are key regulators of sprouting angiogenesis. Genes 
Dev. 2016;30(20):2297-2309.

17.	Chen X, Gao B, Ponnusamy M, Lin Z, Liu J. MEF2 signaling and 
human diseases. Oncotarget. 2017;8(67):112152-112165. https://
doi.org/10.18632/oncotarget.22899

18.	Pon JR, Marra MA. MEF2 transcription factors: developmental 
regulators and emerging cancer genes. Oncotarget. 2016;7(3):2297-
2312.

19.	Tan JY, Sriram G, Rufaihah AJ, Neoh KG, Cao T. Efficient deriva-
tion of lateral plate and paraxial mesoderm subtypes from human 
embryonic stem cells through GSKi-mediated differentiation. 
Stem Cells Dev. 2013;22(13):1893-1906. https://doi.org/10.1089/
scd.2012.0590

20.	Lian X, Bao X, Al-Ahmad A, et al. Efficient differentiation of human 
pluripotent stem cells to endothelial progenitors via small-molecule 
activation of WNT signaling. Stem Cell Rep. 2014;3(5):804-816.

21.	Patsch C, Challet-Meylan L, Thoma EC, et al. Generation of vas-
cular endothelial and smooth muscle cells from human pluripotent 
stem cells. Nat Cell Biol. 2015;17(8):994-1003.

22.	Harding A, Cortez-Toledo E, Magner NL, et al. Highly efficient dif-
ferentiation of endothelial cells from pluripotent stem cells requires 
the MAPK and the PI3K pathways. Stem Cells. 2017;35(4):909-
919. https://doi.org/10.1002/stem.2577

23.	Cary WA, Hori CN, Pham MT, et al. Efficient generation of in-
duced pluripotent stem and neural progenitor cells from acutely 
harvested dura mater obtained during ventriculoperitoneal shunt 
surgery. World Neurosurg. 2015;84(5):1256-1266 e1251.

24.	Yu G, Wang LG, He QY. ChIPseeker: an R/Bioconductor package 
for ChIP peak annotation, comparison and visualization. Bioinfor-
matics. 2015;31(14):2382-2383.

25.	Zhou P, Hohm S, Olusanya Y, Hess DA, Nolta J. Human progenitor 
cells with high aldehyde dehydrogenase activity efficiently engraft 
into damaged liver in a novel model. Hepatology. 2009;49(6):1992-
2000. https://doi.org/10.1002/hep.22862.

26.	Kalogeris TJ, Kevil CG, Laroux FS, et al. Differential monocyte 
adhesion and adhesion molecule expression in venous and arterial 
endothelial cells. Am J Physiol. 1999;276(1):L9-L19.

27.	 Nebbioso A, Manzo F, Miceli M, et al. Selective class II HDAC 
inhibitors impair myogenesis by modulating the stability and activity 
of HDAC-MEF2 complexes. EMBO Rep. 2009;10(7):776-782.

28.	Cantarella G, Risuglia N, Dell’eva R, et al. TRAIL inhibits angi-
ogenesis stimulated by VEGF expression in human glioblastoma 
cells. Br J Cancer. 2006;94(10):1428-1435. https://doi.org/10.1038/
sj.bjc.6603092

29.	Chen PL, Easton AS. Evidence that tumor necrosis factor-related 
apoptosis inducing ligand (TRAIL) inhibits angiogenesis by 
inducing vascular endothelial cell apoptosis. Biochem Biophys 
Res Commun. 2010;391(1):936-941. https://doi.org/10.1016/j.
bbrc.2009.11.168

30.	Di Bartolo BA, Cartland SP, Prado-Lourenco L, et al. Tumor 
Necrosis Factor-Related Apoptosis-Inducing Ligand (TRAIL) 
promotes angiogenesis and ischemia-induced neovascularization 
via NADPH Oxidase 4 (NOX4) and nitric oxide-dependent 
mechanisms. J Am Heart Assoc. 2015;4(11):e002527.

31.	Cantarella G, Di Benedetto G, Ribatti D, Saccani-Jotti G, Bernardini 
R. Involvement of caspase 8 and c-FLIPL in the proangiogenic 
effects of the tumour necrosis factor-related apoptosis-inducing 
ligand (TRAIL). FEBS J. 2014;281(5):1505-1513. https://doi.
org/10.1111/febs.12720.

32.	Lu CX, Wang W, Wang Q, Liu X-Y, Yang Y-Q. A novel MEF2C 
loss-of-function mutation associated with congenital double outlet 
right ventricle. Pediatr Cardiol. 2018;39(4):794-804. https://doi.
org/10.1007/s00246-018-1822-y.

33.	Zachary I, Gliki G. Signaling transduction mechanisms mediating 
biological actions of the vascular endothelial growth factor family. 
Cardiovasc Res. 2001;49(3):568-581.

https://doi.org/10.1038/74651
https://doi.org/10.1038/nature10144
https://doi.org/10.1038/380435a0
https://doi.org/10.1038/380439a0
https://doi.org/10.1038/376062a0
https://doi.org/10.1016/j.stem.2008.03.008
https://doi.org/10.1016/j.stem.2008.03.008
https://doi.org/10.1016/s1074-7613(00)00017-0
https://doi.org/10.1016/j.ydbio.2006.03.035
https://doi.org/10.1016/j.ydbio.2006.03.035
https://doi.org/10.1242/dev.029538
https://doi.org/10.1182/blood.v96.9.3078
https://doi.org/10.1126/science.276.5317.1404
https://doi.org/10.1126/science.276.5317.1404
https://doi.org/10.1016/0925-4773(96)00542-4
https://doi.org/10.1016/j.ajpath.2012.02.021
https://doi.org/10.1016/j.ajpath.2012.02.021
https://doi.org/10.1016/j.ydbio.2018.12.002
https://doi.org/10.1016/j.ydbio.2018.12.002
https://doi.org/10.18632/oncotarget.22899
https://doi.org/10.18632/oncotarget.22899
https://doi.org/10.1089/scd.2012.0590
https://doi.org/10.1089/scd.2012.0590
https://doi.org/10.1002/stem.2577
https://doi.org/10.1002/hep.22862
https://doi.org/10.1038/sj.bjc.6603092
https://doi.org/10.1038/sj.bjc.6603092
https://doi.org/10.1016/j.bbrc.2009.11.168
https://doi.org/10.1016/j.bbrc.2009.11.168
https://doi.org/10.1111/febs.12720
https://doi.org/10.1007/s00246-018-1822-y


Stem Cells, 2023, Vol. 41, No. 4 353

34.	De Val S, Anderson JP, Heidt AB, et al. Mef2c is activated directly 
by Ets transcription factors through an evolutionarily conserved 
endothelial cell-specific enhancer. Dev Biol. 2004;275(2):424-434. 
https://doi.org/10.1016/j.ydbio.2004.08.016.

35.	De Val S, Chi NC, Meadows SM, et al. Combinatorial regulation 
of endothelial gene expression by ETs and forkhead transcription 
factors. Cell. 2008;135(6):1053-1064. https://doi.org/10.1016/j.
cell.2008.10.049.

36.	Kedage V, Strittmatter BG, Dausinas PB, Hollenhorst PC. Phospho-
rylation of the oncogenic transcription factor ERG in prostate cells 
dissociates polycomb repressive complex 2, allowing target gene 
activation. J Biol Chem. 2017;292(42):17225-17235. https://doi.
org/10.1074/jbc.m117.796458.

37.	Selvaraj N, Kedage V, Hollenhorst PC. Comparison of MAPK spec-
ificity across the ETS transcription factor family identifies a high-
affinity ERK interaction required for ERG function in prostate 
cells. Cell Commun Signal. 2015;13:12.

38.	Han J, Jiang Y, Li Z, Kravchenko VV, Ulevitch RJ. Activation of 
the transcription factor MEF2C by the MAP kinase p38 in in-
flammation. Nature. 1997;386(6622):296-299. https://doi.
org/10.1038/386296a0.

39.	Khiem D, Cyster JG, Schwarz JJ, et al. A p38 MAPK-MEF2C 
pathway regulates B-cell proliferation. Proc Natl Acad Sci USA. 
2008;105(44):17067-17072.

40.	Kato Y, Kravchenko VV, Tapping RI, et al. BMK1/ERK5 regulates 
serum-induced early gene expression through transcription factor 
MEF2C. EMBO J. 1997;16(23):7054-7066.

41.	Marinissen MJ, Chiariello M, Pallante M, et al. A network 
of mitogen-activated protein kinases links G protein-coupled 
receptors to the c-jun promoter: a role for c-Jun NH2-terminal ki-
nase, p38s, and extracellular signal-regulated kinase 5. Mol Cell 
Biol. 1999;19(6):4289-4301.

42.	Wang Y, Liu L, Xia Z. Brain-derived neurotrophic factor stimulates 
the transcriptional and neuroprotective activity of myocyte-
enhancer factor 2C through an ERK1/2-RSK2 signaling cascade. 
J Neurochem. 2007;102(3):957-966. https://doi.org/10.1111/
j.1471-4159.2007.04606.x.

43.	Zhang R, Sui L, Hong X, et al. MiR-448 promotes vascular smooth 
muscle cell proliferation and migration in through directly targeting 
MEF2C. Environ Sci Pollut Res Int. 2017;24(28):22294-22300.

44.	Phillips KL, Wright N, McDermott E, Cross NA. TRAIL responses 
are enhanced by nuclear export inhibition in osteosarcoma. 
Biochem Biophys Res Commun. 2019;517(2):383-389. https://doi.
org/10.1016/j.bbrc.2019.07.047.

45.	Somekawa S, Imagawa K, Hayashi H, et al. Tmem100, an ALK1 
receptor signaling-dependent gene essential for arterial endothe-
lium differentiation and vascular morphogenesis. Proc Natl Acad 
Sci USA. 2012;109(30):12064-12069.

https://doi.org/10.1016/j.ydbio.2004.08.016
https://doi.org/10.1016/j.cell.2008.10.049
https://doi.org/10.1016/j.cell.2008.10.049
https://doi.org/10.1074/jbc.m117.796458
https://doi.org/10.1038/386296a0
https://doi.org/10.1111/j.1471-4159.2007.04606.x
https://doi.org/10.1111/j.1471-4159.2007.04606.x
https://doi.org/10.1016/j.bbrc.2019.07.047

