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Efficient differentiation of human 
pluripotent stem cells into skeletal 
muscle cells by combining RNA-
based MYOD1-expression and 
POU5F1-silencing
Tomohiko Akiyama, Saeko Sato, Nana Chikazawa-Nohtomi, Atsumi Soma, Hiromi Kimura, 
Shunichi Wakabayashi, Shigeru B. H. Ko & Minoru S. H. Ko   

Direct generation of skeletal muscle cells from human pluripotent stem cells (hPSCs) would be beneficial 
for drug testing, drug discovery, and disease modelling in vitro. Here we show a rapid and robust 
method to induce myogenic differentiation of hPSCs by introducing mRNA encoding MYOD1 together 
with siRNA-mediated knockdown of POU5F1 (also known as OCT4 or OCT3/4). This integration-free 
approach generates functional skeletal myotubes with sarcomere-like structure and a fusion capacity 
in several days. The POU5F1 silencing facilitates MYOD1 recruitment to the target promoters, which 
results in the significant activation of myogenic genes in hPSCs. Furthermore, deep sequencing 
transcriptome analyses demonstrated that POU5F1-knockdown upregulates the genes associated with 
IGF- and FGF-signaling and extracellular matrix that may also support myogenic differentiation. This 
rapid and direct differentiation method may have potential applications in regenerative medicine and 
disease therapeutics for muscle disorders such as muscular dystrophy.

Human pluripotent stem cells (hPSCs) such as human embryonic stem cells (hESCs) and induced pluripotent 
stem cells (hiPSCs) have the potential to differentiate into essentially all the cell types in our body including 
skeletal muscle cells. hPSC-derived skeletal muscle cells would be an unlimited cell source for potential clini-
cal and research applications such as disease modeling, platform for drug screening, and cell transplantation. 
Furthermore, there has been hopes of curing genetic disorders such as muscular dystrophies through genetically 
engineering patient-derived hiPSCs. To this end, it is crucial to develop rapid, efficient, and reliable methods to 
differentiate hPSCs into skeletal myogenic cells.

For directing myogenic differentiation, previous studies have developed in vitro culture conditions of hPSCs 
using media supplemented with suitable growth factors and cytokines to follow the steps of embryonic devel-
opment1,2. Although those protocols mimic the process of developmental stages, in most cases, they require 
long-term, complicated steps; yet, the efficiency of differentiation is rather low. To overcome these limitations, 
recent studies have utilized forced expression of the myogenic master regulator MYOD1 into hPSC-derived 
mesodermal cells, which can enhance myogenic differentiation. In fact, MYOD1 is the first transcription factor 
that was identified by its ability to reprogram fibroblast cells into muscle cells3. MYOD1 was also demonstrated 
to induce the conversion of hPSC-derived mesenchymal cells into engraftable myoblast-like cells4. Moreover, 
efficient myogenic differentiation of hiPSC-derived mesoangioblast-like progenitors was accomplished by the 
overexpression of MYOD15.

In the above studies, MYOD1 was not directly introduced in hPSCs but rather in the mesodermal derivatives, 
which takes time and needs several differentiation steps to generate from hPSCs. Thus, it has been thought that 
the direct generation of myogenic cells from hPSCs by using MYOD1 overexpression would be a simple and 
robust differentiation method. However, MYOD1-directed conversion is much more difficult in hPSCs than in 
differentiated cells4,6,7. Indeed, MYOD1 overexpression in hESCs fails to generate myogenic conversion, whereas 
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comparable levels of MYOD1 expression efficiently induce myogenic differentiation from fibroblast cells6. When 
the combination of a piggyBac transposon and drug-inducible expression system induces the high expression 
of MYOD1, direct myogenic conversion of hiPSCs can be successfully achieved8, suggesting that stable and 
robust expression of MYOD1 proteins is required to activate skeletal myogenesis in hPSCs. Furthermore, recent 
studies have shown that additional expression of epigenetic modifying factors such as JMJD3 and BAF60C is 
required to initiate the myogenic program in hPSCs6,9. These results suggest that hPSCs are essentially resistant to 
MYOD1-mediated myogenic differentiation. The pluripotency-gene regulatory network may be involved in the 
inhibition of direct myogenic differentiation.

Another problem is that most studies described above have employed viral and transposon vectors for overexpres-
sion of MYOD1. Although these systems can effectively induce the expression of exogenous genes in hPSCs, they have 
considerable limitations in therapeutic applications: for example, possible insertional mutagenesis due to random inte-
gration into the host genome. We have recently reported that introduction of synthetic mRNA (synRNA) encoding 
lineage-defining transcription factors can differentiate mouse ESCs into various cell lineages such as neurons, myo-
cytes, hepatocytes, and blood cells10. Furthermore, we have generated functional neurons from hPSCs in a week by 
using an synRNA cocktail of five neuronal transcription factors11. This technique eliminates the risk of genomic DNA 
integration and insertional mutagenesis, and is thus considered suitable for therapeutic applications. Furthermore, the 
advantages of using synRNA are that it is immediately translated at high expression levels upon entry into cells and 
that stable expression can be controlled by multiple transfection. It has been demonstrated that sequential transfection 
of synRNA encoding MYOD1 (synMYOD1) efficiently converts hiPSCs-derived fibroblasts into myogenic cells12. 
However, myogenic differentiation hardly occurs when synMYOD1 is introduced in undifferentiated hPSCs9, which 
corresponds to the results using DNA-based methods.

In this study, we have established a robust RNA-based method to generate skeletal muscle cells directly from 
undifferentiated hPSCs. First, we found that the expression of a pluripotency master regulator POU5F1 (also 
known as OCT4 or OCT3/4), but not NANOG, is sustained during the MYOD1-mediated differentiation of 
hPSCs. We thus silenced the POU5F1 expression by using a small interfering RNA (siRNA) to facilitate the 
myogenic differentiation induced with synMYOD1. This method has efficiently accomplished the direct differ-
entiation of hPSCs into functional myogenic cells. We also conducted deep sequencing transcriptome analyses to 
reveal the influence of POU5F1 knockdown on myogenic differentiation.

Results
Pluripotent marker POU5F1 stably remains in MYOD1-overexpressing ES cells.  In this study, we 
generated synthetic RNA encoding MYOD1 in vitro (synMYOD1) as reported previously12 (Fig. 1a) and trans-
fected them into hPSCs. We achieved ~90% transfection efficiency in hESCs (cell line, SEES313). (Fig. 1b) and 
comparable transfection efficiency in hiPSCs (cell line, 409B214) (Supplementary Fig. S1). As the protein expres-
sion from synRNAs is transient and reaches its peak at 8~18 h after introduction of synRNAs11,12, four RNA trans-
fections were performed within two days to maintain the translated protein levels (Fig. 1c). Four days after the 
first transfection, the myogenic differentiation was assessed by immunostaining analysis of myosin heavy chain 
(MyHC) – a marker for mature skeletal muscles. As corresponding to previous studies, the efficiency of myo-
genic conversion was significantly low. Only ~5% of the cells were MyHC-positive (Fig. 1d), whereas Brachyury 
T (a marker for mesoderm stage) was expressed in most of the MyHC-negative cells (Supplementary Fig S2), 
suggesting that the majority of synMYOD1-treated cells only reached the mesoderm stage by day 4. It has been 
known that MYOD1-mediated myogenic conversion efficiently occurs with various differentiated cell types as 
well as fibroblasts3,15–17. Therefore, we hypothesized that the pluripotency-specific factors such as POU5F1 and 
NANOG inhibit the MYOD1-mediated conversion of hPSCs because these genes are essential for maintenance of 
the undifferentiated state18. To test this hypothesis, we examined the expression states of POU5F1 and NANOG 
in synMYOD1-transfected hESCs. Immunostaining analysis revealed that the expression of POU5F1 was sus-
tained in MYOD1-expressing cells even at three days post synMYOD1 transfection (Fig. 1e). In contrast, however, 
the expression of NANOG was decreased the next day after mRNA transfection and it became negligible three 
days after the transfection (Fig. 1f). The other pluripotency factors - SOX2 and MYC, also showed rapid down-
regulation in MYOD1-expressing cells (Supplementary Fig. S3). We confirmed, quantitatively by RT-qPCR and 
immunoblotting analysis, that the expression of POU5F1 decreased gradually, but remained high even by day 3 
(Fig. 1g,h). These results suggest that the remaining expression of POU5F1 may inhibit MYOD1-induced myo-
genic differentiation of hPSCs.

Knockdown of POU5F1 activates synMYOD1-induced myogenic program.  To address the 
question of whether persisting POU5F1 prevents the myogenic conversion of hPSCs, we tried to downregu-
late POU5F1 at the same time as MYOD1 overexpression. To follow the RNA-based method, we used a small 
interfering RNA against POU5F1 (siPOU5F1) to repress the expression of POU5F1 in this experiment. Using 
the same product of siPOU5F1 as previously used19, we could downregulate POU5F1 in hPSCs to undetecta-
ble levels, which was confirmed by immunoblotting and immunostaining (Supplementary Fig. S4). This effect 
of POU5F1 knockdown was sustained for several days with one transfection. When hESCs were transfected 
with siPOU5F1 together with synMYOD1, POU5F1 expression level was rapidly reduced at day 2 post trans-
fection (Fig. 2a). Moreover, the decrease in NANOG expression was observed immediately after transfection 
in a similar manner to the condition using synMYOD1 alone (Fig. 2b). The significant reduction of POU5F1 
was quantitatively confirmed by immunoblotting analysis (Fig. 2c). The chromatin immunoprecipitation (ChIP) 
experiment also revealed that transfection of siPOU5F1/synMYOD1 results in the dissociation of POU5F1 from 
its own promoter regions (Fig. 2d), suggesting that POU5F1 transcription itself becomes silenced. Importantly, 
the ChIP analysis also revealed that exogenous MYOD1 protein was bound to the downstream gene pro-
moters (MEF2C and MYOG) only when hESCs were treated with both siPOU5F1 and synMYOD1 (Fig. 2e).  
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Figure 1.  POU5F1 expression is stably sustained in MYOD1-mRNA (synMYOD1)-treated hESCs. (a) synMYOD1 
was synthesized in vitro with T7 RNA polymerase. The template cDNA was flanked by 5′UTR and 3′UTR of alpha-
globin with an oligo(T)120 for adding a polyA tail. ARCA (5′cap analog), pseudo-UTP, and 5-methyl-CTP were 
incorporated to increase mRNA stability and translation efficiency. (b) The percentage of mRNA transfection in 
hESCs was tested using synthetic mRNA encoding Emerald GFP by FACS analysis. (c) Schematic diagram of the 
transfection protocol. hESCs were transfected with synMYOD1 once on day 0, twice on day 1, and once on day 
2. (d) Immunostaining analysis for MyHC in the synMYOD1-transfected cells. Nuclei were stained with DAPI. 
The percentage of MyHC-stained cells is shown (mean ± SEM from four independent biological replicates). Scale 
bar: 200 μm. (e) Immunostaining analysis for POU5F1 in the synMYOD1-transfected cells at day 0 to day 3 post 
transfection. MYOD1 was detected by a MYOD1 specific antibody. Nuclei were stained with DAPI. Scale bar: 10 
μm. (f) Immunostaining analysis for NANOG in the synMYOD1-transfected cells at day 0 to day 3 post transfection. 
MYOD1 was detected by the specific antibody. Nuclei were stained with DAPI. Scale bar: 10 μm. (g) qRT-PCR 
analysis for POU5F1 expression day 0 to day 3 after transfection (mean ± SEM from two independent biological 
replicates). (h) Immunoblotting analysis for POU5F1 in the synMYOD1-transfected cells at day 3 post transfection. 
MYOD1 was detected by the specific antibody. The H3 antibody was used as a loading control. The relative intensities 
of POU5F1 signals normalized by H3 were compared between no transfection and synMYOD1 transfection 
(mean ± SEM from three independent biological replicates). NS: not significant. Uncropped images of the blots for 
Fig. 1h are shown in Supplementary Figure 7.
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Figure 2.  POU5F1 knockdown facilitates synMYOD1-induced myogenic gene activation. (a) Immunostaining 
analysis for POU5F1 in the siPOU5F1 and synMYOD1 (siPOU5F1/synMYOD1)-transfected cells at day 0 to 
day 3 post transfection. MYOD1 was detected by the specific antibody. Nuclei were stained with DAPI. Scale 
bar: 10 μm. (b) Immunostaining analysis for NANOG in the siPOU5F1/synMYOD1-transfected cells at day 
0 to day 3 post transfection. MYOD1 was detected by the specific antibody. Nuclei were stained with DAPI. 
Scale bar: 10 μm. (c) Immunoblotting analysis for POU5F1 in the siPOU5F1/synMYOD1-transfected cells at 
day 3 post transfection. MYOD1 was detected by the specific antibody. The H3 antibody was used as a loading 
control. The relative intensities of POU5F1 signals normalized by H3 were compared between no transfection 
and siPOU5F1/synMYOD1 transfection (mean ± SEM from three independent biological replicates). *P < 0.01, 
t-test. (d) ChIP analysis showing POU5F1 enrichment at the promoter regions (Pro-1 and Pro-2) of POU5F1 
in hESCs, siControl/synMYOD1-treated cells, and siPOU5F1/synMYOD1-treated cells. The promoter regions 
of MEF2C and MYOG were used as negative controls. The error bars indicate the SEM from three independent 
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These results suggest that POU5F1 knockdown facilitates the binding of exogenous MYOD1 to the regula-
tory regions to activate the myogenic differentiation program. To support this data, we examined the expres-
sion changes of myogenic related genes such as MYOG, MEF2C, SIX1, MYH3, and MYH8 after hESCs were 
treated with siPOU5F1 and synMYOD1. Real-time PCR analyses revealed that these myogenic markers were 
significantly upregulated by siPOU5F1 and synMYOD1 treatment (Fig. 2f). However, the synMYOD1 alone or 
siPOU5F1 alone could not induce significant expression of those myogenic markers. These results suggest that the 
downregulation of POU5F1 is required for MYOD1-mediated myogenic conversion of hPSCs.

Generation of skeletal muscle cells from ESCs and iPSCs using siPOU5F1 and synMYOD1.  We 
next examined if the introduction of siPOU5F1 together with synMYOD1 can efficiently convert hESCs and 
hiPSCs into terminally-differentiated muscle cells. To this end, siPOU5F1 was transfected once and synMYOD1 
were transfected four times in hESCs or hiPSCs (cell lines; ES-SEES3 and iPS-409B2) (Fig. 3a). The transfected 
cells were cultured in a differentiation medium that was used for myogenic conversion previously8,9. As a neg-
ative control, a scramble siRNA (siControl) was introduced together with synMYOD1. We confirmed that the 
differentiation of hESCs or hiPSCs did not occur in the control condition. However, when siPOU5F1 was trans-
fected into hESCs or hiPSCs with synMYOD1, the morphology of the most cells changed dramatically into elon-
gated myogenic-like cells one or two days after the final transfection (day 4 or 5 post differentiation) (Fig. 3b, 
Supplementary Movie S1). At day 5 post differentiation, we fixed the cells and performed immunostaining analy-
sis to detect the expression of MyHC. We found that muscle-like cells showed high expression of MyHC (Fig. 3c) 
and the percentage of MyHC-positive cells was much higher in siPOU5F1/synMYOD1-treated cells compared 
with siControl/synMYOD1-treated cells (P < 0.01, Fig. 3c). About 80% of the ESCs and iPSCs were differentiated 
into myogenic cells by the treatment of siPOU5F1/synMYOD1, whereas myogenic conversion occurs in only less 
than 10% of the ESCs and iPSCs by the treatment of siControl/synMYOD1. Similar results were obtained with 
three other pluripotent cell lines - H9 ESCs20, 201B7 iPSCs21 and TkDA3-4 iPSCs22, demonstrating the robust-
ness of this method (Fig. 3d). We also found that the induced skeletal muscle-like cells express other myogenic 
proteins such as MYOG, MEF2C, SIX1, MYH3/8 (embryonic and perinatal myosin heavy chains), titin (TTN), 
actinin alpha 2 (ACTN2), troponin T (TNNT2) and desmin (DES) (Fig. 3e). By contrast, PAX7, a marker of 
myoblasts, and MYH2, a marker of adult myotubes, were not detected in these cells (Supplementary Fig. S5), sug-
gesting that hPSCs were converted into fetal or perinatal myotube-like cells. Notably, the localization of ACTN2 
showed the periodical patterns in the cytoplasm (Fig. 3f), indicating that the sarcomere structure – the basic con-
tractile unit of muscle tissue seemed to be generated in the induced myogenic cells. Indeed, when those cells were 
further differentiated in 2% horse serum medium, myofiber-like cells were generated and exhibited spontaneous 
contractions (Supplementary Movie S2). Furthermore, co-culturing with mouse C2C12 myoblast clearly showed 
that the induced myogenic cells possess fusion capability (Fig. 3g). Taken together, these results demonstrated the 
functionality of the myotube cells induced by the RNA-based method using siPOU5F1 and synMYOD1.

Knockdown of POU5F1 directly regulates early myogenic genes but not the late-stage 
genes.  We next tried to explore the direct contribution of POU5F1 knockdown on myogenic gene activa-
tion in hPSCs. A previous study reported that ectopic expression of Pou5f1 suppresses the myogenic genes such 
as Pax7 and Myod1 in mouse myoblasts23. The study also demonstrated that Pou5f1 directly binds the Myod1 
enhancer to suppress Myod1 expression. These results suggested the possibility that endogenous POU5F1 also 
suppresses the myogenic genes in hPSCs through binding to their regulatory regions, and that the removal of 
POU5F1 induces the de-repression of the myogenic genes. These mechanisms may support MYOD1-mediated 
myogenic differentiation. To investigate the possibility, we first examined the binding profiles of POU5F1 on the 
hESC genome with the ChIP-sequencing data derived from a previous study24. Although the POU5F1 binding 
signals were slightly detected in the promoters of PAX3 and PAX7 genes, there was little to no POU5F1 enrich-
ment in the promoters or enhancers of MYOD1 and MYOG genes (Fig. 4a). POU5F1 binding was detected in 
the 3’ regions of MEF2C, which may be a putative enhancer of MEF2C. To examine the expression changes of 
those genes by POU5F1 knockdown, we performed RNA-sequencing analysis and compared the transcriptome 
profiles between siPOU5F1-treated cells and untreated cells. We found that siPOU5F1 treatment resulted in the 
upregulation of PAX3, PAX7 and MEF2C, whereas the expression of MYOD1 and MYOG remained silent after 
siPOU5F1 treatment (Fig. 4b). These results suggest that POU5F1 directly suppresses the early myogenic genes, 
but not the late myogenic markers in hPSCs.

POU5F1-knockdown-activated genes support MYOD1-mediated myogenic differentia-
tion.  To further explore the effects of siPOU5F1 on the transcriptome changes that contribute to efficient 
myogenic conversion, we compared the upregulated genes among siPOU5F1-, synMYOD1-, and siPOU5F1 

biological replicates. *P < 0.05, t-test. (e) ChIP analysis showing MYOD1 enrichment at the promoter regions 
of MEF2C and MYOG in hESCs, siControl/synMYOD1-treated cells, and siPOU5F1/synMYOD1-treated 
cells. mRNA encoding HA-tagged MYOD1 and anti-HA antibody was used in this experiment as the anti-
MYOD1 antibody suitable for ChIP was not available. The promoter regions of POU5F1 were used as negative 
controls. The error bars indicate the SEM from two independent biological replicates. *P < 0.05, t-test. NS: not 
significant. (f) qPT-PCR analysis for the expression of myogenic markers in the siControl (siC), siPOU5F1 (siP), 
siC/synMYOD1, and siP/synMYOD1-treated cells. The expression levels were normalized to GAPDH. The error 
bars indicate the SEM from two independent biological replicates. *P < 0.01, t-test. Uncropped images of the 
blots for Fig. 2c are shown in Supplementary Figure 7.
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Figure 3.  siPOU5F1/synMYOD1 treatment induces efficient myogenic conversion of hPSCs. (a) Schematic 
of the myogenic differentiation protocol. hPSCs were transfected with siPOU5F1 together with synMYOD1 at 
the indicated time points. The mixture of siPOU5F1/synMYOD1 was transfected on day 0. synMYOD1 was 
transfected on days 1 and 2. The cells were cultured in αMEM + 5% KSR. (b) Morphological changes in the 
transfected cells. Scale bar, 50 μm. (c) Immunostaining analysis for MyHC in the hPSCs (SEES3 ESCs and 409B2 
iPSCs) after the treatment with siControl/synMYOD1 or siPOU5F1/synMYOD1. Nuclei were stained with DAPI. 
The representative images are shown. The average percentages of MyHC-stained cells are obtained from three 
independent biological replicates. Scale bar: 200 μm. (d) Immunostaining analysis for MyHC in the hPSCs (H9 
ESCs, 201B7 iPSCs, and TkDA3-4 iPSCs) after treatment with siControl/synMYOD1 or siPOU5F1/synMYOD1. 
Nuclei were stained with DAPI. The representative images are shown. The average percentages of MyHC-stained 
cells are obtained from three independent biological replicates. Scale bar: 200 μm. (e) Immunostaining analysis 
for MYOG, MEF2C, SIX1, MYH3, MYH8, titin (TTN), troponin T (TNN2), actinin alpha 2 (ACTN2), and 
desmin (DES) in the siPOU5F1/synMYOD1-treated cells. Scale bar: 50 μm. (f) Higher magnification of ACTN2 
staining. Scale bar: 20 μm. (g) 409B2-iPSCs expressing Emerald GFP were differentiated into myogenic cells and 
co-cultured with mouse C2C12 myotubes, nuclei of which were labeled with red fluorescence. Next day after co-
culturing, cell fusions were detected. Scale bar: 50 μm.
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plus synMYOD1 (siPOU5F1/synMYOD1)-treated cells with RNA-sequencing analysis. siControl-treated or 
Emerald-mRNA-treated cells were used as the relative control for transcript levels. In the synMYOD1-treated 
cells, there were 280 upregulated genes (fold change > 4 compared to the control, FPKM > 2) (Fig. 5a) that 
contain mesodermal genes and myogenic genes such as T, MSX1, RYR1, MYL1/2/4, and DES (Supplementary 
Table S1). However, the expression levels of those genes were relatively low (FPKM < 10), which may be the rea-
son for low efficiency of myogenic differentiation. We found that siPOU5F1/synMYOD1 treatment upregulated 
1,027 genes (fold change > 4 compared to the control ESCs, FPKM > 2) (Fig. 5a) which also includes many myo-
genic genes (Supplementary Table S2). To extract the genes that actually contribute to myogenic differentiation, 
we focused on the more highly-upregulated genes (fold change > 10, FPKM > 10). By this criteria, 289 genes 
were detected in siPOU5F1/synMYOD1-treated cells whereas only 22 genes were detected in synMYOD1 con-
dition. We found that more than 100 genes related to myogenesis were included in the highly-upregulated genes 
of siPOU5F1/synMYOD1 treatment (Supplemental Table S3). Importantly, these genes contained the terminal 
differentiation makers associated with contractile fiber and sarcomere structure, such as MYOM1/3, MYH3/7/8, 
ATP2A1, DES, SGCA/D/G, TNNC1/2, TNNI1/2, and TTN (Fig. 5b). The expression levels of those genes were 
comparable to those of myotubes differentiated from myoblast cells (cell line, HSMM) (Supplementary Fig. S6). 
We reasoned that this myogenic gene activation was enhanced by the addition of siPOU5F1 treatment. To reveal 
the direct influence of siPOU5F1 treatment on myogenic differentiation, we focused on the upregulated genes of 
siPOU5F1 treatment that were also upregulated in the siPOU5F1/synMYOD1 treatment. Out of 617 total genes, 
273 genes were contained in this group (Supplemental Table S4). Significantly, we found that those genes include 
those associated with IGF- and FGF-signaling and the extracellular matrix, such as IGF2, IGFBP3, FGF1/8, 
DLK1, ACTA1, FN1, COL5A1, and COL12A1 (Fig. 5c). These genes are known to be important for muscle dif-
ferentiation or are highly expressed in adult myogenic cells9,25–29. Therefore, these results suggest that knockdown 
of POU5F1 expression contributes to the generation of an intra/extracellular environment that enables MYOD1 
and the downstream genes to activate the myogenic program, which may enhance the direct conversion of hPSCs 
into skeletal muscle cells (see Fig. 6 for the model).

POU5F1-knockdown is effective for differentiation of other lineages from hPSCs.  Lastly, 
to test whether knockdown of POU5F1 could also be applied to differentiation of other lineages from hPSCs, 
we introduced synRNAs encoding lineage-defining transcription factors - HNF1A, RUNX2, and SOX9 into 

Figure 4.  POU5F1 binding profiles around the myogenic gene loci and the effect of POU5F1 knockdown on 
the expression of the genes. (a) ChIP-sequencing tracks of POU5F1 for the loci of myogenic genes: PAX3, PAX7, 
MEF2C, MYOD1, and MYOG. The POU5F1 locus is shown as a positive control for the POU5F1 binding 
sites (orange). The data was obtained from a previous study24 (b) Expression levels of myogenic genes in the 
siControl- and siPOU5F1-treated cells were analyzed by RNA-sequencing. The FPKM values are shown.
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siPOU5F1-treated hESCs/hiPSCs (Fig. 7a). It has been known that HNF1A, RUNX2, and SOX9 are impor-
tant in the differentiation of hepatogenesis30, osteogenesis31, and chondrogenesis32, respectively. We analyzed 
the expression changes in the downstream genes of these transcription factors at two days post transfection. 
Real-time RT-PCR analyses showed that when the transcription factors were overexpressed in siPOU5F1-treated 
cells, relevant differentiation markers (AFP for hepatogenesis, COL1A1 for osteogenesis, COL2A1 for chondro-
genesis) were highly expressed compared with the siCtrl-treated cells (Fig. 7b). siPOU5F1 alone (synEmerald 
was introduced) did not change the expression patterns of the tissue-related genes. These results suggest that 
POU5F1-knockdown does not directly affect the expression of tissue-specific genes, but instead facilitates their 
activation, which is mediated by lineage-defining transcription factors.

Discussion
In this study, we have shown a rapid and highly efficient method to generate functional skeletal muscle cells from 
hPSCs by introducing an mRNA encoding MYOD1 and an siRNA against POU5F1. Our method combines sim-
plicity and robustness: Gene induction is applied by RNA transfection, and genetic manipulation is not required. 

Figure 5.  Transcriptome analysis of the synMYOD1-, siPOU5F1-, and siPOU5F1/synMYOD1-treated 
cells. (a) The number of upregulated genes in the synMYOD1-, siPOU5F1-, and siPOU5F1/synMYOD1-
treated cells (fold change (FC) > 4 compared with the control ESCs, FPKM values > 2). The number of total 
genes examined is 20,563. (b) Functional annotation analysis of the upregulated genes following siPOU5F1/
synMYOD1 transfection. The highly upregulated genes (289 genes, FC > 10 compared with the control ESCs, 
FPKM > 10) were analyzed to annotate the GO terms related to the cellular component. The P-value indicates 
the significance of the GO term enrichment. Representative genes are shown. (c) Functional annotation 
analysis of the upregulated genes following siPOU5F1 transfection that were also upregulated in the siPOU5F1/
synMYOD1 treatment (273 genes). The genes were analyzed to annotate the GO terms related to the cellular 
component. The P-value indicates the significance of the GO term enrichment. Representative genes are shown.
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RNA transfection has merit over DNA transfection for potential therapeutic application, because it has no risk of 
integration into the host genome. Furthermore, our method does not require the design of complex plasmid con-
structs or virus packaging, although it requires repeated RNA transfection to maintain the stable protein expres-
sion. In addition to this simplicity, our data have demonstrated efficient (>80%) and rapid (4 days) differentiation 
of hPSCs. Previous methods require multiple steps and take a few weeks or more to generate muscle cells from 
hPSCs, including the procedure for generating stable cell lines. Thus, our method facilitates rapid assessments of 
the efficiency of myogenic differentiation of hPSCs. In addition, this method is suitable for pathological analysis 
and drug screening assays, which require the use of many different hPSC lines that are specifically made for dif-
ferent types of diseases.

Our data showed that POU5F1 expression is stably sustained after introduction of MYOD1-mRNA and inhibits 
myogenic differentiation in hPSCs. The siRNA-mediated POU5F1 knockdown enabled MYOD1 to activate the 
expression of terminal myogenic markers and enhanced the myogenic differentiation. Because POU5F1 does not 
bind the regulatory elements of MYOD1 gene or other myogenic genes and does not directly inhibit the gene expres-
sion related to muscle differentiation, POU5F1 knockdown may indirectly support MYOD1-induced differentiation. 
Previous studies reported that POU5F1 knockdown upregulates the genes associated with early developmental and 
the patterns of upregulated genes depend on culture conditions and cell lines33. Our transcriptome analysis revealed 
that POU5F1 knockdown activates myogenic precursor regulators PAX3 and PAX7. We also found that POU5F1 
knockdown significantly upregulated the genes associated with IGF2- and FGF-signaling and extracellular matrix 
such as FN1 (fibronectin), SEMA3 (semaphorin) and DLK1 that are necessary for myogenic development and dif-
ferentiation25–29,34. These genes may support the differentiation of hPSCs by establishing a myogenesis regulatory 
network in cooperation with MYOD1. In addition, the siPOU5F1-upregulated genes may play a role in facilitating 
the recruitment of MYOD1 to the target promoters of myogenic regulatory genes. Indeed, JMJD3, which removes 
repressive histone marks from promoters, was activated by siPOU5F1 treatment (Supplementary Table S4), suggest-
ing that knockdown of POU5F1 changes chromatin structure to induce differentiation.

Figure 6.  A model of the mechanism for the effective myogenic differentiation of hPSCs with siPOU5F1 and 
synMYOD1. (a) In hPSCs, POU5F1 directly represses the expression of the genes related to extracellular matrix 
and early myogenic genes such as PAX3 and PAX7. Additionally, when synMYOD1 alone is introduced in 
hPSCs, POU5F1 inhibits the access of the translated MYOD1 protein to the target late myogenic genes such as 
MEF2C and MYOG, which results in the failure of myogenic differentiation. (b) Knockdown of POU5F1 with 
siPOU5F1 causes the activation of extracellular matrix genes and early myogenic genes. Consequently, when 
synMYOD1 is introduced, the translated MYOD1 protein can access to the promoters of the late myogenic 
genes to activate terminal myogenic gene activation. These mechanisms facilitate the rapid and highly efficient 
myogenic differentiation in hPSCs.
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Knockdown of POU5F1 can also be applied to differentiation of other lineages from hPSCs. The removal 
of POU5F1 leads to the loss of pluripotency and initiation of the early differentiation program, but the differ-
entiation lineage is not defined yet. Therefore, introduction of lineage-defining transcription factors such as 
MYOD1 should be necessary to induce a specific tissue differentiation program. Indeed, when an mRNA encod-
ing HNF1A, RUNX2, and SOX9, which are known as an important transcription factors for hepatogenesis30, 
osteogenesis31, and chondrogenesis32, respectively, are introduced in siPOU5F1-treated conditions, the relevant 
tissue-specific genes are highly induced in hPSCs. These results suggest that siPOU5F1 treatment may facilitate 
tissue-differentiation of hPSCs directed by lineage-defining transcription factors.

Collectively, our data demonstrated the robustness of the RNA-based method to differentiate hPSCs into 
skeletal myogenic cells by introducing POU5F1-siRNA together with MYOD1-mRNA. Because the combina-
tory introduction of siRNA and mRNA is an integration-free and virus-free approach to easily control the gene 
expression and differentiation of hPSCs, our strategy could be adapted to enhance the utility of hPSCs in disease 
modeling, drug screening, and cell transplantation therapy for various types of differentiated cells.

Methods
hPSC culture.  SEES-3 cells were obtained from the Center for Regenerative Medicine, National Research 
Institute for Child Health and Development, Japan. H9 hESCs were obtained from the WiCell Research Institute, 
USA. The hiPSC lines (409B2 and 201B7) were obtained from the RIKEN Bioresource Center, Japan, and the 
TkDA3-4 line was obtained from the Center for iPS Cell Research and Application, Kyoto University, Japan. The 
hESCs/iPSCs were maintained in feeder-free conditions using StemFit AK-03/AK-02N medium (Ajinomoto) 
on iMatrix-511 (Nippi)-coated plates. For myogenic differentiation, the hPSCs were cultured in a medium com-
prising αMEM (Gibco) supplemented with 5% KnockOut Serum Replacement, 1 mM sodium pyruvate, 0.1 mM 
non-essential amino acids, 2 mM glutamine, 0.1 mM β-mercaptoethanol, and penicillin/streptomycin (100 
U/100 µg/ml) on iMatrix-511-coated plates. All experiments were performed in accordance with the Guidelines 
for Derivation and Utilization of Human Embryonic Stem Cells by the Ministry of Education, Culture, Sports, 
Science, and Technology, Japan.

siRNA, modified RNA synthesis, and transfection.  siPOU5F1 (Silencer Select ID s10873) and siCon-
trol were obtained from Life Technologies. The ORFs for MYOD1, HA-tagged MYOD1 and Emerald GFP were 
subcloned into a pCRII construct containing the 5’ untranslated region (UTR) and 3’ UTR of mouse alpha-globin, 
which increases mRNA stability and translation efficiency, to prepare the templates used for synthesizing the 
mRNAs. The modified mRNAs were synthesized as described previously12. RNA transfection was performed with 

Figure 7.  siPOU5F1 facilitates the upregulation of relevant tissue-specific markers mediated by other 
transcription factor synRNAs. (a) Experimental schematic for (b). hESC/iPSCs were transfected with siCtrl or 
siPOU5F1 and synRNAs for HNF1A, RUNX2, and SOX9 at the indicated time points. Emerald synRNA was 
used as a control. A mixture of siRNA and synRNA was transfected on the first day. On day 2, only synRNA 
was transfected twice. The cells were cultured in ES maintenance medium and sampled for qRT-PCR analysis 
on day 2. (b) Relative gene expression levels of tissue-specific genes (AFP, COL1A1, and COL2A1) in hESCs 
(SEES3) and hiPSCs (409B2) transfected with siCtrl or siPOU5F1 and synRNA. The transfected synRNA of 
transcription factors are indicated on the horizontal axis. Em indicates Emerald synRNA. The expression levels 
were normalized against that of GAPDH. Error bars indicate SEM (n = 3). *P < 0.05, t-test.
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Lipofectamine Messenger Max (Invitrogen), according to the manufacturer’s instructions. B18R interferon inhib-
itor (eBioscience) was added to the culture medium to increase the viability of the transfected cells. The medium 
was replaced 3 h after each transfection. The efficiency of transfection was analyzed using a BD FACSAria II.

Antibodies.  The following antibodies were used: POU5F1 (Abcam #ab19857 and Santa Cruz #sc-5279), 
NANOG (Abcam #ab21624), MyHC (R&D #MAB4470), SOX2 (Millipore #AB5603), MYC (Abcam #ab32072), T 
(R&D #AF2085), PAX7 (Invitrogen #PA1-117), MYOG (Abcam #ab124800), MEF2C (CST #5030, DSHB #1D4), 
SIX1 (CST #12891), MYH2 (Sigma #M1570), MYH3 (DSHB #F1.652), MYH8 (DSHB #N3.36), TTN (DSHB 
#9D10), ACTN2 (Sigma #A7811), DES (Abcam #ab32362), TNNT2 (Santa Cruz #sc-20025), MYOD1 (BD #554130 
and Abcam #ab21624), HA (Abcam #ab18181), and H3 (Abcam #ab1791), and β-actin (Cell Signaling #4970S).

Immunostaining.  The cells were fixed in 4% paraformaldehyde (PFA) for 10 minutes at room temperature 
(RT) and permeabilized in 0.5% Triton X-100 in PBS for 10 minutes. The cells were blocked in PBS and 2% 
bovine serum albumin (BSA) for 10 minutes and incubated with the primary antibodies in a blocking solution 
(1:500) for 2-3 h at RT or overnight at 4 °C. After two washes in PBS, the cells were incubated with Alexa 488 and 
594-conjugated secondary antibodies (Invitrogen) in a blocking solution (1:500) for 1 h at RT. Nuclei were coun-
terstained with DAPI (Dako) for 5 min at RT. Immunofluorescence was visualized with an inverted fluorescence 
microscope IX73 (Olympus). Images were obtained using Olympus cellSens imaging software.

Immunoblotting.  The cells were lysed with a sample buffer (50 mM Tris-HCl, pH 6.8, 2% SDS, 6% 
2-mercaptoethanol and 500 mg/ml urea). The proteins were separated by SDS-PAGE on a 4-15% polyacrylamide 
gel (Bio-Rad) and were electrically transferred to polyvinylidene difluoride membranes (Bio-Rad). The membranes 
were blocked for 1 h in Tris-buffered saline containing 0.1% Tween-20 (TBST) and 5% skimmed milk. The mem-
branes were washed in TBST and then incubated with primary antibodies in TBS/2% BSA (1:1000) overnight at 4 °C. 
The membranes were washed and then incubated with horseradish peroxidase-conjugated secondary antibodies 
(GE Healthcare) (1:2000) for 1 h at RT. The membranes were washed in TBST, and immunoreactivity was visualized 
using an ECL Prime Detection Kit (GE Healthcare) and detected using a Luminescent Image Analyzer (LAS-4000; 
Fujifilm). Immunoblots were quantified using ImageJ software. The signal intensity levels were normalized to the 
loading controls, and the average values were calculated from three independent experiments.

qRT-PCR.  Total RNA was isolated with TRIzol reagent (Invitrogen), and cDNAs were generated with random 
hexamers using the ReverTra Ace kit (Toyobo). Real-time PCR was performed using a SYBR Green PCR system 
(Takara). The primer sequences used for RT-PCR are listed in Supplementary Table S5.

ChIP.  The cells were cross-linked with formaldehyde in PBS (final concentration is 1%) for 10 min. The reac-
tion was stopped by glycin (final concentration 125 mM). The cells were lysed in Lysis buffer 3 (10 mM Tris-HCl, 
pH8.0, 100 mM NaCl, 1 mM EDTA, 0.5 mM EGTA, 0.1% Na-deoxycholate, 0.5% N-lauroylsarcosine) contain-
ing proteinase inhibitor cocktail. Sonication was conducted with the Handy Sonic UR-20P (Tomy) to generate 
DNA fragments of approximately 150–450 bp. The sheared chromatin was precipitated with 3 μg of anti-POU5F1 
antibodies or anti-HA antibodies using the ChIP-IT Express kit (Active motif), according to the manufacturer’s 
instructions. The purified DNA was subject to Real-time PCR with the SYBR Green PCR system (Takara). Primer 
sequences are listed in Supplementary Table S5.

RNA-sequencing.  The cDNA libraries of siControl-treated cells, siPOU5F1-treated cells, and siPOU5F1/
synMYOD1-treated cells were prepared from 500 ng of each total RNA sample for massive parallel sequencing 
using an NEBNext Poly(A) mRNA Magnetic Isolation Module and an Ultra Directional RNA Library Prep Kit 
for Illumina (NEB). The cDNA library produced ranged from 400 to 1000 bp, including the adaptor sequences. 
RNA-seq was performed with an Illumina MiSeq for 150 single-ended base pairs. The sequence reads were 
mapped to the human genome (hg19) using TopHat v2.0.13. The expression values for genes were calculated as 
fragments per kilobase of exon per million mapped reads (FPKM) using Cufflinks v2.1.1. The FPKM values of 
the synMYOD1-treated cells and the control (Emerald-mRNA-treated ESCs) were derived from previous data9. 
FPKM value 0 was set to 0.1, to be able to avoid erratic deviations in fold-change values. The functional annota-
tion of the genes was performed using ToppGene Suite35.

Cell fusion assay.  C2C12 myoblast cells expressing H2B-mCherry were differentiated in a differentia-
tion medium consisting DMEM-F12 (Gibco) supplemented with 2% horse serum with IGF for 5 days to gen-
erate skeletal myotubes. The 409B2-hiPSCs stably expressing Emerald were differentiated into myogenic cells 
with siPOU5F1/synMYOD1 treatment. The hiPSCs-derived myogenic cells were co-cultured with the C2C12 
myotubes in the differentiation medium. The fused cells were identified by green-fluorescence in the cytoplasm 
and red-fluorescence in the mutinuclei.

References
	 1.	 Zheng, J. K. et al. Skeletal myogenesis by human embryonic stem cells. Cell Res 16, 713–722 (2006).
	 2.	 Hwang, Y. et al. Directed in vitro myogenesis of human embryonic stem cells and their in vivo engraftment. PLoS One 8, e72023 

(2013).
	 3.	 Davis, R. L., Weintraub, H. & Lassar, A. B. Expression of a single transfected cDNA converts fibroblasts to myoblasts. Cell 51, 

987–1000 (1987).
	 4.	 Goudenege, S. et al. Myoblasts derived from normal hESCs and dystrophic hiPSCs efficiently fuse with existing muscle fibers 

following transplantation. Mol Ther 20, 2153–2167 (2012).



www.nature.com/scientificreports/

1 2Scientific Reports |  (2018) 8:1189  | DOI:10.1038/s41598-017-19114-y

	 5.	 Tedesco, F. S. et al. Transplantation of genetically corrected human iPSC-derived progenitors in mice with limb-girdle muscular 
dystrophy. Sci Transl Med 4, 140ra189 (2012).

	 6.	 Albini, S. et al. Epigenetic reprogramming of human embryonic stem cells into skeletal muscle cells and generation of contractile 
myospheres. Cell Rep 3, 661–670 (2013).

	 7.	 Pawlowski, M. et al. Inducible and Deterministic Forward Programming of Human Pluripotent Stem Cells into Neurons, Skeletal 
Myocytes, and Oligodendrocytes. Stem Cell Reports 8, 803–812 (2017).

	 8.	 Tanaka, A. et al. Efficient and reproducible myogenic differentiation from human iPS cells: prospects for modeling Miyoshi 
Myopathy in vitro. PLoS One 8, e61540 (2013).

	 9.	 Akiyama, T. et al. Transient ectopic expression of the histone demethylase JMJD3 accelerates the differentiation of human 
pluripotent stem cells. Development 143, 3674–3685 (2016).

	10.	 Yamamizu, K. et al. Identification of Transcription Factors for Lineage-Specific ESC Differentiation. Stem Cell Reports 1, 545–559 
(2013).

	11.	 Goparaju SK, et al. Rapid differentiation of human pluripotent stem cells into functional neurons by mRNAs encoding transcription 
factors. Scientific Reports 7 (2017).

	12.	 Warren, L. et al. Highly efficient reprogramming to pluripotency and directed differentiation of human cells with synthetic modified 
mRNA. Cell Stem Cell 7, 618–630 (2010).

	13.	 Akutsu, H. et al. Xenogeneic-free defined conditions for derivation and expansion of human embryonic stem cells with 
mesenchymal stem cells. Regenerative Therapy 1, 18–29 (2015).

	14.	 Okita, K. et al. A more efficient method to generate integration-free human iPS cells. Nat Methods 8, 409–412 (2011).
	15.	 Mizuno H et al. Myogenic differentiation by human processed lipoaspirate cells. Plast Reconstr Surg 109, 199–209; discussion 

210–191 (2002).
	16.	 Gianakopoulos, P. J. et al. MyoD directly up-regulates premyogenic mesoderm factors during induction of skeletal myogenesis in 

stem cells. J Biol Chem 286, 2517–2525 (2011).
	17.	 Tapscott, S. J. et al. MyoD1: a nuclear phosphoprotein requiring a Myc homology region to convert fibroblasts to myoblasts. Science 

242, 405–411 (1988).
	18.	 Loh, Y. H. et al. The Oct4 and Nanog transcription network regulates pluripotency in mouse embryonic stem cells. Nat Genet 38, 

431–440 (2006).
	19.	 Davidson, K. C. et al. Wnt/beta-catenin signaling promotes differentiation, not self-renewal, of human embryonic stem cells and is 

repressed by Oct4. Proc Natl Acad Sci USA 109, 4485–4490 (2012).
	20.	 Thomson, J. A. et al. Embryonic stem cell lines derived from human blastocysts. Science 282, 1145–1147 (1998).
	21.	 Takahashi, K. et al. Induction of pluripotent stem cells from adult human fibroblasts by defined factors. Cell 131, 861–872 (2007).
	22.	 Takayama, N. et al. Transient activation of c-MYC expression is critical for efficient platelet generation from human induced 

pluripotent stem cells. J Exp Med 207, 2817–2830 (2010).
	23.	 Watanabe, S. et al. MyoD gene suppression by Oct4 is required for reprogramming in myoblasts to produce induced pluripotent 

stem cells. Stem Cells 29, 505–516 (2011).
	24.	 Kunarso, G. et al. Transposable elements have rewired the core regulatory network of human embryonic stem cells. Nat Genet 42, 

631–634 (2010).
	25.	 Tatsumi R, et al. Slow-Myofiber Commitment by Semaphorin 3A Secreted from Myogenic Stem Cells. Stem Cells (2017).
	26.	 Vaz, R., Martins, G. G., Thorsteinsdottir, S. & Rodrigues, G. Fibronectin promotes migration, alignment and fusion in an in vitro 

myoblast cell model. Cell Tissue Res 348, 569–578 (2012).
	27.	 Yoon, M. S. & Chen, J. PLD regulates myoblast differentiation through the mTOR-IGF2 pathway. J Cell Sci 121, 282–289 (2008).
	28.	 Alzhanov, D. T., McInerney, S. F. & Rotwein, P. Long range interactions regulate Igf2 gene transcription during skeletal muscle 

differentiation. J Biol Chem 285, 38969–38977 (2010).
	29.	 Groves, J. A., Hammond, C. L. & Hughes, S. M. Fgf8 drives myogenic progression of a novel lateral fast muscle fibre population in 

zebrafish. Development 132, 4211–4222 (2005).
	30.	 Si-Tayeb, K., Lemaigre, F. P. & Duncan, S. A. Organogenesis and development of the liver. Dev Cell 18, 175–189 (2010).
	31.	 Lian, J. B. & Stein, G. S. Runx2/Cbfa1: a multifunctional regulator of bone formation. Curr Pharm Des 9, 2677–2685 (2003).
	32.	 Akiyama, H., Chaboissier, M. C., Martin, J. F., Schedl, A. & de Crombrugghe, B. The transcription factor Sox9 has essential roles in 

successive steps of the chondrocyte differentiation pathway and is required for expression of Sox5 and Sox6. Genes Dev 16, 
2813–2828 (2002).

	33.	 Wang, Z., Oron, E., Nelson, B., Razis, S. & Ivanova, N. Distinct lineage specification roles for NANOG, OCT4, and SOX2 in human 
embryonic stem cells. Cell Stem Cell 10, 440–454 (2012).

	34.	 Waddell, J. N. et al. Dlk1 is necessary for proper skeletal muscle development and regeneration. PLoS One 5, e15055 (2010).
	35.	 Chen, J., Bardes, E. E., Aronow, B. J. & Jegga, A. G. ToppGene Suite for gene list enrichment analysis and candidate gene 

prioritization. Nucleic Acids Res 37, W305–311 (2009).

Acknowledgements
We thank all members of the Department of Systems Medicine for supporting experiments and helpful 
discussions. This study was supported in part by the Keio University Medical Science Fund – The Mitsunada 
Sakaguchi Laboratory, the CREST program from the Japan Science and Technology Agency (JST), the Research 
Center Network for Realization of Regenerative Medicine, Japan Agency for Medical Research and Development 
(AMED) and the Translational Research Network program from AMED.

Author Contributions
T.A. designed and performed experiments, analyzed data, and wrote the paper. S.S., N.C.-N., A.S., and H.K. 
helped design and perform experiments. S.W. performed bioinformatics processing. S.B.H.K. discussed data. 
M.S.H.K. conceived and supervised the study, and wrote the paper.

Additional Information
Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-017-19114-y.
Competing Interests: The authors declare that they have no competing interests.
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

http://dx.doi.org/10.1038/s41598-017-19114-y


www.nature.com/scientificreports/

13Scientific Reports |  (2018) 8:1189  | DOI:10.1038/s41598-017-19114-y

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2018

http://creativecommons.org/licenses/by/4.0/

	Efficient differentiation of human pluripotent stem cells into skeletal muscle cells by combining RNA-based MYOD1-expressio ...
	Results

	Pluripotent marker POU5F1 stably remains in MYOD1-overexpressing ES cells. 
	Knockdown of POU5F1 activates synMYOD1-induced myogenic program. 
	Generation of skeletal muscle cells from ESCs and iPSCs using siPOU5F1 and synMYOD1. 
	Knockdown of POU5F1 directly regulates early myogenic genes but not the late-stage genes. 
	POU5F1-knockdown-activated genes support MYOD1-mediated myogenic differentiation. 
	POU5F1-knockdown is effective for differentiation of other lineages from hPSCs. 

	Discussion

	Methods

	hPSC culture. 
	siRNA, modified RNA synthesis, and transfection. 
	Antibodies. 
	Immunostaining. 
	Immunoblotting. 
	qRT-PCR. 
	ChIP. 
	RNA-sequencing. 
	Cell fusion assay. 

	Acknowledgements

	Figure 1 POU5F1 expression is stably sustained in MYOD1-mRNA (synMYOD1)-treated hESCs.
	Figure 2 POU5F1 knockdown facilitates synMYOD1-induced myogenic gene activation.
	Figure 3 siPOU5F1/synMYOD1 treatment induces efficient myogenic conversion of hPSCs.
	Figure 4 POU5F1 binding profiles around the myogenic gene loci and the effect of POU5F1 knockdown on the expression of the genes.
	Figure 5 Transcriptome analysis of the synMYOD1-, siPOU5F1-, and siPOU5F1/synMYOD1-treated cells.
	Figure 6 A model of the mechanism for the effective myogenic differentiation of hPSCs with siPOU5F1 and synMYOD1.
	Figure 7 siPOU5F1 facilitates the upregulation of relevant tissue-specific markers mediated by other transcription factor synRNAs.




