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and the regulation of EZH2 by phosphorylation 
and different signaling pathways.

2. INTRODUCTION 

EZH2 is a bona fide histone 
methyltransferase, methylating histone 3 
at lysine 27 (H3K27) leading to a selective 
suppression of gene transcription through a 
change in chromatin formation (1). It is an 
integral component of the polycomb repressive 
complex (PRC) 2. Polycomb proteins are an 
evolutionarily conserved family of chromatin 
regulators known best for their function in 
establishing and maintaining epigenetic memory 
during development. Besides EZH2, PRC2 
consists of additional two core components: 
embryonic ectoderm development (EED), and 
suppressor of zeste 12 (SUZ12) (Figure 1).
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1. ABSTRACT 

Enhancer of zeste homolog 2 (EZH2), 
a catalytic component of polycomb repressive 
complex 2 (PRC2), epigenetically regulates 
chromatin structure and gene expression 
through trimethylation at histone H3K27 and 
recruitment of DNA methyltransferases for 
gene silencing. Despite extensive studies of 
the role of EZH2 in cancer progression and 
malignancy, increasing evidences suggest that 
EZH2 plays a critical role in stem cells renewal, 
maintenance, and differentiation into specific 
cell lineages. Here, we reviewed the update 
information regarding how EZH2 contributes 
to stem cell maintenance and cell lineage 
determination (including gonadogenesis, 
neurogenesis, myogenesis, osteogenesis, 
hematopoiesis, lymphopoiesis, adipogenesis, 
epidermal differentiation and hepatogenesis), 
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Since EZH2 displays histone 
methyltransferase activity, epigenetic 
mechanisms are frequently invoked in 
explaining developmental and physiological 
consequences upon its loss or overexpression. 
The role of EZH2 in cancer progression and 
malignancy has been extensively studied 
in the last decade (2, 3). Moreover, growing 
evidences demonstrate that the PRC2 
proteins are critical for the regulation of gene 
expressions in stem cells maintenance and 
lineage specification (4). Here, we focus on the 
recent progress regarding the roles of EZH2 
in ontogenesis, pathways underlying cell fate 
decision and its regulatory mechanisms.

3. EZH2 FUNCTIONS IN ONTOGENESIS 

During ontogenesis, cell proliferation, 
differentiation, and morphogenesis have to 

be tightly coordinated. This process involves 
extensive changes in gene expression, which 
entails epigenetic mechanisms such as DNA 
methylation, nucleosome remodeling, and post-
translational modifications of the histones  (5). 
Epigenetic modifications mark the genome as 
regions that are either accessible or closed for 
the transcription machinery (Figure  1). Since 
these modifications can be inherited through 
cell divisions, epigenetic control is thought 
to maintain identity and behavior of a given 
cell type. Accordingly, fate switches from a 
proliferative multipotent progenitor cell to a 
non-dividing terminally differentiated cell type 
are accompanied and potentially controlled by 
changes in epigenetic information.

3.1. Embryonic development
EZH2 is essential for the development 

of embryos and loss of EZH2 leads to the 

Figure 1. Schematic diagram showing three core components of PRC2 complex and suppression of gene transcription via methylating H3K27. 
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embryonic lethality in mice (6). EZH2 deficient 
embryos show impaired growth potential and 
defection in the establishment of embryonic 
stem cells and in the adhesion and differentiation 
of trophoblast cells into giant cells. EZH2 is 
expressed prior to embryo implantation in the 
early stages. Furthermore, EZH2 defection 
induces significant reduction in transcriptional 
level of the pluripotency related marker but 
the up-regulated expression of genes involved 
in germ layer differentiation (7), suggesting 
EZH2 is essential for the early development of 
preimplantation embryos through epigenetic 
modifications and regulation of apoptosis. 
EZH2 deficient embryos displayed impaired 
growth potential, preventing development 
of embryonic stem cells and the onset of 
differentiation of trophectoderm cells (7-9).

3.2. Spermatogenesis and oogenesis
Spermatogenesis is the fundamental 

of male fertility and is under critical controls 
by a variety of epigenetic regulators. EZH2 
plays a ‘non‑classical’ role in the regulation of 
spermatogonial differentiation and apoptosis in 
mouse spermatogenesis (10). It might be important 
for spermatogonial stem cells self-renewal and 
maintenance of pluripotency  (11) suggested 
by its high expression in spermatogonial stem 
cells. Our recent knockout study demonstrated 
that EZH2 deletion promotes spermatogonial 
differentiation and apoptosis  (10). Mu W et al. 
suggest that only the combined loss of EZH1 and 
EZH2 caused a depletion of global H3K27me3 
marks and meiotic arrest in spermatocytes (12). 
The distribution of EZH2 in germ cells is highly 
regulated with its localization predominantly 
restricted to round spermatids in the perinuclear 
acrosome region that could be a specialized 
epigenetic region where methylation of histones 
serves a role in the spermiogenic chromatin 
remodeling inferring that EZH2 might be a 
key effector of this event  (13). Moreover, an 
expression profile of testicular biopsies shows 
that EZH2 is a germ cell-specific epigenetic gene 
upregulated before meiosis (14).

Female fertility and embryonic 
developmental competencies rely on a proper 

maturation of the oocyte, which includes meiosis 
and accurate alignment of chromosomes. 
EZH2 is uncovered to play an important role 
in the control of oocyte meiotic maturation, 
maintains the chromosome accurate alignment 
and oocyte euploidy. Ectopic expression of 
EZH2 results in meiotic maturation of oocyte 
during the MI stage, followed by chromosomal 
dislocation and aneuploidy (15). In the early 
mouse embryo development, EZH2 was 
detected as a maternally inherited protein in the 
oocytes (8, 9). Lack of maternal EZH2 resulted 
in severe growth retardation of neonates (8), 
suggesting the importance of EZH2 in the 
control of female reproduction.

3.3. Neurogenesis
Adult neurogenesis is a process 

that includes the proliferation of neural stem/
progenitor cells, the differentiation of neurons, 
and the integration of new neurons into the 
existing neural circuitry (15). Neurogenesis of 
neural stem cells is promoted by inactivating 
PRC2 protein by knocking out EZH2 (16). 
Cortex-specific deletion of EZH2 at embryonic 
day 12 disrupts cortical neurogenesis and 
alters the timing of cortical development  (17). 
EZH2 also plays a role in pushing the 
neural stem cells toward a neuronal lineage 
during the development. Overexpression of 
EZH2 inhibits astrocyte differentiation but 
promotes oligodendrocyte differentiation  (18). 
EZH2 in neural stem cells is crucial for 
proliferative activity and maintenance of 
neural stemness  (19). As a candidate gene, 
mutations in EZH2 cause Weaver’s syndrome, 
which is characterized by learning disabilities 
and general overgrowth  (20, 21). Conditional 
knockout of EZH2 results in impairments in 
spatial learning and memory, contextual fear 
memory, and pattern separation (22).

3.4. Myogenesis
Skeletal myogenesis provides a useful 

biological context within which to examine 
EZH2 regulation. The expression of EZH2 
is negatively correlated with myogenesis. 
In undifferentiated myoblasts, EZH2 targets 
the promoter region of muscle specific genes 
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to inhibit their expression (23). Induction of 
skeletal muscle cells differentiation leads to 
the dissociation of EZH2 from chromatin, the 
recruitment of developmental modulators and 
the activation of the miR-214 transcription. 
Then the miR-214 negatively regulates EZH2 
through a negative feedback mechanism, 
resulting in accelerated skeletal muscle cells 
differentiation (24). Adult skeletal muscle 
represents a dynamic tissue in our body that 
possesses a remarkable capacity to regenerate 
in response to injury (25, 26). Recent Studies 
reported that the abnormal expression of EZH2 
results in muscle disease. TNF treatment 
induces NF-κB expression by recruiting the 
EZH2 and DNMT3b to inhibit skeletal muscle 
cells differentiation by epigenetic transcriptional 
silencing (27).

3.5. Osteogenesis
There is increasing evidence that 

shows a reciprocal relationship between 
adipogenesis and osteogenesis. Besides other 
molecules, recent studies report that the switch 
between adipogenesis and osteogenesis can be 
epigenetically regulated by EZH2 as followings: 
The histone H3K27me3 methyltransferase 

activity of EZH2 promotes adipogenesis by 
disrupting the WNT/β-Catenin signaling through 
direct binding to the promoters of Wnt genes 
including WNT1, -6, -10a, and -10b to repress 
their expression (28). On the contrary, it has 
recently been reported that suppression of 
methyltransferase activity via phosphorylation 
of EZH2 by cyclin dependent kinase 1 (CDK1) 
results in hMSCs differentiation into osteoblasts 
(Figure 2) (29). It has also been demonstrated 
that dissociation of EZH2 from the promoter 
of myocyte enhancer factor-2 interacting 
transcriptional repressor (MITR) gene, also 
named as histone deacetylase 9c (HDAC9c), 
increases its expression and interaction with 
PPARγ2 in the nucleus to interrupt PPARγ2 
activity and prevent adipogenesis, and thus, 
promoting hMSC osteogenic differentiation (30).

The skeletal defects described in 
heterozygous deletion of EZH2 in early 
mesenchyme tissue is similar to that seen in 
human patients who carry autosomal dominant 
mutations in EZH2 in a condition known as 
Weaver syndrome (21, 31). The bones of 
people with Weaver syndrome grow and 
develop more quickly, both before and after 

Figure 2. Roles of EZH2 in cell lineage determination during development.



Role of EZH2 in ontogenesis

	 951� © 1996-2019

birth, and adults are generally taller, display 
clinodactyly, a larger head (macrocephaly), 
and craniosynostosis  (21). Their general 
overgrowth and advanced bone age suggests 
that the skeletal stem cell pool undergoes 
premature cellular senescence and maturation, 
as we have shown for cultured human BMSCs 
after knockdown of EZH2 (31). Therefore, the 
EZH2 heterozygous mouse could provide a 
promising murine model for Weaver syndrome, 
which could allow us to understand the 
role of EZH2 during skeletal aging. In vivo, 
complete ablation of EZH2 in early limb bud 
mesenchymal cells resulted in limb and cranial 
patterning defects related to altered expression 
of the Hox and zinc finger genes; depression 
and accelerated expression of developmental, 
bone-related extracellular matrix proteins; and 
cyclin-dependent kinase inhibitors critical for 
post-proliferative cell growth arrest  (33,  34). 
A recent study identified that EZH2 ablation 
resulted in trabecular bone patterning 
throughout the entire hindlimbs of newborn 
and 4-week old mice, whereas the trabeculae 
in heterozygous and wild-type controls were 
restricted to the metaphyseal regions of the 
bone (35). These observations suggest that 
ablation of EZH2 not only affects the size of 
the limbs but also affects the localization of 
trabeculae within the hindlimb bones and is 
highly dependent on the levels of EZH2 present 
during embryonic and postnatal development. 
Further studies investigating the mechanism of 
how EZH2 regulates endochondral ossification 
and intramembranous ossification will be 
critical for a greater understanding of how bone 
development is epigenetically regulated.

3.6. Hematopoiesis
EZH2 plays a major role in normal 

hematopoiesis by promoting pluripotency 
maintenance and self-renewal of adult stem 
cells (36, 37). As EZH2, EED or SUZ12 loss-
of-function mutations increase the activity 
of hematopoietic stem cells (HSCs) and 
progenitor cells, PRC2 could contribute to their 
negative control (38). EZH2 overexpression 
in HSCs prevents exhaustion of their long-
term repopulating potential during serial 

transplantation (39-41). Therefore, EZH2 
could prevent stem cell senescence (38) by 
regulating adult HSC differentiation, but not 
their self-renewal capacity (41-43). EZH2 
also increases the pool of quiescent HSCs 
by supporting their proliferation and inhibiting 
apoptosis. However, EZH2 inactivation has 
opposite effects on apoptosis and proliferation 
in multipotent progenitors compared with long-
term HSCs (42). In long-term HSCs, EZH2 is 
associated with hematopoietic differentiation 
and function, cellular growth and proliferation 
and survival (43). Moreover, depletion of EZH2 
in highly proliferating fetal stem cells resulted in 
the failure in hematopoiesis and cardiogenesis 
even in the presence of EZH1 (41). It is still 
not clear how EZH1 and EZH2 coordinate to 
regulate H3K27 methylation and transcription 
during development.

3.7. Lymphopoiesis
EZH2 helps regulate lymphocyte 

production of HSCs. During lymphopoiesis, 
EZH2 is strongly expressed in proliferating 
cells, such as human germinal center B cells, 
cycling T and B lymphocytes and plasmablasts, 
suggesting an important role in cell cycle 
regulation and in lymphocyte division (44-46). 
Conditional knockout studies in mice have 
enabled dissection of the roles of EZH2 in 
lymphopoiesis. In the lymphoid lineages, EZH2 
deletion resulted in impairment of B-lymphoid 
development (41, 43, 46), germinal center B-cell 
formation (47), and terminal differentiation 
of naive CD41 T-cells (48), but it was largely 
dispensable for T-lymphoid development in the 
thymus (49). Although several studies have 
shown that conditional inactivation of EZH2 
appears to have minimal impact on lymphocyte 
function in adult mice, the role of EZH2 in fetal 
lymphopoiesis is less clear. 

3.8. Other cell lineages
In addition to the described cell 

lineages above, EZH2 is involved in the 
regulation of epidermal differentiation and 
hepatogenesis. In epidermal progenitor cells, 
EZH2 is highly expressed to control proliferation 
by repressing CDK-inhibitors, which suppress 
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cell cycle progression. During epidermal 
differentiation, decreased level of EZH2 
reduces cell proliferation and removes histone 
H3K27me3 to recruit AP1 transcriptional factor 
to the structural genes that are required for 
epidermal differentiation  (50). Knockdown of 
EZH2 significantly impairs the proliferative 
and self-renewal capability of murine hepatic 
progenitor cells and promotes the differentiation 
and terminal maturation of hepatocytes as 
measured by detection of the metabolic enzyme 
genes. These results demonstrate that EZH2 
is critical and essential in proliferative and self-
renewal capacity of hepatic progenitor cells 
and prevents them from differentiation (51). 

4. ROLE OF EZH2 IN DIFFERENT 
SIGNALING PATHWAYS

4.1. AKT/STAT3 signaling pathway
STAT3 signaling is considered to play 

important roles in various stem cells (52, 53). 

A series of reports showed that histone methyl 
transferases such as SET7/9 can regulate 
signaling pathways through direct methylation 
of p53, NF-κB, and STAT3  (54‑57), raising 
the possibility that EZH2 might have such 
a property. Previous study has reported 
that the overexpression of EZH2 induces 
STAT3 methylation and promoted STAT3 
activity (Figure  3); and AKT signaling is 
required for the EZH2-STAT3 interaction and 
STAT3 methylation (58). Inhibition of AKT 
signaling decreases STAT3 activity via EZH2 
phosphorylation, implicating that PI3K/AKT 
signaling is an upstream mediator of the EZH2-
STAT3 interaction (58). Activation of the 
PI3K/AKT pathway in glioma is associated 
with adverse clinical outcome and various 
PI3K/AKT inhibitors are being tested in clinical 
trials (59-61). Therefore, it would be interesting 
to examine EZH2 expression as a biomarker 
to predict therapeutic responses to PI3K/AKT 
targeted therapies.

Figure 3. Involvement of EZH2 in suppressing transcription via different signaling pathways.
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4.2. NOTCH signaling pathway
NOTCH receptors and ligands are 

single-pass transmembrane proteins that play 
an important role in cell fate decisions during 
embryonic and postnatal development (62, 63). 
NOTCH receptors are overexpressed in many 
kinds of cancers (64). Previously it was shown 
that NOTCH1 was decreased when EZH2 
was suppressed in cancers (65). Recent 
study found that EZH2 regulated NOTCH1 
expression by directly interacting with the 
NOTCH1 promoter; evidently supporting the 
existence of EZH2-NOTCH1 signaling pathway 
in the malignant gliomas (66). EZH2 acts as 
an activator of the NOTCH1 promoter and 
signaling to expand the stem cell pool, leading 
to accelerated cancer initiation and growth. 
Interestingly this function is independent of 
EZH2 histone methyltransferase activity and of 
its PRC2-binding partners, paving the way for 
novel therapeutic strategies (67). 

4.3. WNT/β-Catenin signaling pathway
The WNT signaling pathways, 

activated by at least nineteen WNT isoforms, 
are considered to play very important roles in 
many cellular processes, such as proliferation, 
differentiation and apoptosis  (68,  69). 
Additionally, the WNT pathway also 
regulates critical aspects during embryonic 
development (68). The WNT signaling pathways 
include four branches: the WNT/β-Catenin 
(canonical) pathway, the planar cell polarity 
(PCP) pathway, the WNT/Ca2+ pathway and 
the protein kinase A pathway (68-70). Among 
these, WNT/β-Catenin signaling pathway has 
been most thoroughly studied. This signaling 
pathway is activated after the WNT proteins 
(including WNT3a) binding to the Frizzleds 
(FZS)/low-density lipoprotein receptor-related 
protein 5/6 (LRP5/6) complex on the cell 
membrane. Then the activation of the pathway 
leads to the stabilization and accumulation 
of β-Catenin in the cytoplasm, which will 
translocate into the nucleus and stimulate 
the transcription of downstream target genes 
(Figure 3). Several studies reported that EZH2 
contributed to constitutive activation of WNT/β-
Catenin signaling pathway directly  (71-73) 

and/or indirectly (74). Previously down 
regulation of EZH2 inhibited the expression 
of WNT3a and β-Catenin significantly, and it 
markedly promoted the expression of GSK-3β 
(glycogen synthase kinase-3β), an inhibitor of 
the WNT/β-Catenin pathway (75).

EZH2 and WNTs are both important 
regulators of development. A previous 
study demonstrated a direct, functional link 
between these two types of developmental 
regulators and show that EZH2 and its H3K27 
methyltransferase activity are required for 
adipogenesis (28). Further, EZH2 appears to 
regulate the size of the developing midbrain 
both by direct repression of cell cycle inhibitors 
and, indirectly, by sustaining canonical WNT/
β-Catenin signaling pathway (76). Recent 
evidence has reported that EZH2 inhibits 
the osteogenic differentiation of MSCs by 
repressing the WNT gene, which leads to 
the inactivation of WNT/β-Catenin signaling 
pathway (28). EZH2 is required to initiate 
skeletal muscle differentiation by modulating 
WNT signaling through the direct repression of 
Wnt antagonists (77).

Genome-wide profiling studies 
revealed the enrichment of H3K27 
methyltransferase EZH2 and associated 
H3K27me3 on WNT genes (78-80). However, it 
was unclear from these studies whether EZH2 
represses WNT expression, as knockdown of 
EZH2 in human embryonic fibroblasts failed to 
increase WNT expression, which could be due 
to insufficient knockdown and/or the functional 
redundancy between EZH1 and EZH2 (80, 81). 
Deletion of EZH2 in embryonic stem cells led 
to depression of many EZH2 target genes. 
However, its effect on WNT expression remains 
unclear (78, 81-84).

5. CONCLUSION AND PERSPECTIVES

The PRC2 proteins are known to 
epigenetically regulate chromatin structure and 
stepwise modulate gene expression profiles to 
maintain stem cell property or enable stem cell 
differentiation into specific cell lineages. In this 
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article, we have described the update information 
regarding EZH2, a catalytic component of PRC2, 
in pluri- or multi-potency of stem cells and cell 
lineage commitment by targeting specific gene 
sets, as well as the regulation of EZH2. Although 
much has been known from genome-wide 
mapping the EZH2-targeted genes in different 
types of cell lines, it will be more meaningful 
to extend these studies to homogeneous 
cell populations from specific developmental 
stages and tissues. Additionally, little is known 
about the EZH2-interacting proteins between 
undifferentiated and differentiated stem cells and 
in specific cell lineages. Proteomics approaches 
will be useful to genome-widely identify these 
EZH2-interacting proteins, which will help further 
identify key modulators of EZH2 in stem cell 
maintenance and lineage specification. More 
understanding of the roles of EZH2 in specific 
cell lineage determination will be beneficial for 
application of stem cells as therapeutics for 
injuries or diseases.

6. ACKNOWLEDGMENT

The authors delightedly acknowledge 
Young Elite Scientists Sponsorship Program 
by CAST (grant no. YESS20160118); National 
Natural Science Foundation of China (grant 
no. 31471352 and 31501198); CAS-TWAS 
President’s Fellowship program for PhD.

7. REFERENCES

1.	 M. Sauvageau and G. Sauvageau: 
Polycomb group proteins: multi-faceted 
regulators of somatic stem cells and 
cancer. Cell Stem Cell, 7(3), 299-313 
(2010) 
DOI: 10.1016/j.stem.2010.08.002

2.	 J. A. Simon and C. A. Lange: Roles of 
the EZH2 histone methyltransferase in 
cancer epigenetics. Mutat Res, 647(1-2), 
21-9 (2008) 
DOI: 10.1016/j.mrfmmm.2008.07.010

3.	 T. Tonini, G. D’Andrilli, A. Fucito, L. 
Gaspa and L. Bagella: Importance of 
Ezh2 polycomb protein in tumorigenesis 
process interfering with the pathway of 

growth suppressive key elements. J Cell 
Physiol, 214(2), 295-300 (2008) 
DOI: 10.1002/jcp.21241

4.	 V. K. Rajasekhar and M. Begemann: 
Concise review: roles of polycomb group 
proteins in development and disease: a 
stem cell perspective. Stem Cells, 25(10), 
2498-510 (2007) 
DOI: 10.1634/stemcells.2006-0608

5.	 T. S. Mikkelsen, M. Ku, D. B. Jaffe, B. Issac, 
E. Lieberman, G. Giannoukos, P. Alvarez, 
W. Brockman, T. K. Kim, R. P. Koche, W. 
Lee, E. Mendenhall, A. O’Donovan, A. 
Presser, C. Russ, X. Xie, A. Meissner, M. 
Wernig, R. Jaenisch, C. Nusbaum, E. S. 
Lander and B. E. Bernstein: Genome-wide 
maps of chromatin state in pluripotent 
and lineage-committed cells. Nature, 
448(7153), 553-60 (2007) 
DOI: 10.1038/nature06008

6.	 D. O’Carroll, S. Erhardt, M. Pagani, S. C. 
Barton, M. A. Surani and T. Jenuwein: The 
polycomb-group gene Ezh2 is required 
for early mouse development. Mol Cell 
Biol, 21(13), 4330-6 (2001) 
DOI: 10.1128/mcb.21.13.4330-4336.2001

7.	 X. J. Huang, X. Wang, X. Ma, S. C. 
Sun, X. Zhou, C. Zhu and H. Liu: EZH2 
is essential for development of mouse 
preimplantation embryos. Reprod Fertil 
Dev, 26(8), 1166-75 (2014) 
DOI: 10.1071/rd13169

8.	 S. Erhardt, I. H. Su, R. Schneider, 
S. Barton, A. J. Bannister, L. Perez-
Burgos, T. Jenuwein, T. Kouzarides, 
A. Tarakhovsky and M. A. Surani: 
Consequences of the depletion of zygotic 
and embryonic enhancer of zeste 2 during 
preimplantation mouse development. 
Development, 130(18), 4235-48 (2003) 

9.	 U. Grossniklaus, J. P. Vielle-Calzada, M. 
A. Hoeppner and W. B. Gagliano: Maternal 
control of embryogenesis by MEDEA, 
a polycomb group gene in Arabidopsis. 
Science, 280(5362), 446-50 (1998) 

10.	 C. Jin, Y. Zhang, Z. P. Wang, X. X. Wang, 
T. C. Sun, X. Y. Li, J. X. Tang, J. M. Cheng, 

https://doi:10.1016/j.stem.2010.08.002
https://doi:10.1016/j.mrfmmm.2008.07.010
https://doi:10.1002/jcp.21241
https://doi:10.1634/stemcells.2006-0608
https://doi:10.1038/nature06008
https://doi:10.1128/mcb.21.13.4330-4336.2001
https://doi:10.1071/rd13169


Role of EZH2 in ontogenesis

	 955� © 1996-2019

J. Li, S. R. Chen, S. L. Deng and Y. X. Liu: 
EZH2 deletion promotes spermatogonial 
differentiation and apoptosis. Reproduction, 
154(5), 615-625 (2017) 
DOI: 10.1530/rep-17-0302

11.	 Q. Zhou, Y. Guo, B. Zheng, B. Shao, 
M. Jiang, G. Wang, T. Zhou, L. Wang, 
Z. Zhou, X. Guo and X. Huang: 
Establishment of a proteome profile and 
identification of molecular markers for 
mouse spermatogonial stem cells. J Cell 
Mol Med, 19(3), 521-34 (2015) 
DOI: 10.1111/jcmm.12407

12.	 W. Mu, J. Starmer, Y. Shibata, D. Yee 
and T. Magnuson: EZH1 in germ cells 
safeguards the function of PRC2 during 
spermatogenesis. Dev Biol, 424(2), 
198‑207 (2017) 
DOI: 10.1016/j.ydbio.2017.02.017

13.	 R. Lambrot, S. Jones, S. Saint-Phar and 
S. Kimmins: Specialized distribution of 
the histone methyltransferase Ezh2 in the 
nuclear apical region of round spermatids 
and its interaction with the histone variant 
H1t2. J Androl, 33(5), 1058-66 (2012) 
DOI: 10.2164/jandrol.111.013870

14.	 M. Wawrzik, A. N. Spiess, R. Herrmann, 
K. Buiting and B. Horsthemke: Expression 
of SNURF-SNRPN upstream transcripts 
and epigenetic regulatory genes during 
human spermatogenesis. Eur J Hum 
Genet, 17(11), 1463-70 (2009) 
DOI: 10.1038/ejhg.2009.83

15.	 C. Zhao, W. Deng and F. H. Gage: 
Mechanisms and functional implications of 
adult neurogenesis. Cell, 132(4), 645‑60 
(2008) 
DOI: 10.1016/j.cell.2008.01.033

16.	 Y. Hirabayashi, N. Suzki, M. Tsuboi, T. A. 
Endo, T. Toyoda, J. Shinga, H. Koseki, 
M. Vidal and Y. Gotoh: Polycomb limits 
the neurogenic competence of neural 
precursor cells to promote astrogenic fate 
transition. Neuron, 63(5), 600-13 (2009) 
DOI: 10.1016/j.neuron.2009.08.021

17.	 J. D. Pereira, S. N. Sansom, J. Smith, 

M. W. Dobenecker, A. Tarakhovsky 
and F. J. Livesey: Ezh2, the histone 
methyltransferase of PRC2, regulates 
the balance between self-renewal and 
differentiation in the cerebral cortex. Proc 
Natl Acad Sci U S A, 107(36), 15957-62 
(2010) 
DOI: 10.1073/pnas.1002530107

18.	 F. Sher, R. Rossler, N. Brouwer, V. 
Balasubramaniyan, E. Boddeke and S. 
Copray: Differentiation of neural stem 
cells into oligodendrocytes: involvement 
of the polycomb group protein Ezh2. 
Stem Cells, 26(11), 2875-83 (2008) 
DOI: 10.1634/stemcells.2008-0121

19.	 F. Sher, E. Boddeke, M. Olah and S. 
Copray: Dynamic changes in Ezh2 gene 
occupancy underlie its involvement 
in neural stem cell self-renewal and 
differentiation towards oligodendrocytes. 
PLoS One, 7(7), e40399 (2012) 
DOI: 10.1371/journal.pone.0040399

20.	 K. Tatton-Brown, S. Hanks, E. Ruark, A. 
Zachariou, V. Duarte Sdel, E. Ramsay, K. 
Snape, A. Murray, E. R. Perdeaux, S. Seal, 
C. Loveday, S. Banka, C. Clericuzio, F. 
Flinter, A. Magee, V. McConnell, M. Patton, 
W. Raith, J. Rankin, M. Splitt, V. Strenger, 
C. Taylor, P. Wheeler, K. I. Temple, T. Cole, 
J. Douglas and N. Rahman: Germline 
mutations in the oncogene EZH2 cause 
Weaver syndrome and increased human 
height. Oncotarget, 2(12), 1127-33 (2011) 
DOI: 10.18632/oncotarget.385

21.	 W. T. Gibson, R. L. Hood, S. H. Zhan, D. 
E. Bulman, A. P. Fejes, R. Moore, A. J. 
Mungall, P. Eydoux, R. Babul-Hirji, J. An, 
M. A. Marra, D. Chitayat, K. M. Boycott, 
D. D. Weaver and S. J. Jones: Mutations 
in EZH2 cause Weaver syndrome. Am J 
Hum Genet, 90(1), 110-8 (2012) 
DOI: 10.1016/j.ajhg.2011.11.018

22.	 J. Zhang, F. Ji, Y. Liu, X. Lei, H. Li, G. Ji, 
Z. Yuan and J. Jiao: Ezh2 regulates adult 
hippocampal neurogenesis and memory. 
J Neurosci, 34(15), 5184-99 (2014) 
DOI: 10.1523/jneurosci.4129-13.2014

https://doi:10.1530/rep-17-0302
https://doi:10.1111/jcmm.12407
https://doi:10.1016/j.ydbio.2017.02.017
https://doi:10.2164/jandrol.111.013870
https://doi:10.1038/ejhg.2009.83
https://doi:10.1016/j.cell.2008.01.033
https://doi:10.1016/j.neuron.2009.08.021
https://doi:10.1073/pnas.1002530107
https://doi:10.1634/stemcells.2008-0121
https://doi:10.1371/journal.pone.0040399
https://doi:10.18632/oncotarget.385
https://doi:10.1016/j.ajhg.2011.11.018
https://doi:10.1523/jneurosci.4129-13.2014


Role of EZH2 in ontogenesis

	 956� © 1996-2019

23.	 G. Caretti, D. Palacios, V. Sartorelli and 
P. L. Puri: Phosphoryl-EZH-ion. Cell Stem 
Cell, 8(3), 262-5 (2011) 
DOI: 10.1016/j.stem.2011.02.012

24.	 A. H. Juan, R. M. Kumar, J. G. Marx, 
R. A. Young and V. Sartorelli: Mir-214-
dependent regulation of the polycomb 
protein Ezh2 in skeletal muscle and 
embryonic stem cells. Mol Cell, 36(1), 
61-74 (2009) 
DOI: 10.1016/j.molcel.2009.08.008

25.	 F. Le Grand and M. Rudnicki: Satellite and 
stem cells in muscle growth and repair. 
Development, 134(22), 3953-7 (2007) 
DOI: 10.1242/dev.005934

26.	 B. Peault, M. Rudnicki, Y. Torrente, G. 
Cossu, J. P. Tremblay, T. Partridge, E. 
Gussoni, L. M. Kunkel and J. Huard: Stem 
and progenitor cells in skeletal muscle 
development, maintenance, and therapy. 
Mol Ther, 15(5), 867-77 (2007) 
DOI: 10.1038/mt.sj.6300145

27.	 S. Acharyya, S. M. Sharma, A. S. Cheng, 
K. J. Ladner, W. He, W. Kline, H. Wang, 
M. C. Ostrowski, T. H. Huang and D. C. 
Guttridge: TNF inhibits Notch-1 in skeletal 
muscle cells by Ezh2 and DNA methylation 
mediated repression: implications in 
duchenne muscular dystrophy. PLoS 
One, 5(8), e12479 (2010) 
DOI: 10.1371/journal.pone.0012479

28.	 L. Wang, Q. Jin, J. E. Lee, I. H. Su and 
K. Ge: Histone H3K27 methyltransferase 
Ezh2 represses Wnt genes to facilitate 
adipogenesis. Proc Natl Acad Sci U S A, 
107(16), 7317-22 (2010) 
DOI: 10.1073/pnas.1000031107

29.	 Y. Wei, Y. H. Chen, L. Y. Li, J. Lang, S. 
P. Yeh, B. Shi, C. C. Yang, J. Y. Yang, C. 
Y. Lin, C. C. Lai and M. C. Hung: CDK1-
dependent phosphorylation of EZH2 
suppresses methylation of H3K27 and 
promotes osteogenic differentiation of 
human mesenchymal stem cells. Nat Cell 
Biol, 13(1), 87-94 (2011) 
DOI: 10.1038/ncb2139

30.	 Y. H. Chen, F. L. Yeh, S. P. Yeh, H. T. 
Ma, S. C. Hung, M. C. Hung and L. Y. Li: 
Myocyte enhancer factor-2 interacting 
transcriptional repressor (MITR) is a 
switch that promotes osteogenesis and 
inhibits adipogenesis of mesenchymal 
stem cells by inactivating peroxisome 
proliferator-activated receptor gamma-2. 
J Biol Chem, 286(12), 10671-80 (2011) 
DOI: 10.1074/jbc.M110.199612

31.	 P. Mikalef, T. Beslikas, I. Gigis, I. Bisbinas, 
T. Papageorgiou and I. Christoforides: 
Weaver syndrome associated with 
bilateral congenital hip and unilateral 
subtalar dislocation. Hippokratia, 14(3), 
212-4 (2010) 

32.	 D. Cakouros, S. Isenmann, L. Cooper, 
A. Zannettino, P. Anderson, C. Glackin 
and S. Gronthos: Twist-1 induces Ezh2 
recruitment regulating histone methylation 
along the Ink4A/Arf locus in mesenchymal 
stem cells. Mol Cell Biol, 32(8), 1433-41 
(2012) 
DOI: 10.1128/mcb.06315-11

33.	 A. Dudakovic, E. T. Camilleri, F. Xu, S. M. 
Riester, M. E. McGee-Lawrence, E. W. 
Bradley, C. R. Paradise, E. A. Lewallen, 
R. Thaler, D. R. Deyle, A. N. Larson, D. 
G. Lewallen, A. B. Dietz, G. S. Stein, 
M. A. Montecino, J. J. Westendorf and 
A. J. van Wijnen: Epigenetic Control of 
Skeletal Development by the Histone 
Methyltransferase Ezh2. J Biol Chem, 
290(46), 27604-17 (2015) 
DOI: 10.1074/jbc.M115.672345

34.	 L. A. Wyngaarden, P. Delgado-Olguin, 
I. H. Su, B. G. Bruneau and S. Hopyan: 
Ezh2 regulates anteroposterior axis 
specification and proximodistal axis 
elongation in the developing limb. 
Development, 138(17), 3759-67 (2011) 
DOI: 10.1242/dev.063180

35.	 S. Hemming, D. Cakouros, J. Codrington, 
K. Vandyke, A. Arthur, A. Zannettino 
and S. Gronthos: EZH2 deletion in early 
mesenchyme compromises postnatal 
bone microarchitecture and structural 

https://doi:10.1016/j.stem.2011.02.012
https://doi:10.1016/j.molcel.2009.08.008
https://doi:10.1242/dev.005934
https://doi:10.1038/mt.sj.6300145
https://doi:10.1371/journal.pone.0012479
https://doi:10.1073/pnas.1000031107
https://doi:10.1038/ncb2139
https://doi:10.1074/jbc.M110.199612
https://doi:10.1128/mcb.06315-11
https://doi:10.1074/jbc.M115.672345
https://doi:10.1242/dev.063180


Role of EZH2 in ontogenesis

	 957� © 1996-2019

integrity and accelerates remodeling. 
Faseb j, 31(3), 1011-1027 (2017) 
DOI: 10.1096/fj.201600748R

36.	 R. Margueron and D. Reinberg: The 
Polycomb complex PRC2 and its mark in 
life. Nature, 469(7330), 343-9 (2011) 
DOI: 10.1038/nature09784

37.	 L. Di Croce and K. Helin: Transcriptional 
regulation by Polycomb group proteins. 
Nat Struct Mol Biol, 20(10), 1147-55 
(2013) 
DOI: 10.1038/nsmb.2669

38.	 I. J. Majewski, M. E. Ritchie, B. Phipson, 
J. Corbin, M. Pakusch, A. Ebert, M. 
Busslinger, H. Koseki, Y. Hu, G. K. Smyth, 
W. S. Alexander, D. J. Hilton and M. E. 
Blewitt: Opposing roles of polycomb 
repressive complexes in hematopoietic 
stem and progenitor cells. Blood, 116(5), 
731-9 (2010) 
DOI: 10.1182/blood-2009-12-260760

39.	 L. M. Kamminga, L. V. Bystrykh, A. de 
Boer, S. Houwer, J. Douma, E. Weersing, 
B. Dontje and G. de Haan: The Polycomb 
group gene Ezh2 prevents hematopoietic 
stem cell exhaustion. Blood, 107(5), 
2170-9 (2006) 
DOI: 10.1182/blood-2005-09-3585

40.	 R. H. Chou, Y. L. Yu and M. C. Hung: The 
roles of EZH2 in cell lineage commitment. 
Am J Transl Res, 3(3), 243-50 (2011) 

41.	 M. Mochizuki-Kashio, Y. Mishima, 
S. Miyagi, M. Negishi, A. Saraya, T. 
Konuma, J. Shinga, H. Koseki and A. 
Iwama: Dependency on the polycomb 
gene Ezh2 distinguishes fetal from adult 
hematopoietic stem cells. Blood, 118(25), 
6553-61 (2011) 
DOI: 10.1182/blood-2011-03-340554

42.	 A. Herrera-Merchan, L. Arranz, J. M. 
Ligos, A. de Molina, O. Dominguez and S. 
Gonzalez: Ectopic expression of the histone 
methyltransferase Ezh2 in haematopoietic 
stem cells causes myeloproliferative 
disease. Nat Commun, 3, 623 (2012) 
DOI: 10.1038/ncomms1623

43.	 H. Xie, J. Xu, J. H. Hsu, M. Nguyen, 
Y. Fujiwara, C. Peng and S. H. Orkin: 
Polycomb repressive complex 2 regulates 
normal hematopoietic stem cell function in 
a developmental-stage-specific manner. 
Cell Stem Cell, 14(1), 68-80 (2014) 
DOI: 10.1016/j.stem.2013.10.001

44.	 K. L. Good-Jacobson: Regulation 
of germinal center, B-cell memory, 
and plasma cell formation by histone 
modifiers. Front Immunol, 5, 596 (2014) 
DOI: 10.3389/fimmu.2014.00596

45.	 T. Fukuyama, T. Otsuka, H. Shigematsu, 
N. Uchida, F. Arima, Y. Ohno, H. Iwasaki, 
T. Fukuda and Y. Niho: Proliferative 
involvement of ENX-1, a putative human 
polycomb group gene, in haematopoietic 
cells. Br J Haematol, 108(4), 842-7 (2000) 

46.	 I. H. Su, A. Basavaraj, A. N. Krutchinsky, 
O. Hobert, A. Ullrich, B. T. Chait and 
A. Tarakhovsky: Ezh2 controls B cell 
development through histone H3 
methylation and Igh rearrangement. Nat 
Immunol, 4(2), 124-31 (2003) 
DOI: 10.1038/ni876

47.	 W. Beguelin, R. Popovic, M. Teater, Y. 
Jiang, K. L. Bunting, M. Rosen, H. Shen, 
S. N. Yang, L. Wang, T. Ezponda, E. 
Martinez-Garcia, H. Zhang, Y. Zheng, S. 
K. Verma, M. T. McCabe, H. M. Ott, G. 
S. Van Aller, R. G. Kruger, Y. Liu, C. F. 
McHugh, D. W. Scott, Y. R. Chung, N. 
Kelleher, R. Shaknovich, C. L. Creasy, R. 
D. Gascoyne, K. K. Wong, L. Cerchietti, 
R. L. Levine, O. Abdel-Wahab, J. D. Licht, 
O. Elemento and A. M. Melnick: EZH2 
is required for germinal center formation 
and somatic EZH2 mutations promote 
lymphoid transformation. Cancer Cell, 
23(5), 677-92 (2013) 
DOI: 10.1016/j.ccr.2013.04.011

48.	 Y. Zhang, S. Kinkel, J. Maksimovic, E. 
Bandala-Sanchez, M. C. Tanzer, G. 
Naselli, J. G. Zhang, Y. Zhan, A. M. Lew, 
J. Silke, A. Oshlack, M. E. Blewitt and L. 
C. Harrison: The polycomb repressive 
complex 2 governs life and death of 

https://doi:10.1096/fj.201600748R
https://doi:10.1038/nature09784
https://doi:10.1038/nsmb.2669
https://doi:10.1182/blood-2009-12-260760
https://doi:10.1182/blood-2005-09-3585
https://doi:10.1182/blood-2011-03-340554
https://doi:10.1038/ncomms1623
https://doi:10.1016/j.stem.2013.10.001
https://doi:10.3389/fimmu.2014.00596
https://doi:10.1038/ni876
https://doi:10.1016/j.ccr.2013.04.011


Role of EZH2 in ontogenesis

	 958� © 1996-2019

peripheral T cells. Blood, 124(5), 737-49 
(2014) 
DOI: 10.1182/blood-2013-12-544106

49.	 I. H. Su, M. W. Dobenecker, E. Dickinson, 
M. Oser, A. Basavaraj, R. Marqueron, 
A. Viale, D. Reinberg, C. Wulfing and A. 
Tarakhovsky: Polycomb group protein 
ezh2 controls actin polymerization and 
cell signaling. Cell, 121(3), 425-36 (2005) 
DOI: 10.1016/j.cell.2005.02.029

50.	 E. Ezhkova, H. A. Pasolli, J. S. Parker, 
N. Stokes, I. H. Su, G. Hannon, A. 
Tarakhovsky and E. Fuchs: Ezh2 
orchestrates gene expression for the 
stepwise differentiation of tissue-specific 
stem cells. Cell, 136(6), 1122-35 (2009) 
DOI: 10.1016/j.cell.2008.12.043

51.	 R. Aoki, T. Chiba, S. Miyagi, M. Negishi, 
T. Konuma, H. Taniguchi, M. Ogawa, O. 
Yokosuka and A. Iwama: The polycomb 
group gene product Ezh2 regulates 
proliferation and differentiation of murine 
hepatic stem/progenitor cells. J Hepatol, 
52(6), 854-63 (2010) 
DOI: 10.1016/j.jhep.2010.01.027

52.	 O. A. Guryanova, Q. Wu, L. Cheng, J. D. 
Lathia, Z. Huang, J. Yang, J. MacSwords, C. 
E. Eyler, R. E. McLendon, J. M. Heddleston, 
W. Shou, D. Hambardzumyan, J. Lee, A. B. 
Hjelmeland, A. E. Sloan, M. Bredel, G. R. 
Stark, J. N. Rich and S. Bao: Nonreceptor 
tyrosine kinase BMX maintains self-renewal 
and tumorigenic potential of glioblastoma 
stem cells by activating STAT3. Cancer 
Cell, 19(4), 498-511 (2011) 
DOI: 10.1016/j.ccr.2011.03.004

53.	 P. Yue and J. Turkson: Targeting STAT3 
in cancer: how successful are we? Expert 
Opin Investig Drugs, 18(1), 45-56 (2009) 
DOI: 10.1517/13543780802565791

54.	 J. Huang, L. Perez-Burgos, B. J. Placek, 
R. Sengupta, M. Richter, J. A. Dorsey, S. 
Kubicek, S. Opravil, T. Jenuwein and S. 
L. Berger: Repression of p53 activity by 
Smyd2-mediated methylation. Nature, 
444(7119), 629-32 (2006) 
DOI: 10.1038/nature05287

55.	 T. Lu, M. W. Jackson, B. Wang, M. Yang, 
M. R. Chance, M. Miyagi, A. V. Gudkov 
and G. R. Stark: Regulation of NF-kappaB 
by NSD1/FBXL11-dependent reversible 
lysine methylation of p65. Proc Natl Acad 
Sci U S A, 107(1), 46-51 (2010) 
DOI: 10.1073/pnas.0912493107

56.	 G. R. Stark, Y. Wang and T. Lu: 
Lysine methylation of promoter-bound 
transcription factors and relevance to 
cancer. Cell Res, 21(3), 375-80 (2011) 
DOI: 10.1038/cr.2010.174

57.	 J. Yang, J. Huang, M. Dasgupta, N. 
Sears, M. Miyagi, B. Wang, M. R. 
Chance, X. Chen, Y. Du, Y. Wang, L. 
An, Q. Wang, T. Lu, X. Zhang, Z. Wang 
and G. R. Stark: Reversible methylation 
of promoter-bound STAT3 by histone-
modifying enzymes. Proc Natl Acad Sci U 
S A, 107(50), 21499-504 (2010) 
DOI: 10.1073/pnas.1016147107

58.	 E. Kim, M. Kim, D. H. Woo, Y. Shin, J. 
Shin, N. Chang, Y. T. Oh, H. Kim, J. Rheey, 
I. Nakano, C. Lee, K. M. Joo, J. N. Rich, 
D. H. Nam and J. Lee: Phosphorylation 
of EZH2 activates STAT3 signaling 
via STAT3 methylation and promotes 
tumorigenicity of glioblastoma stem-like 
cells. Cancer Cell, 23(6), 839-52 (2013) 
DOI: 10.1016/j.ccr.2013.04.008

59.	 Q. W. Fan, Z. A. Knight, D. D. Goldenberg, 
W. Yu, K. E. Mostov, D. Stokoe, K. M. 
Shokat and W. A. Weiss: A dual PI3 
kinase/mTOR inhibitor reveals emergent 
efficacy in glioma. Cancer Cell, 9(5), 
341-9 (2006) 
DOI: 10.1016/j.ccr.2006.03.029

60.	 Q. W. Fan and W. A. Weiss: Targeting 
the RTK-PI3K-mTOR axis in malignant 
glioma: overcoming resistance. Curr Top 
Microbiol Immunol, 347, 279-96 (2010) 
DOI: 10.1007/82_2010_67

61.	 R. G. Verhaak, K. A. Hoadley, E. Purdom, 
V. Wang, Y. Qi, M. D. Wilkerson, C. R. 
Miller, L. Ding, T. Golub, J. P. Mesirov, 
G. Alexe, M. Lawrence, M. O’Kelly, 
P. Tamayo, B. A. Weir, S. Gabriel, W. 

https://doi:10.1182/blood-2013-12-544106
https://doi:10.1016/j.cell.2005.02.029
https://doi:10.1016/j.cell.2008.12.043
https://doi:10.1016/j.jhep.2010.01.027
https://doi:10.1016/j.ccr.2011.03.004
https://doi:10.1517/13543780802565791
https://doi:10.1038/nature05287
https://doi:10.1073/pnas.0912493107
https://doi:10.1038/cr.2010.174
https://doi:10.1073/pnas.1016147107
https://doi:10.1016/j.ccr.2013.04.008
https://doi:10.1016/j.ccr.2006.03.029
https://doi:10.1007/82_2010_67


Role of EZH2 in ontogenesis

	 959� © 1996-2019

Winckler, S. Gupta, L. Jakkula, H. S. 
Feiler, J. G. Hodgson, C. D. James, J. 
N. Sarkaria, C. Brennan, A. Kahn, P. T. 
Spellman, R. K. Wilson, T. P. Speed, J. W. 
Gray, M. Meyerson, G. Getz, C. M. Perou 
and D. N. Hayes: Integrated genomic 
analysis identifies clinically relevant 
subtypes of glioblastoma characterized 
by abnormalities in PDGFRA, IDH1, 
EGFR, and NF1. Cancer Cell, 17(1), 
98-110 (2010) 
DOI: 10.1016/j.ccr.2009.12.020

62.	 S. Artavanis-Tsakonas, M. D. Rand and R. 
J. Lake: Notch signaling: cell fate control 
and signal integration in development. 
Science, 284(5415), 770-6 (1999) 

63.	 B. J. Nickoloff, B. A. Osborne and L. 
Miele: Notch signaling as a therapeutic 
target in cancer: a new approach to the 
development of cell fate modifying agents. 
Oncogene, 22(42), 6598-608 (2003) 
DOI: 10.1038/sj.onc.1206758

64.	 S. Shao, X. Zhao, X. Zhang, M. Luo, X. 
Zuo, S. Huang, Y. Wang, S. Gu and X. 
Zhao: Notch1 signaling regulates the 
epithelial-mesenchymal transition and 
invasion of breast cancer in a Slug-
dependent manner. Mol Cancer, 14, 28 
(2015) 
DOI: 10.1186/s12943-015-0295-3

65.	 B. Bao, S. Ali, S. Banerjee, Z. Wang, F. 
Logna, A. S. Azmi, D. Kong, A. Ahmad, Y. 
Li, S. Padhye and F. H. Sarkar: Curcumin 
analogue CDF inhibits pancreatic tumor 
growth by switching on suppressor 
microRNAs and attenuating EZH2 
expression. Cancer Res, 72(1), 335-45 
(2012) 
DOI: 10.1158/0008-5472.can-11-2182

66.	 X. Zheng, B. Pang, G. Gu, T. Gao, R. 
Zhang, Q. Pang and Q. Liu: Melatonin 
Inhibits Glioblastoma Stem-like cells 
through Suppression of EZH2-NOTCH1 
Signaling Axis. Int J Biol Sci, 13(2), 
245‑253 (2017) 
DOI: 10.7150/ijbs.16818

67.	 M. E. Gonzalez, H. M. Moore, X. Li, K. A. 

Toy, W. Huang, M. S. Sabel, K. M. Kidwell 
and C. G. Kleer: EZH2 expands breast 
stem cells through activation of NOTCH1 
signaling. Proc Natl Acad Sci U S A, 
111(8), 3098-103 (2014) 
DOI: 10.1073/pnas.1308953111

68.	 M. J. Smalley and T. C. Dale: Wnt 
signalling in mammalian development 
and cancer. Cancer Metastasis Rev, 
18(2), 215-30 (1999) 

69.	 H. Clevers: Wnt/beta-catenin signaling in 
development and disease. Cell, 127(3), 
469-80 (2006) 
DOI: 10.1016/j.cell.2006.10.018

70.	 A. E. Chen, D. D. Ginty and C. M. Fan: 
Protein kinase A signalling via CREB 
controls myogenesis induced by Wnt 
proteins. Nature, 433(7023), 317-22 
(2005) 
DOI: 10.1038/nature03126

71.	 B. Shi, J. Liang, X. Yang, Y. Wang, Y. 
Zhao, H. Wu, L. Sun, Y. Zhang, Y. Chen, 
R. Li, Y. Zhang, M. Hong and Y. Shang: 
Integration of estrogen and Wnt signaling 
circuits by the polycomb group protein 
EZH2 in breast cancer cells. Mol Cell Biol, 
27(14), 5105-19 (2007) 
DOI: 10.1128/mcb.00162-07

72.	 X. Li, M. E. Gonzalez, K. Toy, T. Filzen, 
S. D. Merajver and C. G. Kleer: Targeted 
overexpression of EZH2 in the mammary 
gland disrupts ductal morphogenesis 
and causes epithelial hyperplasia. Am J 
Pathol, 175(3), 1246-54 (2009) 
DOI: 10.2353/ajpath.2009.090042

73.	 A. S. Cheng, S. S. Lau, Y. Chen, Y. 
Kondo, M. S. Li, H. Feng, A. K. Ching, K. 
F. Cheung, H. K. Wong, J. H. Tong, H. Jin, 
K. W. Choy, J. Yu, K. F. To, N. Wong, T. 
H. Huang and J. J. Sung: EZH2-mediated 
concordant repression of Wnt antagonists 
promotes beta-catenin-dependent 
hepatocarcinogenesis. Cancer Res, 
71(11), 4028-39 (2011) 
DOI: 10.1158/0008-5472.can-10-3342

74.	 H. Y. Jung, S. Jun, M. Lee, H. C. Kim, X. 

https://doi:10.1016/j.ccr.2009.12.020
https://doi:10.1038/sj.onc.1206758
https://doi:10.1186/s12943-015-0295-3
https://doi:10.1158/0008-5472.can-11-2182
https://doi:10.7150/ijbs.16818
https://doi:10.1073/pnas.1308953111
https://doi:10.1016/j.cell.2006.10.018
https://doi:10.1038/nature03126
https://doi:10.1128/mcb.00162-07
https://doi:10.2353/ajpath.2009.090042
https://doi:10.1158/0008-5472.can-10-3342


Role of EZH2 in ontogenesis

	 960� © 1996-2019

Wang, H. Ji, P. D. McCrea and J. I. Park: 
PAF and EZH2 induce Wnt/beta-catenin 
signaling hyperactivation. Mol Cell, 52(2), 
193-205 (2013) 
DOI: 10.1016/j.molcel.2013.08.028

75.	 J. B. Yuan, L. Y. Yang, Z. Y. Tang, X. B. 
Zu and L. Qi: Down-regulation of EZH2 by 
RNA interference inhibits proliferation and 
invasion of ACHN cells via the Wnt/beta- 
catenin pathway. Asian Pac J Cancer 
Prev, 13(12), 6197-201 (2012) 

76.	 M. Zemke, K. Draganova, A. Klug, A. 
Scholer, L. Zurkirchen, M. H. Gay, P. 
Cheng, H. Koseki, T. Valenta, D. Schubeler, 
K. Basler and L. Sommer: Loss of Ezh2 
promotes a midbrain-to-forebrain identity 
switch by direct gene derepression and 
Wnt-dependent regulation. BMC Biol, 13, 
103 (2015) 
DOI: 10.1186/s12915-015-0210-9

77.	 A. Adhikari and J. Davie: JARID2 and 
the PRC2 complex regulate skeletal 
muscle differentiation through regulation 
of canonical Wnt signaling. Epigenetics 
Chromatin, 11(1), 46 (2018) 
DOI: 10.1186/s13072-018-0217-x

78.	 T. I. Lee, R. G. Jenner, L. A. Boyer, M. G. 
Guenther, S. S. Levine, R. M. Kumar, B. 
Chevalier, S. E. Johnstone, M. F. Cole, K. 
Isono, H. Koseki, T. Fuchikami, K. Abe, 
H. L. Murray, J. P. Zucker, B. Yuan, G. W. 
Bell, E. Herbolsheimer, N. M. Hannett, K. 
Sun, D. T. Odom, A. P. Otte, T. L. Volkert, 
D. P. Bartel, D. A. Melton, D. K. Gifford, 
R. Jaenisch and R. A. Young: Control of 
developmental regulators by Polycomb 
in human embryonic stem cells. Cell, 
125(2), 301-13 (2006) 
DOI: 10.1016/j.cell.2006.02.043

79.	 A. Kirmizis, S. M. Bartley, A. Kuzmichev, 
R. Margueron, D. Reinberg, R. Green 
and P. J. Farnham: Silencing of human 
polycomb target genes is associated with 
methylation of histone H3 Lys 27. Genes 
Dev, 18(13), 1592-605 (2004) 
DOI: 10.1101/gad.1200204

80.	 A. P. Bracken, N. Dietrich, D. Pasini, 
K. H. Hansen and K. Helin: Genome-
wide mapping of Polycomb target genes 
unravels their roles in cell fate transitions. 
Genes Dev, 20(9), 1123-36 (2006) 
DOI: 10.1101/gad.381706

81.	 X. Shen, Y. Liu, Y. J. Hsu, Y. Fujiwara, J. 
Kim, X. Mao, G. C. Yuan and S. H. Orkin: 
EZH1 mediates methylation on histone 
H3 lysine 27 and complements EZH2 
in maintaining stem cell identity and 
executing pluripotency. Mol Cell, 32(4), 
491-502 (2008) 
DOI: 10.1016/j.molcel.2008.10.016

82.	 L. A. Boyer, K. Plath, J. Zeitlinger, T. 
Brambrink, L. A. Medeiros, T. I. Lee, 
S. S. Levine, M. Wernig, A. Tajonar, 
M. K. Ray, G. W. Bell, A. P. Otte, M. 
Vidal, D. K. Gifford, R. A. Young and R. 
Jaenisch: Polycomb complexes repress 
developmental regulators in murine 
embryonic stem cells. Nature, 441(7091), 
349-53 (2006) 
DOI: 10.1038/nature04733

83.	 D. Pasini, A. P. Bracken, J. B. Hansen, M. 
Capillo and K. Helin: The polycomb group 
protein Suz12 is required for embryonic 
stem cell differentiation. Mol Cell Biol, 
27(10), 3769-79 (2007) 
DOI: 10.1128/mcb.01432-06

84.	 S. J. Chamberlain, D. Yee and T. 
Magnuson: Polycomb repressive complex 
2 is dispensable for maintenance of 
embryonic stem cell pluripotency. Stem 
Cells, 26(6), 1496-505 (2008) 
DOI: 10.1634/stemcells.2008-0102

Key Words: Organogenesis, PCR2, 
H3K27me3, Cell Fate Decision, Embryonic 
Development, Review

Send correspondence to: Batool Aalia, State 
Key Laboratory of Stem Cell and Reproductive 
Biology, Institute of Zoology, Chinese 
Academy of Sciences, Beijing, 100101, China, 
Tel: 86-010-64807038, Fax: 86-010-64807038, 
E-mail: batool_qau@hotmail.com

https://doi:10.1016/j.molcel.2013.08.028
https://doi:10.1186/s12915-015-0210-9
https://doi:10.1186/s13072-018-0217-x
https://doi:10.1016/j.cell.2006.02.043
https://doi:10.1101/gad.1200204
https://doi:10.1101/gad.381706
https://doi:10.1016/j.molcel.2008.10.016
https://doi:10.1038/nature04733
https://doi:10.1128/mcb.01432-06
https://doi:10.1634/stemcells.2008-0102
mailto:batool_qau%40hotmail.com?subject=

