
Chapter 17
A Structural Perspective on Gene
Repression by Polycomb Repressive
Complex 2

Xin Liu

Abstract Polycomb Repressive Complex 2 (PRC2) is a major repressive chromatin
complex formed by the Polycomb Group (PcG) proteins. PRC2 mediates trimethy-
lation of histone H3 lysine 27 (H3K27me3), a hallmark of gene silencing. PRC2 is
a key regulator of development, impacting many fundamental biological processes,
like stem cell differentiation in mammals and vernalization in plants. Misregula-
tion of PRC2 function is linked to a variety of human cancers and developmental
disorders. In correlation with its diverse roles in development, PRC2 displays a high
degree of compositional complexity and plasticity. Structural biology research over
the past decadehas shed light on themolecularmechanismsof the assembly, catalysis,
allosteric activation, autoinhibition, chemical inhibition, dimerization and chromatin
targeting of various developmentally regulated PRC2 complexes. In addition to these
aspects, structure-function analysis is also discussed in connection with disease data
in this chapter.

Keywords Polycomb repressive complex 2 (PRC2) · Chromatin · Epigenetics ·
Histone methylation · Gene repression · Structural biology

Introduction

Polycomb (PC), the foundingmember of the family of PolycombGroup (PcG) genes,
was originally identified in Drosophila melanogaster to control segmentation by
repressing homeotic (HOX) genes (Lewis 1978), which are known to dictate the
development of anatomical structures in different species, like insects, mammals and
plants. Compared to their counterparts inDrosophila, PcGproteins are conserved, but
more diverse inmammals and plants (Hennig andDerkacheva 2009; Schuettengruber
et al. 2017). PcG proteins impact a variety of fundamental biological processes,
ranging from stem cell differentiation and X-chromosome inactivation in mammals
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to vernalization in plants (Wutz 2011; Whittaker and Dean 2017; Aloia et al. 2013).
On the molecular level, PcG proteins assemble into two major repressive chromatin
complexes, Polycomb Repressive Complex 1 (PRC1) and PRC2 (Fig. 17.1). Both
PRC1 and PRC2 are histonemodifying enzyme complexes; whereas PRC1 is respon-
sible for monoubiquitination of histone H2A lysine 119 (H2AK119ub) (Wang et al.
2004a), PRC2 mediates trimethylation of histone H3 lysine 27 (H3K27me3) (Cao
et al. 2002;Czermin et al. 2002;Kuzmichev et al. 2002;Muller et al. 2002) (Fig. 17.1).
Both H2AK119ub and H3K27me3 are repressive histone marks and in particular
H3K27me3 is considered as a hallmark of silent chromatin. PcG proteins also form
the Polycomb Repressive-Deubiquitinase complex (PR-DUB), which removes ubiq-
uitin from H2AK119ub but, intriguingly, is also required for PcG-mediated gene
silencing (Scheuermann et al. 2010).

Polycomb Response Elements (PREs) containing clusters of DNA motifs direct
specific chromatin targeting of PRC1 and PRC2 in Drosophila, via cognate tran-
scription factors (Ringrose and Paro 2007). In contrast, mammalian counterparts
of Drosophila PREs appear to be lacking (Ringrose and Paro 2007). Recruitment
of PRC1 and PRC2 can be interdependent. For example, in a hierarchical recruit-
ment model, PRC2 is targeted to chromatin to install H3K27me3, which in turn
recruits PRC1 through anH3K27me3 reader protein (Wang et al. 2004b). Conversely,

Fig. 17.1 Compositions of distinct classes of PRC1 and PRC2. Compositions of six classes of
PRC1 (PRC1.1–PRC1.6) and two classes of PRC2 (PRC2.1 and PRC2.2) are shown, with the core
and accessory subunits clustered separately. Histone modifications mediated by PRC1 and PRC2
are also indicated. Proteins identified from proteomics are shown as the accessory subunits of PRC1.
In contrast, only proteins and ncRNAs that are known to mediate direct physical interactions with
the core subunits are defined as the accessory subunits of PRC2. This more restrictive definition
makes PRC2 appear to be less complex than PRC1 in the figure
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H2AK119ub can be essential for the recruitment of PRC2, which contains compo-
nents recognizing H2AK119ub (Blackledge et al. 2014; Cooper et al. 2014; Kalb
et al. 2014; Cooper et al. 2016; Kahn et al. 2016; Blackledge et al. 2020; Tamburri
et al. 2020). Hypomethylated CpG islands (CGIs) are known sites of PRC2 enrich-
ment on chromatin (Deaton and Bird 2011). In addition, de novo recruitment of
PRC2 to CGIs can be induced by inhibition of transcription (Riising et al. 2014).
Indeed, CGI sequences are sufficient to recruit PRC2 in vivo in the absence of DNA
methylation and transcription factor binding (Mendenhall et al. 2010; Jermann et al.
2014; Wachter et al. 2014).

PRC2 enzymatic activity is subjected to cellular regulation in both normal
and diseased cells. Particularly, PRC2 binds to and is allosterically activated by
H3K27me3; this positive feedback mechanism partially accounts for epigenetic
inheritance, for which PRC2 association with cis-acting DNA elements is also
required (Hansen et al. 2008; Margueron et al. 2009; Coleman and Struhl 2017;
Laprell et al. 2017).Anoncogenic histoneH3K27Mharboring a lysine-to-methionine
mutation is linked to diffuse midline gliomas, a type of high-grade lethal brain cancer
found in both children and adults; PRC2 enzymatic activity is inhibited by H3K27M,
leading to a global reduction of H3K27me3 in patient samples (Chan et al. 2013;
Lewis et al. 2013). Intriguingly, both gain-of-function and loss-of-function muta-
tions of PRC2 components have been associated with human cancers (Laugesen
et al. 2016). Additionally, mutations in PRC2 components also cause overgrowth
disorders manifesting a variable degree of intellectual disability, including Weaver
syndrome and Cohen–Gibson syndrome (Cyrus et al. 2019).

This chapter aims to provide a structural perspective on the mechanism of gene
repression by PRC2, with a focus on the regulation of the enzymatic activity and
chromatin recruitment of mammalian PRC2. Interested readers are also referred to
many other reviews that discuss PRC2 structure and function (Simon and Kingston
2009;Margueron andReinberg 2011; Schwartz andPirrotta 2013;Aranda et al. 2015;
Vizan et al. 2015; Chittock et al. 2017; Schuettengruber et al. 2017; Laugesen et al.
2019; van Mierlo et al. 2019; Chammas et al. 2020). Understanding composition of
functional PRC2 represents one of the very first steps towards structural characteri-
zation. Below, knowledge concerning discovery, sequence feature, domain structure,
complex formation and cellular function of PRC2 components is discussed.

Composition of Functional PRC2

Subunit composition and interaction ofmacromolecular complexes are a determinant
of biological function. Multifaceted roles of PRC2 in cell development are largely
correlatedwith the tremendous complexity and plasticity of PRC2 composition. Core
subunits of PRC2 remain relatively constant, and they assemble into diverse holo
complexes together with a wide spectrum of developmentally regulated accessory
subunits (Fig. 17.1). Historically, components of mammalian PRC2 holo complexes
were mostly identified based on homology to Drosophila PcG proteins or by mass
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spectrometry following co-immunoprecipitation or affinity purification experiments.
The accessory subunits were originally shown to be “substoichiometric”, sometimes
suggesting weak or transient binding. However, biochemical and structural data
based on fully reconstituted PRC2 holo complexes indicated otherwise: many of
the accessory subunits are stable stoichiometric components of the holo complexes.
Nuclear extracts of HeLa human cervical cancer cells, HEK293/HEK293T human
embryonic kidney cells and mouse embryonic stem cells (mESCs) are among the
most frequently used sources for PRC2 isolation in both focused and large-scale
proteomics studies (Smits et al. 2013; Alekseyenko et al. 2014; Hein et al. 2015;
Huttlin et al. 2015; Maier et al. 2015; Hauri et al. 2016; Huttlin et al. 2017). In addi-
tion, mESCs and NT1/D2 human embryonal carcinoma cells offer convenient model
systems for a direct comparison of the dynamic interactome of PRC2 under undif-
ferentiated and differentiated conditions (Kloet et al. 2016; Oliviero et al. 2016).
Although mammalian PRC2 has been subjected to extensive studies, the current
picture of its composition may still be incomplete, for at least two reasons: cell type-
specific new components of PRC2 may exist in some of the formerly unexplored
cell types; furthermore, it is not impossible that certain PRC2 interactions may entail
a chromatin context—not captured in chromatin-free cell extracts—and may have
been missed from most of the previous proteomics studies.

RNAs and in particular a diverse collection of non-coding RNAs (ncRNAs) can
be considered as non-conventional components of PRC2 holo complexes (Fig. 17.1).
RNAs were shown to mediate promiscuous binding to PRC2 in cells (Khalil et al.
2009; Zhao et al. 2010; Davidovich et al. 2013; Kaneko et al. 2013), influencing
critical physiological processes, such as X-chromosome inactivation by XIST (Plath
et al. 2003; Silva et al. 2003; Zhao et al. 2008), repression of HOX gene clusters by
HOTAIR (Rinn et al. 2007; Tsai et al. 2010), and genomic imprinting byKCNQ1OT1
(Pandey et al. 2008; Zhao et al. 2010). PRC2 preferentially binds to guanine-rich
RNA motifs that may form G-quadruplex structures (Wang et al. 2017a). Canon-
ical RNA-binding domains are not found in PRC2; instead, RNA-binding surfaces
contributed by multiple PRC2 subunits—both core and accessory subunits—appear
to bedispersed across the entire complex (Kaneko et al. 2014a;Longet al. 2017;Wang
et al. 2017b; Zhang et al. 2019). Lacking clear binding specificity on the sequence
level, whether RNAs are able to mediate specific chromatin targeting of PRC2 is still
under debate (Brockdorff 2013; Davidovich and Cech 2015; Ringrose 2017). PRC2
association with RNAs is antagonistic to chromatin binding (Beltran et al. 2016;
Wang et al. 2017b), and this antagonismmay also underlie RNA-mediated inhibition
of the enzymatic activity of PRC2 towards nucleosomal substrates (Cifuentes-Rojas
et al. 2014; Kaneko et al. 2014b; Wang et al. 2017b). Ideally, structural and mutage-
nesis data that reveal binding specificity in three-dimensional space will help clarify
a defined role of RNA molecules in PRC2 recruitment. RNA components of PRC2
will not be covered in more detail in this chapter.
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The Core Complex

The PRC2 core complex from mice and humans consists of four subunits:
EZH1/EZH2 (aka ENX-2/ENX-1 or KMT6B/KMT6A), EED (akaWAIT-1), SUZ12
(aka CHET9 or JJAZ1), and RBBP4/RBBP7 (aka RBAP48/RBAP46) (Fig. 17.1).
EZH1 and EZH2 are paralogs and both can function as the catalytic subunit of PRC2.
EZH1 and EZH2 share overall 60% sequence identity, with the SET (SU(VAR)3-9,
Enhancer-of-zeste and Trithorax) domain being one of the most homologous regions
(Fig. 17.2 and Table 17.1) (Abel et al. 1996; Chen et al. 1996; Hobert et al. 1996;
Laible et al. 1997). Less conserved regions confer functional divergence: for example,
EZH1-containing PRC2 compacts chromatin to a greater extent, whereas EZH2-
containing PRC2 is better stimulated by H3K27me3 (Margueron et al. 2008; Son
et al. 2013; Lee et al. 2018). EZH2 expression is correlated with active cell prolifer-
ation and EZH2 acts as the principal H3K27 methyltransferase in mESCs (Bracken
et al. 2003; Lee et al. 2018). EZH1 is ubiquitously expressed and partially comple-
ments EZH2 function during mESC differentiation (Margueron et al. 2008; Shen
et al. 2008). H3K27 methylation is eliminated in mESCs lacking both EZH1 and
EZH2 (Shen et al. 2008; Hojfeldt et al. 2018).

Fig. 17.2 Domain structures of the core subunits of PRC2. Domain structures of EZH2, EED,
SUZ12 and RBBP4 are shown and color-coded. Domains with unknown structures are colored in
grey. The subunit definition of the catalytic module and the accessory subunit-binding module is
indicated. The domain structure of EZH1 is not shown, but is predicted to be similar to that of
EZH2. These domain structures are defined based on sequence or structural analysis. Full names
corresponding to the acronyms of protein domains are provided in Table 17.1
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Table 17.1 Acronyms and full names of protein domains of the core subunits

EZH2

SBD SANT1-Binding Domain EBD EED-Binding Domain

BAM β-Addition Motif SAL SET Activation Loop

SRM Stimulation-Responsive Motif SANT1 SWI3, ADA2, N-CoR and TFIIIB 1
(Domain)

MCSS Motif Connecting SANT1 and
SANT2

SANT2 SWI3, ADA2, N-CoR and TFIIIB 2
(Domain)

CXC CXC (Domain) SET SU(VAR)3-9, Enhancer-of-zeste and
Trithorax (Domain)

EED

NT N-Terminal (Domain) WD40 WD40 (Domain)

SUZ12

NT N-Terminal (Domain) ZnB Zinc Finger-Binding (Helix)

WDB1 WD40-Binding (Domain) 1 C2 C2 (Domain)

Zn Zinc Finger (Domain) WDB2 WD40-Binding (Domain) 2

VEFS VRN2, EMF2, FIS2, and SU(Z)12
(Domain)

RBBP4

NT N-Terminal (Domain) WD40 WD40 (Domain)

Both EED and SUZ12 are necessary for the enzymatic activity of EZH2 (Cao
and Zhang 2004; Nekrasov et al. 2005). EED was found to associate with EZH1 and
EZH2 in yeast two-hybrid screens (Sewalt et al. 1998; van Lohuizen et al. 1998).
A large portion of EED forms a seven-bladed β-propeller WD40 domain featuring
short β-sheet structural repeats of 40 amino acids (aa) ending with a tryptophan–
aspartate (WD) dipeptide (Fig. 17.2 and Table 17.1) (Han et al. 2007; Stirnimann
et al. 2010). EED interacts with the H3K27me3 histone mark, leading to allosteric
activation of PRC2 enzymatic activity (Hansen et al. 2008; Margueron et al. 2009).
SUZ12 was identified in a biochemically isolated EZH2–EED complex (Cao et al.
2002; Kuzmichev et al. 2002). Sequence analysis indicates there are a Cys2His2-
type Zinc finger domain and a VEFS (VRN2, EMF2, FIS2, and SU(Z)12) domain
in SUZ12. Structural data reveal additional functional domains in both EZH2 and
SUZ12, some of which undergo dramatic conformational change in distinct states
of PRC2 (see below) (Fig. 17.2 and Table 17.1). Like EED, RBBP4 and RBBP7
are also WD40 domain proteins (Fig. 17.2 and Table 17.1). Although frequently
co-purified with the EZH2–EED complex (Cao et al. 2002; Kuzmichev et al. 2002),
RBBP4 and RBBP7 are not dedicated subunits of PRC2—the two paralogs are also
components of other chromatin complexes, such as Mi-2/NuRD and Sin3A histone
deacetylases (HDACs) and NURF chromatin remodeling complex (Tsukiyama and
Wu 1995; Zhang et al. 1997, 1998; Barak et al. 2003). RBBP4 was shown to enhance
the enzymatic activity of an EZH2–EED–SUZ12 ternary complex (Cao and Zhang
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2004). RBBP4 and RBBP7 are almost 90% identical in protein sequence, and it is
unclear to what extent they differ from each other in PRC2 structure and function.

Isoformsof someof the core subunits exist in cells.Knowledgeon isoform-specific
function is limited but nonetheless worth mentioning. EZH2isoform1 (746aa) and
EZH2isoform2 (751aa, residues 297–298 of EZH2isoform1 replaced by another 7aa) are
most frequently referred to in the literature, but functional distinction between these
two isoforms has not been reported. In comparison, EZH2isoform3 (707aa, lacking
residues 83–121 of EZH2isoform1) was found to display weaker interactions with
EED and SUZ12 and to be correlated with the expression pattern of both redundant
and unique gene targets in human pancreatic epithelial cells (Grzenda et al. 2013).
In another study, a mouse EZH1 isoform that lacks the SET domain was shown
to sequester EED in the cytosol and thereby impair the assembly of nuclear PRC2
and PRC2-dependent gene repression in differentiated C2C12 mouse myoblast cells
(Bodega et al. 2017). In addition, EED isoforms with distinct N-termini that might
be produced by alternative translation initiation were observed previously in HeLa
nuclear extracts; however, unique PRC2 function conferred by these isoforms still
remains to be elucidated (Kuzmichev et al. 2004, 2005; Martin et al. 2006).

The Holo Complexes: PRC2.1 and PRC2.2

Compositional complexity of mammalian PRC2 holo complexes is reflected by the
increasing number of identified accessory subunits. These accessory subunits directly
associate with the PRC2 core complex, and many of them facilitate PRC2 core
complex binding to chromatin, via interactions with linker DNA, core nucleosome,
or histone marks (Ballare et al. 2012; Musselman et al. 2012; Cai et al. 2013; Kalb
et al. 2014; Cooper et al. 2016; Choi et al. 2017; Li et al. 2017; Wang et al. 2017b;
Chen et al. 2018, 2020; Perino et al. 2018).Based on themutually exclusive binding of
the accessory subunits to the core complex, PRC2 holo complexes have so far been
categorized into two classes, PRC2.1 and PRC2.2 (Fig. 17.1) (Grijzenhout et al.
2016; Hauri et al. 2016). EPOP (Elongin BC and Polycomb Repressive Complex 2-
associated Protein; akaC17ORF96or esPRC2p48), PALI1/PALI2 (PRC2Associated
LCOR Isoform 1 and 2; aka C10ORF12 as a part of PALI1) and PCL (Polycomb-
Like) proteins, including PHF1 (aka PCL1), MTF2 (aka PCL2) and PHF19 (aka
PCL3), are the known accessory subunits of PRC2.1 (Fig. 17.1). Those belonging
to PRC2.2 include JARID2 (Jumonji/AT-Rich Interaction Domain containing 2) and
AEBP2 (Adipocyte Enhancer-Binding Protein 2) (Fig. 17.1). Mutual exclusivity
in PRC2 core complex binding was observed between PCL proteins and AEBP2
(Grijzenhout et al. 2016; Hauri et al. 2016; Chen et al. 2018), between PALI1 and
AEBP2 (Hauri et al. 2016; Conway et al. 2018), and among EPOP, PALI1 and
JARID2 (Alekseyenko et al. 2014; Beringer et al. 2016; Hauri et al. 2016; Liefke et al.
2016; Chen et al. 2018; Conway et al. 2018). PRC2.1 and PRC2.2 are complementary
in maintenance of the H3K27me3 histone mark at specific chromatin loci in mESCs;
combined ablation of the two classes of the accessory subunits abolishes normal
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H3K27me3 pattern on chromatin, accompanied by diffuse H3K27 trimethylation
likely due to mislocalization of the PRC2 core complex (Healy et al. 2019; Hojfeldt
et al. 2019). In line with these observations, PCL proteins and AEBP2were indicated
to reducemobility and prolong residence time of the respective PRC2holo complexes
on chromatin (Choi et al. 2017; Youmans et al. 2018).

PRC2.1: PHF1, MTF2 and PHF19

PHF1 and PHF19 were identified based on homology to Drosophila PCL protein
(Coulson et al. 1998; Wang et al. 2004c). MTF2 was originally cloned as a DNA-
binding protein recognizing the metal response elements (MREs) on the promoters
of metallothionein (MT) genes (Inouye et al. 1994). A series of additional studies
indicated that all three PCL proteins are components of PRC2 holo complexes, colo-
calizing with EZH2 and SUZ12 on chromatin; in many cases, knockdown of PCL
proteins was shown to reduce H3K27me3 deposition on specific targets, in parallel
with change of gene expression (O’Connell et al. 2001; Cao et al. 2008; Sarma
et al. 2008; Walker et al. 2010; Boulay et al. 2011; Casanova et al. 2011; Li et al.
2011; Ballare et al. 2012; Brien et al. 2012; Hunkapiller et al. 2012; Cai et al. 2013).
Expression of PCL proteins is developmentally regulated. For example, MTF2 is
the dominant form in mESCs; in comparison, MTF2 level is downregulated during
mESC differentiation to neural progenitor cells (NPCs), whereas PHF1 and PHF19
become relatively enriched (Kloet et al. 2016).

PHF1, MTF2 and PHF19 share similar domain structures: the N-terminal half of
these proteins contains one Tudor domain, two PHD fingers (PHD1 and PHD2), and
oneEH/WH (ExtendedHomology/Winged-Helix) domain; located at theC-terminus
is one RC/CL (Reversed Chromo/Chromo-Like) domain (Fig. 17.3 and Table 17.2)
(Ballare et al. 2012; Choi et al. 2017; Li et al. 2017). The Tudor domain of all three
PCLproteins binds toH3K36me3, a histonemark associatedwith gene body of active
genes; this interaction facilitates chromatin targeting of PHF19-containing PRC2.1
for de novo silencing of active genes, a process to which H3K36me3 demethylases
like NO66 and KDM2b also contribute (Abed and Jones 2012; Ballare et al. 2012;
Brien et al. 2012; Musselman et al. 2012; Cai et al. 2013). The EH/WH domain
of PCL proteins interacts with double-stranded linker DNA, enhancing chromatin
association of PRC2.1 (Choi et al. 2017; Li et al. 2017). Furthermore, DNA helical
shape was proposed to dictate specific DNA binding by MTF2 (Perino et al. 2018).
The RC/CL domain is responsible for the stable binding of PCL proteins to the PRC2
core complex (Ballare et al. 2012; Choi et al. 2017; Chen et al. 2018). In the case
of MTF2 and PHF19, the RC domain was also shown to stabilize a dimeric state
of PRC2.1 to promote chromatin binding, possibly through an avidity effect (Chen
et al. 2020).
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Fig. 17.3 Domain structures of the accessory subunits of PRC2. Domain structures of the accessory
subunits of PRC2.1 (PHF1, MTF2, PHF19, EPOP, PALI1) and PRC2.2 (AEBP2 and JARID2)
are shown and color-coded. Domains with unknown structures are colored in grey. PALI2 is less
characterized and its domain structure is not included. These domain structures are defined based
on sequence or structural analysis. Full names corresponding to the acronyms of protein domains
are provided in Table 17.2

PRC2.1: EPOP and PALI1/PALI2

EPOP and PALI1 (the C10ORF12 part) were originally noted in a pool of proteins
that associate with certain core subunits of PRC2 (Zhang et al. 2011; Smits et al.
2013; Alekseyenko et al. 2014; Maier et al. 2015; Hauri et al. 2016; Kloet et al.
2016; Oliviero et al. 2016). Proteomics on EPOP or PALI1 pulldowns indicate
they are exclusive members of PRC2.1 and are incompatible between themselves
in PRC2 binding (Alekseyenko et al. 2014; Beringer et al. 2016; Hauri et al. 2016;
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Table 17.2 .

PHF1/MTF2/PHF19

Tudor Tudor (Domain) PHD1 Plant Homeodomain (Finger) 1

PHD2 Plant Homeodomain (Finger) 2 EH/WH Extended Homology/Winged-Helix
(Domain)

RC/CL Reversed Chromo/Chromo-Like
(Domain)

DS Dimer Stabilization (Helix)

SC Short Connecting (Helix) C2B C2-Binding (Domain)

CT C-Terminal (Tail)

EPOP

BC BC (Box) CT C-Terminal (Domain)

PALI1

NRB Nuclear Receptor-Binding (Box) CB CTBP-Binding (Motif)

PIG PALI Interaction with G9A
(Domain)

PIP PALI Interaction with PRC2
(Domain)

AEBP2

NT N-Terminal (Domain) Zn Zinc Finger (Domain)

KR K (Lysine) and R (Arginine)-rich
(Motif)

CC Central Connecting (Helix)

CT C-Terminal (Domain) C2B C2-Binding (Domain)

H3K4D H3K4 Displacement (Domain)

JARID2

UI Ubiquitin Interaction (Motif) K116 K116

TR Transrepression (Domain) R/NB RNA/Nucleosome-Binding
(Domain)

JmjN Jumonji N (Domain) ARID AT-Rich Interaction Domain

JmjC Jumonji C (Domain) Zn Zinc Finger (Domain)

Liefke et al. 2016; Conway et al. 2018). EPOP interacts with PRC2 via the CT (C-
Terminal) domain, which also competes with JARID2 for PRC2 binding (Fig. 17.3
and Table 17.2) (Liefke and Shi 2015; Chen et al. 2018). A BC box located in the N-
terminal portion of EPOP binds to the Elongin BC heterodimer, which together with
Elongin A forms the three-subunit Elongin complex, a positive regulator of RNA
polymerase II transcription elongation (Fig. 17.3 and Table 17.2) (Beringer et al.
2016; Liefke et al. 2016). EPOP colocalizes with EZH2 and SUZ12 on chromatin
and moderately impedes SUZ12 binding to chromatin in mESCs (Beringer et al.
2016; Liefke et al. 2016). Loss of EPOP impairs low-level permissive transcription
of PRC2 target genes in mESCs and reduces proliferation of certain human cancer
cell lines (Beringer et al. 2016; Liefke et al. 2016).

PALI1 and PALI2 are vertebrate-specific proteins and they are encoded by
isoforms of the LCOR (Ligand-dependent nuclear receptor Corepressor) and
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LCORL (Ligand-dependent nuclear receptor Corepressor-Like) gene loci, respec-
tively (Conway et al. 2018). PALI1 bears one NRB (Nuclear Receptor Binding) box,
two CB (CTBP Binding) motifs, one PIG (PALI Interaction with G9A) domain and
one PIP (PALI Interaction with PRC2) domain (Fig. 17.3 and Table 17.2) (Conway
et al. 2018). Intriguingly, the H3K9 methyltransferases G9A and GLP were previ-
ously shown to directly interact with the PRC2 core complex and control both PRC2
targeting and H3K27 trimethylation (Mozzetta et al. 2014). PALI1 promotes the
methyltransferase activity of PRC2 towards oligonucleosomes in vitro (Conway et al.
2018). The antagonistic interplay between PALI1 and AEBP2 regulates the balance
of PRC2.1 and PRC2.2 activities on chromatin, which influences PRC2 target gene
expression during mESC differentiation (Conway et al. 2018).

PRC2.2: AEBP2

AEBP2 was originally identified as a transcriptional repressor harboring three Gli-
Krüppel Cys2His2-type zinc fingers in mice (He et al. 1999). AEBP2 was found
in PRC2 isolated from HeLa nuclear extracts and was shown to enhance PRC2
enzymatic activity towards oligonucleosomal substrates (Cao et al. 2002; Cao and
Zhang 2004). There are both short and long isoforms of AEBP2, corresponding to
embryonic and somatic isoforms in mice, respectively (Kim et al. 2009). AEBP2
contains multiple functional domains (Fig. 17.3 and Table 17.2), including a Zn
(Zinc finger) domain that is thought to bind DNA and confer binding specificity
towards methylated CpG DNAs (Kim et al. 2009; Wang et al. 2017b), a KR (K
(lysine) and R (arginine)-rich) motif that enhances nucleosome binding to PRC2
(Lee et al. 2018), and a CT (C-Terminal) domain that mediates PRC2 binding and
is involved in nucleosome binding as well (Cao and Zhang 2004; Chen et al. 2018).
In support of PRC1-mediated PRC2 targeting (Blackledge et al. 2014; Cooper et al.
2014; Kahn et al. 2016; Blackledge et al. 2020; Tamburri et al. 2020), AEBP2 and
JARID2 were shown to recognize the H2AK119ub histone mark on chromatin (Kalb
et al. 2014; Cooper et al. 2016). The long somatic isoform of AEBP2 contains a
unique, intrinsically disordered NT (N-Terminal) domain of over 200 amino acids
marked by several glutamate/aspartate-rich, serine-rich, and glycine-rich patches, for
which function remains unknown (Fig. 17.3 and Table 17.2) (Kim et al. 2009; Chen
et al. 2020).

PRC2.2: JARID2

JARID2 was identified as a cDNA clone involved in development of the nervous
system in mice and humans (Takeuchi et al. 1995; Berge-Lefranc et al. 1996).
Although it belongs to the JmjC (Jumonji C) domain-containing histone lysine
demethylase superfamily that depends on α-ketoglutarate and iron as cofactors for
catalysis, JARID2 lacks the demethylation activity due to the absence of some crit-
ical catalytic residues mediating cofactor binding (Cloos et al. 2008; Landeira and
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Fisher 2011). JARID2 directly associates with the PRC2 core complex, helps recruit
PRC2 to chromatin, and is required for proper differentiation of mESCs (Peng et al.
2009; Shen et al. 2009; Landeira et al. 2010; Li et al. 2010; Pasini et al. 2010).
The pleiotropic roles of JARID2 in embryo development are largely connected to
diverse functional domainswithin this protein (Fig. 17.3 andTable 17.2). From theN-
to C-terminus, JARID2 harbors a UI (Ubiquitin-Interacting) motif that recognizes
H2AK119ub (Cooper et al. 2016), a TR (Transrepression) domain that mediates
PRC2 binding and is necessary for gene repression in vivo (Kim et al. 2003; Pasini
et al. 2010; Chen et al. 2018), an R/NB (RNA/Nucleosome-Binding) domain that
regulates chromatin association of PRC2 (Son et al. 2013; Kaneko et al. 2014a),
a JmjN (Jumonji N) domain, an ARID (AT-Rich Interaction Domain) that plays a
crucial role in chromatin targeting of JARID2 likely via direct DNA binding (Kim
et al. 2003; Patsialou et al. 2005; Pasini et al. 2010), a JmjC domain, and a Zn
(Zinc finger) domain that may also facilitate DNA binding (Li et al. 2010). It has
not been established how the characteristic JmjN and JmjC domains of JARID2 may
contribute to PRC2 function in gene repression. Notably, residue K116 of JARID2 is
methylated by PRC2, and trimethylated JARID2K116 (JARID2K116me3) alloster-
ically activates PRC2 enzymatic activity on chromatin where H3K27me3 is absent,
by associating with EED at a site identical to that for H3K27me3 binding (Fig. 17.3
and Table 17.2) (Sanulli et al. 2015).

Structure-Function Analysis of PRC2

Overall Structure of PRC2.2

Electron microscopy (EM) studies have provided important insights on the overall
structure of a class of PRC2 holo complexes, PRC2.2. The negative-stain EM enve-
lope at 21 Å resolution provided an initial glimpse of the structure architecture of
a PRC2.2 holo complex, PRC2–AEBP2 (Ciferri et al. 2012). With support from
the chemical crosslinking and internal GFP labeling data, this structure outlines an
overall bipartite organization of PRC2–AEBP2 (Ciferri et al. 2012, 2015), consisting
of the catalytic module and the accessory subunit-binding module (Fig. 17.4). The
catalytic module contains EZH2, EED and the C-terminal VEFS domain of SUZ12
[SUZ12(VEFS)] (Figs. 17.2 and 17.4). The VEFS domain is known to mediate
EZH2 binding in Drosophila and mammalian PRC2 (Ketel et al. 2005; Yamamoto
et al. 2004). EED and the VEFS domain of SUZ12 are minimally required for the
enzymatic activity of EZH2 in Drosophila PRC2 (Birve et al. 2001; Ketel et al.
2005). RBBP4 and the N-terminal two-thirds of SUZ12 [SUZ12(N)] together form
the accessory subunit-binding module, which is defined here based on the recent
finding that it is sufficient to mediate the mutually exclusive binding of most acces-
sory subunits of PRC2.1 and PRC2.2 (Figs. 17.2, 17.3 and 17.4) (Chen et al. 2018,
2020). The accessory subunit-binding module was also formerly referred to as the
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Fig. 17.4 Overall structural model of PRC2.2 from cryo-EM and crystal structures. Negative-stain
EM envelope (EMD-2236) and cryo-EM map (EMD-7334) of PRC2.2 holo complexes are shown.
The catalytic module and the accessory subunit-binding module are defined based on a natural
demarcation of the overall structure architecture of PRC2.2. The twomodules are connected through
SUZ12 [e.g. SUZ12(N)–SUZ12(VEFS)] (PDB 6C23, holo complex cartoon on the left). Protein
domains responsible for the execution and regulation of diverse PRC2 functions are resolved to
atomic resolution in the crystal structures of the catalytic module and the accessory subunit-binding
module (subcomplex cartoons on the right). Throughout this book chapter, PyMOL (The PyMOL
Molecular Graphics System, Version 2.3.5 Schrödinger, LLC.) and Chimera (http://www.rbvi.ucsf.
edu/chimera) are used for displaying structures and rendering images

nucleosome-bindingmodule given its involvement in nucleosome binding (Nekrasov
et al. 2005; Chen et al. 2018). The version of AEBP2 used in the negative stain EM
structure roughly corresponds to the shorter isoform of AEBP2; from the N to C-
terminus, it spans from the catalytic module to the accessory subunit-bindingmodule
(Ciferri et al. 2012).

Cryogenic-EM (Cryo-EM) maps of higher resolutions were recently generated
for a modified PRC2–AEBP2 complex additionally bound to a fragment of JARID2
(residues 106–450) (Fig. 17.4) (Kasinath et al. 2018). FlexibleN-terminal domains of
both EED and SUZ12 as well as residues C-terminal to the VEFS domain of SUZ12
were removed to improve the resolution (Kasinath et al. 2018). An extended active
state and a compact active state were resolved to an overall resolution of 3.5 and
3.9 Å, respectively, for this PRC2–AEBP2–JARID2 complex (Kasinath et al. 2018).
A C-terminal portion of AEBP2 and a short JARID2 fragment are visible in these
structures (Kasinath et al. 2018). Available crystal structures were docked into corre-
sponding regions of the cryo-EMmaps to facilitate model building and interpretation
of unassigned electron densities (Kasinath et al. 2018). Importantly, combination
of the cryo-EM maps and X-ray crystal structures provides the most accurate and
complete structural information of a PRC2.2 holo complex to date (Fig. 17.4). For
example, it now becomes clear how SUZ12 orchestrates the assembly of PRC2.2:
the VEFS domain of SUZ12 contacts multiple domains including the SET domain

http://www.rbvi.ucsf.edu/chimera
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of EZH2, forming the catalytic module together with EED; the part of SUZ12 N-
terminal to the VEFS domain associates with RBBP4 to form the accessory subunit-
binding module, bridging AEBP2 and JARID2 to the core complex (Figs. 17.2, 17.3
and 17.4) (Justin et al. 2016; Chen et al. 2018; Kasinath et al. 2018). Structural
mechanisms of PRC2 as a sum of functional domains of PRC2 components will be
discussed below, when crystal structures of the catalytic module and the accessory
subunit-binding module are examined in atomic details, with reference to the cryo-
EM results wherever needed. In stark contrast, knowledge on the structure of PRC2.1
holo complexes has been limited, except that some latest results indicate MTF2 or
PHF19-containing PRC2.1 displays a structural organization vastly different from
that of PRC2.2, which may underlie a distinct mode of chromatin binding by PRC2.1
(see below) (Chen et al. 2020).

Structure of the Catalytic Module

Assembly

PRC2 components are not conserved in the yeast model organisms Saccharomyces
cerevisiae (S. cerevisiae, baker’s yeast) and Schizosaccharomyces pombe (S. pombe,
fission yeast). However, PRC2 is known to mediate H3K27 methylation in other
fungi, like Neurospora crassa (N. crassa, red bread mold) (Jamieson et al. 2013),
Fusarium graminearum (F. graminearum, cereal pathogen) (Connolly et al. 2013),
and Cryptococcus neoformans (C. neoformans, human pathogen) (Dumesic et al.
2015). The high-resolution crystal structures of an active PRC2 were first deter-
mined for the EZH2–EED–SUZ12(VEFS) catalytic module from a thermophilic
fungus Chaetomium thermophilum, a recently sequenced model organism for struc-
tural biology (Fig. 17.5a and b) (Amlacher et al. 2011; Jiao and Liu 2015). The
overall conserved Chaetomium thermophilum PRC2 (ctPRC2) is active in H3K27
trimethylation and recapitulates H3K27me3-mediated stimulation of human PRC2
enzymatic activity in a reconstituted system (Jiao and Liu 2015). Crystal structures
capture ctPRC2 in both basal and H3K27me3-stimulated states at 2.7 and 2.3 Å
resolution, respectively (Fig. 17.5a and b) (Jiao and Liu 2015). The crystal structure
of the corresponding catalytic module of human PRC2 at 2.9 Å resolution was deter-
mined in the H3K27M and JARID2K116me3-bound state (Fig. 17.5c), sharing a
remarkable resemblance to that of itsChaetomium thermophilum counterpart (Justin
et al. 2016).

These ctPRC2 and human PRC2 structures reveal that EZH2 contains ten struc-
turally distinct domains or motifs, which are dispersed across the entire catalytic
module (Figs. 17.2 and 17.5 and Table 17.1) (Jiao and Liu 2015; Justin et al. 2016).
The SBD (SANT1-Binding Domain) at the N-terminus forms an intramolecular
complex with the SANT1 (SWI3, ADA2, N-CoR, and TFIIIB 1) domain (Jiao and
Liu 2015; Justin et al. 2016). The SBD, EBD (EED-Binding Domain), BAM (β-
AdditionMotif), SAL (SET-Activation Loop), SRM (Stimulation-ResponsiveMotif)
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Fig. 17.5 Crystal structures of the catalyticmodule of ctPRC2andhumanPRC2.Structural compar-
ison of a crystal structure of ctPRC2 in the basal state (PDB 5KJI), b crystal structure of ctPRC2
in the H3K27me3-stimulated state (PDB 5KJH), and c crystal structure of human PRC2 in the
JARID2K116me3-stimulated, H3K27M-inhibited state (PDB 5HYN). Corresponding domains in
ctPRC2 and human PRC2 are colored the same, according to the color code used for the domain
structures shown in Fig. 17.2. In the ctPRC2 structures, an internal linker sequence is trapped in
the active site, mimicking the histone substrate

and SANT1 together adopt a belt-like structure that entraps EED (Jiao and Liu 2015;
Justin et al. 2016). The SANT1 domain and SANT2 (SWI3, ADA2, N-CoR, and
TFIIIB 2) domain are linked by the MCSS (Motif Connecting SANT1 and SANT2),
which is followed by the CXCdomain and the SET domain (Jiao and Liu 2015; Justin
et al. 2016). TheVEFS domain of SUZ12 primarily associateswith the SANT2, CXC
and SET domain (Figs. 17.2 and 17.5 and Table 17.1) (Jiao and Liu 2015; Justin et al.
2016). In addition to the two three-atom zinc clusters, Zn3Cys8His and Zn3Cys9, in
theCXCdomain, theMCSS–SANT2 region also contains a ZnCys3His and aZnCys4
zinc-binding site (Figs. 17.2 and 17.5 and Table 17.1) (Jiao and Liu 2015; Justin et al.
2016). The SAL extends to the back of the SET domain to stabilize the active confor-
mation (Figs. 17.2 and 17.5 and Table 17.1) (Jiao and Liu 2015; Justin et al. 2016).
In the presence of H3K27me3 or JARID2K116me3, the SRM helix is juxtaposed
with the SET domain to bridge the stimulating signal to the active site (Figs. 17.17.2,
17.5b and c and Table 17.1) (Jiao and Liu 2015; Justin et al. 2016).
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Catalytic Mechanism, Cancer Mutations and H3K27M-Mediated
Inhibition of Enzymatic Activity

Two crystal structures of an isolated inactive CXC–SET region of human EZH2 at
2.0 Å resolution were available before structure determination of the active catalytic
module (Antonysamy et al. 2013; Wu et al. 2013). The inactive conformation of the
SET domain features an inaccessible histone substrate-binding groove blocked by
the SET-I region and an incomplete SAM-binding pocket due to the largely disor-
dered post-SET region (Fig. 17.6a) (Antonysamy et al. 2013; Wu et al. 2013). These
structures provided valuable initial insights on many recurrent disease mutations, for
example, mutation of residue Y641 to a phenylalanine, serine, asparagine, histidine,
or cysteine residue in follicular and diffuse large B-cell lymphomas (Antonysamy
et al. 2013;Wuet al. 2013;Morin et al. 2010). In addition, structure of theZn3Cys8His
and Zn3Cys9 zinc cluster-containing CXC domain was revealed for the first time
(Fig. 17.6a) (Antonysamy et al. 2013; Wu et al. 2013). Similar zinc cluster struc-
tures also exist in some other lysine methyltransferases, like N. crassa DIM-5 and
S. pombe CLR4 (Min et al. 2002; Zhang et al. 2002; Dillon et al. 2005). Missense
mutation of the zinc-coordinating residues in the CXC domain compromises histone
methyltransferase activity and is associated with myelodysplastic syndromes (MDS)
(Ketel et al. 2005; Ernst et al. 2010).

Structural rearrangement of the SET domain was predicted to occur upon forma-
tion of an active PRC2 (Antonysamy et al. 2013; Wu et al. 2013). The crystal struc-
tures of the minimally active ctPRC2 and human PRC2 confirmed this prediction
(Fig. 17.6b and c) (Jiao and Liu 2015; Justin et al. 2016). In the active conformation,
the conserved NHSXXPN and EELXXDY motifs meet at the characteristic pseudo-
knot fold, directly contacting both SAM and the substrate lysine (Fig. 17.6b) (Dillon
et al. 2005; Jiao and Liu 2015; Justin et al. 2016). Notably, the active PRC2 contains
a split catalytic domain: the SAL region located in N-terminal portion of EZH2 inter-
actswith the SETdomain at theC-terminus of EZH2, and this structural configuration
is likely required to maintain the active conformation of the SET domain (Fig. 17.6b)
(Jiao and Liu 2015; Justin et al. 2016). Compared to the active conformation, a coun-
terclockwise rotation of the SET-I region in the inactive conformation opens up the
otherwise blocked histone substrate-binding groove (Fig. 17.6c) (Jiao and Liu 2015;
Justin et al. 2016). In addition, the SAM-binding pocket becomes complete with the
rotation of the SET-I and the placement of the post-SET (Fig. 17.6c) (Jiao and Liu
2015; Justin et al. 2016).

Information about substrate specificity can be partially derived from the crystal
structure of JARID2K116me3 and H3K27M-bound human PRC2 (Justin et al.
2016). In addition to the specificity conferred by steric exclusion, residue R26
of histone H3 (H3R26) next to the substrate lysine is specifically recognized
by residues Q648 and D652 of the SET domain (Fig. 17.6d) (Justin et al.
2016). Broader target sequences and in particular non-histone ones were recently
characterized by peptide array data, suggesting a preferred substrate sequence
of (A/C/V/P)−3−(A/V/L)−2−(R/K)−1−(K)0−(F/Y/H)+1−(A/V/C/T/S)+2, which is
also readily rationalized based on the structure (Ardehali et al. 2017).
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Fig. 17.6 Structural basis of the catalytic mechanism of PRC2. a Crystal structure of an inactive
catalytic domain of EZH2 consisting of the CXC and SET domain (PDB 4MI5). Zinc clusters
are labeled. The SET-I region of the SET domain is indicated. The post-SET region of the SET
domain is disordered in the inactive conformation. bStructure of an active catalytic domain of EZH2
(PDB 5HYN). The post-SET region becomes ordered. The SAL is shown in transparent surface
representation. SAH and H3K27M mimicking SAM and the histone substrate, respectively, are
indicated. c Structure alignment of the inactive and active catalytic domain. Rotation of the SET-
I region makes space for histone substrate binding and also completes the SAM-binding pocket
together with the post-SET region. d Close-up view of the active site. The current view is rotated
from the view in (b) according to the provided matrix. The substrate lysine is modeled in silico from
the H3K27M structure. Aromatic residues forming the lysine-binding channel are shown in sticks
representation. The dotted oval circle indicates the pore structure connecting the lysine-binding
channel and SAM-binding pocket. Carbonyl oxygens and hydroxyl groups surrounding the pore
structure are not shown. Sites of gain-of-function cancermutations, Y641 andA677, are highlighted
by red labels

Spatial arrangement of active site residues provides insights on the mechanism
of the methyl transfer reaction, which appears to be similar to that of other lysine
methyltransferases (Dillon et al. 2005; Justin et al. 2016). The model-built substrate
lysine side chain is inserted through the lysine-binding channel formed mostly by
aromatic residues, including Y641, F667, F724, Y726 and Y728; the nitrogen atom
receiving the methyl group is positioned towards the SAM binding pocket, through
a pore structure surrounded by several main chain carbonyl oxygens and side chain
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hydroxyl groups of conserved tyrosine residues, which are thought to facilitate the
methyl transfer process (Fig. 17.6d) (Dillon et al. 2005; Justin et al. 2016).

Mutation of some active site residues in other SET domains is known to change
methylation multiplicity, by altering size and conformation of the active site (Xiao
et al. 2003; Zhang et al. 2003; Collins et al. 2005). Notably, coordinated actions
of the wild-type and Y641F/N/S/H/C mutant EZH2 drive H3K27 hypertrimethy-
lation in subsets of heterozygous human B-cell lymphoma: whereas efficient in
making H3K27me1 from H3K27me0, the wild-type EZH2 displays limited activity
in converting H3K27me2 into H3K27me3 due to a spatially restricted active site;
conversely, the Y641F/N/S/H/C mutation results in a slightly expanded active
site, which disfavors H3K27 monomethylation but enhances H3K27 trimethyla-
tion (Fig. 17.6d) (Sneeringer et al. 2010). An A677G mutation proximal to residue
Y641 in lymphoma cells also causes H3K27 hypertrimethylation: this mutation
may promote alternative conformation of residue Y641 and enlarge the active site
indirectly (Fig. 17.6d) (McCabe et al. 2012a).

The oncogenic histone mutant H3K27M was proposed to inhibit PRC2 activity,
by contacting the active site directly (Chan et al. 2013; Lewis et al. 2013). Another
study on PRC2 inhibition byH3K27 peptides bearing various substitutions at theK27
position suggests that the enzymeactive site binds strongly to linear, hydrophobic side
chains (Brown et al. 2014). Congruently, the crystal structure reveals that side chain of
themethionine residue is accommodated in the lysine-binding channel bymimicking
the aliphatic portion of the substrate lysine (Fig. 17.6b and d) (Justin et al. 2016).
Compared to its wild-type H3K27 counterpart, an H3K27M peptide binds PRC2
with an over 10-fold higher affinity in the presence of SAM in vitro (Justin et al.
2016). In addition, H3K27me3-bound PRC2 is particularly sensitive to the inhibition
by H3K27M, which also depends on SAM concentration (Stafford et al. 2018; Diehl
et al. 2019). Intriguingly, a non-histone protein EZHIP (EZH1/2 Inhibitory Protein)
was found to associate with PRC2 and inhibit PRC2 enzymatic activity with an
H3K27M-like protein sequence in Posterior Fossa A (PFA) ependymomas (Pajtler
et al. 2018; Hubner et al. 2019; Jain et al. 2019; Piunti et al. 2019).

Allosteric Activation by H3K27me3 and Weaver Syndrome Mutations

EED is a major mediator of H3K27me3-based allosteric activation of PRC2. The
top surface of EED WD40 domain provides an aromatic cage, formed by residues
F97, Y148, W364 and Y365, to recognize trimethylated lysine, preferentially in
the A–R−K–S sequence context found for H3K27me3, H3K9me3 and H1K26me3
(Fig. 17.7a) (Margueron et al. 2009; Xu et al. 2010). The binding affinity between
EED and histone peptides bearing these repressive histone marks lies in the tens of
micromolar range, and aromatic cage mutations greatly diminish the binding in vitro
(Margueron et al. 2009; Xu et al. 2010). The essential role of the aromatic cage in
PRC2 allosteric activation by H3K27me3 in vivo is supported by the observation
that mutation of the corresponding residues in Drosophila ESC, an equivalent of
human EED, causes massive reduction of H3K27me3 level in extracts of mutant
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Fig. 17.7 Structural basis of the allosteric activation of PRC2. a Crystal structure of EED bound
to an H3K27me3 peptide (PDB 3IIW). Aromatic cage residues are shown as sticks representation.
b The SRM of EZH2. Proteins and domains from the H3K27M and JARID2K116me3-bound
catalytic module of human PRC2 (PDB 5HYN) that are involved in the allosteric activation are
shown. Rotation matrix that relates the current view to the view in (a) is indicated. c Close-up view
of the interactions between the SRM and JARID2K116me3. Mutation of residues P132, Y133,
M134 and Y153 is found in Weaver syndrome. d Cryo-EM Structural model of a PRC2–AEBP2–
JARID2 holo complex in compact active conformation (PDB 6C23). Only the catalytic module is
shown. e The same as (d) except that extended active conformation (PDB 6C24) is shown. f Crystal
structure of the GSK126-bound catalytic module of human PRC2 (PDB 5WG6). The dotted circle
indicates the disordered SBD–SANT1 region

larvae, accompanied by severe developmental defects (Margueron et al. 2009). In
addition, an intact aromatic cage on EED is required for formation of H3K27me3
chromatin domains in mESCs (Oksuz et al. 2018). At a locus lacking H3K27me3,
JARID2K116me3 can also stimulate PRC2 enzymatic activity for properH3K27me3
deposition, by binding to the aromatic cage of EED with a 10-fold greater binding
affinity compared with that for H3K27me3 (Fig. 17.7b and c) (Sanulli et al. 2015).

The SRM of EZH2 functions to transmit the stimulating signal from H3K27me3
or JARID2K116me3 to the SET domain (Jiao and Liu 2015; Justin et al. 2016). In the
ctPRC2 structure, the SRM is positioned to simultaneously interact with H3K27me3
and an SET-I helix (Fig. 17.5b); the SRM becomes completely disordered in the
absenceofH3K27me3 (Fig. 17.5a) (Jiao andLiu2015).Likewise, in the humanPRC2
structure, the JARID2K116me3 peptide promotes the ordered conformation of the
SRM, which also makes contacts with the corresponding SET-I helix (Fig. 17.7b and
c) (Justin et al. 2016). The interaction between the SRMand the SET-I helix triggered
by H3K27me3 or JARID2K116me3 binding may stabilize the overall conformation
of the SET domain and cause dynamic changes of the active site conformation, such
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that mono-, di- and trimethylation of H3K27 are all enhanced (Fig. 17.7b and c) (Jiao
and Liu 2015; Justin et al. 2016). Importantly, a few de novo germline mutations
of human EZH2 found in Weaver syndrome are clustered in the SRM region and
are predicted to impair allosteric activation of PRC2 (Fig. 17.7c); some Weaver
syndrome mutations are also mapped to the SET domain, potentially affecting the
basal enzymatic activity of PRC2 (Tatton-Brown et al. 2011; Gibson et al. 2012; Al-
Salem et al. 2013; Cohen et al. 2016). It remains to be studiedwhether these two types
of Weaver syndrome mutations are associated with different disease mechanisms.

Cryo-EM maps indicate that JARID2K116me3 is bound to EED in both compact
active and extended active states of a PRC2–AEBP2–JARID2 holo complex (Kasi-
nath et al. 2018). The two states primarily differ in the position of the SBD–SANT1
intramolecular complex of EZH2 relative to EED (Fig. 17.7d and e). Compared to
the extended active state, the SBD–EBD long helix is bent at the junction between
the SBD and EBD in the compact active state (Fig. 17.7d and e) (Kasinath et al.
2018). This difference was also previously noted between the crystal structures of
the H3K27M and JARID2K116me3-bound human PRC2 (compact active) and an
inhibitor-bound human/chameleon hybrid PRC2 at 2.6Å resolution (extended active)
(Brooun et al. 2016; Justin et al. 2016). In another crystal structure of an inhibitor-
bound human PRC2 at 3.9 Å resolution with a different crystal lattice, the SBD–
SANT1 region becomes disordered (Fig. 17.7f), highlighting a dynamic nature of
this structural unit (Bratkowski et al. 2018).

Autoinhibition and Automethylation

In addition to the basal and H3K27me3-stimuated states, the catalytic module of
ctPRC2 also exists in an autoinhibited state in the absence of the histone substrate and
SAM,which represents another distinct stable conformation (Fig. 17.8a) (Bratkowski
et al. 2017). Compared to the basal and H3K27me3-stimulated states (Fig. 17.8b),
the post-SET region of the SET domain becomes stably associated with the active
site in the autoinhibited state, occupying the substrate-binding groove and blocking
histone substrate binding (Fig. 17.8a) (Bratkowski et al. 2017). SAM binding is
largely impeded in the autoinhibited state as well, due to the lack of stabilization
by the post-SET region and the steric clash to the SET-I region (Fig. 17.8a and b)
(Bratkowski et al. 2017). SAM binding induces local conformational change of the
SET-I region and partially alleviates the autoinhibition (Bratkowski et al. 2017). A
series of intramolecular interactions of EZH2 maintain the autoinhibited conforma-
tion: whereas residue F922 from the post-SET region is inserted into the lysine-
binding channel, residues E840 and K852 from the SET-I region mediate hydrogen
bonding interactions with the post-SET (Fig. 17.8a). Disruption of these interactions
by mutagenesis results in an overactivated ctPRC2 (Bratkowski et al. 2017). The
autoinhibition may provide a mechanism for ctPRC2 to sense the effective SAM or
histone substrate concentration in cells (Bratkowski et al. 2017). However, critical
residues mediating the autoinhibition are not conserved in human EZH2, suggesting
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Fig. 17.8 Structural basis of PRC2 autoinhibition and automethylation. a Crystal structure of
ctPRC2 in an autoinhibited conformation (PDB 5BJS). Close-up view is shown on the right, with
residues that maintain the autoinhibited conformation highlighted in sticks representation. The
post-SET region is colored in violet. Rotation matrix that relates the close-up view to the overall
view is indicated. b Active conformation of the SET domain to be compared with the autoinhibited
conformation. The SET domain of an active ctPRC2 (PDB 5KJH) is shown. The post-SET region
is colored in violet. c Automethylation of EZH2 (based on PDB 5HYN). Three lysine residues
located on a disordered loop that are subjected to automethylation are represented by filled yellow
circles. The dotted arrow indicates the lysine residues are predicted to occupy the active site prior
to automethylation, likely causing autoinhibition. d Crystal structure of the CLR4 SET domain in
an autoinhibited conformation (PDB 6BOX). The view is aligned to that in (c). Residue K455 on a
loop preceding the post-SET region occupies the active site

autoinhibition either may not exist or may involve a different mechanism for human
PRC2 (Bratkowski et al. 2017).

The enzymatic activity of human PRC2 is subjected to the regulation by
automethylation (Lee et al. 2019; Wang et al. 2019), reminiscent of the regulation
of kinases by autophosphorylation and of histone acetyltransferases by autoacetyla-
tion (Beenstock et al. 2016; Thompson et al. 2004). PRC2 automethylation occurs
intramolecularly on three lysine residues, K505, K509 and K510, on the unstruc-
tured loop connecting the SANT2 and CXC domain, (Fig. 17.8c) (Lee et al. 2019;
Wang et al. 2019). Prior to the automethylation, these lysine residues may occupy the
active site of EZH2, hinder histone substrate binding, and thus confer autoinhibition;
the automethylation process promotes PRC2 enzymatic activity towards the histone
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substrate both in vitro and in cells, conceivably by releasing the automethylation loop
from the active site (Fig. 17.8c) (Lee et al. 2019; Wang et al. 2019). The proposed
conformational switch during PRC2 activation by the automethylation is in line with
the crystal structures of the autoinhibited and automethylated conformations of the
fission yeast histone H3K9 methyltransferase CLR4 (aka SUV39H), although PRC2
enzymatic activity responds differently to alanine and arginine mutations of these
automethylated lysine residues, compared to the case of CLR4 (Fig. 17.8d) (Iglesias
et al. 2018; Lee et al. 2019; Wang et al. 2019).

Chemical and Stapled Peptide Inhibitors of PRC2

A family of SAM-competitive pyridone inhibitors, like GSK126, EPZ-6438
(Tazemetostat) andCPI-1205, exhibits potent (e.g.Ki or IC50 at lownanomolar range)
and selective (e.g. > 1000-fold selective for EZH2 against many other methyltrans-
ferase families) inhibition of PRC2 enzymatic activity (Fig. 17.9a).Many of them are
being tested in clinical trials for cancer treatment (McCabe et al. 2012b;Knutson et al.

Fig. 17.9 Structural basis of chemical inhibition of PRC2. a Chemical structures of selected PRC2
inhibitors. b Aligned crystal structures of drug-bound PRC2 (PDBs 5LS6 and 5GSA). The shown
structures include CPI-1205 bound to PRC2 catalytic module and EED226 bound to EED. c Close-
up view of CPI-1205 binding pocket. Residues critical for CPI-1205 binding are shown in sticks
representation and labeled.Rotationmatrix that relates the current view to the view in (b) is indicated.
dClose-up view of EED226 binding pocket. Aromatic cage residuesmediating EED226 binding are
shown. Aromatic cage residue W364 involved in H3K27me3 or JARID2K116me3 binding moves
away from the EED226-binding site (compare to Fig. 17.7a)
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2013; Vaswani et al. 2016). In particular, Tazemetostat (brand name Tazverik) has
already been approved as a medication for metastatic or locally advanced epithelioid
sarcoma and for relapsed or refractory follicular lymphoma. The unique structure of
the split catalytic domain of EZH2 accounts for the remarkable selectivity of these
drugs: they primarily bind to an extended pocket located on the interface between the
SET and SAL domain of EZH2 that also borders EED; only a small portion of these
drugs protrudes into the SAM-binding pocket and competes with SAM (Fig. 17.9b
and c) (Brooun et al. 2016; Vaswani et al. 2016; Bratkowski et al. 2018). Mutation of
the ‘gating residues’ of the drug-binding pocket, including residues I109, Y111 and
Y661, results in acquired drug resistance in lymphoma cell line models (Fig. 17.9c)
(Baker et al. 2015; Brooun et al. 2016; Gibaja et al. 2016).

A new class of chemical inhibitors of PRC2 became available recently. A-395 and
EED226 target the aromatic cage of EED, which antagonizes H3K27me3 binding
and thereby prevents the allosteric activation of PRC2 enzymatic activity (Fig. 17.9b
and d) (He et al. 2017; Qi et al. 2017). These inhibitors cause similar phenotypes
as the SAM-competitive inhibitors of EZH2 do in lymphoma cells; notably, they
display robust PRC2 inhibition activity and strong antitumor efficacy even in the
presence of the acquired mutations that confer resistance to the SAM-competitive
inhibitors (He et al. 2017; Qi et al. 2017).

Stapled peptide inhibitors inhibit PRC2 enzymatic activity by disrupting complex
assembly. Stapling of α-helical peptides is a strategy in drug development that allows
modulation of protein-protein interactions, with the added advantage of being cell
penetrating and resistant to proteolytic degradation (Verdine and Hilinski 2012). A
helix of 30 amino acids of mouse EZH2 was previously mapped to be the minimal
EED-binding domain (corresponding to the EBD in the catalytic module), occu-
pying the bottom face of the EED WD40 fold in the crystal structure of a minimal
EZH2–EED binary complex (Han et al. 2007). This early structural study laid the
foundation for the rational design of hydrocarbon-stapled EZH2 (EBD) peptides
for targeted disruption of PRC2, which impairs the growth of EZH2-dependent
MLL-AF9 leukemia cells and Karpas-422 B cell lymphoma cells (Kim et al. 2013).

Structure of the Accessory Subunit-Binding Module

An Apo State

The accessory subunit-binding module of the PRC2 core complex consists of the N-
terminal two thirds of SUZ12 [SUZ12(N)] and RBBP4. TheDrosophila homologs of
mammalian SUZ12 andRBBP4 are SU(Z)12 andNURF55, respectively. In the 2.3Å
resolution crystal structure ofNURF55 bound to aminimalNURF55-binidng epitope
of SU(Z)12, NURF55 adopts a WD40 fold and the SU(Z)12 fragment is engaged in
hydrophobic interactions with a binding cleft formed by the N-Terminal (NT) helix
and the PP loop of NURF55 (Fig. 17.10a) (Schmitges et al. 2011). An overlapping
surface in Drosophila NURF55 and human RBBP7 from the Chromatin Assembly
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Fig. 17.10 Crystal structure of the apo accessory subunit-binding module. a Aligned crystal struc-
tures of Drosophila NURF55 bound to fragments of SU(Z)12 and histone H4 (PDBs 2YB8 and
3C9C). b Crystal structure of human RBBP4 bound to SUZ12(N) (PDB 5WAK). Ordered protein
domains of SUZ12(N) are color coded the same as the domain structure shown in Fig. 17.2

Factor 1 (CAF-1) complex is occupied by Helix 1 of the histone fold of histone H4
based on the corresponding crystal structures of 2.4–3.2 Å resolution (Fig. 17.10a);
this interaction is presumed to facilitate nucleosome assembly during DNA repli-
cation and DNA repair (Murzina et al. 2008; Song et al. 2008). A more complete
structure of a human SUZ12(N)–RBBP4 binary complex at 3.3 Å resolution was
solved recently: four functional domains of SUZ12 are engaged in self and RBBP4
interactions, including the ZnB (Zinc finger-Binding) helix, WDB1 (WD40-Binding
domain 1), WDB2 (WD40-Binding domain 2), and Cys2His2-type Zn (Zinc finger)
domain (Figs. 17.2 and 17.10b andTable 17.1) (Chen et al. 2018). TheWDB1harbors
an equivalent of the minimal NURF55-binidng epitope of SU(Z)12mentioned above
(Fig. 17.10a and b) (Chen et al. 2018). The ZnB and Zn domains form an intramolec-
ular complex, which also contacts RBBP4 and the WDB1 (Fig. 17.10b) (Chen et al.
2018). Notably, a large fragment of over 250 amino acids between theWDB1 and Zn
domains is mostly disordered in the current structure (Figs. 17.2 and 17.10b) (Chen
et al. 2018).

An AEBP2 and JARID2-Bound Monomeric State

The crystal structure of a human SUZ12(N)–RBBP4–AEBP2–JARID2 complex was
determined to 3.0 Å resolution (Fig. 17.11a and b), which fits well into the cryo-
EM maps of a PRC2–AEBP2–JARID2 holo complex (Fig. 17.4) (Chen et al. 2018;
Kasinath et al. 2018). The crystallographic and cryo-EM data support a monomeric
structure architecture of the AEBP2 and JARID2-bound accessory subunit-binding
module or a corresponding PRC2.2 holo complex (Chen et al. 2018; Kasinath et al.
2018). Notably, in association with AEBP2, the large disordered region between
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Fig. 17.11 Crystal structure of the accessory subunit-binding module of AEBP2 and JARID2-
containing PRC2.2. a Overall view of the crystal structure of the SUZ12(N)–RBBP4–AEBP2–
JARID2 heterotetrameric complex (PDB 5WAI). Protein domains are color coded as in Figs. 17.2
and 17.3. Compared to the structure of the apo complex shown in Fig. 17.10b, the C2 domain of
SUZ12 becomes ordered in the current structure.bAdifferent view of the heterotetrameric complex.
Rotation matrix relates (b) to (a). c Close-up view of the C2 domain of SUZ12. The indicated
rotation matrix relates (c) to (b). d Topology diagram of the C2 domain. e RBBP4 binding to the
H3K4D domain of AEBP2. Electrostatic potential surface of RBBP4 is shown. Crystal structure
of histone H3K4-bound Drosophila NURF55 (PDB 2YBA) is aligned to the current structure and
the H3K4 peptide is colored in cyan. AEBP2 residues competing with H3K4 for RBBP4 binding
are highlighted in the close-up view. f Binding surface for JARID2. Rotation matrix from (b) is
provided. The breakpoint of SUZ12 found in the JAZF1-SUZ12 fusion oncoprotein is indicated by
a red arrow

the WDB1 and Zn domains of SUZ12 becomes largely ordered (Fig. 17.11a, and
compare toFig. 17.10b), and is folded into a noncanonical type IIC2domain featuring
an eight-strand β-sandwich structure, as exemplified in PLCδ, PTEN, and PI3Kα

(Fig. 17.11c and d) (Chen et al. 2018). The C2 domain is known to mediate phos-
pholipid binding and protein-protein interactions (Nalefski and Falke 1996). There
are cases in which phospholipids associate with phospholipid-binding domains in
chromatin complexes to impact enzymatic activity or chromatin binding activity of
these complexes (Kutateladze 2012; Watson et al. 2012; Hamann and Blind 2018).
However, whether the C2 domain of SUZ12 is merely a protein-protein interaction



544 X. Liu

domain or it also binds phospholipids to regulate PRC2 function remains to be further
studied.

Around 100 amino acids at the C-terminus of AEBP2 (residues 407-503) are
present in this heterotetrameric crystal structure, containing the C2B (C2-Binding)
domain and the H3K4D (Histone H3K4 Displacement) domain (Figs. 17.3 and
17.11b and Table 17.2) (Chen et al. 2018). The C2B domain of AEBP2 forms a
stable complex with the C2 domain and contacts the ZnB helix of SUZ12 as well
(Fig. 17.11b) (Chen et al. 2018). The H3K4D domain sits on the top surface of
RBBP4; particularly, residues K502 and R503 within this domain occupy an acidic
central cavity in RBBP4 (Fig. 17.11e) (Chen et al. 2018). A comparable structural
configuration of these two AEBP2 residues is also present in the cryo-EM struc-
tural model (Kasinath et al. 2018). Residues R2 and K4 on the histone H3K4 tail
were previously shown to bind the corresponding acidic central cavity inDrosophila
NURF55 in an H3K4 trimethylation-sensitive manner (Fig. 17.11e) (Schmitges et al.
2011). Structural comparison and binding assays in solution indicate AEBP2 is not
compatible with histone H3K4 in RBBP4 binding (Fig. 17.11e) (Chen et al. 2018).
The reason why AEBP2-containing PRC2 evolves to block H3K4 binding to RBBP4
is unclear; it is hypothesized that this structural mechanism can potentially ensure
sequential recruitment of NuRD histone deacetylase and PRC2: during de novo
repression of active loci, NuRD as the major binder of the unmethylated histone
H3K4 tail is initially recruited to remove the acetylated histone H3K27 (H3K27ac)
active histone mark, before PRC2 can be targeted to mediate histone methylation at
the same site (Reynolds et al. 2012; Chen et al. 2018).

In addition to AEBP2, the crystal structure of the heterotetrameric complex also
captures a JARID2 peptide (residues 147–165), corresponding to the minimal tran-
srepression (TR) domain of JARID2 (Figs. 17.3 and 17.11f and Table 17.2) (Kim
et al. 2003; Pasini et al. 2010; Chen et al. 2018). The ZnB–Zn intramolecular complex
of SUZ12 is found in both the crystal and cryo-EM structural models (Chen et al.
2018; Kasinath et al. 2018). It provides a composite surface for the binding of the
TR domain, which is largely folded into an α-helix structure (Fig. 17.11f) (Chen
et al. 2018). The TR domain of JARID2 and the C-Terminal (CT) domain of EPOP
compete for the binding of the SUZ12(N)–RBBP4 binary complex, in line with the
mutually exclusive binding of JARID2 and EPOP in holo complex formation (Chen
et al. 2018). In endometrial stromal tumors, a JAZF1–SUZ12 fusion oncoprotein is
generated by a recurrent chromosomal translocation with a breakpoint located in the
middle of the ZnB helix of SUZ12 (Fig. 17.11f) (Koontz et al. 2001; Chen et al.
2018). Based on the structural and biochemical data, JAZF1–SUZ12 is predicted to
disrupt JARID2 association with PRC2, which may compromise chromatin targeting
of PRC2 and contribute to the global reduction of H3K27me3 in patient samples (Ma
et al. 2017; Chen et al. 2018).
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A PHF19-Bound Dimeric State

In contrast to the monomeric structure of PRC2.2, data from a number of studies
over the years suggest the existence of PRC2 dimers inDrosophila, mice and humans
(O’Connell et al. 2001; Tie et al. 2003; Margueron et al. 2008; Casanova et al. 2011;
Ballare et al. 2012; Son et al. 2013; Davidovich et al. 2014; Grijzenhout et al. 2016).
Finally, a recent structural study provides amolecular basis for dimerization ofMTF2
(based on sequence homology) or PHF19-containing PRC2.1 (Chen et al. 2020).
The crystal structure of a human SUZ12(N)–RBBP4–PHF19–JARID2 complex was
determined to 2.9 Å resolution, revealing the SUZ12(N)–RBBP4 accessory subunit-
binding module adopts a dimeric structure architecture when bound to the RC/CL
domain of PHF19 (Figs. 17.3, 17.12a and b and Table 17.2) (Chen et al. 2020).
Although the TR domain of JARID2 is also present in the crystal structure, it was
only used to improve the crystal quality, without interfering with PHF19 binding

Fig. 17.12 Crystal structure of the accessory subunit-binding module of PHF19-containing
PRC2.1. (a) Overall view of the crystal structure of the SUZ12(N)–RBBP4–PHF19–JARID2
heterotetrameric complex (PDB 6NQ3). Protein domains are color coded as in Figs. 17.2 and
17.3. Corresponding protein domains of symmetry-related protomers in the dimer are distinguished
by a prime symbol in the name. bA different view of the heterotetrameric complex. Rotation matrix
relates (b) to (a). c Interactions on the dimer interface. Important residues are labeled in the close-up
view on the right. Rotation matrix relates (c) to (b). d Interactions mediating PHF19 binding to
SUZ12(N)–RBBP4. The view is the same as that in (a). The ‘R-W-L’ triad is highlighted in the
close-up view on the left
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(Fig. 17.12a and b) (Chen et al. 2020). Intriguingly, formation of an atypical hybrid
PRC2 holo complex containing both MTF2 and JARID2 was previously reported
in mESCs in the absence of AEBP2 (Grijzenhout et al. 2016). More specifically,
the SUZ12(N)–RBBP4 part forms a dimer by swapping the C2 domain of SUZ12
between each symmetry-related protomer (Fig. 17.12a and b) (Chen et al. 2020).
On the major dimer interface, three positively charged residues, K195, R196 and
K197, from the C2 domain of SUZ12 engage with the electronegative central cavity
of RBBP4 through a series of hydrophobic, cation-π, charge-charge and hydrogen-
bonding interactions (Fig. 17.12c) (Chen et al. 2020).

PHF19 does not participate in dimerization per se, but instead stabilizes the
intrinsic dimer of SUZ12(N)–RBBP4, by associating with the C2 domain of SUZ12
from one protomer andwith the ZnB andWDB2 domains of SUZ12 and the NT helix
of RBBP4 from the other protomer (Fig. 17.12d) (Chen et al. 2020). The RC/CL
domain of PHF19 can be further divided into four functional regions: a DS (Dimer
Stabilization) helix, an SC (Short Connecting) helix, a C2B (C2-Binding) domain
and a CT (C-Terminal) tail (Figs. 17.3 and 17.12d and Table 17.2). The C2B domain
of PHF19 is ‘locked’ to the C2 domain of SUZ12 from one protomer via an ‘R-W-L’
triad involving residues R561 and L571 of the C2B and residue W334 of the C2; the
DS and CT regions of PHF19 associate with the other protomer: the DS helix packs
against the ZnB helix of SUZ12 and the NT helix of RBBP4, whereas the CT tail fits
into a surface cleft formed by theWDB2 domain of SUZ12 (Fig. 17.12d) (Chen et al.
2020). Intriguingly, bothMTF2 andDrosophila PCL contain the conserved sequence
of the DS helix found in PHF19; the corresponding sequence is not conserved in
PHF1, suggesting it may not stabilize the intrinsic PRC2 dimer.

Results from in vitro dimerization assays in solution are congruent with the
structural observations. Mutation of residues at the dimer interface, including the
K195D/R196D/K197D triple mutation and R196A single mutation of the C2 domain
of SUZ12, blocks formation of the intrinsic PRC2 dimer (Chen et al. 2020). Dele-
tion of the DS helix prevents PHF19-mediated stabilization of the intrinsic PRC2
dimer; alanine mutation of residue W334 of SUZ12 causes a similar phenotype, due
to the loss of RC/CL domain binding to SUZ12(N)–RBBP4 (Chen et al. 2020).
The dimer-disrupting mutations of SUZ12 also impair the binding of MTF2 or
PHF19-containing PRC2 to a piece of natural CGI DNA in vitro (Chen et al.
2020). In addition, replacing the endogenous SUZ12 with the dimer-disrupting
K195D/R196D/K197D triple mutant in mESCs compromises H3K27me3 enrich-
ment on PRC2 targets, suggesting a potentially critical role of PRC2 dimerization in
the chromatin recruitment of PRC2 (Chen et al. 2020).

Distinct Structure Architectures and Modes of Chromatin Binding

DNA or nucleosome-bound structures of PRC2 subcomplexes or protein domains
have recently started to emerge, providing important insights on the mechanism of
chromatin binding by PRC2 holo complexes. The cryo-EM structural model of an
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AEBP2-containing PRC2.2 holo complex engaging an H3K27me3–H3K27 bifunc-
tional dinucleosome at an overall resolution of 6.2 Å reveals how histone H3K27
methylation and H3K27me3-mediated allosteric activation of the enzyme may be
coordinated in a chromatin context (Fig. 17.13a) (Poepsel et al. 2018). H3K27me3
is mimicked by a chemically installed methylation analog in the study (Poepsel et al.
2018). Whereas the DNA backbone of the H3K27me3 nucleosome directly contacts
the SBD of EZH2, the DNA backbone of the H3K27 substrate nucleosome interacts
with the CXC domain of EZH2, guiding the histone H3K27 tail to the enzyme active

Fig. 17.13 Modes of chromatin binding of PRC2.1 and PRC2.2. a Cryo-EM map and structural
model of a PRC2.2 holo complex, PRC2-AEBP2, bound to an H3K27me3−H3K27 bifunctional
dinucleosome (EMD-7306). Only the catalytic module is resolved in the map. The SBD and CXC
domains of EZH2 that contact DNA directly are indicated. b Crystal structure of MTF2 bound to
DNA (PDB 5XFR). The Tudor, PHD1, PHD2 and EH/WH domains ofMTF2 are colored according
to the domain structure shown in Fig. 17.3. Crystal structure of the PHD2–EH/WH cassette of
Drosophila PCL is aligned to the MTF2 structure and colored in gray. Interactions between the
W1 loop and DNA major groove are highlighted in the close-up view. c Relocation of the C2
domain from the PHF19-bound to AEBP2-bound state. The two structures are aligned based on
RBBP4. For clarity, only one copy of the C2 domain in the PHF19-bound dimeric structure is
colored and labeled (C2′ in this case). AEBP2 binding structurally relocates the C2′ domain from
the dimer interface and results in dimer disruption, as indicated by the dotted red arrow. Also refer
to Fig. 17.12b. d Schematic of chromatin binding by the dimeric PRC2.1 and monomeric PRC2.2
holo complexes. H3K36me3 binding by PCL proteins and H2AK119ub binding by AEBP2 and
JARID2 are not depicted.
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site (Fig. 17.13a) (Poepsel et al. 2018). Only the catalytic module but not the acces-
sory subunit-bindingmodule is refined to the final resolution, together with the bound
dinucleosome (Poepsel et al. 2018). 2D class averages of negative-stain EM parti-
cles indicate theAEBP2-bound accessory subunit-bindingmodule loosely associates
with a nucleosome (Poepsel et al. 2018), in line with the mononucleosome binding
EMSA (Electrophoresis Mobility Shift Assay) data reported elsewhere (Chen et al.
2018). The Zn finger domain of AEBP2 is not visible in the structure, suggesting the
dinucleosome used may not be optimal for the binding of this domain (Kim et al.
2009; Wang et al. 2017b). Intriguingly, it was recently proposed that the AEBP2 Zn
finger might have functions other than DNA binding, based on the sequence feature
and NMR solution structure (Sun et al. 2018).

The recent 2–2.5 Å resolution crystal structure of a CpG-containing duplex
DNA bound to PHF1 orMTF2 harboring the Tudor–PHD1–PHD2–EH/WH cassette
reveals how PCL proteins may directly facilitate chromatin targeting of PRC2.1
(Fig. 17.13b) (Li et al. 2017). Residues K323 and K324 from the W1 loop of the
EH/WH domain in PHF1 are responsible for recognition of the unmethylated CpG
sequence content (Li et al. 2017). The corresponding residues, K338 and K339, in
MTF2 contactDNA in the samemanner (Fig. 17.13b) (Li et al. 2017). Comparedwith
the 2.4 Å resolution crystal structure of the PHD2–EH/WH cassette of Drosophila
PCL in the absence of DNA, the partially conserved W1 loop of PHF1 and MTF2 is
reshaped to insert into the major groove of the DNA, which is distorted to accommo-
date theW1 loop (Fig. 17.13b) (Choi et al. 2017; Li et al. 2017). DNA binding by the
EH/WH domain appears to occur independently of H3K36me3 binding by the Tudor
domain of PHF1 or MTF2, although both mechanisms are thought to contribute to
chromatin targeting of PRC2.1 (Li et al. 2017).

Structural comparison highlights the vastly different structure architectures of the
accessory subunit-binding module from PRC2.1 and PRC2.2: AEBP2 disrupts the
intrinsic dimer of the accessory subunit-binding module, whereas MTF2 and PHF19
stabilizes it; in parallel, the C2 domain of SUZ12 is placed in completely different
locations in the complexes to accommodate the transitionbetween themonomeric and
dimeric state (Fig. 17.13c) (Chen et al. 2020). Together with the respective accessory
subunits, the accessory subunit-bindingmodulemay also control the oligomerization
state of PRC2.1 and PRC2.2 holo complexes and thereby dictate the mode of chro-
matin binding by PRC2.1 and PRC2.2 (Fig. 17.13d) (Chen et al. 2020). As shown by
the cryo-EM study, anAEBP2-containing PRC2.2 holo complex exists as amonomer
(Kasinath et al. 2018). In contrast, the actual structure of PRC2.1 holo complexes
is not yet available, although MTF2 or PHF19-containing ones are predicted to be
a dimer based on the existing biochemical data and partial structures (Chen et al.
2020). It is proposed that PRC2 dimerization may at least enhance MTF2 or PHF19
binding to CGI DNA in pairs, possibly through an avidity effect (Fig. 17.13d) (Chen
et al. 2020). Likewise, H3K27me3 or substrate nucleosome binding by the catalytic
module may also be promoted in this dimeric structural framework of PRC2.1 holo
complexes.
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Concluding Remarks and Future Perspectives

The past decade has witnessed a growing interest and rapid progress in structural
biology towards understanding the molecular basis of the assembly, catalysis and
targeting of PRC2, a key mediator of gene repression during development. A series
of structural studies have generated important mechanistic insights, which verify
hypothetical models from functional studies, deepen the understanding of disease
mechanisms, and also lay a foundation for new lines of research.

Structural data need to be interpreted critically.Whereas low-resolution structures
can be valuable in offering information about the overall shape and assembly of
the target, a medium to high-resolution structure is ideal to provide accurate side
chain positions, for example, to allow hypotheses to be tested by specific mutations.
In the 3–4 Å medium resolution range, de novo model building of large chromatin
complexes like PRC2 can be found challenging and sometimes intimidating in realms
of both X-ray crystallography and cryo-EM. Whenever necessary, the register of
structuralmodels should be validated and other biochemical or functional data should
be taken into consideration to support model building.

Many pressing questions remain to be answered regarding structure and function
of PRC2. For example, structures of nucleosome-bound PRC2.1 holo complexes
are still lacking. How do functional nucleosomes communicate with each other and
with the active site of PRC2.1 to influence de novo installation and spreading of the
H3K27me3 repressive histone mark? Can different modes of chromatin binding by
PRC2.1 and PRC2.2 be translated into distinct mechanisms of gene repression? How
may ncRNAs fit into the picture of chromatin-bound PRC2.1 or PRC2.2? Another
important topic is concerned with epigenetic inheritance. Does PRC2 dimerization
play a role in the faithful transmission of theH3K27me3histonemark duringmitosis?
Are there functional crosstalk and physical contact between PRC2 and DNA replica-
tion machinery? In answering these questions and many others, a whole new world
of structural biology research on PRC2 is anticipated to unfold.
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