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Abstract

Latent Epstein-Barr virus (EBV) infection is strongly associated with several malignancies,

including B-cell lymphomas and epithelial tumors. EBNA1 is a key antigen expressed in all

EBV-associated tumors during latency that is required for maintenance of the EBV episome

DNA and the regulation of viral gene transcription. However, the mechanism utilized by EBV

to maintain latent infection at the levels of posttranslational regulation remains largely

unclear. Here, we report that EBNA1 contains two SUMO-interacting motifs (SIM2 and

SIM3), and mutation of SIM2, but not SIM3, dramatically disrupts the EBNA1 dimerization,

while SIM3 contributes to the polySUMO2 modification of EBNA1 at lysine 477 in vitro.

Proteomic and immunoprecipitation analyses further reveal that the SIM3 motif is required

for the EBNA1-mediated inhibitory effects on SUMO2-modified STUB1, SUMO2-mediated

degradation of USP7, and SUMO1-modified KAP1. Deletion of the EBNASIM motif leads to

functional loss of both EBNA1-mediated viral episome maintenance and lytic gene silencing.

Importantly, hypoxic stress induces the SUMO2 modification of EBNA1, and in turn the dis-

sociation of EBNA1 with STUB1, KAP1 and USP7 to increase the SUMO1 modification of

both STUB1 and KAP1 for reactivation of lytic replication. Therefore, the EBNA1SIM motif

plays an essential role in EBV latency and is a potential therapeutic target against EBV-

associated cancers.
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Author summary

The Small Ubiquitin-related modifier (SUMO) modification of proteins is a reversible

post-translational regulation involved in control of gene transcription, among other func-

tions. Epstein-Barr virus (EBV) infects most people worldwide and contributes to the

development of several types of cancers due to its ability to induce cell proliferation and

survival. EBNA1 is expressed in all forms of EBV-associated tumors. In this study, we

found that EBNA1 contains a SUMO-interacting motif (SIM) named EBNA1SIM, which is

required for EBNA1 to exert inhibitory effects on a SUMO2-modified complex (SC2)

including STUB1, KAP1 and USP7. Disruption of EBNA1SIM leads to loss of both

EBNA1-mediated viral episome maintenance and lytic gene silencing. Importantly, hyp-

oxia-mediated reactivation of viral lytic replication induces the EBNA1 dissociation from

STUB1 in the SC2 complex. This discovery not only opens a new insight on the interplay

between host and virus, but it also provides a therapeutic target specific against EBV-asso-

ciated cancers.

Introduction

Epstein-Barr virus (EBV) was the first human tumor virus to be discovered. It was identified

from Burkitt’s lymphoma (BL) in 1964, and accounts for approximately 2% of all cancer deaths

in the world to date [1]. EBV belongs to the gammaherpesvirus and has a typical herpesvirus

life cycle: latency and lytic replication. Over 90% of the worldwide population carries the latent

EBV with an asymptomatic life-long infection [2]. Under certain conditions that are still not

well known, the virus can cause human cancers including lymphoid and epithelial malignan-

cies [3,4]. The EBV-encoded nuclear antigen 1 (EBNA1) is the only viral protein consistently

expressed in all EBV-associated malignancies [5]. EBNA1 is essential for viral genome DNA

replication and maintenance and as well as controlling viral gene expression [2]. It has been

demonstrated that EBNA1 is a multiple functional protein that interacts with numerous host

proteins, such as EBP2 [6], USP7 [7], casein kinase 2 [8], Tankyrase 1 [9], PRMT5 and P32/

TAP [10], among others, playing a critical role in the onset, progression, and/or maintenance

of its associated tumors [10,11].

During the proliferation of EBV-infected cells, the viral DNA replication and episome

maintenance is dependent on the interaction of EBNA1-bound viral episome with chromatin

[11]. The ability of EBNA1 to bind to the origin of viral replication (OriP) has been demon-

strated to be critical for driving the latent cycle of viral episome DNA replication and segrega-

tion, and to maintain its stability in proliferating cells [2]. OriP is comprised of two functional

elements, the dyad symmetry (DS) element and the family of repeats (FR) [12]. To initiate the

viral latent DNA replication, a dimer-dimer EBNA1 interaction is required to bind with four

recognition sites within the DS sequence. This cooperativity highly relies on the DNA binding

and dimerization domain (DBD/DD) of EBNA1, which is located between the amino acids

(aa) 459 and 607 [13,14]. In contrast, the binding of FS (a cluster of 20 tandem 30-bp repeats)

with EBNA1 is important for governing the mitotic segregation of the EBV genomes and

maintaining the stability of the episome in the EBV latently infected cells [15,16]. In addition,

the complex of EBNA1 bound to FR can also act as a transcriptional enhancer to activate the

expression of other EBV latent genes [15,17,18]. More importantly, the viral episome is tightly

dependent on EBNA1 to be tethered with host chromosomes during the mitotic process [16].

The amino-terminal region including arginine-glycine (G/R) repeats (aa 33 to 53) of EBNA1 is
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involved in the chromosome binding directly or indirectly through interaction with cellular

proteins, such as hEBP2 and RCC1 [6,19–23].

Emerging studies have shown that EBNA1 can interact with many host proteins to exert

different functions, including enhancing transcription of viral genes, regulating many host sig-

naling pathways in the different cell types, and viral latency [2]. For example, it has been found

that EBNA1 interacts with USP7 and casein kinase 2 (CK2) to trigger PML ubiquitylation and

degradation [24,25]. To promote the survival of EBV latently-infected cells with DNA damage,

EBNA1 blocks the p53-USP7 interaction, which results in malignant transformation [7,24,26].

In addition, it has also been demonstrated that the central glycine-alanine repeat (GAr) of

EBNA1 plays a critical role in the immune evasion, through suppression of the translation of

its own mRNA in a cis-regulated mode [27]. The nucleolin, a DNA/RNA binding protein, can

directly interact with the G-quadruplexes of the GAr-encoding mRNA sequence to enhance

GAr-based inhibition of EBNA1 protein expression, and in turn relieve the suppression of

both its expression and antigen presentation [28].

Small ubiquitin-related modifier (SUMO) modification of proteins is a reversible post-

translational modification that plays a critical role in the regulation of cellular and viral gene

transcription, as well in response to hypoxic stress [29–31]. So far, three major SUMO iso-

forms (SUMO1, SUMO2 and SUMO3) have been identified in mammalian cells. SUMO1 is

the major SUMO in human cells; SUMO2 and SUMO3 are highly homologous (often referred

to as SUMO2/3), having 50% identical in sequence to SUMO1 [32]. Like ubiquitylation,

SUMO conjugation occurs through an enzyme cascade: E1 activating enzyme (Uba2-Aos1),

E2 conjugating enzyme (Ubc9), and E3 ligase [33]. While distinct from ubiquitylation, SUMO

conjugation to a target substrate often requires a consensus sequence CKxE/D (C, large

hydrophobic residue; x, any amino acid) around the target lysine [34]. Protein modification by

SUMO can affect the regulation of diverse cellular processes, including signal transduction,

protein trafficking, chromosome segregation, and DNA repair [35]. In addition to its conjuga-

tion to substrates through a covalent ligation, it has been demonstrated that SUMO can also

non-covalently bind to other proteins that have a consensus SUMO-interacting motif (SIM)

[36–38]. Thus, the biological functions of the SUMO-modified substrates rely on their ability

to interact with other effector containing SIM motifs. Increasing studies have suggested that

the SUMO conjugation pathway may play an important role in several aspects of herpes viral

replication and pathogenesis, such as the maintenance and stability of the viral episome DNA

during latency, the regulation of several herpesviral proteins that disrupt the disassembly of

PML-nuclear body, and the attenuation of the host interferon responses. For instance, our pre-

vious studies have shown that LANA, which is encoded by Kaposi’s sarcoma-associated her-

pesvirus (KSHV), is involved in the recruitment of various SUMO-modified protein,

including KAP1 (a regulator for chromatin remodeling), through a unique SUMO-interacting

motif to maintain the DNA passage of viral episome during latency [29]. Furthermore, the reg-

ulation of several herpesviral proteins that disrupts the disassembly of the PML-nuclear body

ensures the herpesviral lytic replication in a SUMO-dependent manner; examples of these pro-

teins include BZLF1 and BGLF4 of EBV [39,40], KSHV encoded K-Rta [41], K-vZIP and

vIRF-3 [42,43], ICP0 of HSV1 [44], and IE1 protein of human cytomegalovirus (HCMV) [45].

Finally, to attenuate the host’s interferon responses, K-bZIP has been found to inhibit inter-

feron-α (IFN-α) signaling in a SUMOylation-dependent manner [35,46], the EBV latent mem-

brane protein 1 (LMP1) induces IRF-7 SUMOylation to block the host immune response [47],

and vesicular stomatitis virus (VSV) infection can trigger SUMOylation of both IRF-3 and

IRF-7 to attenuate the interferon production [48]. However, whether EBNA1, as a homolog of

LANA, exerts its functions through regulation of SUMO signaling pathways remains largely

unclear.
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In this study, we demonstrate that EBNA1 contains a SIM (EBNA1SIM) that is required for

the EBNA1-mediated inhibitory effects on a SUMO2-modified complex including STUB1,

KAP1 and USP7. Functional analysis revealed that the EBNA1SIM is essential for EBNA1-me-

diated DNA binding and maintenance of the EBV episome. Moreover, hypoxic stress induces

SUMO2 modification of EBNA1, and in turn the dissociation of EBNA1 with STUB1, KAP1,

and USP7 to increase the SUMO1 modification of both KAP1 and STUB1 for reactivation of

lytic replication. This provides a potential therapeutic specific target against EBV-associated

cancers.

Results

EBNA1 contains two SUMO-interacting motifs

To investigate whether EBNA1 is involved in the regulation of SUMO signaling pathway, we

performed co-immunoprecipitation (co-IP) assays by co-expressing myc-tagged EBNA1 with

FLAG-tagged SUMO1 or SUMO2 in HEK293T cells. The results showed that EBNA1 was

associated with both SUMO1 and the SUMO2 modified substrate [(SUMO1/2)n-sb] with high

molecular weight (>170kDa) to some extent, although we found a moderately higher associa-

tion of EBNA1 with (SUMO1)n-sb than with (SUMO2)n-sb (S1 Fig, top panels, compare lane

4 with lane 8). To further identify whether EBNA1 directly interacts with the SUMO1/2 mole-

cule, we first aligned the amino acid sequence of EBNA1 with the conserved sequence of a cel-

lular SIM as described previously [29,37,38]. As shown in Fig 1A, the results identified three

potential SIM-like motifs, SIM1, SIM2, and SIM3, which are located within the residues 383 to

388, 507 to 515, and 593 to 597 of EBNA1, respectively. Intriguingly, these three SIM-like

motifs are highly conserved in the homologs of EBNA1 encoded by different human EBV

strains including B95.8, GD1 and AG876, as well as five monkey EBV strains (Tsb-B, SillA,

CeHV15, CeHV12, and CalHV3) based on the sequence analysis (Fig 1A, bottom panels).

To prove that these SIM motifs are required for EBNA1 to interact with the SUMOs, we

generated a series of EBNA1 mutants with the deletion of different SIM motifs (Fig 1A), fol-

lowed by in vitro pull-down assays with His-tagged SUMO1 or SUMO2 recombinant proteins.

The results showed that deletion of either the SIM2 or SIM3 motif strikingly reduced the bind-

ing ability of EBNA1 to His-SUMO1 or His-SUMO2 recombinant protein, while deletion of

SIM1 presented no effect (Fig 1B). The same results were obtained from His-SUMO1/2 recom-

binant protein was reverse pulled down in vitro by using Glutathione-sepharose beads target-

ing GST-fusion wild type EBNA1 DBD protein instead of its mutants (ΔSIM2, SIM2-4A,

ΔSIM3 or SIM3-3A) purified from the E.coli expression system (Fig 1C), further confirming

that the SIM motif of EBNA1 could directly interact with the SUMO molecule. To address

whether the mutation of EBNA1SIM impairs the folding of the EBNA1 DBD, we have also per-

formed CD analysis of purified proteins of wild type EBNA1 and its SIM2/3 mutants with dele-

tion or site mutation, and found that both deletion of SIM2/3 and site mutation of SIM3

mutants did not significantly impair the α-helix folding structure of EBNA1 DBD, while the

mutation of SIM2-4A dramatically disrupts the formation of α helix at the wavelength between

200 and 210 nm (Fig 1D). To further elucidate the role of both SIM2 and SIM3 motifs, we also

determined the interaction of EBNA1 with HA-tagged exogenous Ubc9 (E2 conjugation

enzyme) by co-expression in HEK293 cells, followed by co-immunoprecipitation and immu-

noblotting assays. The results showed that deletion of either SIM2 or SIM3 did efficiently

reduce the binding of EBNA1 with SUMO-modified Ubc9 (Ubc9-SUMO), albeit no signifi-

cant effect on the ability of EBNA1 binding with Ubc9 when GA is deleted (supplementary S2

Fig). This suggests that the EBNA1SIM motif is required to interact with SUMO molecules.
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Fig 1. EBNA1 contains two SUMO-interacting motifs. (A) Schematic representation of different EBNA1 mutants

with mutation of SUMO-interacting motifs (SIMs). The residue positions of each putative SIM1, SIM2, and SIM3 of

EBNA1, site-mutation of four SIM mutants (SIM2-m1, SIM2-m2, SIM2-4A, and SIM3-3A), and G/A and G/R rich

region are indicated. K477 is the putative SUMOylation site based on SUMOplotanalysis. The amino acid alignment of

SIM regions of EBNA1 homologs encoded by different EBV strains of human and other primate is shown at the

bottom panel. The asterisk indicates highly conserved residues. QDE, acidic domain. NLS, nuclear localization

sequence. (B) The SIM2 and SIM3 of EBNA1 are required for interaction with SUMO1/2. HEK293T cells were

individually transfected with expression plasmids as indicated in the figure. At 48 h post-transfection, whole cell

extracts (Input) were subjected to a pulldown with His-SUMO1 or His-SUMO2 recombinant proteins with Nickel-

agarose (Ni-NTA) beads, followed by immunoblotting (IB) with anti-myc antibodies. His-SUMO1 and His-SUMO2

recombinant proteins are shown by Coomassie staining. The relative density (RD) of EBNA1-interacting SUMO1 or

SUMO2 is quantified and shown on the right panel. Input was used at 5%. (C) The SIM2 and SIM3 motifs of EBNA1

are required to directly bind with SUMO1/2 in vitro. Equal protein amounts of purified His-SUMO1/2 (Input) were

individually incubated with wild type (WT) EBNA1 and its SIM2/3 mutants of GST-fusion proteins purified from E.
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Deletion of SIM2, not SIM3, impairs EBNA1 dimerization, and SIM3

contributes to poly-SUMO2 modification of EBNA1 in vitro
Since both SIM2 and SIM3 motifs are located within the DNA binding and dimerization

domain of EBNA1, to elucidate the role of the two SIM motifs on EBNA1 functions, we first

analyzed the location of SIM2 and SIM3 motifs on the 3D structure of EBNA1 protein (PDB

ID: 1B3T, by software pymol-v1.3r1-edu-Win32)[13,49]. Interestingly, we found that both

SIM2 and SIM3 motifs locate side-by-side at the surface of the EBNA1 protein, and both of

them are also very close to the junction edge of the EBNA1 dimer (Fig 2A). This suggests that

these two SIM motifs may be involved in the dimer formation of EBNA1 and its related biolog-

ical functions.

To determine whether the SIM2 or SIM3 motif impairs the EBNA1 dimerization, we per-

formed a co-IP assay to detect the interaction of FLAG-tagged EBNA1 with myc-tagged wild

type (WT) EBNA1 or its SIM-deleted mutants in HEK293 cells. As shown in Fig 2B, deletion

of SIM2, but not that of the SIM3 motif, completely disrupted the dimer formation of EBNA1,

when compared with WT EBNA1 or its GA-deleted mutant. In the view of the fact that the

SIM2 motif is composed of 9 aa residues with two potential sub-SIM motifs (VxV and SxT),

we also generated another two mutants of EBNA1 with point mutation on either one of the

two sub-SIM motifs (SIM2-M1 and SIM2-M2) (Fig 1A), and performed similar co-immuno-

precipitation assays. The results showed that, unlike the M2 mutation of SIM2, the M1 muta-

tion could more efficiently inhibit the formation of EBNA1 dimer, albeit the inhibition

efficiency of M1 was much lower than that in the SIM2-deleted mutant (Fig 2C, compare lanes

2, 3 with 4), which confirmed that deletion of SIM2, but not SIM3, impairs EBNA1 dimer

formation.

In addition, we also noticed that lysine 477 (K477) within the DNA-binding domain of

EBNA1 is a putative SUMOylated site with an associated highly probability (> 0.90) based on

the prediction analysis (Fig 1A). To determine whether K477 is the SUMOylated site of

EBNA1 and whether SIM3 contributes to its SUMOylation, we individually generated and

purified the GST-tagged recombinant protein of the DNA-binding truncated mutant of

EBNA1 (GST-EBNA1441-619) and its K477R or SIM3-deleted mutants using an E.coli expres-

sion system, and then carried out in vitro SUMOylation assays by incubation with His-tagged

SUMOylation E1 and E2 enzymes in the presence of SUMO1 or SUMO2. Strikingly, the

results showed that the K477R mutation could efficiently reduce both the SUMO1 and

SUMO2 modification of EBNA1 in vitro (Fig 2D, compare lanes 6 and 5). In contrast, the dele-

tion of the SIM3 motif remarkably reduced the poly-SUMO2 modification of EBNA1 (Fig 2D,

compare lanes 7 and 5), indicating that the SIM3 motif contributes to the poly-SUMO2 modi-

fication of EBNA1, and the loss of poly-SUMO2 chain in the absence of SIM3 motif could be

due to the lower affinity of EBNA1 dimer association with SUMO2.

To further confirm that both the K477 residue and the SIM3 motif are required for

SUMOylation of EBNA1, we investigated the subcellular localization of both EBNA1 and

SUMO1 (or SUMO2) by co-expressing cherry-labeled SUMO1/2 with the WT EBNA1 and its

K477R or SIM3-deleted versions in HEK293 cells. Intriguingly, in the absence of exogenous

SUMO1/2 molecules, the results showed that both WT EBNA1 and its SIM3-deleted mutant

are diffusely distributed within the nuclear compartment, while the K477R mutation resulted

coli expression system and pulled down with Glutathione (GSH)-sepharose beads. Bound complexes were analyzed by

immunoblotting (IB) with the indicated antibodies. The recombinant proteins are shown by Coomassie staining at the

bottom panel. (D) Circular dichroism (CD) spectra for wild type EBNA1 and its SIM2/3 mutants in phosphate buffer

(pH = 7.2).

https://doi.org/10.1371/journal.ppat.1008447.g001
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in the clear co-localization of EBNA1 with DNA as punctate dots (Fig 3A). In contrast, in the

presence of exogenous SUMO1 or SUMO2, although EBNA1 could reduce the number of

both SUMO1 and SUMO2 of punctate dots to some extent, only SUMO2 but not SUMO1 co-

localization with EBNA1 as the punctate dots appeared (Fig 3B, top panel), which could be effi-

ciently disrupted by mutation of K477R or the SIM3-motif deletion (Fig 3B, middle and bot-

tom panels). This consistently supports the notion that SUMOylation of EBNA1 relies on both

Lysine 477 and the SIM3 motif.

The EBNA1SIM motif is essential for EBV episome maintenance, silencing

ZTA expression and blocking lytic replication

Previous studies have shown that the DNA replication and segregation of EBV genome persis-

tence during viral latency is dependent on the presence of the EBV cis-acting OriP and trans-
acting viral protein EBNA1 [11,12,50]. To determine the role of EBNA1SIM in EBNA1-me-

diated DNA replication and maintenance of the EBV episome DNA, we used a plasmid carry-

ing the EBV OriP and a GFP reporter gene to mimic the EBV episome, and individually co-

transfected with WT EBNA1 and its K477R, 3A or SIM-deleted mutants. The chromatin

immunoprecipitation assay was carried out to assess the effect of K477R, 3A or SIM-deleted

mutation on the ability of EBNA1 to bind to OriP DNA at 48 h post-transfection. The results

showed that both 3A and SIM2 or SIM3 -deleted mutants dramatically blocked the ability of

EBNA1 bound to OriP DNA, when compared with WT EBNA1 (Fig 4A, right panels). In con-

trast, both K477R or GA-deletion did not significantly impair the ability of EBNA1 bound to

OriP DNA. This suggests that both intact SIM2 and SIM3 motifs of EBNA1 are required for

the recognition and binding to OriP, albeit deletion of the SIM2 motif, but not SIM3, signfi-

cantly inhibits EBNA1 dimerization. To further investigate the effect of EBNA1 mutants on

the stability of the OriP mini-genome during cell passage, equal amount of GFP-expressing

HEK293 cells carrying OriP in the absence or presence of WT EBNA1 or its mutants were

individually treated with hygromycin for three weeks and analyzed by flow cytometry. Consis-

tently with previous findings, the results showed that the ratio of GFP-positive (OriP mini-

genome) cells with 3A, SIM2 or SIM3-deleted EBNA1 were significantlly lower than that with

co-expression of WT EBNA1 (Fig 4A, bottom panels). Unexpectedly, both K477R and the

GA-deleted mutation also significantly reduced the maintenance of the OriP mini-genome,

although they did not significantly impair the ability of EBNA1 bound to OriP DNA. These

results indicate that the EBNA1SIM motif is essential for the maintenance of the EBV episome.

Prvious studies demonstrated that EBNA1 depletion leads to an increase in lytic gene

expression, suggesting that EBNA1 plays a role in transcriptional repression of lytic gene

[2,51]. To determine whether the SIM motifs of EBNA1 are also involved in the inhibition of

lytic replication, we transiently transfected different EBNA1SIM-related deficient mutants (as a

Fig 2. The EBNA1SIM deletion impairs EBNA1 dimerization and SUMOylation. (A) Illustration of the position of

SIM2, SIM3 and K477 in the 3D structure of EBNA1 (PDB#1B3T, from http://www.rcsb.org/pdb/home/home.do)

predicted by Robetta server (http://robetta.bakerlab.org/). Double-stranded DNA (dsDNA, brown), lysine 477 (K477,

orange) and the SIM2 (red) and SIM3 (blue) motifs within EBNA1 dimer (green and yellow) are highlighted. Bottom
panel, the SIM2 and SIM3 motifs of EBNA1 are marked in yellow. (B) The deletion of SIM2 but not SIM3 dramatically

abolishes dimer formation of EBNA1. HEK293T cells were co-transfected with expression plasmids as indicated. WCL

were harvested at 48 h post-transfection, and individually subjected to co-IP and IB as indicated. HC, heavy chain. (C)

The intact SIM2 motif is required for EBNA1 dimer formation. HEK293T cells co-transfected with expression

plasmids as indicated, were subjected to the co-IP and IB analysis as described in panel B. (D) Deletion of the SIM3

motif, but not its single K477R mutation, facilitates mono-SUMOylation of EBNA1 in vitro. Purified proteins of GST-

fusion WT EBNA1 (441–619) and its mutants (K477R, ΔSIM3) were individually incubated with the indicated

recombinant proteins (SUMOylation enzymes E1, E2, and SUMO1/2 with His tag). Reaction mixtures were analyzed

by SDS-PAGE, followed by IB with a GST antibody. The asterisk indicates an uncharacterized crossing-reaction band.

https://doi.org/10.1371/journal.ppat.1008447.g002
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Fig 3. Deletion of EBNA1SIM reduces the co-localization of EBNA1 with SUMO2. (A) K477R mutation but not SIM3 deletion results in punctate

localization of EBNA1 on chromatin DNA. HEK293 cells transfected WT, SIM3-deleted (ΔSIM3) or the K477R mutant EBNA1 with myc tag were

individually cultured on coverslips, fixed with 3% paraformaldehyde, and then stained with anti-myc antibody as indicated. Nuclei were counterstained

with DAPI. Scale bars, 5 μm. Right panels show the magnified view and schematic of localization of EBNA1 (green) with host chromatin DNA (blue).

(B) WT EBNA1, but not its SIM-deleted or K477R mutant, reduces the formation of SUMO1 punctate dots. HEK293 cells co-transfected Cherry-

SUMO1 with vector alone, WT or SIM-deleted (ΔSIM3) or the K477R EBNA1 mutant with myc tag vectors, were individually subjected to

immunofluorescence assays as described in panel A. The magnified view and schematic of localization of EBNA1 (green), SUMO1 (red) and host

chromatin DNA (blue) and the percentage of co-localization from 30 counted cells are shown in the bottom panels. (C) WT EBNA1, but not its SIM-

deleted or K477R mutant, co-localizes with SUMO2 as punctate dots. HEK293 cells co-transfected Cherry-SUMO2 with vector alone, WT or SIM-

deleted (ΔSIM3) or the K477R EBNA1 mutant with myc tag vectors, was individually subjected to immunofluorescence assays as described in panel A.
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dominat negative mutant) into HEK293 cells stably carrying the complete EBV genome with

GFP label (viral genome), and then monitored the transcriptional level of Zta (the key activator

of the EBV lytic life cycle) by quantitative PCR analysis. The results showed that only the

SIM3-deletion or K477R mutation dramatically reactivated Zta transcription in a dose-depen-

dent manner, when compared with WT EBNA1, ΔGA, or vector alone (Fig 4B). This strongly

suggested that in addition to the maintenance of the viral episome, the EBNA1SIM motif is also

important for blocking lytic replication. To further determine whether the EBNA1SIM-depen-

dent inhibition of lytic replication is due to directly silencing Zta expression, the Zta pro-

moter-driven luciferase was used in a reporter assay in the 293T or DG75 cells with transiently

presence of WT EBNA1, its SIM-deleted mutants or vector alone. The results showed that

either SIM2 or SIM3 deletion enhanced the transcriptional activity of the Zta promoter when

compared with that in the WT EBNA1 group (Fig 4C). Interestingly, under the stimulation

with TPA and sodium butyrate or hypoxia, single deletion of SIM2 or SIM3 consistently

induced higher transcriptional activities of the Zta promoter (Fig 4C), indicating that the

EBNA1SIM motif contributes to silencing Zta expression and blocking lytic replication.

Deletion of EBNA1SIM increases the SUMO1 to SUMO2 modification

switch of STUB1 and its association with EBNA1

To elucidate which proteins in the SUMO-modified complex are associated with the EBNA1-
SIM motif, we first performed denatured IP assays to detect the cellular proteins with SUMO1/

2 modification by transiently co-expressing exogenous SUMO1 or SUMO2 in the presence or

absence of EBNA1 in HEK293 cells, followed by mass spectrum analysis (Fig 5A, right panel).

The results of the immunoblotting analysis showed that the cellular proteins with SUMO1

modification were increased when EBNA1 was co-expressed, while less SUMO2-modified cel-

lular proteins were observed when SUMO2 was co-expressed with EBNA1 (Fig 5A). Mean-

while, the results from mass spectrum analysis further revealed that the affinity of 84 out of

112 cellular proteins associated with SUMO1 was dramatically changed in the presence of

EBNA1 (including RanBP2, KAP1, Uba1, H2A/B and SUMO1/2, which were up-regulated,

and p53 and H1, which were down-regulated). In contrast, the affinity of 249 out of 424 cellu-

lar proteins associated with SUMO2 were impaired by EBNA1 (including Nedd8, Uba2, UbE,

Sae1, Trim35, and USP14, which were down-regulated, and Cul1, STUB1, USP10, Ubr2, and

Dzip3, which were up-regulated) (Fig 5B, left and bottom panels; S2 Table, S3 Table and S3

Fig). Intriguingly, the functional cluster analysis revealed that the SUMO2-associated protein

complex targeted by EBNA1 is mainly related to the proteasome regulatory complex and ubi-

quitin-dependent Cullin-RING E3 ligase, indicating that EBNA1 may induce substrates for

degradation via targeting their SUMO2-modified signaling. Further analysis of functional

pathways showed that the SUMO2-modified proteins targeted by EBNA1 were mainly

involved in regulating the viral life cycle, gene transcription, and expression, as well as mRNA

metabolic processes, particularly those molecules for DNA and RNA binding (Fig 5C).

To further reveal which proteins are associated with the EBNA1SIM motifs, we also individ-

ually performed co-IP assays by overexpressing WT EBNA1 and its SIM2 or SIM3 or both

deleted mutants in HEK293 cells, followed by mass spectrum analysis (S4 Table, S4 Fig). Unex-

pectedly, the results from the gel with Coomassie staining clearly revealed a bunch of proteins

significantly associated with EBNA1 upon the deletion of the EBNA1SIM motif, which

The magnified view and schematic of localization of EBNA1 (green), SUMO2 (red) and host chromatin DNA (blue) and the percentage of co-

localization from 30 counted cells are shown in the bottom panels. The co-localization of WT (not K477R) EBNA1 with SUMO2 was highlighted by

arrows.

https://doi.org/10.1371/journal.ppat.1008447.g003
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Fig 4. The EBNA1SIM motif is important for DNA binding and maintenance of EBV OriP DNA. (A) Deletion of

EBNA1SIM reduces the DNA-binding ability of EBNA1 and the capacity of EBNA1-mediated OriP maintenance. HEK293

cells were transfected with OriP-GFP-Hygromycin plasmid together with vector encoding the WT or different mutants of

myc-tagged EBNA1 or vector alone as indicated. The transfection efficiency was monitored by GFP expression. At 48 h post-

transfection, cells were subjected to ChIP assays with normal mouse IgG or mouse anti-myc (9E10) antibodies followed by

real-time quantitative PCR with OriP primers (upper panel). The level of OriP per transfection was compared to vector alone

and shown as input. The results of OriP-binding ability of EBNA1 are presented after normalization with the protein levels of

EBNA1. The expression of WT EBNA1 and its mutants were evaluated by IB assay and are shown in the figure (right panels).
For flow-cytometry assays of EBNA1-mediated OriP maintenance, ten thousand of transfected cells were seeded at 2 days

post-transfection and selected with 100 μg/ml Hygromycin for 21 days (bottom panels). The average of GFP-positive cells

quantified from duplicate experiments is shown in the figure. (B) Dominant negative (DN) mutant of EBNA with SIM

deletion reactivates EBV lytic replication. HEK293/Bac-EBV-GFP stable cells were transfected with different amounts of

expression plasmids as indicated in the figure. At 48 h post-transfection, the relative level of Zta mRNA transcripts in

transfected cells was detected by quantitative PCR. The expression levels of WT EBNA1 and its mutants were evaluated by IB

assay and shown in the bottom panel. (C) Reporter assays of the Zta promoter in the presence of EBNA1 under different

conditions. HEK293T or DG75 cells were individually co-transfected with a Zta promoter-driven Luciferase reporter (pZta-

Luc) and vectors encoding the WT EBNA1-myc or its mutants (dGA, SIM2, SIM3, and K477R). At 24 h post-transfection,
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consistently appeared in the single or double deletion of SIM2 and SIM3 groups (Fig 6A).

Among them, when compared with WT EBNA1, 44 proteins were exclusively related to SIM2

deletion, and 54 proteins only appeared in the SIM3 deletion group with a statistically signifi-

cant 2-fold change, while 27 proteins were consistently detected in both single and double

deletion of SIM2 and SIM3 groups (Fig 6B). Combined with our observation of a significant

decrease of SUMO2-modified proteins upon EBNA1 co-expression (Fig 5A), these data indi-

cates that the EBNA1SIM motif is most likely involved in the regulation of SUMO2-mediated

protein degradation. To further answer whether the EBNA1SIM-associated protein complex is

indeed related to the SUMO2-modified proteins with EBNA1 expression, we also analyzed the

biological function clusters of the identified proteins targeted by single or double deletion of

SIM2 and SIM3 motifs. Similar to EBNA1-associated SUMO2-modified groups, the results

showed that the EBNA1SIM-associated cellular proteins were also mainly related to DNA and

RNA binding, gene transcription and expression (including KAP1), as well as proteasome deg-

radation-related components (including STUB1, USP7, Cullin 1 and Cullin 4A) (Fig 6B). This

further supports the notion that the EBNA1SIM motif is essential for EBV episome mainte-

nance and blocking the lytic gene expression.

To further confirm whether the deletion of EBNA1SIM does impair the association of

STUB1, KAP1, USP7 with EBNA1, we performed co-IP and immunoblotting assays with anti-

myc antibodies in 293T cells ectopically expressing WT EBNA1 or its K477R or SIM-deleted

mutant. The results showed that deletion of EBNA1SIM did significantly enhance the associa-

tion of STUB1 (both the ~35 kDa native and the ~45 kDa modified form) with EBNA1, while

it slightly increased the association of KAP1 and its degraded form (~72 kDa), as well as a

modified form (~170 kDa) of USP7 were observed, when compared with the WT group (Fig

6C, compared lanes 2 with 4 and 5). Interestingly, we also observed that K477R significantly

abolished the association of EBNA1 with STUB1 and KAP1 but not USP7 (Fig 6C, compared

lanes 2 with 6), which could be due to the exclusive localization of K477R mutant with chro-

matin DNA as a punctate dots, and indicating that SUMOylation of EBNA1 could be required

for the interaction with STUB1 and KAP1.

To answer whether the EBNA1SIM-mediated modified forms of STUB1, KAP1 and USP7

are associated with the SUMO1 or SUMO2 signaling, we performed denature immunoprecipi-

tation (de-IP) with endogenous SUMO1 or SUMO2 antibodies in HEK293T cells with differ-

ent dosage expression of EBNA1 or its SIM3-deleted mutant. As shown in Fig 6D, deletion of

the SIM3 motif resulted in an increase of SUMO1 modification of KAP1 and decrease of

SUMO1 modification of STUB1 in the SUMO1-associated complex (SC1), and an increase of

the SUMO2 modification of STUB1 and SUMO2-mediated degradation of USP7 in the

SUMO2-associated complex (SC2). Consistent with the previous observation from immuno-

fluorescent assays of the co-localization of EBNA1 with SUMO2 but not SUMO1, we also

observed the appearance of SUMO2 instead of SUMO1 modified EBNA1 and a reduction in

these forms upon the SIM3 deletion (Fig 6D). These results indicated that the EBNA1SIM motif

contributes to the inhibitory effects on the EBNA1-mediated STUB1 modification switch from

SUMO1 to SUMO2, the SUMO1-modification of KAP1, and the SUMO2-mediated degrada-

tion of USP7 in the SC complex (Fig 6E).

cells were exposed with 0.2% oxygen, TPA and sodium butyrate (NaB), or untreated as a control for overnight and then

harvest for reporter assays. The results were presented by the RLU (relative luciferase unit) fold compared to pZta-Luc with

vector alone. Data are presented as means±SD of three independent experiments. ��p<0.01, �p<0.05; n.s. no significant.

https://doi.org/10.1371/journal.ppat.1008447.g004
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Fig 5. Ectopic expression of EBNA1 has global effects on cellular SUMO1 and SUMO2 modifications. (A) ENBA1 impairs SUMO1

and SUMO2-modified cellular proteins. Whole cell lysates from HEK293 cells co-transfected with expressing plasmids as indicated were

analyzed by de-IP and IB with the indicated antibodies. The SUMO1/2-modified substrates [(SUMO1/2)n-sb] from immunoprecipitated

complex are shown. The streamlined workflow for identification of profiles of SUMO1- or SUMO2-modified proteins is shown in the

right panel. The heatmap and identified target proteins are shown in S3 Fig and S2 and S3 Tables. (B) Venn diagram of identified
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Hypoxia induces SUMO2-modified EBNA1 and the dissociation of EBNA1

with SUMO2-modified STUB1, KAP1, and USP7 for EBV lytic reactivation

Previous studies showed that the SUMOylation of KAP1 is hypoxia-sensitive and hypoxia

induces the dissociation of KAP1 from LANA for the KSHV latency to lytic replication switch

[29], and hypoxia can induce EBV lytic replication [52]. We speculated that EBNA1-associated

SUMOylation regulation of both STUB1 and KAP1 might also be occurring in response to

hypoxic stress. To do this, a denatured IP with antibodies against the endogenous SUMO1 or

SUMO2 was performed to verify the SUMOylation of KAP1 and STUB1 in the EBV-latently

infected B cell lines B95.8 and LCL1. The results showed that the SUMO1-modified forms of

both KAP1 and STUB1 were increased upon hypoxia treatment (Fig 7A). In contrast,

SUMO2-modified forms of both KAP1 and STUB1 were consistently reduced by hypoxia to

some extent, along with the increase of SUMO2-modified EBNA1 (Fig 7A), which was further

confirmed by the observation that there was an increase in the co-localization of endogenous

EBNA1 with SUMO2 instead of SUMO1 under hypoxic stress (Supplementary S5 Fig). Unex-

pectedly, distinct from the ectopic expression of EBNA1 in HEK293 cells, we did not observe

SUMO1/2 modification of USP7 in any of the EBV-infected B cells (Fig 7A). Consistently, the

interaction of EBNA1 with the SUMO2-modified STUB1 and KAP1, but not USP7, was dra-

matically reduced in hypoxia, when compared with the interaction in normoxia (Fig 7B).

Given the fact that deletion of SIM3 motif enhances the interaction of EBNA1 with STUB1,

while it is significantly blocked by mutation of Lysine 477 (K477R) (Fig 6C), indicating that

the SUMO2 modification of endogenous EBNA1 may physiologically compete with alternative

modification at K477 to prevent interaction of EBNA1 with STUB1 under hypoxic condition.

To further answer which protein in the EBNA1 complex is important for the association

with EBNA1, we attempted to specifically knocked down the expression of STUB1, KAP1 or

USP7 in LCL cells by using different small hairpin RNA target sequences (S6 Fig), and carried

out denature immunoprecipitation and immunoblotting assays. In addition to a lower level of

STUB1 expression was appeared upon USP7 knockdown (which suggests that USP7 stabilizes

STUB1), the results consistently showed that inhibition of STUB1 or USP7 led to decreased

expression of KAP1 and its SUMO1 (not SUMO2) modification, along with slightly increased

protein level of EBNA1, albeit the effect of STUB1 knockdown on EBNA1 is much higher than

that of USP7 knockdown (Fig 7C). This indicates that the association of EBNA1 with STUB1

is critical for EBNA1-mediated latency and in turn the silencing of lytic replication, and the

chromatin remodeler KAP1 is one of STUB1 downstream targets. To this end, the relative

copy number of the EBV episome in LCL cells with STUB1, KAP1, USP7, or control knock-

down was analyzed. The results showed that knockdown of STUB1 instead of KAP1 dramati-

cally reduced the DNA copy number of the EBV episome, while the USP7 knockdown

increased it (Fig 7D). In agreement with this speculation, upon the stimulation of hypoxia for

EBV lytic reactivation, we consistently detected higher levels of Zta transcription in the STUB1

or KAP1 knockdown cells than that in the luciferase control knockdown cells, although a

proteins with SUMO1/2 modification in the presence of EBNA1 by MALDI-TOF-MS. The number is obtained based on peptides of the

proteins detected from mass spectrum (MS) with at least two-fold change from panel A. In the right panels, the hypothetical regulatory

circuit of EBNA1-mediated SUMO2 modification of target substrates is shown, and the zoom-in of the core network with Cullin-RING

E3 ligase-related molecules interconnected hubs is displayed. Blue nodes denote proteins significantly upregulated by EBNA1, and

orange nodes are proteins significantly downregulated by EBNA1. The SUMO1- or SUMO2-target proteins by EBNA1 in the SUMO1/

2-associated complex with more counts of peptide hits detected by MS are highlighted in the bottom panels. (C) The cellular pathways

and functional clustering analysis of the identified proteins from SUMO2-associated complex mediated by EBNA1. The number of

SUMO2-associated proteins is shown in the green circle. The related function of EBNA1 verified in this study is indicated using an

asterisk.

https://doi.org/10.1371/journal.ppat.1008447.g005
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much higher response to hypoxia was observed in the cells with KAP1 knockdown compared

with the STUB1 knockdown (Fig 7E). However, a higher response to hypoxia was also unex-

pectedly observed in the USP7-knockdown cells than in the luciferase control knockdown

cells (Fig 7E). This further confirms that the EBNA1SIM-mediated SUMOylated proteins

including STUB1, KAP1 and USP7 are essential for the maintenance of viral latency to block

lytic replication.

Discussion

Since SUMOylation has been discovered to be involved in the regulation of many cellular bio-

logical processes, it is not surprising that viruses have evolved different strategies to manipulate

the host SUMO signaling to their own advantage. Our previous studies showed that the LANA

protein encoded by KSHV contains a SUMO2-interacting motif, which is essential for the

latent viral infection and is also involved in the dissociation from SUMO2-modified KAP1 in

response to hypoxic stress [29]. The EBNA1 encoded by EBV, as a homolog of LANA, was also

shown to play an important role in maintaining the stability of EBV episome and regulating

the host and viral gene transcriptions [2,51]. In this study, we found that EBNA1 contains a

SIM motif (EBNA1SIM) that is required for the EBNA1-mediated inhibitory effects on

SUMO1-modified KAP1, SUMO2-modified STUB1, and SUMO2-mediated degradation of

USP7. Deletion of the EBNA1SIM motif leads to the functional loss of both EBNA1-mediated

viral episome maintenance and lytic gene silencing (Fig 6E). Importantly, the hypoxic stress

induces SUMO2-modification of EBNA1 in EBV-infected B cells, and results in the dissocia-

tion of EBNA1 with STUB1, KAP1 and USP7 to increase SUMO1-modification of both

STUB1 and KAP1 for reactivation of lytic replication (Fig 7F).

KAP1, also named as Trim28, is well characterized as a universal corepressor of the KRAB-

domain containing zinc finger proteins in the human genome. KAP1 itself cannot bind DNA

directly and recruits or coordinates the assembly of several chromatin-remodeling proteins

including NCoR1 and HP1. Emerging evidence suggests that KAP1 is involved in the regula-

tion of herpesvirus latency and lytic reactivation. In addition to the phosphorylation of KAP1

at S824 that occurs in the lytic replication of both KSHV and EBV [53,54], we observed that

SUMO2 modification of KAP1 is also shut off for the lytic reactivation of EBV from latency in

Fig 6. Deletion of EBNA1SIM significantly increases SUMO2-modified STUB1 and its association with EBNA1. (A)

Identification of cellular proteins that specifically associate with EBNA1SIM. Whole cell lysates from HEK293 cells individually

transfected with vector alone or vectors encoding WT EBNA1 with myc tag, or its SIM-deleted mutants (ΔSIM2, ΔSIM3, and

ΔSIM2+3), were subjected to IP with anti-myc antibodies. Equal amounts of EBNA1-precipitated proteins were subjected to

SDS-PAGE separation followed by Coomassie staining or directly MALDI-TOF-MS analysis. The heatmap and identified target

protein are shown in S4 Fig and S4 Table, respectively. HC, heavy chain; LC, light chain. The EBNA1 and its SIM-associated

target proteins (STUB1, KAP1, Cul1, and Cul4A) with more counts of peptide hits detected by MS are highlighted in the right
panel. (B) The functional cluster of EBNA1-associated molecules upon deletion of EBNA1SIM. The number of cellular proteins

related to functional clusters of DNA/RNA binding, mRNA metabolism, transcription and translation process with significant

change (� 2 fold) in the absence of EBNA1SIM from panel A is shown in the green circles. The molecules related to the

proteasome component are highlighted using asterisks. (C) Deletion of EBNA1SIM significantly increases the association of

STUB1 with EBNA1. HEK293 cells were transfected with plasmids expressing WT EBNA1 or its mutants (ΔSIM2, ΔSIM3,

ΔSIM2+3, and K477R) with myc tag. At 48 h post-transfection, WCL were subjected to IB or IP with anti-myc antibody

followed by immunoblotting as indicated. The asterisk denotes an uncharacterized protein band of KAP1. The modified protein

bands of STUB1 and USP7 were highlighted. HC, heavy chain. (D) Deletion of EBNA1SIM3 enhances EBNA1-mediated STUB1

modification switch from SUMO1 to SUMO2, SUMO1-modified KAP1 and SUMO2-mediated degradation of USP7. HEK293

cells were individually transfected with different amounts of vectors expressing WT EBNA1, its ΔSIM3 mutant or vector alone.

At 48 h post-transfection, WCL were subjected to directly immunoblotting or de-IP with antibodies specific against SUMO1 or

SUMO2, followed by IB as the indicated antibodies. The degraded KAP1 or USP7 with SUMO2 modification is highlighted in

the figure. (E) Schematic presents the role of EBNASIM in the regulation of SUMO1 and SUMO2 -associated complex. The

SUMO1- and SUMO2-associated complex (SC1 and SC2) is shown in gray and pink, respectively. The effect of EBNASIM

deletion is highlighted by red arrows in the right panels.

https://doi.org/10.1371/journal.ppat.1008447.g006
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Fig 7. Hypoxia induces the dissociation of EBNA1 with STUB1, KAP1, and USP7 for reactivation of EBV lytic

replication. (A) Hypoxia induces SUMO2-modification of EBNA1 and SUMO1-modification of both STUB1 and

KAP1. Whole cell lysates (WCL) of the EBV-infected B lymphoma cells B95.8 and LCL1 treated with 21% (N) or 0.2%
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response to hypoxic stress, which is similar to what we previously observed during KSHV reac-

tivation [29]. Interestingly, our finding provides the evidence for the first time that the switch

of KAP1 from SUMO2 to SUMO1 modification facilitates the reactivation of EBV lytic replica-

tion. Strikingly, a switch of STUB1 from SUMO2 to SUMO1 modification is also observed in

the reactivation of EBV lytic replication. In the view of the fact that the STUB1 knockdown

results in the inhibition of KAP1 expression, this indicates that STUB1 could be one of the

upstream regulators of KAP1, and the KAP1 modification switches from SUMO2 to SUMO1

could be due to the STUB1 modification switch, which in turn subtly regulates the switch of

EBV from the latent to the lytic life cycle.

STUB1 (also named as CHIP, for C-terminus of HSP70 interacting protein) is an E3 ubiqui-

tin ligase widely expressed in mammalian cells and tissues. Under stress conditions, STUB1

has been shown to act as a chaperone HSP90/70-assisted E3 ligase primarily involved in ubi-

quitylation and degradation of unfolded substrates for protein quality control [55,56]. STUB1

is not only mechanistically linked to clearance of unfolded modified proteins in different types

of cancer [57], but also controls the stability of protein kinases involved in different aspects of

cell physiology [58,59], suggesting that STUB1 has a dual function as a regulator of protein

homeostasis and an ON/OFF switch for cell signaling. In this study, we further reveal for the

first time that STUB1 undergoes SUMO1 and SUMO2 modification switch and is targeted by

the EBNA1SIM motif to be involved in the regulation of EBV latency maintenance. In addition,

STUB1 not only acts as a key component of the EBNA1SIM-associated complex for viral

latency, as the knockdown of STUB1 also leads to the down-regulation of KAP1 expression

and in turn increases the sensitivity of LCL cells to respond to hypoxic stress, and as a conse-

quence go through the viral lytic replication. Previous studies showed that stress signals elicited

by proinflammatory cytokines such as IL-6 and also by LPS could induce the degradation of

Foxp3 (the key Treg cell transcription factor) through the E3 ubiquitin ligase of STUB1 [60].

In this regard, our data is also interesting for showing that the SUMO-modification of STUB1

is involved in the response to hypoxic stress.

Although it has been previously demonstrated that EBNA1 is important for the replication

and mitotic segregation of the EBV episomes through direct interaction with the OriP
sequence [61,62], the posttranslational regulation utilized by EBNA1 to maintain EBV latent

infection remains largely unclear. Our studies reveal that EBNA1 contains two SIM motifs,

SIM2 and SIM3, which are located within the DNA-binding and dimerization domain of

(H) oxygen for 48 h, were individually subjected to directly IB or de-IP with anti-SUMO1/2 antibodies followed by

immunoblotting as indicated in the figure. The asterisk denotes an uncharacterized protein band of EBNA1. (B)

Hypoxia reduces the association of EBNA1 with STUB1, KAP1, and USP7. The EBV-infected LCL1 and uninfected

BJAB cells were treated with 21% (N) or 0.2% (H) oxygen for 48 h, respectively. WCL were individually subjected to IP

with anti-EBNA1 antibody with the antibodies indicated in the figure. (C) STUB1 or USP7 knockdown reduces KAP1

expression and its SUMO1 modification. WCL of EBV-infected LCL1 cells with KAP1, STUB1 or USP7 knockdown

were individually subjected to directly IB or de-IP with anti-SUMO1/2 antibodies followed by immunoblotting as

indicated in the figure. The luciferase knockdown (shCtrl) was used as control. The asterisk denotes an uncharacterized

protein band of EBNA1. (D) STUB1 knockdown significantly reduces the DNA copy number of EBV episome in

latency. The episome DNA of EBV-infected LCL1 cells with STUB1, KAP1, USP7, or control knockdown from panel C
were subjected to quantitative PCR analysis. The relative copy number of EBV episome is shown by comparison to the

luciferase control knockdown. The asterisk indicates a significant difference after duplicate experiments. (E) STUB1

knockdown enhances the sensitivity of EBV lytic reactivation by hypoxia. The EBV-infected LCL1 cells with STUB1,

KAP1, USP7 or luciferase control knockdown were individually subjected to treatments with 21% (N) or 0.2% (H)

oxygen for 48 h. The relative levels of Zta mRNA transcripts in the cells with or without hypoxia treatment were

quantified and are shown. (F) Schematic presents the role of EBNA1SIM-mediated SUMOylated proteins on the

maintenance of EBV latency and lytic reactivation in response to hypoxic stress. The effect of SUMO2 modification of

EBNA1 induced by hypoxia, and in turn dissociation of EBNA1 with STUB1, KAP1 and USP7, and increase of SUMO1

modification of both STUB1 and KAP1 for reactivation of EBV lytic replication is highlighted in red. The SUMO1- and

SUMO2-modified protein complex (SC1 and SC2) is shown in gray and pink.

https://doi.org/10.1371/journal.ppat.1008447.g007
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EBNA1 that is a functional structure for binding to the viral genome OriP. Although the 3D

structure analysis reveals that both SIM2 and SIM3 are located close to the interacting edge of

two EBNA1 monomers, our findings show that only the deletion of SIM2 strikingly interrupts

the dimerization of EBNA1, indicating that these two SIM motifs engage with different part-

ners in regulating EBNA1 functions. Their simultaneous deletion leads to loss of EBNA1-me-

diated DNA-binding ability, OriP-mimic episome stability and inhibition of the Zta promoter.

This suggests that the SUMOylation mediated by EBNA1SIM is essential to maintain the stabil-

ity of the episomal DNA during EBV latency.

To reveal the profiles of host cellular proteins interacting with EBNA1SIM, we have per-

formed tandem affinity purification-tagging approaches under a native or denatured condi-

tion. Unexpectedly, although USP7 was previously identified as a specifically interacting

protein of EBNA1 was previously identified [25], and the assembly of EBNA1 on OriP ele-

ments is decreased by USP7 silencing [63], the affinity of UPS7 to EBNA1 does is not signifi-

cantly different once the EBNA1SIM motif is deleted. In contrast, we observed that EBNA1

induces the SUMO2 modification of USP10 instead of USP7, albeit the efficiency with which

USP10 cleaves linear ubiquitin is much lower than that of USP7 according to previous reports

[64,65]. However, the related mechanisms of EBNA1-mediated SUMO2 regulation of USP10

need further investigation. In addition, USP7 is known as an H2B deubiquitinase and is often

recruited by EPOP to chromatin for activating gene transcription [66]. In the view of the facts

that EBNA1 is able to recruit USP7 to the EBV latent origin for DNA replication [63], and

STUB1 antagonizes USP7 to ubiquitinate Foxp3 for inflammatory response [67], it is not sur-

prising to observe that the SUMO2-mediated degradation of USP7 is induced by the deletion

of the EBNA1SIM motif, along with the increase of SUMO2-modified STUB1. This could partly

explain why the deletion of EBNA1SIM motif leads to the activation of viral lytic genes, as

observed in the Zta promoter-driven luciferase reporter assays.

Consistent with previous reports [68], our study also reveals that absence of the GA-repeat

region of EBNA1 will result in loss of EBNA1-mediated OriP-based plasmid maintenance in

long-term passages, albeit its dimerization and DNA-binding ability are not significantly

changed. Here, we highlight the fact that both the K477 SUMOylated residue and the SIM

motif of EBNA1 encoded by the different EBV strains are highly conserved [69], which indi-

cates that EBNA1-mediated SUMOylation regulation is critical. The distribution of both SIM2

and SIM3 at the surface of EBNA1 and in the dimerization region further supports our specu-

lation. In addition, when the K477 residue was mutated, the association of EBNA1 with

STUB1 was dramatically disrupted, and resulted in an exclusively co-localization of EBNA1

with chromatin DNA as punctate dots, indicating that SUMO modification on K477 plays a

critical on the function of EBNA1. This is further supported by the lower persistence of the

OriP-mimic episome when K477R mutated and the hypoxia-induced SUMO2-modification of

EBNA1 for lytic reactivation. It is also worth mentioning that only EBNA1 co-localization

with SUMO2 instead of SUMO1 as punctate dots is observed in the subcellular compartment,

and deletion of SIM3 motif leads to reduction of the EBNA1 co-localization with SUMO2

within nuclear compartment and the poly-SUMO2 modification of EBNA1 in vitro. This indi-

cates that the SIM3 motif contributes to SUMO2 modification of EBNA1 in vitro and in vivo.

Although EBNA1 was found to induce the degradation of promyelocytic leukemia (PML)

nuclear bodies (also called ND10) in both NPC and gastric carcinoma cells [70,71], its effect

remains unclear in B-lymphoma cells. Consistently, we did also observe that the punctate

dots of SUMO1 or SUMO2 were greatly reduced by EBNA1 co-expression. In addition,

why the interaction of EBNA1 and USP7 is required for the EBNA1-mediated degradation

of PML was also unclear. Our findings that the ubiquitin E3 ligase STUB1 is recruited by the

EBNA1SIM for inhibition of the SUMO1-modified KAP1 (a SUMO E3 ligase) provides a
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potential explanation. The SUMO2-mediated degradation of USP7 observed under the ectopic

expression of EBNA1 in HEK293 cells, but not when LCL cells express endogenous levels of

EBNA1, suggesting that USP7 could be a key balance molecule to establish latency from pri-

mary infection.

Previous studies have shown that the DNA binding and dimerization domains of EBNA1

are mapped between residues 459 and 607 at the carboxyl terminus, and the crystal structure

of EBNA1 reveals a glycine-rich region that is responsible for both direct DNA recognition

and RNA binding [72]. EBNA1 can act as a strong RNA binding protein, interacting with

diverse substrates in vitro, including the EBV-encoded RNA polymerase III transcript EBER1

and the HIV-encoded transactivation response (TAR) element. Consistently with a previous

report [72], from the results of proteomic analysis of EBNA1 co-expression with SUMO1/2 or

deletion of EBNA1SIM, we also observed that many DNA and RNA binding proteins are co-

purified with EBNA1 through its SUMO-signaling or SIM motifs. In particular, a subset of het-

erogeneous ribonucleoproteins (hnRNPs) was isolated with EBNA1 but not with the negative

control. Therefore, the RNA-mediated association of EBNA1 with specific hnRNPs may also

reflect a tendency of EBNA1 to interact with the same RNA molecules or sequences as these

hnRNPs [10].

Taken together, our findings identify STUB1 as an important signaling node that dynami-

cally links KAP1 to USP7, is targeted by EBNA1 through its SIM motif, and thereby controls

the EBV latency and lytic replication in response to hypoxic stress. The discovery of the inter-

section between SUMO1 and SUMO2 modification switch of both STUB1 and KAP1 sheds

new light on the regulation of EBV latency and lytic replication, which provides a potential

therapeutic target against EBV-associated cancers.

Materials and methods

DNA constructions

The plasmids pA3M-EBNA1 (pA3F-EBNA1) expressing full length EBNA1with myc tag was

individually constructed by ligation EBNA1 fragment from pBS-EBNA1 (AJ507799 EBNA1

sequence, direct-site mutation with ATG-BamHI and TGA-EcoRI) into pA3M (or pA3F) vec-

tor digestion with BamHI and EcoRI. The SIM-deleted (ΔSIM1, ΔSIM2, ΔSIM3, and ΔSIM2

+3), SIM2-M1, SIM2-M2, SIM2-4A SIM3-3A and K477R mutants of EBNA1 were constructed

by PCR-directed site mutation based on pA3M-EBNA1-ΔGA (kindly provided from Erle Rob-

ertson at University of Pennsylvania) as template, respectively. The SIM-deleted and K477R

mutants of full length EBNA1 were individually generated by the corresponding mutant frag-

ment from pA3M-EBNA1-ΔGA with Apa I or Basu36I and SacII digestion and replaced the

EBNA1 C-terminal region of pA3M-EBNA1. The EBNA1 DBD (441–619 aa) truncated

mutant was inserted into pGEX-2TK vector by PCR amplicon with BamHI and EcoRI diges-

tion. The OriP-GFP plasmid with hygromycin was generated from OriP-GFP-EBNA1 plasmid

(a kindly gift from Paul M. Lieberman at Wistar Institute) by SacI digestion to remove EBNA1

DNA fragment and re-ligation. The plasmids pGL3-Zta (pZta-luc) was generated by PCR

amplicon of Zta promoter region (-1000 to 1 bp) from B95.8 EBV genome DNA as template

with KpnI and BglII digestion and ligation into pGL3 vector. Cherry-SUMO1 was generated

by the SUMO1 fragment from FLAG-SUMO1 plasmid inserted into pmCherry C1 vector with

KpnI and BamHI digestion. Cherry-SUMO2 was generated by the SUMO2 fragment from

FLAG-SUMO2 plasmid inserted into pmCherry C1 vector with EcoRI and BamHI digestion.

The plasmids HA-Ubc9, FLAG-SUMO1, and FLAG-SUMO2 were stored in the lab[29].
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Reagents and antibodies

Antibodies to EBNA1 (sc-57719, Santa cruz), FLAG (M2, Sigma), SUMO1 (Y299, Abcam),

SUMO2/3 (for IB/IF, EPR4602, Abcam; for IP, fsc-393144, Santa cruz), STUB1 (EPR4447,

Abcam), KAP1 (20C1, Abcam), GST (12G8, M20007, Abmart) and GAPDH (G8140-01, US

Biological) were used according to the manufacturers specifications. The monoclonal antibody

anti-myc (9E10) and HA (12CA5) were prepared from hybridoma cultures stored in the labo-

ratory. Tetradecanoyl Phorbol Acetate (TPA) was purchased from Sigma and sodium butyrate

from J&K Corporation. Proteasome inhibitors PMSF, Leupeptin, Aprotinin, Pepstatin A and

Puromycin were purchased from Amresco.

Cell culture and transfection

EBV positive cell line B95.8 was purchased from ATCC and EBV-transformed primary B cell

line LCL1 was kindly provided by Xiaozhen Liang from Shanghai Pasteur Institute of CAS. All

the EBV positive and negative (DG75, stored in the lab) B-lymphoma cells were maintained in

RPIM1640 (Hyclone) medium with 10% fetal bovine serum (FBS) and 1% penicillin and strep-

tomycin (Gibco-BRL). 293T cells were maintained in DMEM medium supplemented with

10% FBS) and 1% penicillin and streptomycin (Gibco-BRL). All cell lines were incubated at

37˚C in a humidified environmental incubator with 5% CO2. For transfection, 293T cells were

cultured for 24 h before transfection with cell confluence reaching 60–70%, and then trans-

fected with plasmids DNA and polyethyleneimine (PEI) mixture at a ratio of 1μg DNA/3μl

PEI (1mg/ml). DG75 cells transfection was performed with Lonza-4D nucleofector system in

an optimized program, CA137.

Protein expression, purification, and in vitro pull-down assays

Overnight starter cultures (50 ml) of BL21 (DE3) transformed with plasmid expressing GST or

GST-fused EBNA1, or His-fused SUMO1 or SUMO2 protein were individually inoculated 500

ml of Luria Broth (LB) culture medium with specific antibiotic and grown at 30˚C to a density

of appropriately 0.6 optical density at 600nm. After 1 mM isopropylthiogalactopyranoside

(IPTG) induction at 30˚C for 4 h, the bacteria were collected and sonicated in lysis buffer (20

mM Tris-HCl pH 8.0, 100 mM NaCl, 0.5% NP40, 1 mM EDTA, 1 M DTT, 5% Sarkosyl and

the protease inhibitor cocktail). Recombinant proteins GST, GST-EBNA1-DBD (WT, ΔSIM2,

SIM2-4A, ΔSIM3, SIM3-3A, or K477R) was purified by Glutathione Sepharose chromatogra-

phy according to manufacturer’s instruction (Amersham Biosciences), and His-SUMO1 and

His-SUMO2 proteins were purified by Ni2+-NTA agrose chromatography (Qiagen). For pull-

down assay, cell extracts were individually incubated with His-fusion proteins loaded on beads

for 3 h at 4˚C in NETN binding buffer (50 mM Tris-HCl pH 7.5, 100 mM NaCl, 10 μm ZnCl2,

10% glycerol, freshly supplemented with 0.1 mM Dithiothreitol and protease inhibitors). After

washing, bound proteins were eluted with SDS sample buffer and analyzed by gel electropho-

resis followed by Coomassie staining or immunoblotting with specific antibodies as described

previously [29].

Circular dichroism (CD) spectroscopy

The CD spectroscopy was conducted as described previously [73]. Briefly, the CD spectra were

carried out in a Jasco spectropolari-meter (model J-815; Jasco, Inc., Easton, MD, USA) with

sample holder in a 0.1 cm path length cell and a protein concentration range of 15–20μM.

Spectra were collected using a 5-nm bandwidth with a 5-nm step resolution from 195 to 350
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nm at room temperature. The spectra were corrected by subtraction of 0.1M Tris pH8.0. The

melting curve was smoothed.

Immunoprecipitation and immunoblotting

Immunoprecipitation (IP), denatured IP and immuno-blotting assays (IB) were performed as

described previously [29,74]. The interesting proteins in the membrane were scanned and ana-

lyzed by the Odyssey Infrared scanner and its software (Li-Cor Biosciences).

In vitro SUMOylation assay

All purified recombinant proteins SUMO-1/2, Aos1/Uba2 and Ubc9 proteins were purchased,

and in vitro SUMOylation assay was performed according to manufacturer’s instruction

(Shanghai Chairmade Inc., China), GST-EBNA1 fusion protein was purified from Escherichia
coli BL21 (DE3) as described previously. Briefly, the reaction system of In vitro SUMOylation

assay was incubated for 3 h at 37˚C in a 100 μl volume containing 100 nM Aos1/Uba2, 1.5 μM

Ubc9, 10 μM mature SUMO-1/2, 50 mM Tris, 5mM MgCl2, 2mM ATP, pH 7.5, and 0.5 μM of

purified GST-EBNA1. Reaction products were directly quenched with SDS loading buffer, and

subsequently analyzed by SDS-PAGE and immunoblotting with GST antibody.

Immunofluorescence assays

Suspension cells (B95.8 and LCL1) were harvested and washed with ice-cold PBS twice by cen-

trifuge at 300g for 5 minutes, then fixed in 4% paraformaldehyde. After fixation, cells were

washed three times in PBS. The cells were resuspended in PBS containing 0.2% fish skin gela-

tin (G-7765; Sigma) and smeared on the coverslips. The followed the primary and secondary

antibodies staining and DNA counterstained with DAPI were performed as the described pre-

viously [75].

Dual-luciferase reporter assay

Luciferase reporter plasmid pGL3-ZTAp-luc was used to detect the effect of SIMs of EBNA1

on viral gene expression. Renilla luciferase was used as a control to normalize the transfection

efficiency. Relative luciferase activity [RLU] was expressed as fold changes relative to the

reporter construct alone. Assays were performed in triplicate.

Chromatin immunoprecipitation

Approximate thirty million of 293T cells individually transfected with wild type EBNA1 and

its mutants in the presence of OriP-GFP-Hygromycin plasmid at 48 h post-transfection, were

cross-linked with 1.42% (v/v) formaldehyde. The following protocols were performed as

described previously [75]. The antibodies against EBNA1 (sc-57719, Santa cruz) was used for

chromatin immunoprecipitation. Purified DNA was amplified by quantitative PCR with the

specific Orip primers as shown in S1 Table.

Protein identification of mass spectrometry and data analysis

Twenty micrograms of total bound proteins were separated on a 4−15% precast gel (BioRad).

The gel was Coomassie stained. Protein standard bands served as a guide for the excision of gel

slices of various molecular weight size ranges. The excised gel pieces were subjected to washing

with 100 μl of 50 mM ammonium bicarbonate in 50% acetonitrile, and dehydrated in acetoni-

trile followed by solvent removal using a vacuum centrifuge. Samples were then swollen in

100 μl of a digestion buffer containing 50 mM ammonium bicarbonate, 5 mM calcium
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chloride (50 μl), and 12.5 ng/ml of trypsin for overnight digestion. Peptides were extracted

into 20 mM ammonium bicarbonate (100 μl) followed by two separate extractions into 100 μl

of water/acetonitrite/formic acid (10:10:1, v/v/v). Extracted peptides were resuspended in 10 μl

of 5% acetonitrile and 0.1% trifluoroacetic acid, run on a matrix-assisted laser desorption/ioni-

zation-TOF (MALDI-TOF) mass spectroscopy (Applied Biosystems).

Peptide matches were identified by MALDI-TOF mass spectroscopy for molecular weight

determination and MALDI-TOF/TOF for sequence information, and nanoLC/Qstar-XL

(Applied Biosystems) analysis. The data were analyzed with GPS explorer/Analyst QS software

and were searched with Mascot software (Matrix Science Ltd.) against the National Center for

Biotechnology Information database (NCBI). The proteins with MudPIT score with a cut-off

above 40 were selected for analysis. Then enrichment analysis was fulfilled between the core

and extended network and all the current available pathway and function categories. The most

significant pathways and function categories were picked out on the basis of the enrichment P-

value. The enrichment P-value is calculated on the basis of the hypergeometric distribution in

this study.

Quantitative PCR

Total RNA was extracted by using TRIzol (Shanghai Yeasen Biotech Co., Ltd, 10606ES60) and

reverse transcribed into cDNA with Goldenstar RT6 cDNA synthesis (Beijing Tsingke Biotech

Co., Ltd). The cDNA was amplified in a 20 μl total volume containing 10 μl SYBR green, 0.5 μl

each primer (10 μM), 8 μl H2O, and 1 μl cDNA. A melting-curve analysis was performed to

verify the specificities of the amplified products. The values for the relative levels of change

were calculated by the threshold cycle (ΔΔCT) method, and samples were tested in triplicates.

The primers used for real-time PCR were shown as in S1 Table.

RNA interference

The oligo sequences against STUB1 (target sequence 1: 5’-GUGAGAGGGAGCUGGAAGA-

3’; target sequence 2:5’-AGGCCAAGCACGACAAGUA-3’)[76], USP7 (Target sequence 1: 5’-

CCCAAAUUAUUCCGCGGCAAA-3’; target sequence 2:)[63], KAP1 (5‘-GCAUGAACCCC

UUGUGCUG-3’) and non-specific control sequence (5’-UGCGUUGCUAGUACCAAC-3’)

were used as previous reports[29]. The DNA oligo of short hairpin RNA sequences (shRNA)

targeted to STUB1, KAP1 and USP7 were inserted into the pGIPz vector followed the Clone-

tech manufacturer’s instructions. The pGIPz vector carrying different shRNAs were co-trans-

fected with lentivirus packaging plasmids into HEK293T cells for 48 h to generate lentiviruses,

respectively. The shRNA-packaged lentiviruses were individually traduced into 293T cells and

LCL1 cells, followed by treatment with 2 μg/ml of puromycin. The immunoblotting analysis

with STUB1, KAP1 and USP7 antibodies was individually used to verify the efficiency of RNA

interference.

Statistical analysis

The statistical analysis was performed by using SPSS software. The experimental and control

groups were assessed by student’s t-test for single comparisons. P values less than 0.05 were

considered to indicate statistically significant differences.

Supporting information

S1 Table. List of DNA oligonucleotides used in this study.

(DOCX)
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S2 Table. List of SUMO1-associated proteins in the presence of EBNA1 identified by Mass

Spectrum analysis with significantly difference (� 2 fold).

(DOCX)

S3 Table. List of SUMO2-associated proteins in the presence of EBNA1 identified by Mass

Spectrum analysis with significantly difference (� 2 fold).

(DOCX)

S4 Table. List of EBNA1SIM-associated proteins identified by Mass Spectrum analysis with

significantly difference (� 2 fold).

(DOCX)

S1 Fig. EBNA1 interacts with SUMO1 and SUMO2. HEK293 cells were co-transfected with

expression plasmids as indicated in the figure. At 48 post-transfection, whole cell lysates were

subjected to immunoprecipitated (IP) and immunoblotting (IB) as indicated. The position

(>170 kDa) of EBNA1-interacting SUMO1 or SUMO2 modified substrates [(SUMO1/2)n-sb]

is highlighted.

(TIF)

S2 Fig. The intact SIM2 or SIM3 motif of EBNA1 enhances the affinity of EBNA1 with

SUMOylated Ubc9. HEK293T cells were co-transfected with expression plasmids as indicated.

Whole cell lysates (WCL) were harvested at 48 h post-transfection, and subjected to co-IP and

IB as indicated. The relative density (RD) of EBNA1-binding Ubc9 and Ubc9-SUMO is quan-

tified and shown on the right panel.

(TIF)

S3 Fig. Heatmap of the SUMO1/2-associated cellular proteins in the presence and absence

of EBNA1 identified by MALDI-TOF-MS analysis. Related to Fig 4A.

(TIF)

S4 Fig. Heatmap of the cellular proteins associated with full length EBNA1 and its mutants

identified by MALDI-TOF-MS analysis. Related to Fig 6A.

(TIF)

S5 Fig. Hypoxia increases the co-localization of EBNA1 with SUMO2. LCL1 cells were sub-

jected to hypoxia (0.2% oxygen) treatment for overnight. Endogenous EBNA1, SUMO1, and

SUMO2 were individually stained by EBNA1 (green) and SUMO1/2 (red) antibodies. The

profile of EBNA1 and SUMO1/2 immunofluorescence were quantified and shown on the right

panels. SUMO2 co-localization with EBNA1 was highlighted by the arrows and enlarged at the

bottom panels.

(TIF)

S6 Fig. Whole cell lysate of 293T (A) or LCL (B) cells with KAP1, STUB1 or USP7 knockdown

were individually subjected to immunoblotting (IB) with the indicated antibodies. The lucifer-

ase knockdown (shCtrl) was used as control.

(TIF)

Acknowledgments

We are grateful to Paul Liberman from Wistar Institute for providing reagents, and thank

Shen Cai from core facility of microbiology and parasitology of SHMU for technical supports.

Author Contributions

Formal analysis: Yuyan Wang, Shujuan Du, Chong Wang, Jin Gan.

PLOS PATHOGENS Role of EBNA1 SIM motif

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1008447 March 16, 2020 24 / 29

http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1008447.s002
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1008447.s003
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1008447.s004
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1008447.s005
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1008447.s006
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1008447.s007
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1008447.s008
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1008447.s009
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1008447.s010
https://doi.org/10.1371/journal.ppat.1008447


Funding acquisition: Qiliang Cai.

Investigation: Yuyan Wang, Shujuan Du, Chong Wang, Jin Gan.

Methodology: Caixia Zhu.

Project administration: Fang Wei, Qiliang Cai.

Resources: Yi Guo, Xinxin Huang, Yuping He, Erle Robertson, Di Qu, Fang Wei.

Software: Yuyan Wang, Jin Gan.

Supervision: Qiliang Cai.

Validation: Yuyan Wang, Shujuan Du, Caixia Zhu, Chong Wang, Nuoya Yu, Ziqi Lin, Jin

Gan.

Visualization: Yuyan Wang, Shujuan Du.

Writing – original draft: Yuyan Wang, Shujuan Du.

Writing – review & editing: Fang Wei, Qiliang Cai.

References
1. Young LS, Yap LF, Murray PG (2016) Epstein-Barr virus: more than 50 years old and still providing sur-

prises. Nature Reviews Cancer 16: 789–802. https://doi.org/10.1038/nrc.2016.92 PMID: 27687982

2. Dheekollu J, Malecka K, Wiedmer A, Delecluse HJ, Chiang AK, et al. (2017) Carcinoma-risk variant of

EBNA1 deregulates Epstein-Barr Virus episomal latency. Oncotarget 8: 7248–7264. https://doi.org/10.

18632/oncotarget.14540 PMID: 28077791

3. Tsao SW, Tsang CM, To KF, Lo KW (2015) The role of Epstein-Barr virus in epithelial malignancies. J

Pathol 235: 323–333. https://doi.org/10.1002/path.4448 PMID: 25251730

4. Vockerodt M, Yap LF, Shannon-Lowe C, Curley H, Wei W, et al. (2015) The Epstein-Barr virus and the

pathogenesis of lymphoma. J Pathol 235: 312–322. https://doi.org/10.1002/path.4459 PMID:

25294567

5. Daskalogianni C, Pyndiah S, Apcher S, Mazars A, Manoury B, et al. (2015) Epstein-Barr virus-encoded

EBNA1 and ZEBRA: targets for therapeutic strategies against EBV-carrying cancers. J Pathol 235:

334–341. https://doi.org/10.1002/path.4431 PMID: 25186125

6. Shire K, Ceccarelli DF, Avolio-Hunter TM, Frappier L (1999) EBP2, a human protein that interacts with

sequences of the Epstein-Barr virus nuclear antigen 1 important for plasmid maintenance. J Virol 73:

2587–2595. PMID: 10074103

7. Saridakis V, Sheng Y, Sarkari F, Holowaty MN, Shire K, et al. (2005) Structure of the p53 binding

domain of HAUSP/USP7 bound to Epstein-Barr nuclear antigen 1 implications for EBV-mediated

immortalization. Mol Cell 18: 25–36. https://doi.org/10.1016/j.molcel.2005.02.029 PMID: 15808506

8. Sivachandran N, Cao JY, Frappier L (2010) Epstein-Barr virus nuclear antigen 1 Hijacks the host kinase

CK2 to disrupt PML nuclear bodies. J Virol 84: 11113–11123. https://doi.org/10.1128/JVI.01183-10

PMID: 20719947

9. Deng Z, Atanasiu C, Zhao K, Marmorstein R, Sbodio JI, et al. (2005) Inhibition of Epstein-Barr virus

OriP function by tankyrase, a telomere-associated poly-ADP ribose polymerase that binds and modifies

EBNA1. J Virol 79: 4640–4650. https://doi.org/10.1128/JVI.79.8.4640-4650.2005 PMID: 15795250

10. Malik-Soni N, Frappier L (2012) Proteomic profiling of EBNA1-host protein interactions in latent and lytic

Epstein-Barr virus infections. J Virol 86: 6999–7002. https://doi.org/10.1128/JVI.00194-12 PMID:

22496234

11. Wilson JB, Manet E, Gruffat H, Busson P, Blondel M, et al. (2018) EBNA1: Oncogenic Activity, Immune

Evasion and Biochemical Functions Provide Targets for Novel Therapeutic Strategies against Epstein-

Barr Virus- Associated Cancers. Cancers (Basel) 10.

12. Reisman D, Yates J, Sugden B (1985) A putative origin of replication of plasmids derived from Epstein-

Barr virus is composed of two cis-acting components. Mol Cell Biol 5: 1822–1832. https://doi.org/10.

1128/mcb.5.8.1822 PMID: 3018528

PLOS PATHOGENS Role of EBNA1 SIM motif

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1008447 March 16, 2020 25 / 29

https://doi.org/10.1038/nrc.2016.92
http://www.ncbi.nlm.nih.gov/pubmed/27687982
https://doi.org/10.18632/oncotarget.14540
https://doi.org/10.18632/oncotarget.14540
http://www.ncbi.nlm.nih.gov/pubmed/28077791
https://doi.org/10.1002/path.4448
http://www.ncbi.nlm.nih.gov/pubmed/25251730
https://doi.org/10.1002/path.4459
http://www.ncbi.nlm.nih.gov/pubmed/25294567
https://doi.org/10.1002/path.4431
http://www.ncbi.nlm.nih.gov/pubmed/25186125
http://www.ncbi.nlm.nih.gov/pubmed/10074103
https://doi.org/10.1016/j.molcel.2005.02.029
http://www.ncbi.nlm.nih.gov/pubmed/15808506
https://doi.org/10.1128/JVI.01183-10
http://www.ncbi.nlm.nih.gov/pubmed/20719947
https://doi.org/10.1128/JVI.79.8.4640-4650.2005
http://www.ncbi.nlm.nih.gov/pubmed/15795250
https://doi.org/10.1128/JVI.00194-12
http://www.ncbi.nlm.nih.gov/pubmed/22496234
https://doi.org/10.1128/mcb.5.8.1822
https://doi.org/10.1128/mcb.5.8.1822
http://www.ncbi.nlm.nih.gov/pubmed/3018528
https://doi.org/10.1371/journal.ppat.1008447


13. Bochkarev A, Barwell JA, Pfuetzner RA, Bochkareva E, Frappier L, et al. (1996) Crystal structure of the

DNA-binding domain of the Epstein-Barr virus origin-binding protein, EBNA1, bound to DNA. Cell 84:

791–800. https://doi.org/10.1016/s0092-8674(00)81056-9 PMID: 8625416

14. Summers H, Barwell JA, Pfuetzner RA, Edwards AM, Frappier L (1996) Cooperative assembly of

EBNA1 on the Epstein-Barr virus latent origin of replication. J Virol 70: 1228–1231. PMID: 8551585

15. Wang S, Frappier L (2009) Nucleosome assembly proteins bind to Epstein-Barr virus nuclear antigen 1

and affect its functions in DNA replication and transcriptional activation. J Virol 83: 11704–11714.

https://doi.org/10.1128/JVI.00931-09 PMID: 19726498

16. Hodin TL, Najrana T, Yates JL (2013) Efficient replication of Epstein-Barr virus-derived plasmids

requires tethering by EBNA1 to host chromosomes. J Virol 87: 13020–13028. https://doi.org/10.1128/

JVI.01606-13 PMID: 24067969

17. Gahn TA, Sugden B (1995) An EBNA-1-dependent enhancer acts from a distance of 10 kilobase pairs

to increase expression of the Epstein-Barr virus LMP gene. J Virol 69: 2633–2636. PMID: 7884916

18. Wysokenski DA, Yates JL (1989) Multiple EBNA1-binding sites are required to form an EBNA1-depen-

dent enhancer and to activate a minimal replicative origin within oriP of Epstein-Barr virus. J Virol 63:

2657–2666. PMID: 2542579

19. Lu F, Wikramasinghe P, Norseen J, Tsai K, Wang P, et al. (2010) Genome-wide analysis of host-chro-

mosome binding sites for Epstein-Barr Virus Nuclear Antigen 1 (EBNA1). Virol J 7: 262. https://doi.org/

10.1186/1743-422X-7-262 PMID: 20929547

20. Hung SC, Kang MS, Kieff E (2001) Maintenance of Epstein-Barr virus (EBV) oriP-based episomes

requires EBV-encoded nuclear antigen-1 chromosome-binding domains, which can be replaced by

high-mobility group-I or histone H1. Proc Natl Acad Sci U S A 98: 1865–1870. https://doi.org/10.1073/

pnas.031584698 PMID: 11172042

21. Deschamps T, Bazot Q, Leske DM, MacLeod R, Mompelat D, et al. (2017) Epstein-Barr virus nuclear

antigen 1 interacts with regulator of chromosome condensation 1 dynamically throughout the cell cycle.

J Gen Virol 98: 251–265. https://doi.org/10.1099/jgv.0.000681 PMID: 28284242

22. Chen YL, Liu CD, Cheng CP, Zhao B, Hsu HJ, et al. (2014) Nucleolin is important for Epstein-Barr virus

nuclear antigen 1-mediated episome binding, maintenance, and transcription. Proc Natl Acad Sci U S A

111: 243–248. https://doi.org/10.1073/pnas.1321800111 PMID: 24344309

23. Ceccarelli DF, Frappier L (2000) Functional analyses of the EBNA1 origin DNA binding protein of

Epstein-Barr virus. J Virol 74: 4939–4948. https://doi.org/10.1128/jvi.74.11.4939-4948.2000 PMID:

10799567

24. Sivachandran N, Sarkari F, Frappier L (2008) Epstein-Barr Nuclear Antigen 1 Contributes to Nasopha-

ryngeal Carcinoma through Disruption of PML Nuclear Bodies. Plos Pathogens 4.

25. Holowaty MN, Zeghouf M, Wu H, Tellam J, Athanasopoulos V, et al. (2003) Protein profiling with

Epstein-Barr nuclear antigen-1 reveals an interaction with the herpesvirus-associated ubiquitin-specific

protease HAUSP/USP7. J Biol Chem 278: 29987–29994. https://doi.org/10.1074/jbc.M303977200

PMID: 12783858

26. Chen YL, Liu CD, Cheng CP, Zhao B, Hsu HJ, et al. (2014) Nucleolin is important for Epstein-Barr virus

nuclear antigen 1-mediated episome binding, maintenance, and transcription. Proceedings of the

National Academy of Sciences of the United States of America 111: 243–248. https://doi.org/10.1073/

pnas.1321800111 PMID: 24344309

27. Yin Y, Manoury B, Fahraeus R (2003) Self-inhibition of synthesis and antigen presentation by Epstein-

Barr virus-encoded EBNA1. Science 301: 1371–1374. https://doi.org/10.1126/science.1088902 PMID:

12958359

28. Lista MJ, Martins RP, Billant O, Contesse MA, Findakly S, et al. (2017) Nucleolin directly mediates

Epstein-Barr virus immune evasion through binding to G-quadruplexes of EBNA1 mRNA. Nat Commun

8: 16043. https://doi.org/10.1038/ncomms16043 PMID: 28685753

29. Cai Q, Cai S, Zhu C, Verma SC, Choi JY, et al. (2013) A unique SUMO-2-interacting motif within LANA

is essential for KSHV latency. PLoS Pathog 9: e1003750. https://doi.org/10.1371/journal.ppat.1003750

PMID: 24278015

30. Cheng J, Kang X, Zhang S, Yeh ET (2007) SUMO-specific protease 1 is essential for stabilization of

HIF1alpha during hypoxia. Cell 131: 584–595. https://doi.org/10.1016/j.cell.2007.08.045 PMID:

17981124

31. van Hagen M, Overmeer RM, Abolvardi SS, Vertegaal AC (2010) RNF4 and VHL regulate the proteaso-

mal degradation of SUMO-conjugated Hypoxia-Inducible Factor-2alpha. Nucleic Acids Res 38: 1922–

1931. https://doi.org/10.1093/nar/gkp1157 PMID: 20026589

PLOS PATHOGENS Role of EBNA1 SIM motif

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1008447 March 16, 2020 26 / 29

https://doi.org/10.1016/s0092-8674(00)81056-9
http://www.ncbi.nlm.nih.gov/pubmed/8625416
http://www.ncbi.nlm.nih.gov/pubmed/8551585
https://doi.org/10.1128/JVI.00931-09
http://www.ncbi.nlm.nih.gov/pubmed/19726498
https://doi.org/10.1128/JVI.01606-13
https://doi.org/10.1128/JVI.01606-13
http://www.ncbi.nlm.nih.gov/pubmed/24067969
http://www.ncbi.nlm.nih.gov/pubmed/7884916
http://www.ncbi.nlm.nih.gov/pubmed/2542579
https://doi.org/10.1186/1743-422X-7-262
https://doi.org/10.1186/1743-422X-7-262
http://www.ncbi.nlm.nih.gov/pubmed/20929547
https://doi.org/10.1073/pnas.031584698
https://doi.org/10.1073/pnas.031584698
http://www.ncbi.nlm.nih.gov/pubmed/11172042
https://doi.org/10.1099/jgv.0.000681
http://www.ncbi.nlm.nih.gov/pubmed/28284242
https://doi.org/10.1073/pnas.1321800111
http://www.ncbi.nlm.nih.gov/pubmed/24344309
https://doi.org/10.1128/jvi.74.11.4939-4948.2000
http://www.ncbi.nlm.nih.gov/pubmed/10799567
https://doi.org/10.1074/jbc.M303977200
http://www.ncbi.nlm.nih.gov/pubmed/12783858
https://doi.org/10.1073/pnas.1321800111
https://doi.org/10.1073/pnas.1321800111
http://www.ncbi.nlm.nih.gov/pubmed/24344309
https://doi.org/10.1126/science.1088902
http://www.ncbi.nlm.nih.gov/pubmed/12958359
https://doi.org/10.1038/ncomms16043
http://www.ncbi.nlm.nih.gov/pubmed/28685753
https://doi.org/10.1371/journal.ppat.1003750
http://www.ncbi.nlm.nih.gov/pubmed/24278015
https://doi.org/10.1016/j.cell.2007.08.045
http://www.ncbi.nlm.nih.gov/pubmed/17981124
https://doi.org/10.1093/nar/gkp1157
http://www.ncbi.nlm.nih.gov/pubmed/20026589
https://doi.org/10.1371/journal.ppat.1008447


32. Tatham MH, Jaffray E, Vaughan OA, Desterro JM, Botting CH, et al. (2001) Polymeric chains of SUMO-

2 and SUMO-3 are conjugated to protein substrates by SAE1/SAE2 and Ubc9. J Biol Chem 276:

35368–35374. https://doi.org/10.1074/jbc.M104214200 PMID: 11451954

33. Gareau JR, Lima CD (2010) The SUMO pathway: emerging mechanisms that shape specificity, conju-

gation and recognition. Nat Rev Mol Cell Biol 11: 861–871. https://doi.org/10.1038/nrm3011 PMID:

21102611

34. Rodriguez MS, Dargemont C, Hay RT (2001) SUMO-1 conjugation in vivo requires both a consensus

modification motif and nuclear targeting. J Biol Chem 276: 12654–12659. https://doi.org/10.1074/jbc.

M009476200 PMID: 11124955

35. Chang PC, Kung HJ (2014) SUMO and KSHV Replication. Cancers (Basel) 6: 1905–1924.

36. Minty A, Dumont X, Kaghad M, Caput D (2000) Covalent modification of p73alpha by SUMO-1. Two-

hybrid screening with p73 identifies novel SUMO-1-interacting proteins and a SUMO-1 interaction motif.

J Biol Chem 275: 36316–36323. https://doi.org/10.1074/jbc.M004293200 PMID: 10961991

37. Song J, Durrin LK, Wilkinson TA, Krontiris TG, Chen Y (2004) Identification of a SUMO-binding motif

that recognizes SUMO-modified proteins. Proc Natl Acad Sci U S A 101: 14373–14378. https://doi.org/

10.1073/pnas.0403498101 PMID: 15388847

38. Hannich JT, Lewis A, Kroetz MB, Li SJ, Heide H, et al. (2005) Defining the SUMO-modified proteome

by multiple approaches in Saccharomyces cerevisiae. J Biol Chem 280: 4102–4110. https://doi.org/10.

1074/jbc.M413209200 PMID: 15590687

39. Adamson AL, Kenney S (2001) Epstein-barr virus immediate-early protein BZLF1 is SUMO-1 modified

and disrupts promyelocytic leukemia bodies. J Virol 75: 2388–2399. https://doi.org/10.1128/JVI.75.5.

2388-2399.2001 PMID: 11160742

40. Li R, Wang L, Liao G, Guzzo CM, Matunis MJ, et al. (2012) SUMO binding by the Epstein-Barr virus pro-

tein kinase BGLF4 is crucial for BGLF4 function. J Virol 86: 5412–5421. https://doi.org/10.1128/JVI.

00314-12 PMID: 22398289

41. Izumiya Y, Kobayashi K, Kim KY, Pochampalli M, Izumiya C, et al. (2013) Kaposi’s sarcoma-associated

herpesvirus K-Rta exhibits SUMO-targeting ubiquitin ligase (STUbL) like activity and is essential for

viral reactivation. PLoS Pathog 9: e1003506. https://doi.org/10.1371/journal.ppat.1003506 PMID:

23990779

42. Marcos-Villar L, Campagna M, Lopitz-Otsoa F, Gallego P, Gonzalez-Santamaria J, et al. (2011) Cova-

lent modification by SUMO is required for efficient disruption of PML oncogenic domains by Kaposi’s

sarcoma-associated herpesvirus latent protein LANA2. J Gen Virol 92: 188–194. https://doi.org/10.

1099/vir.0.024984-0 PMID: 20881090

43. Marcos-Villar L, Lopitz-Otsoa F, Gallego P, Munoz-Fontela C, Gonzalez-Santamaria J, et al. (2009)

Kaposi’s sarcoma-associated herpesvirus protein LANA2 disrupts PML oncogenic domains and inhibits

PML-mediated transcriptional repression of the survivin gene. J Virol 83: 8849–8858. https://doi.org/10.

1128/JVI.00339-09 PMID: 19553342

44. Cuchet-Lourenco D, Boutell C, Lukashchuk V, Grant K, Sykes A, et al. (2011) SUMO pathway depen-

dent recruitment of cellular repressors to herpes simplex virus type 1 genomes. PLoS Pathog 7:

e1002123. https://doi.org/10.1371/journal.ppat.1002123 PMID: 21779164

45. Scherer M, Reuter N, Wagenknecht N, Otto V, Sticht H, et al. (2013) Small ubiquitin-related modifier

(SUMO) pathway-mediated enhancement of human cytomegalovirus replication correlates with a

recruitment of SUMO-1/3 proteins to viral replication compartments. J Gen Virol 94: 1373–1384.

https://doi.org/10.1099/vir.0.051078-0 PMID: 23407422

46. Lefort S, Soucy-Faulkner A, Grandvaux N, Flamand L (2007) Binding of Kaposi’s sarcoma-associated

herpesvirus K-bZIP to interferon-responsive factor 3 elements modulates antiviral gene expression. J

Virol 81: 10950–10960. https://doi.org/10.1128/JVI.00183-07 PMID: 17652396

47. Bentz GL, Shackelford J, Pagano JS (2012) Epstein-Barr Virus Latent Membrane Protein 1 Regulates

the Function of Interferon Regulatory Factor 7 by Inducing Its Sumoylation. Journal of Virology 86:

12251–12261. https://doi.org/10.1128/JVI.01407-12 PMID: 22951831

48. Kubota T, Matsuoka M, Chang TH, Tailor P, Sasaki T, et al. (2008) Virus infection triggers SUMOylation

of IRF3 and IRF7, leading to the negative regulation of type I interferon gene expression. J Biol Chem

283: 25660–25670. https://doi.org/10.1074/jbc.M804479200 PMID: 18635538

49. Bochkarev A, Bochkareva E, Frappier L, Edwards AM (1998) The 2.2 A structure of a permanganate-

sensitive DNA site bound by the Epstein-Barr virus origin binding protein, EBNA1. J Mol Biol 284:

1273–1278. https://doi.org/10.1006/jmbi.1998.2247 PMID: 9878348

50. Bashaw JM, Yates JL (2001) Replication from oriP of Epstein-Barr virus requires exact spacing of two

bound dimers of EBNA1 which bend DNA. J Virol 75: 10603–10611. https://doi.org/10.1128/JVI.75.22.

10603-10611.2001 PMID: 11602702

PLOS PATHOGENS Role of EBNA1 SIM motif

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1008447 March 16, 2020 27 / 29

https://doi.org/10.1074/jbc.M104214200
http://www.ncbi.nlm.nih.gov/pubmed/11451954
https://doi.org/10.1038/nrm3011
http://www.ncbi.nlm.nih.gov/pubmed/21102611
https://doi.org/10.1074/jbc.M009476200
https://doi.org/10.1074/jbc.M009476200
http://www.ncbi.nlm.nih.gov/pubmed/11124955
https://doi.org/10.1074/jbc.M004293200
http://www.ncbi.nlm.nih.gov/pubmed/10961991
https://doi.org/10.1073/pnas.0403498101
https://doi.org/10.1073/pnas.0403498101
http://www.ncbi.nlm.nih.gov/pubmed/15388847
https://doi.org/10.1074/jbc.M413209200
https://doi.org/10.1074/jbc.M413209200
http://www.ncbi.nlm.nih.gov/pubmed/15590687
https://doi.org/10.1128/JVI.75.5.2388-2399.2001
https://doi.org/10.1128/JVI.75.5.2388-2399.2001
http://www.ncbi.nlm.nih.gov/pubmed/11160742
https://doi.org/10.1128/JVI.00314-12
https://doi.org/10.1128/JVI.00314-12
http://www.ncbi.nlm.nih.gov/pubmed/22398289
https://doi.org/10.1371/journal.ppat.1003506
http://www.ncbi.nlm.nih.gov/pubmed/23990779
https://doi.org/10.1099/vir.0.024984-0
https://doi.org/10.1099/vir.0.024984-0
http://www.ncbi.nlm.nih.gov/pubmed/20881090
https://doi.org/10.1128/JVI.00339-09
https://doi.org/10.1128/JVI.00339-09
http://www.ncbi.nlm.nih.gov/pubmed/19553342
https://doi.org/10.1371/journal.ppat.1002123
http://www.ncbi.nlm.nih.gov/pubmed/21779164
https://doi.org/10.1099/vir.0.051078-0
http://www.ncbi.nlm.nih.gov/pubmed/23407422
https://doi.org/10.1128/JVI.00183-07
http://www.ncbi.nlm.nih.gov/pubmed/17652396
https://doi.org/10.1128/JVI.01407-12
http://www.ncbi.nlm.nih.gov/pubmed/22951831
https://doi.org/10.1074/jbc.M804479200
http://www.ncbi.nlm.nih.gov/pubmed/18635538
https://doi.org/10.1006/jmbi.1998.2247
http://www.ncbi.nlm.nih.gov/pubmed/9878348
https://doi.org/10.1128/JVI.75.22.10603-10611.2001
https://doi.org/10.1128/JVI.75.22.10603-10611.2001
http://www.ncbi.nlm.nih.gov/pubmed/11602702
https://doi.org/10.1371/journal.ppat.1008447


51. Tempera I, De Leo A, Kossenkov AV, Cesaroni M, Song H, et al. (2016) Identification of MEF2B, EBF1,

and IL6R as Direct Gene Targets of Epstein-Barr Virus (EBV) Nuclear Antigen 1 Critical for EBV-

Infected B-Lymphocyte Survival. J Virol 90: 345–355. https://doi.org/10.1128/JVI.02318-15 PMID:

26468528

52. Jiang JH, Wang N, Li A, Liao WT, Pan ZG, et al. (2006) Hypoxia can contribute to the induction of the

Epstein-Barr virus (EBV) lytic cycle. J Clin Virol 37: 98–103. https://doi.org/10.1016/j.jcv.2006.06.013

PMID: 16931136

53. Chang PC, Fitzgerald LD, Van Geelen A, Izumiya Y, Ellison TJ, et al. (2009) Kruppel-associated

box domain-associated protein-1 as a latency regulator for Kaposi’s sarcoma-associated herpesvirus

and its modulation by the viral protein kinase. Cancer Res 69: 5681–5689. https://doi.org/10.1158/

0008-5472.CAN-08-4570 PMID: 19584288

54. Li X, Burton EM, Bhaduri-McIntosh S (2017) Chloroquine triggers Epstein-Barr virus replication through

phosphorylation of KAP1/TRIM28 in Burkitt lymphoma cells. PLoS Pathog 13: e1006249. https://doi.

org/10.1371/journal.ppat.1006249 PMID: 28249048

55. Feder ME, Hofmann GE (1999) Heat-shock proteins, molecular chaperones, and the stress response:

evolutionary and ecological physiology. Annu Rev Physiol 61: 243–282. https://doi.org/10.1146/

annurev.physiol.61.1.243 PMID: 10099689

56. Imai J, Yashiroda H, Maruya M, Yahara I, Tanaka K (2003) Proteasomes and molecular chaperones:

cellular machinery responsible for folding and destruction of unfolded proteins. Cell Cycle 2: 585–590.

PMID: 14512774

57. Dickey CA, Koren J, Zhang YJ, Xu YF, Jinwal UK, et al. (2008) Akt and CHIP coregulate tau degrada-

tion through coordinated interactions. Proc Natl Acad Sci U S A 105: 3622–3627. https://doi.org/10.

1073/pnas.0709180105 PMID: 18292230

58. Maruyama T, Kadowaki H, Okamoto N, Nagai A, Naguro I, et al. (2010) CHIP-dependent termination of

MEKK2 regulates temporal ERK activation required for proper hyperosmotic response. EMBO J 29:

2501–2514. https://doi.org/10.1038/emboj.2010.141 PMID: 20588253

59. Rinaldi L, Delle Donne R, Catalanotti B, Torres-Quesada O, Enzler F, et al. (2019) Feedback inhibition

of cAMP effector signaling by a chaperone-assisted ubiquitin system. Nat Commun 10: 2572. https://

doi.org/10.1038/s41467-019-10037-y PMID: 31189917

60. Chen Z, Barbi J, Bu S, Yang HY, Li Z, et al. (2013) The ubiquitin ligase Stub1 negatively modulates reg-

ulatory T cell suppressive activity by promoting degradation of the transcription factor Foxp3. Immunity

39: 272–285. https://doi.org/10.1016/j.immuni.2013.08.006 PMID: 23973223

61. Rawlins DR, Milman G, Hayward SD, Hayward GS (1985) Sequence-specific DNA binding of the

Epstein-Barr virus nuclear antigen (EBNA-1) to clustered sites in the plasmid maintenance region. Cell

42: 859–868. https://doi.org/10.1016/0092-8674(85)90282-x PMID: 2996781

62. Reisman D, Sugden B (1986) trans activation of an Epstein-Barr viral transcriptional enhancer by the

Epstein-Barr viral nuclear antigen 1. Mol Cell Biol 6: 3838–3846. https://doi.org/10.1128/mcb.6.11.

3838 PMID: 3025615

63. Sarkari F, Sanchez-Alcaraz T, Wang S, Holowaty MN, Sheng Y, et al. (2009) EBNA1-mediated recruit-

ment of a histone H2B deubiquitylating complex to the Epstein-Barr virus latent origin of DNA replica-

tion. PLoS Pathog 5: e1000624. https://doi.org/10.1371/journal.ppat.1000624 PMID: 19834552

64. Soncini C, Berdo I, Draetta G (2001) Ras-GAP SH3 domain binding protein (G3BP) is a modulator of

USP10, a novel human ubiquitin specific protease. Oncogene 20: 3869–3879. https://doi.org/10.1038/

sj.onc.1204553 PMID: 11439350

65. Holowaty MN, Sheng Y, Nguyen T, Arrowsmith C, Frappier L (2003) Protein interaction domains of the

ubiquitin-specific protease, USP7/HAUSP. J Biol Chem 278: 47753–47761. https://doi.org/10.1074/

jbc.M307200200 PMID: 14506283

66. Liefke R, Karwacki-Neisius V, Shi Y (2016) EPOP Interacts with Elongin BC and USP7 to Modulate the

Chromatin Landscape. Mol Cell 64: 659–672. https://doi.org/10.1016/j.molcel.2016.10.019 PMID:

27863226

67. Fleskens V, Minutti CM, Wu X, Wei P, Pals C, et al. (2019) Nemo-like Kinase Drives Foxp3 Stability and

Is Critical for Maintenance of Immune Tolerance by Regulatory T Cells. Cell Rep 26: 3600–3612

e3606. https://doi.org/10.1016/j.celrep.2019.02.087 PMID: 30917315

68. Wendelburg BJ, Vos JM (1998) An enhanced EBNA1 variant with reduced IR3 domain for long-term

episomal maintenance and transgene expression of oriP-based plasmids in human cells. Gene Ther 5:

1389–1399. https://doi.org/10.1038/sj.gt.3300736 PMID: 9930345

69. Hussain M, Gatherer D, Wilson JB (2014) Modelling the structure of full-length Epstein-Barr virus

nuclear antigen 1. Virus Genes 49: 358–372. https://doi.org/10.1007/s11262-014-1101-9 PMID:

25011696

PLOS PATHOGENS Role of EBNA1 SIM motif

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1008447 March 16, 2020 28 / 29

https://doi.org/10.1128/JVI.02318-15
http://www.ncbi.nlm.nih.gov/pubmed/26468528
https://doi.org/10.1016/j.jcv.2006.06.013
http://www.ncbi.nlm.nih.gov/pubmed/16931136
https://doi.org/10.1158/0008-5472.CAN-08-4570
https://doi.org/10.1158/0008-5472.CAN-08-4570
http://www.ncbi.nlm.nih.gov/pubmed/19584288
https://doi.org/10.1371/journal.ppat.1006249
https://doi.org/10.1371/journal.ppat.1006249
http://www.ncbi.nlm.nih.gov/pubmed/28249048
https://doi.org/10.1146/annurev.physiol.61.1.243
https://doi.org/10.1146/annurev.physiol.61.1.243
http://www.ncbi.nlm.nih.gov/pubmed/10099689
http://www.ncbi.nlm.nih.gov/pubmed/14512774
https://doi.org/10.1073/pnas.0709180105
https://doi.org/10.1073/pnas.0709180105
http://www.ncbi.nlm.nih.gov/pubmed/18292230
https://doi.org/10.1038/emboj.2010.141
http://www.ncbi.nlm.nih.gov/pubmed/20588253
https://doi.org/10.1038/s41467-019-10037-y
https://doi.org/10.1038/s41467-019-10037-y
http://www.ncbi.nlm.nih.gov/pubmed/31189917
https://doi.org/10.1016/j.immuni.2013.08.006
http://www.ncbi.nlm.nih.gov/pubmed/23973223
https://doi.org/10.1016/0092-8674(85)90282-x
http://www.ncbi.nlm.nih.gov/pubmed/2996781
https://doi.org/10.1128/mcb.6.11.3838
https://doi.org/10.1128/mcb.6.11.3838
http://www.ncbi.nlm.nih.gov/pubmed/3025615
https://doi.org/10.1371/journal.ppat.1000624
http://www.ncbi.nlm.nih.gov/pubmed/19834552
https://doi.org/10.1038/sj.onc.1204553
https://doi.org/10.1038/sj.onc.1204553
http://www.ncbi.nlm.nih.gov/pubmed/11439350
https://doi.org/10.1074/jbc.M307200200
https://doi.org/10.1074/jbc.M307200200
http://www.ncbi.nlm.nih.gov/pubmed/14506283
https://doi.org/10.1016/j.molcel.2016.10.019
http://www.ncbi.nlm.nih.gov/pubmed/27863226
https://doi.org/10.1016/j.celrep.2019.02.087
http://www.ncbi.nlm.nih.gov/pubmed/30917315
https://doi.org/10.1038/sj.gt.3300736
http://www.ncbi.nlm.nih.gov/pubmed/9930345
https://doi.org/10.1007/s11262-014-1101-9
http://www.ncbi.nlm.nih.gov/pubmed/25011696
https://doi.org/10.1371/journal.ppat.1008447


70. Sivachandran N, Sarkari F, Frappier L (2008) Epstein-Barr nuclear antigen 1 contributes to nasopharyn-

geal carcinoma through disruption of PML nuclear bodies. PLoS Pathog 4: e1000170. https://doi.org/

10.1371/journal.ppat.1000170 PMID: 18833293

71. Sivachandran N, Dawson CW, Young LS, Liu FF, Middeldorp J, et al. (2012) Contributions of the

Epstein-Barr virus EBNA1 protein to gastric carcinoma. J Virol 86: 60–68. https://doi.org/10.1128/JVI.

05623-11 PMID: 22013060

72. Lu CC, Wu CW, Chang SC, Chen TY, Hu CR, et al. (2004) Epstein-Barr virus nuclear antigen 1 is a

DNA-binding protein with strong RNA-binding activity. Journal of General Virology 85: 2755–2765.

https://doi.org/10.1099/vir.0.80239-0 PMID: 15448336

73. Freire E, Oddo C, Frappier L, de Prat-Gay G (2008) Kinetically driven refolding of the hyperstable

EBNA1 origin DNA-binding dimeric beta-barrel domain into amyloid-like spherical oligomers. Proteins

70: 450–461. https://doi.org/10.1002/prot.21580 PMID: 17680697

74. Wang C, Zhu CX, Wei F, Gao SJ, Zhang LM, et al. (2017) Nuclear Localization and Cleavage of STAT6

Is Induced by Kaposi’s Sarcoma-Associated Herpesvirus for Viral Latency. Plos Pathogens 13.

75. Gu F, Wang C, Wei F, Wang Y, Zhu Q, et al. (2018) STAT6 degradation and ubiquitylated TRIML2 are

essential for activation of human oncogenic herpesvirus. PLoS Pathog 14: e1007416. https://doi.org/

10.1371/journal.ppat.1007416 PMID: 30532138

76. Wang S, Li Y, Hu YH, Song R, Gao Y, et al. (2013) STUB1 is essential for T-cell activation by ubiquiti-

nating CARMA1. European Journal of Immunology 43: 1034–1041. https://doi.org/10.1002/eji.

201242554 PMID: 23322406

PLOS PATHOGENS Role of EBNA1 SIM motif

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1008447 March 16, 2020 29 / 29

https://doi.org/10.1371/journal.ppat.1000170
https://doi.org/10.1371/journal.ppat.1000170
http://www.ncbi.nlm.nih.gov/pubmed/18833293
https://doi.org/10.1128/JVI.05623-11
https://doi.org/10.1128/JVI.05623-11
http://www.ncbi.nlm.nih.gov/pubmed/22013060
https://doi.org/10.1099/vir.0.80239-0
http://www.ncbi.nlm.nih.gov/pubmed/15448336
https://doi.org/10.1002/prot.21580
http://www.ncbi.nlm.nih.gov/pubmed/17680697
https://doi.org/10.1371/journal.ppat.1007416
https://doi.org/10.1371/journal.ppat.1007416
http://www.ncbi.nlm.nih.gov/pubmed/30532138
https://doi.org/10.1002/eji.201242554
https://doi.org/10.1002/eji.201242554
http://www.ncbi.nlm.nih.gov/pubmed/23322406
https://doi.org/10.1371/journal.ppat.1008447

