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The Epstein-Barr virus (EBV) nuclear antigen 3C (EBNA3C) is essential for EBV-dependent immortaliza-
tion of human primary B lymphocytes. Genetic analysis indicated that amino acids 365 to 992 are important
for EBV-mediated immortalization of B lymphocytes. We demonstrate that this region of EBNA3C critical for
immortalization interacts with prothymosin alpha (ProTa), a cellular protein previously identified to be
important for cell division and proliferation. This interaction maps to a region downstream of amino acid 365
known to be involved in transcription regulation and critical for EBV-mediated transformation of primary B
lymphocytes. Additionally, we show that EBNA3C also interacts with p300, a cellular acetyltransferase. This
interaction suggests a possible role in regulation of histone acetylation and chromatin remodeling. An increase
in histone acetylation was observed in EBV-transformed lymphoblastoid cell lines, which is consistent with
increased cellular gene expression. These cells express the entire repertoire of latent nuclear antigens,
including EBNA3C. Expression of EBNA3C in cells with increased acetyltransferase activity mediated by the
EBV transactivator EBNA2 results in down-modulation of this activity in a dose-responsive manner. The
interactions of EBNA3C with ProTa and p300 provide new evidence implicating this essential EBV protein
EBNA3C in modulating the acetylation of cellular factors, including histones. Hence, EBNA3C plays a critical
role in balancing cellular transcriptional events by linking the biological property of mediating inhibition of
EBNA2 transcription activation and the observed histone acetyltransferase activity, thereby orchestrating
immortalization of EBV-infected cells.

Epstein-Barr Virus (EBV) is a human gammaherpesvirus
predominantly infecting epithelial cells of the oropharynx and
human primary B lymphocytes (41, 63). EBV is the etiological
agent of infectious mononucleosis and is also associated with
various human malignancies, including Burkitt’s lymphoma,
nasopharyngeal carcinoma, non-Hodgkin’s disease, AIDS im-
munoblastic lymphomas, and lymphoproliferative disease (3,
63). Infection of the oropharyngeal epithelium is predomi-
nantly a lytic type of infection with the production of progeny
virus (33, 61, 63, 73). Infection of human primary B lympho-
cytes by EBV transforms them into continuously proliferating
lymphoblastoid cell lines (LCLs) in vitro (11, 29). Recent stud-
ies have demonstrated that EBV utilizes two major cellular
signaling pathways for transforming B cells, the NOTCH1 sig-
naling pathway and the TNF signaling pathway (6, 34, 57).

After initial infection of B lymphocytes, EBV typically es-
tablishes a latent infection with the expression of 11 viral tran-
scripts (41, 63). These genes are the six EBV nuclear antigens
(EBNAs), three latent membrane proteins (LMPs), and the
EBV early RNAs (41). Only a selected number of these genes
are necessary for EBV-mediated immortalization of B lympho-
cytes (65). EBNA2, EBNA3A, EBNA3C, and LMP1 are es-
sential for EBV-induced immortalization of B lymphocytes;
however, EBNA3B, EBV early RNAs, and LMP2 are dispens-
able for B lymphocyte immortalization (11, 40, 47, 49, 76–78).

EBNA1 is important for the persistence of the EBV episome
in infected cells (1, 89).

Previous genetic analysis of EBNA3C demonstrated that
introduction of an amber stop codon at amino acid (aa) 365 in
EBNA3C renders the recombinant EBV incapable of immor-
talizing human primary B lymphocytes (78). This suggests that
interactions with cellular or viral factors that occur down-
stream of aa 365 of the EBNA3C protein are critical for EBV
immortalization of B lymphocytes. EBNA3C is an essential
viral transcription factor with motifs similar to those of the
cJun/cFos family of transcription factors (41, 69, 78). The basic
structure of the protein sequence (see Fig. 1B) shows a large
polypeptide of 992aa with a putative nuclear localization sig-
nal, leucine zipper motif, acidic domains, and proline- and
glutamine-rich domains (41, 69, 78). EBNA3C demonstrates
an ability to act as both a repressor and an activator of tran-
scription in transient-reporter assays (7, 53, 64, 66, 67, 90). In
transient-reporter assays the two acidic domains have been
reported to function as a negative regulator of transcription
and the glutamine-rich region has been reported to function
as an activator when fused to the GAL4-DNA binding do-
main (GAL4DBD) (7, 44, 53, 66). The amino-terminal portion
of EBNA3C can interact with a ubiquitous, sequence-specific
cellular transcription factor, RBP-Jk (67, 90). This interaction
results in disruption of RBP-Jk with its cognate sequence (67,
90). EBNA3C also competes with EBNA2, the EBV transac-
tivator for binding to RBP-Jk (66). Therefore EBNA3C acts as
a modulator of transcription through interaction with and in-
hibition of RBP-Jk from binding to DNA or other transcrip-
tional regulators such as the EBV transactivator EBNA2 (53,
66, 67, 90). These functions resemble that of the Drosophila
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melanogaster protein Hairless in regulating Suppressor of Hair-
less (SuH), the Drosophila homolog of RBP-Jk (8, 64).

To identify cellular proteins interacting with the region of
EBNA3C downstream of the RBP-Jk binding site, we used a
yeast two-hybrid screen with an EBV-positive lymphoblastoid
cell line-derived cDNA library (31). A truncated form of
EBNA3C (aa 365 to 992) was cloned into a yeast expression
vector fused to the GAL4DBD and used to screen for inter-
acting cellular proteins crucial for EBV-induced B-lymphocyte
immortalization. A cellular protein isolated multiple times
from the screen was identified as prothymosin alpha (ProTa),
known to be important for cell division and proliferation (26,
68, 71, 86).

ProTa is a 112-aa, highly acidic nuclear protein ubiquitously
expressed in most eukaryotic cells (21, 24, 70). Although the
specific functions of this highly conserved protein remain un-
known, ProTa has been implicated as a crucial factor in cell
division and proliferation (26, 68, 71, 86). Previous studies to
support this notion have shown that expression of ProTa is
elevated in proliferating lymphocytes and is activated by the
proto-oncogene c-myc, a cellular oncogene known to be in-
volved in driving cell proliferation (15, 25). ProTa has also
been shown to be present during all stages of the cell cycle,
increasing at the S/G2 transition point (81). In addition, anti-
sense oligonucleotides directed against ProTa mRNA inhib-
ited cell division and proliferation in myeloma cells (71).
ProTa has also been associated with a number of human tu-
mors (56). The mRNA levels of ProTa correlate with that of
the c-myc transcripts in human colon cancers, and elevated
levels of the protein were seen in malignant tissues of the
intestine and breast (13, 79).

ProTa also interacts with histones in vitro and may be in-
volved in chromatin remodeling (12, 23, 39). Moreover, cellu-
lar gene expression is regulated at the level of chromatin struc-
ture through histone acetylation by the recruitment of histone
acetyltransferases (HATs) like p300 and CREB-binding pro-
tein (CBP) (32, 35, 43). The addition of acetyl groups to core
histones results in disassociation of the chromatin and nucleo-
somal structure, thereby rendering the transcriptional regula-
tory sites accessible to the transcription machinery (22, 72, 74,
75). These findings prompted us to investigate the potential
role that the interaction of EBNA3C and ProTa may have in
regulation of HAT activity. These studies demonstrate the first
association of EBNA3C with acetyltransferases and show that
EBNA3C may be recruited to the chromatin through a specific
nuclear factor, ProTa, thereby modulating histone acetylation
balancing transcriptional events. These results suggest a finely
tuned mechanism for immortalization of human B lympho-
cytes.

MATERIALS AND METHODS

Cell lines and antibodies. BJAB is an EBV-negative Burkitt’s lymphoma cell
line obtained from Elliott Kieff (41, 52). BJAB EBNA3C and BJAB neo control
are BJAB cells transfected with pZipneo eukaryotic expression vector with
EBNA3C or vector alone (66). LCL1 and LCL2 are recently immortalized LCLs
transformed by EBV. All cells were cultured in RPMI 1640 supplemented with
2 mM glutamine, 25 U of penicillin-streptomycin per ml, 200 mg of neomycin
(Gibco-BRL) per ml when necessary, 10% fetal bovine serum, and 20 mg of
gentamicin (Gemini-Bioproducts Inc.) per ml. 293 embryonic kidney epithelial
cells were cultured in Dulbecco’s modified Eagle medium supplemented with 2
mM glutamine, 25 U of penicillin-streptomycin (Gibco-BRL) per ml, 10% fetal
bovine serum, and 20 mg of gentamicin (Gemini-Bioproducts Inc.) per ml.

A10 is a mouse monoclonal hybridoma antibody against EBNA3C obtained
from Martin Rowe (54). The anti-EBNA3C serum is a rabbit polyclonal that was
made from a glutathione S-transferase (GST) fusion protein of EBNA3C by
Cocalico Inc. 9E10 is a mouse monoclonal antibody directed against the myc tag.
The antibodies used for detection of p300 were purchased from Santa Cruz.
Histone H1 monoclonal antibody was purchased from Upstate Biotechnology.
The anti-ProTa rabbit polyclonal serum was initially obtained from Fernando

Dominquez and was also made from a GST fusion of the entire ProTa gene by
Cocalico Inc.

Plasmids and constructs. pAS1DEBNA3C encodes a truncated form of
EBNA3C (aa 365 to 992) created by removing the amino-terminal 364 aa by SpeI
digestion and ligating the carboxy fragment (aa 365 to 992) into the pAS1 vector
at the NdeI site. All yeast vectors and the cDNA library were previously de-
scribed and were obtained from Stephen Elledge (30). A GST-ProTa fusion pro-
tein was obtained from Fernando Dominguez as clone pAV1 (46). pA3MProTa
is a ProTa-myc fusion protein constructed by ligating the entire coding sequence
of ProTa that was amplified out of pAV1 using Vent Polymerase (NEB) in frame
with the myc epitope in pA3M (6). Primers flanking the coding sequence of
ProTa contained EcoRI and EcoRV restriction sites in the forward and reverse
primers, respectively (forward primer, 59GGAATTCCATGTCAGACGCAGC
CGTAGACA39, and reverse primer, 59GGATATCGGGTCATCCTCGTCGG
TCTTCTG39). pSG5EBNA3C and 39 and 59 P300 clones have been previously
described (59, 66).

For construction of GST fusions of specific regions of EBNA3C, we digested
EBNA3C with AluI and RsaI restriction enzymes. Fragments from these diges-
tions were isolated and then fused to GST in the pGEX2T vector. All fusions
obtained from RsaI digestion were denoted as R1 to R10, and all fusions ob-
tained from AluI digestions were denoted as A1 to A10 (numbered from largest
to smallest fragment). AluI fragments were cloned into the EcoRI site of
pGEX2T, and the RsaI fragments were cloned into the SmaI or EcoRI site.

Yeast two-hybrid cDNA screen. An EBV-positive B-lymphoblastoid cell line-
derived cDNA library was screened using a yeast two-hybrid system as previously
described (30, 57). Briefly, Y190 yeast cells were first stably transformed with
pASIDEBNA3C. The Y190 expressing the truncated EBNA3C molecule was
then transformed with the pACTcDNA library, and resulting transformants
growing on media lacking histidine, tryptophan, and leucine were tested for
b-galactosidase (b-Gal) reactivity. To confirm positive reactivity, positive clones
were retransformed into yeast with pASIDEBNA3C and screened again for
positive b-Gal reactivity. Yeast cells that produced blue color within 15 min to
1 h were considered positive clones. After isolation of plasmids and retesting of
b-Gal activity, the positive clones were then sequenced using an automated
sequencing core facility or by manual sequencing using the Thermo-Sequenase
kit (Amersham). Sequences obtained were compared to other known sequences
in GenBank by using the BLAST program.

Northern blot analysis. [32P]dCTP-labeled cDNA probes were used in North-
ern blot analysis of poly(A) RNA from multiple human tissues (CLONTECH
Laboratories Inc.) and EBV-positive and -negative B-lymphocyte cell lines. A
32P-labeled ProTa probe was made using a random primer kit and purified using
a Nuc-Trap probe purification column (Stratagene). A [32P]dCTP-labeled cDNA
probe was created using b-actin control cDNA that was provided with the
multiple human blots (CLONTECH Laboratories Inc.). DNA used for the
GAPDH probe was from a cDNA clone obtained from Fred Wang. Hybridiza-
tion conditions were as suggested by the manufacturer (CLONTECH Labora-
tories Inc.).

In vitro protein binding assays. EBNA3C, 39P300, and 59P300 were translated
in vitro (TNT system; Promega) from T7 expression plasmids using 35S-met/cys
Express label (NEN-Dupont). In competition binding experiments, nonlabeled
EBNA3C was in vitro translated using the same method without 35S-met/cys
translabel. The GST-ProTa fusion protein was expressed from pAV1 in Esche-
richia coli DH5a and purified using glutathione-Sepharose beads. All binding
experiments were done as previously described (6, 66). Dried gels were analyzed
using a PhosphorImager (Molecular Dynamics), and signals were quantified
using ImageQuant software.

In pull-down assays, 108 cells were lysed as described below (“Immunopre-
cipitations and immunoblotting”). Lysates were incubated with glutathione-
bound GST beads for 30 min at 4°C. After brief centrifugation to remove beads,
cell lysates were incubated with glutathione-bound GST-ProTa overnight at 4°C.
Beads were collected by brief centrifugation, washed four times in radioimmu-
noprecipitation assay (RIPA) buffer, and denatured in sodium dodecyl sulfate
(SDS)–b-mercaptoethanol lysis buffer. Proteins were analyzed by SDS-polyacryl-
amide gel electrophoresis (PAGE) and transferred to 0.45-mm-pore-size nitro-
cellulose membranes.

For mapping the region of EBNA3C interacting with ProTa, the plasmid
containing the ProTa gene was used in an in vitro translation reaction using the
Promega TNT system. In vitro-translated ProTa was used in binding experiments
with GSTDEBNA3C fusion proteins. Bound proteins were fractionated by SDS-
PAGE, dried, and exposed to a PhosphorImager as described above.

Immunoprecipitations and immunoblotting. A total of 108 cells were lysed in
RIPA buffer (50 mM Tris [pH 7.6], 150 mM NaCl, 2 mM EDTA, 1% Nonidet
P-40, 1 mM phenylmethylsulfonyl fluoride, aprotinin [1 mg/ml], and pepstatin [1
mg/ml]) for 1 h on ice with brief vortexing every 15 min. A portion of the lysate
was removed for use as the control. Lysates were precleared by incubation with
2 ml of normal rabbit serum for 30 min at 4°C, and bound precipitates were
collected with protein A-Sepharose beads (Sigma). In some cases, lysates were
precleared using the same incubation with protein A-Sepharose beads alone.
Anti-EBNA3C monoclonal (A10), anti-ProTa, or anti-59 p300 (Santa Cruz)
antibodies were incubated with lysates overnight at 4°C. Immunoprecipitates
were collected with protein A-Sepharose beads and washed four times in RIPA
buffer. For p300 analysis, cells were subjected to Dounce homogenization with 10
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strokes to remove cell membrane and cytoplasm. The nuclear fraction was then
collected and lysed in RIPA buffer for 1 h on ice with brief vortexing every 15
min. Proteins were heated in SDS–b-mercaptoethanol lysis buffer and then
analyzed by SDS-PAGE. Western blot analyses were done using specific anti-
bodies for detection of EBNA3C, ProTa, and p300.

Transfections and colocalizations. Five million 293 cells were transfected with
20 mg of pA3M, pA3M-ProTa, pSG5/EBNA3C, and pA3M/ProTa, or with no
DNA as a control, using a Bio-Rad electroporation apparatus at 210 V and 975
mF. Cells were resuspended in 10 ml of Dulbecco’s modified Eagle medium
prepared as described above. Cells were collected and used for immunoprecipi-
tations 24 h posttransfection. Cells were washed once in 13 phosphate-buffered
saline (PBS). Immunoprecipitation was performed as described above. Anti-myc
ascites antibody was used to obtain immunoprecipitates. Anti-ProTa and anti-
EBNA3C antibodies were used for Western blot analysis.

For colocalizations of ProTa and EBNA3C in EBV-immortalized human
primary B lymphocytes, 1 million cells were transferred to a 1.5-ml Eppendorf
tube and washed in sterile PBS. A sample of the cells was fixed onto slides with
methanol-acetone (1:1) for 10 min at 220°C. Cells were blocked with 20% goat
serum. Primary antibodies used were anti-rabbit ProTa (1:100) and anti-mouse
EBNA3C A10 ascites (1:1,000). Secondary antibodies used were goat anti-rabbit
Texas red and goat anti-mouse fluorescein isothiocyanate (FITC) (1:1,000). Cells
were subjected to four 5-min washes with 13 PBS after each antibody. Cells were
visualized using standard fluorescence microscopy on an Olympus BX60 micro-
scope. Digital pictures were obtained using an Olympus digital camera and
Esprit computer software program (version 1.2).

In vivo HAT assay. Immunoprecipitates were collected as described above
(“Immunoprecipitations and immunoblotting”) using ProTa or 59 p300 antibod-
ies from lysates of EBV-infected LCLs (LCL1 and LCL2) and B cells expressing
EBNA3C or no EBNA as a control. For transient transfections BJAB cells were
transfected at 210 V and 960 mF using a Bio-Rad electroporator. Expression
constructs containing EBNA2 or EBNA2 and EBNA3C were mixed with BJAB
cells, electroporated, and then incubated for 24 h. Cells were collected by cen-
trifugation and lysed in RIPA buffer. Protein complexes containing acetylases
were obtained by immunoprecipitation with polyclonal antibodies against the 59
region of p300. Immunoprecipitates were washed twice in RIPA buffer (same as
previously described except with 0.5% Nonidet P-40) followed by two washes in
HAT assay buffer (50 mM Tris-HCl [pH 8.0], 10 mM sodium butyrate, 10%
glycerol, 1 mM dithiothreitol, and 1 mM phenylmethylsulfonyl fluoride). Immu-
noprecipitates were incubated in HAT buffer with 25 mg of crude histones
(Sigma) and 500 nCi of [3H]coenzyme A for 1 h at 30°C. After brief centrifu-
gation to pellet protein A-Sepharose beads, the supernatant was spotted onto
p-81 filters (Whatman) and washed in 0.2 M sodium carbonate three times using
vacuum filtration. Filters were allowed to dry under a heat lamp before being
placed in ScintiVerse scintillation cocktail and analyzed in a Beckman LS3801
scintillation counter.

RESULTS

A yeast two-hybrid screen indicates that a cellular protein
interacting with the critical carboxy terminus of the EBNA3C
protein is ProTa. A truncated form of EBNA3C (aa 365 to
992) was fused in frame to the GAL4DBD. This fusion protein
was used in a two-hybrid screen for identifying interacting
cDNAs in an EBV-positive LCL-derived cDNA library (31).
The GAL4 activating domain was fused to the cDNA clones in
the library made from LCLs (30). As a control, the RBP-Jk
molecule cloned into the vector containing the activating do-
main did not interact with our GAL4DBDDEBNA3C (aa 365
to 992) and resulted in a negative result for b-Gal activity. As
expected, the full-length EBNA3C fused to the GAL4DBD in
pAS1 scored positive for b-Gal activity, with RBP-Jk demon-
strating the specificity for EBNA3C-interacting proteins
(E3CIP) to aa 365 to 992 of EBNA3C (Table 1). A number of
b-Gal-positive transformants growing on medium lacking His,
Leu, and Trp were detected in the presence of 50 mM 3-ami-
notriazole. These clones were analyzed further by replating on
medium lacking His, Leu, and Trp and tested for b-Gal activ-
ity. Two of the interacting clones were consistently positive
for b-Gal activity within 30 min. The two E3CIP interacted
with the truncated EBNA3C (aa 365 to 992) fused to the
GAL4DBD on replating as determined by b-Gal activity (Ta-
ble 1). These clones were sequenced and found to be identical
to a molecule identified through a BLAST sequence search in
GenBank as ProTa. Our submitted sequence was 99% identi-
cal to the known GenBank sequences (16, 25, 26). All other

deposited sequences were identical with a single deleted GAG
codon except for one sequence, which contained this addi-
tional codon 39 to aa 39 (16). Analysis of the amino acid
sequence revealed a central acidic domain from aa 41 to 85,
rich in glutamic acid and asparagine, with potential for random
coil formation (21). A small basic region is seen in the amino-
terminal region of ProTa, and a nuclear localization signal is at
the carboxy end (shown in the schematic diagram in Fig. 1A)
(24, 51, 81). The insert isolated from the yeast cDNA clone was
approximately 1.2 kb in size and contained the entire open
reading frame of the ProTa gene, including a 138-bp region of
leader sequence.

A stop codon inserted at aa 365 of EBNA3C (see Fig. 1B)
results in the inability of EBV to transform B lymphocytes,
suggesting that cellular molecules interacting at the carboxy
terminus are potentially an important requirement for EBV to
transform primary B lymphocytes. Therefore, this newly iden-
tified interaction of ProTa and DEBNA3C (aa 366 to 992) may
also be critical for immortalization of B lymphocytes.

Expression of ProTa in human tissues and cell lines. North-
ern blot analyses of poly(A) RNA from human tissues and
EBV-positive and -negative cell lines were performed to de-
termine the levels of ProTa expression in tissues and in pre-
viously transformed cell lines infected with EBV. We also
wanted to determine if virus infection leads to upregulation of
the ProTa transcript. An a-32P-labeled ProTa DNA probe was
hybridized to membranes containing poly(A) RNA isolated
from various cell lines and tissues (top panels in Fig. 2). The
ProTa transcripts are ubiquitously expressed in all tissues and
cell lines examined (Fig. 2). In BL41, a Burkitt’s lymphoma,
EBV-negative cell line, ProTa is readily detected. No dramatic
upregulation was seen in the BL41 EBV-infected (isolate
B95-8) cell line BL41/B95-8 or the primary B-cell lines trans-
formed by EBV, IB4, and LCL1 (see Fig. 2A, lanes 1 to 4),
suggesting that similar levels of ProTa are expressed in
EBV-negative and -positive Burkitt’s lymphoma-derived cell
lines. However, ProTa may be induced as a consequence of
the initiation of the transformation event in primary B cells
after EBV infection or may be a consequence of other changes
in cellular events leading to cell proliferation (26, 68, 71, 86).

We then wanted to determine the comparative levels of
ProTa expression in tissue. An increase in the level of ProTa
transcripts was seen in the heart, liver, pancreas, thymus, small
intestine, and peripheral blood leukocytes (Fig. 2B and C). In
skeletal muscle the levels of ProTa transcripts were lower (at
least a fourfold decrease) than those in the other tissues (Fig.

TABLE 1. ProTa interacts with DEBNA3C (aa 365 to 992) in the
yeast two-hybrid assay as determined by b-galactosidase activitya

GAL4DBD GAL4-AD b-Gal activity

pAS1DEBNA3C (aa 365 to 992) 2
pAS1DEBNA3C (aa 365 to 992) pACTcDNA (E3CIP) 1111
pAS1DEBNA3C (aa 365 to 992) pACTRBP-Jk 2
pAS1EBNA3C pACTRBP-Jk 1111

a The yeast strain Y190 was transformed with the pAS1 constructs, and the
transformed colonies were isolated and checked for expression of the fusion
proteins. The transformants were then transformed with the individual pACT
plasmid constructs as indicated. As expected, the control experiments show that
EBNA3C interacts with RBP-Jk in the yeast system (53, 66). The truncated
EBNA3C with the deletion of the 59 amino-terminal portion encoding the
RBP-Jk binding site does not interact with RBP-Jk in this assay. The truncated
EBNAC fusion molecule pAS1DEBNA3C (aa 365 to 992) does not activate in 50
mM aminotriazole. However, E3CIP demonstrated strong interaction with the
truncated EBNA3C (aa 365 to 992) molecule by b-Gal activity. The intensity of
the b-Gal signal is denoted as follows: 1111, strongly positive; 222, negative.
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2B, lane 6). The two transcripts seen in the control b-actin
lanes (Fig. 2B and C) for heart and skeletal muscle are due to
alternative splicing of b-actin in these tissues (CLONTECH
Laboratories Inc.). Another alternative transcript for ProTa of
approximately 1.8 to 2.0 kb was predominantly seen in heart
(Fig. 2B, lane 1), and an approximately 4.4-kb transcript was
seen in primary blood leukocytes (Fig. 2C, lane 8), indicating
that in some tissues there are possible alternatively spliced
transcripts or forms of ProTa not previously documented in
other studies (50, 80).

ProTa interacts with EBNA3C in vitro. To verify EBNA3C
and ProTa interaction, GST-ProTa coupled to glutathione-
Sepharose beads was incubated with cell lysates from an
EBV-positive LCL and BJAB cells converted with the pZipneo
eukaryotic expression vector containing either full-length
EBNA3C or no insert as a vector control. Bound proteins were

collected, fractionated by SDS-PAGE, and analyzed by West-
ern blotting. EBNA3C was found to interact with GST-ProTa
in BJAB cells expressing EBNA3C and in a recently trans-
formed EBV-positive LCL, LCL1, expressing appropriate lev-
els of EBNA3C required to maintain growth transformation of
human primary B cells that is mediated by EBV latent gene
expression (Fig. 3A, lanes 6 and 9). To further corroborate this
finding, an in vitro binding experiment was conducted using in
vitro-translated 35S-labeled EBNA3C and a GST fusion pro-
tein containing the full-length ProTa used in the above-men-
tioned binding experiment. Luciferase protein was also in vitro
translated with 35S-translabel and incubated with GST-ProTa
coupled to glutathione-Sepharose beads as a binding control.
35S-labeled EBNA3C bound to GST-ProTa protein in this
experiment at levels approximately 20-fold over binding
with GST beads alone as determined by arbitrary counts

FIG. 1. ProTa was isolated from a yeast two-hybrid cDNA library screen as a cellular molecule interacting with EBNA3C. (A) The sequence of the cDNA obtained
from screen was matched against the previously known ProTa sequence found with a BLAST search in GenBank. Shown is a schematic representation of the ProTa
protein, showing the locations of the central acidic domain (AD) that may have a random coil conformation, the putative nuclear localization signal (NLS), and the
amino-terminal basic region (Br) (16, 19, 26). (B) Diagram showing a schematic representation of the EBNA3C protein. The RBP-Jk binding site is indicated by the
open boxed region. The putative leucine zipper motif (L), the ADs, the NLS, the proline-rich repeats (P), and glutamine-rich regions (Q) are indicated on the diagram.
The stop signal indicates position aa 365 where the amber codon was introduced in the genetic analysis of the EBNA3C gene (41, 69).

FIG. 2. ProTa is expressed in various tissue types and in EBV-infected cells. (A) Northern blot analysis of poly(A) RNA in EBV-infected LCLs and Burkitt’s
lymphoma cell lines shows ProTa. LCL1, IB4, and B/B958 are EBV-positive cell lines, while BL41 is an EBV-negative Burkitt’s lymphoma cell line. The top panel shows
Northern blot analysis using a 32P-labeled ProTa DNA probe. The lower panel shows Northern blot analysis using a [32P]GAPDH DNA probe. (B and C). Northern
blot analysis of poly(A) RNA in Multiple Tissue Northern Blots (CLONTECH Laboratories Inc.). The top panels show Northern blot analysis using a 32P-labeled
ProTa DNA probe. The lower panels show Northern blot analysis using a 32P-labeled human b-actin cDNA probe.
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using the Molecular Dynamics software ImageQuant sup-
plied with the PhosphorImager unit (Fig. 3B, compare lane 3
with lane 5). No detectable signal was seen in the negative
control lane using luciferase incubated with GST-ProTa, indi-
cating that the interaction of EBNA3C with GST-ProTa is a
specific interaction in vitro.

ProTa associates with EBNA3C in cotransfected cells. Co-
transfection experiments were conducted to further support
the association of ProTa and EBNA3C in human cells. 293
cells were transfected with eukaryotic expression vectors con-
taining either no insert, ProTa-myc alone, or EBNA3C and
ProTa-myc. Transfections were balanced using pSG5 vector to
provide equivalent amounts of DNA per transfection. Addi-
tionally, no DNA was used as a mock control. At 24 h post-
transfection, cell lysates were incubated with anti-myc ascites
antibodies and immunoprecipitates were fractionated by SDS-
PAGE followed by Western blot analysis. EBNA3C was de-
tected as an immunoprecipitate of anti-myc antibodies where
ProTa and EBNA3C were transiently transfected into 293 cells
(Fig. 4A, lane 4). Cell lysates were analyzed by SDS-PAGE to
demonstrate protein expression for ProTa and EBNA3C (Fig.
4B and C, respectively). To detect ProTa by Western blotting
we used a 0.2-mm-thick transfer membrane to minimize the
loss of the small proteins that occurred frequently with the

FIG. 3. EBNA3C and ProTa associate in cell lysates and interact in vitro. (A) BJAB cells converted with a eukaryotic expression vector containing EBNA3C (BJAB
pZIP E3C) or no insert (BJAB pZIP) and an EBV-positive LCL (LCL1) were used in GST pull-down analysis. Cell lysates from 100 million cells were incubated with
GST fusion protein coupled to glutathione-Sepharose beads followed by GST-ProTa fusion protein coupled to glutathione-Sepharose beads. Lysates (1%) were used
as a control. Proteins were fractionated by SDS–7% PAGE, transferred to 0.45-mm-pore-size nitrocellulose membranes, and Western blotted for EBNA3C using the
monoclonal antibody A10 (55). (B) GST and GST-ProTa fusion protein coupled to glutathione-Sepharose beads were incubated with 35S-labeled in vitro-translated
EBNA3C or luciferase (Luc). A 10% input of in vitro-translated proteins was run as a control. Bound proteins were fractionated by SDS–7% PAGE, dried, and analyzed
on a PhosphorImager (Molecular Dynamics) using ImageQuant software.

FIG. 4. EBNA3C coimmunoprecipitates with ProTa in transiently trans-
fected cells. 293 cells were transfected with pA3M, pA3M/ProTa, pA3M/ProTa
and pSG5/EBNA3C, or no DNA (Mock). Anti-myc ascites antibodies were used
to collect immunoprecipitates. (A) Proteins were fractionated by SDS–7%
PAGE, transferred to 0.45-mm-pore-size nitrocellulose membranes, and Western
blotted for EBNA3C (A10). Cell lysates (5%) were also analyzed by SDS-PAGE
to serve as a control. (B) ProTa was analyzed on a 15% gel, transferred to
0.2-mm-pore-size nitrocellulose membranes, and Western blotted with rabbit
anti-ProTa antibody (1:100). (C) EBNA3C was detected by Western analysis as
described for panel A.
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0.45-mm-pore-size nitrocellulose membranes (39, 51). These
results demonstrate that EBNA3C and ProTa can associate
with each other in transiently transfected 293 cells.

ProTa interacts with EBNA3C in a region downstream
from aa 365. To determine the region of EBNA3C interacting
with ProTa we constructed overlapping clones of regions of
EBNA3C fused to GST protein (Fig. 5A). These fusion pro-
teins were then used in binding experiments to determine the
approximate position of interaction. In vitro-translated ProTa
was made and incubated with equivalent amounts of fusion
proteins bound to glutathione beads. The resulting bound
ProTa was fractionated and exposed to a PhosphorImager
screen. The results indicate that a fusion protein (R2) contain-
ing a region of EBNA3C from aa 260 to 509 bound to ProTa
(Fig. 5B). Additionally, another fusion protein (A2) which
overlaps with R2 from aa 393 to 509 did not bind to ProTa,
suggesting that the interaction domain lies between aa 260 and
393 (Fig. 5).

The data from the two-hybrid screen where GAL4DBDD
EBNA3C365-992 amino acids interacted with ProTa (Table 1)
strongly indicated that the domain of interaction lies within the
carboxy terminus of EBNA3C. This information along with the
GST binding data above puts the interaction domain within
a 28-aa stretch which lies between aa 365 and 393 of the
EBNA3C sequence.

ProTa coimmunoprecipitates with EBNA3C and p300 in
LCLs. Recent studies on ProTa have shown that it may be
involved in chromatin remodeling and interacts with histones
in vitro (12, 23). We therefore decided to address the possi-
bility that ProTa is involved in recruiting transcription factors
involved in modifying the histones for activating or repress-
ing transcriptional activities. It was possible that EBNA3C is
recruited to the chromatin structure in association with p300
and other cellular factors regulating transcription. To deter-
mine if EBNA3C, p300, and histone H1 can associate with
ProTa in B-lymphoblastoid cells we immunoprecipitated cel-

lular factors associated with ProTa using a rabbit poly-
clonal antiserum against ProTa. The complexes were analyzed
by Western blotting for the presence of EBNA3C, p300, and
histone H1. Immunoprecipitates were collected from BJAB
cells converted with the pZipneo resistant eukaryotic expres-
sion vector containing full-length EBNA3C compared to no
insert as a control. Western blot analysis with mouse anti-
EBNA3C identified specific bands migrating at the correct size
for EBNA3C in the cell lysate as well as in the immunopre-
cipitate lane (Fig. 6A, lanes 4 and 6). The multiple alternative
bands seen in the position where EBNA3C migrates is due to
posttranslational modification of the EBNA3C protein as seen
in previous studies (36, 67). Moreover, Western blot analysis
with mouse anti-histone H1 indicated that ProTa can associate
with histone H1 in B-lymphoblastoid cells, as shown in the
immunoprecipitate of ProTa in the control EBNA3C-negative
BJAB cells as well as in BJAB cells expressing EBNA3C (Fig.
6C, compare lanes 1 and 3 with 4 and 6). Note that histone H1
migrates as a tight doublet on SDS-PAGE gels (27).

To determine if EBNA3C associates with p300 and ProTa
in LCLs, we immunoprecipitated cellular complexes associat-
ing with EBNA3C using anti-EBNA3C polyclonal antibodies.
Immunoprecipitates were fractionated, transferred to mem-
branes, and analyzed for detection of ProTa and p300 with
EBNA3C antibodies. Both ProTa and p300 coimmunoprecipi-
tated with EBNA3C in B-lymphoblastoid cells. In BJAB cells
expressing EBNA3C, ProTa was detected in the immunopre-
cipitate lane (Fig. 6B, lane 6) but not in the immunoprecipitate
of BJAB cells with vector alone (control) (Fig. 6B, lane 3).

We also wanted to determine if the association of ProTa
with EBNA3C occurred in recently transformed LCLs in
the context of EBV infection and immortalization of hu-
man primary B lymphocytes. A similar immunoprecipitation
was performed using cell lysates from an EBV-negative cell
line (BJAB) and a recently transformed EBV-infected LCL
(LCL1) expressing the entire repertoire of latent antigens.

FIG. 5. ProTa interacts with EBNA3C 39 to aa 365. GSTDEBNA3C fusion proteins were incubated with in vitro-translated ProTa. Bound proteins were
fractionated by SDS–12% PAGE, dried, and then exposed to a PhosphorImager. (A) EBNA3C fragments fused to GST in pGEX vector. The appropriate amino acids
for each fragment are indicated, and the names of each fragment begin with R for RsaI fragments and with A for AluI fragments. (B) Results of binding experiment
indicating that the EBNA3C fragment from aa 260 to 509 interacts with ProTa. Another fragment, aa 393 to 641, does not interact, indicating that the region of
interaction lies before aa 393. Lane 1, input in vitro-translated ProTa; lane 4, ProTa bound to R2 fragment.
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Western blot analysis for EBNA3C showed that EBNA3C
associates with ProTa in EBV-infected cells in vivo (Fig. 6D,
lanes 4 and 6). Taken together, these results suggest that
EBNA3C exists in a complex with ProTa, p300, and histone
H1 in EBV-transformed human B lymphocytes.

Coimmunoprecipitation of p300 using anti-ProTa antibody
demonstrated that p300 levels associated with the complex

were consistently lower in BJAB cells with vector alone than in
the BJAB-expressing EBNA3C line in multiple experiments
(Fig. 7A, compare lanes 1 and 3 with lanes 4 and 6). Thus, p300
was immunoprecipitated with anti-ProTa polyclonal antibody
from BJAB cells expressing EBNA3C (Fig. 7A, lanes 6). More-
over, p300 was shown to coimmunoprecipitate with EBNA3C
in BJAB cells expressing EBNA3C (Fig. 7B, lane 6). In the

FIG. 6. ProTa coimmunoprecipitates with EBNA3C and histone H1 in B-lymphoblastoid cells. BJAB cells converted with the pZIP eukaryotic expression vector
containing EBNA3C (BJAB pZIP E3C) or no insert (BJAB pZIP control) were lysed in RIPA buffer and precleared with either protein A-Sepharose beads (ProA)
or GST rabbit polyclonal serum (GST). Immunoprecipitates were collected with anti-ProTa rabbit polyclonal antibody. Cell lysates (1%) were fractionated as a control.
(A) Immunoprecipitates fractionated by SDS–7% PAGE, transferred to 0.45-mm-pore-size nitrocellulose membranes, and Western blotted for EBNA3C using the
monoclonal antibody A10. EBNA3C coimmunoprecipitated with ProTa in EBNA3C-expressing BJAB cells (lane 6) but not in control B cell lines (lane 3). (B)
Immunoprecipitates were fractionated by SDS–15% PAGE, transferred to 0.2-mm-pore-size nitrocellulose membranes, and Western blotted for ProTa using the rabbit
polyclonal antiserum. ProTa coimmunoprecipitated with EBNA3C seen in the immunoprecipitate lane 6, similar to lysate in lane 4, but not in the EBNA3C-negative
BJAB cell lines. (C) Immunoprecipitates fractionated SDS–12% PAGE, transferred to 0.45-mm-pore-size nitrocellulose membranes, and Western blotted for histone
H1 using the monoclonal antibody from Upstate Biotechnology. Histone H1 was detected as a doublet in the immunoprecipitate lanes 3 and 6, similar to that seen in
the lysate lanes 1 and 4. (D) Immunoprecipitation performed as described above except 40 million BJAB (EBV-negative) and LCL1 (EBV-positive) cells were used
and 5% cell lysates were used as a control. Cell lysates were precleared with anti-GST rabbit serum. Immunoprecipitates were fractionated by SDS–8% PAGE,
transferred to 0.45-mm-pore-size nitrocellulose membranes, and Western blotted for EBNA3C using monoclonal antibody A10. EBNA3C immunoprecipitated with
ProTa in the EBV-infected LCL (lanes 4 and 6), but not in the control EBV-negative cells (lanes 1 and 3). Quantitative analysis of the signals for changes in
immunoprecipitation was done using SCION, NIH Image software.
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reciprocal experiment EBNA3C coimmunoprecipitated with
p300, suggesting a tight association between these two mole-
cules in EBNA3C-expressing B-LCLs (Fig. 7C, lanes 4 and 6).
These results suggest that EBNA3C is directly associating in a
complex with ProTa and p300 in B-lymphoblastoid cells. It is
possible that ProTa and/or other transcription factors, includ-
ing p300, recruit EBNA3C to the chromatin structure. These
data do not exclude the possibility that other cellular molecules
are also be in the complex and that the interaction is regulated
by other associated molecules that are as yet unidentified.

EBNA3C competes with ProTa for interaction with the 3*
terminus of p300. To demonstrate the region of p300 associ-
ating with EBNA3C and ProTa, two polypeptides of p300 were
utilized. Two p300 polypeptides, corresponding to the 39 and 59
regions of p300, were in vitro translated and labeled with
[35S]methionine/cysteine. In vitro GST binding experiments
demonstrated that GST-ProTa interacts with the 39 portion of
p300 at a level approximately 68-fold over binding with GST
alone (Fig. 8, compare lanes 3 and 5). Little or no binding was
seen with the 59 portion of the in vitro-translated p300 (Fig. 8,
lanes 3 and 5). Counts of binding to the 59 p300 were about
1.2-fold over that of the control protein with GST alone. To
investigate a potential association or competition of EBNA3C
with the p300 and ProTa complex, we added cold in vitro-
translated EBNA3C in increasing amounts to the GST-ProTa-

bound 39 p300 complex. EBNA3C competed with 39 p300 for
binding with GST-ProTa, resulting in decreased binding of the
truncated 39 p300 molecule in a dose-dependent manner (Fig.
8C and D). The association of p300 with ProTa as determined
by the coimmunoprecipitation was greater in EBNA3C-ex-
pressing cell lines in multiple experiments, suggesting a possi-
ble stabilization of the ProTa and p300 complex when
EBNA3C is present. However, the nature of these associations
may be transitory and may depend on whether or not p300 and
ProTa exist as a strong complex within a larger complex in the
absence of EBNA3C. Additionally, it is also possible that sep-
arate complexes of ProTa and EBNA3C as well as ProTa and
p300 also exist in vivo and cannot be clearly distinguished in
these experiments. Nonetheless, these are new and novel in-
teractions that are indicative of functional changes related to
chromatin modifications.

ProTa colocalizes with EBNA3C and p300 in the nucleus of
B cells. To determine if EBNA3C colocalizes with ProTa in
LCLs we performed immunofluorescence assays using anti-
bodies specific to EBNA3C and ProTa. Polyclonal rabbit an-
tiserum against ProTa was detected using anti-rabbit Texas red
secondary antibodies (Fig. 9A). Mouse monoclonal antibody
against EBNA3C was detected using anti-mouse FITC second-
ary antibodies (Fig. 9B). Interestingly, in nascently derived
LCLs, ProTa and EBNA3C localized in specific nuclear struc-

FIG. 7. The acetyltransferase p300 coimmunoprecipitates with ProTa and EBNA3C in B-lymphoblastoid cells. BJAB cells converted with the pZIP eukaryotic
expression vector containing EBNA3C (BJAB pZIP E3C) or no insert (BJAB pZIP control) were lysed in RIPA buffer and precleared with either protein A-Sepharose
beads (ProA) or GST rabbit polyclonal serum (GST). Immunoprecipitates were collected with anti-ProTa rabbit polyclonal antibody. Cell lysates (1%) were
fractionated as a control. (A) Immunoprecipitates were fractionated by SDS–6% PAGE, transferred to 0.45-mm-pore-size nitrocellulose membranes, and Western
blotted for p300. The p300 signal seen in the immunoprecipitate lane 6 is barely detectable in the EBNA3C-negative cell line in lane 3. (B) Immunoprecipitates were
fractionated by SDS–6% PAGE, transferred to 0.45-mm-pore-size nitrocellulose membranes, and Western blotted for p300. Similarly, the p300 signal was seen in the
EBNA3C-expressing cell line (lane 6) but not in the EBNA3C-negative cell line (lane 3). (C) Immunoprecipitates were fractionated by SDS–6% PAGE, transferred
to 0.45-mm-pore-size nitrocellulose membranes, and Western blotted for EBNA3C. EBNA3C signal was clearly observed in lane 6 where immunoprecipitates from
EBNA3C-expressing cells were fractionated.
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tures in the perinuclear regions (Fig. 9). However, p300 also
localized to these regions but could also be seen as diffuse
staining throughout the nucleus (data not shown). Addition-
ally, the signals for p300 and ProTa in EBNA3C-expressing
cell lines, and particularly in LCLs, were not limited to specific
nuclear structures, suggesting that, as expected, they may be
involved in numerous other interactions in addition to that

seen with EBNA3C. Taken together, these findings support
our in vivo data showing association between these proteins
and hint at the possibility that a complex exists in the nucleus
in infected B lymphocytes.

EBV increases histone acetylation in nascently transformed
human LCLs. The association of ProTa and EBNA3C with
p300 prompted us to look at the acetylation of core histones in

FIG. 8. The cellular acetylase-coactivator p300 interacts with ProTa. GST and GST-ProTa fusion protein coupled to glutathione-Sepharose beads were incubated
with 35S-labeled in vitro-translated 39 p300, 59 p300, or luciferase (Luc). Bound proteins as well as 10% input protein were fractionated by SDS–7% PAGE, dried, and
analyzed on a PhosphorImager (Molecular Dynamics). (A) GST-ProTa binds the 39 p300 polypeptide at a level approximately 20-fold (lane 5) over GST (lane 3). (B)
The 59 polypeptide of p300 bound at a level only about 1.2-fold over GST alone. No signal was seen with luciferase nonspecific control polypeptide. (C) GST (lane 1)
and GST-ProTa fusion protein coupled to glutathione-Sepharose beads (lanes 2 to 5) were incubated with 35S-labeled 39 p300 and 2, 5, and 10 ml, respectively, of
nonlabeled in vitro-translated EBNA3C. Bound proteins were fractionated by SDS–7% PAGE, dried, and analyzed on a PhosphorImager (Molecular Dynamics). (D)
Histogram representing arbitrary counts corresponding to the in vitro binding analysis in panel C analyzed by ImageQuant software (Molecular Dynamics). Column
numbers refer to lane numbers in panel C. Numbers indicate actual values obtained. Addition of increasing amounts of EBNA3C to the reaction results in reduction
of 39 p300 signal.

FIG. 9. Immunofluorescence analysis demonstrates nuclear colocalization of EBNA3C and ProTa. Cells from LCL1, a nascently derived EBV-immortalized cell
line, were fixed in methanol-acetone (1:1) and incubated with antibodies against ProTa (rabbit polyclonal at 1:500 dilution) and against EBNA3C (mouse monoclonal
at 1:1,000). Secondary antibodies to detect primary rabbit polyclonal antibodies against ProTa were goat anti-rabbit Texas red (A), and secondary antibodies to detect
primary monoclonal antibodies against EBNA3 were goat anti-mouse FITC (B). (C) Overlay of panels A and B demonstrating colocalization in perinuclear regions.
These data indicate that EBNA3C, ProTa, and p300 colocalize in the nucleus.
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EBV-infected and EBNA3C-overexpressing cells through the
interaction of ProTa with the cotransactivator-acetylase p300.
HAT assays were conducted using immunoprecipitates from
two recently transformed EBV-positive B-LCLs expressing the
entire set of latent nuclear antigens (EBNAs), two cell lines
overexpressing EBNA3C, and a control B-cell line that does
not express any of the EBNAs. Protein complexes coimmuno-
precipitating with ProTa were collected and used in the HAT
assay. In EBV-transformed B-cell lines expressing all the es-
sential latent viral genes, including the major transactivators
(EBNA1 and EBNA2), an approximately fourfold increase in
acetylation was observed compared to the uninfected B-cell
line (Fig. 10A, compare lanes 1 and 2 with lane 5). When HAT
activity was determined for B-cell lines overexpressing the
EBNA3C protein, a significantly lower HAT activity (approx-
imately fourfold), similar to that in the uninfected control
B-cell line (compare lanes 1 and 2 with lanes 3 and 4 in Fig.
10A), was also observed.

Another HAT assay using the same cell lines was also per-
formed to determine if protein complexes immunoprecipitated
using antibodies to the known acetylase p300 would result in
similar acetylation activities. Again the EBV-infected cell lines
expressing all the essential latent proteins showed a high level
of histone acetylation, approximately four- to sevenfold (Fig.
10B, compare lanes 1 and 2 with lanes 3 to 5) greater than that
observed in the EBNA3C-overexpressing cell lines (Fig. 10B,
lane 3 and 4) and the control B-cell line control expressing no
EBV proteins (Fig. 10B, lane 5). The level of EBNA3C ex-
pressed in the B-cell lines was determined by Western blotting.
The results show EBNA3C expression which is typical of that
seen in EBV-infected B-cell lines expressing all the essential
viral proteins compared to relatively high levels being ex-
pressed in the B-cell lines overexpressing EBNA3C from a
heterologous promoter (Fig. 10C, compare lanes 1 and 2 with
lanes 3 and 4). No EBNA3C signal was detected in the control
EBV-negative B-cell line (Fig. 10C, lane 5). The B-cell lines
overexpressing EBNA3C and containing the control vector
alone are isogenic from the same parental Burkitt’s cell line.
Additionally, Western blotting indicated that the levels of p300
present in these cell lines (Fig. 10D) were comparable to those
protein loading control (Fig. 10E), suggesting that the changes
in the HAT activity are not due to varying levels of the acetyl-
transferase p300. Therefore, the increase in HAT activity seen
in Fig. 10, lanes 1 and 2, is possibly due to the presence of other
EBV or EBV-induced cellular molecules capable of associat-
ing with acetyltransferases and their transcription factors,
forming large transcription complexes. Recent data demon-
strated that expression of the EBV transactivator EBNA2 in
cooperation with p300 and pCAF histone acetylases results in
increased transcription mediated by EBNA2 (84). Addition-
ally, it has also been demonstrated that EBNA3C can associate
with the deacetylase HDAC1 at its amino terminus, suggesting
that the ability of EBNA3C to recruit HDAC1 to promoters
may have a significant role in repression of transcription me-
diated by EBNA3C (62).

EBNA3C down-modulates EBNA2-mediated HAT activity.
We wanted to investigate the effects of expression of EBNA3C
on the HAT activity when EBNA2 is expressed in cells. Pre-
vious studies demonstrated that EBNA3C down-modulates
EBNA2-mediated transactivation of the major LMP1 pro-
moter (66). We therefore wanted to determine if EBNA3C
could down-modulate the HAT activity mediated by EBNA2
and acetylases. Transfection of 293T cells with specific expres-
sion constructs followed by immunoprecipitation with anti-
p300 antibody and then measurement of the HAT activity
indicated that EBNA3C down-modulates the HAT activity in a

FIG. 10. EBV increases histone acetylation in nascently transformed human
LCLs. (A) Results of HAT assay in cell lines expressing the EBV nuclear
antigens in recently transformed LCLs, in B-cell lines overexpressing EBNA3C,
and in a B-cell line that does not express any of the EBNA proteins. Immuno-
precipitates from an anti-ProTa immunoprecipitation demonstrated that a sig-
nificant HAT activity was seen in the two isogenic B-cell lines expressing all the
EBNA proteins compared to the control (compare lanes 1 and 2 with lane 5),
whereas this activity was much lower (approximately fourfold) in isogenic B-cell
lines overexpressing EBNA3C (lanes 3 and 4), similar to that of the EBNA-
negative isogenic B-cell line control (lane 5). A histogram of the results of counts
obtained from HAT assays performed using ProTa immunoprecipitates is shown
in panel A. (B) Histogram of the radioactive counts obtained from the HAT
assay performed using p300 immunoprecipitates. (C) Western blot analysis
showing levels of EBNA3C expression in cells used in HAT assays. Lanes cor-
respond to the numbered columns in panels A and B. Lanes 1 and 2 represent
assays done with two isogenic B-cell lines infected with EBV, lanes 3 and 4 also
contain isogenic B-cell lines overexpressing EBNA3C, and lane 5 contains cells
from the same isogenic B cell line used as a control which does not express any
of the EBV EBNA proteins. (D) Western blot analysis to determine p300 levels
as a control for each cell line used in HAT assays. (E) Internal protein loading
controls on the SDS-PAGE gel, transferred to nitrocellulose and stained with
Ponceau S.
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dose-responsive manner (Fig. 11). This provides one explana-
tion for the ability of EBNA3C to down-modulate transcrip-
tion activation. It should be noted that EBNA3C reduces the
HAT activity to levels similar to those of the mock-transfected
cells (compare Fig. 11, lanes 1 and 4).

In previous studies EBNA3C has been shown to down-mod-
ulate the transactivation activity of EBNA2 on the major EBV
latent promoters (44, 53, 64, 66). Further experiments are
currently under way to specifically determine the nature of
these observed interactions and the ability of the other essen-
tial viral and cellular molecules to mediate the induction of
HAT activities in EBV-infected cells. Since EBNA1 and
EBNA2 are known activators of transcription, they may have a
role in activating or recruiting acetylase complexes, including
other cellular transcription factors, as shown by recent work
(20, 42, 82, 83).

DISCUSSION

Studies investigating the role of EBNA3C in EBV-mediated
B-cell growth transformation have been limited to the associ-
ation of EBNA3C with the cellular transcription factor RBP-
Jk, which results in down-modulation of transcription from the
major EBV latent promoters (53, 64, 66). EBNA3C competes
with EBNA2 for binding to RBP-Jk and also disrupts RBP-Jk
from binding to its cognate sequence (66, 67). These activities
are important for driving B-cell transformation after infection
by EBV, since the interaction of RBP-Jk and EBNA2 is es-
sential for B-cell immortalization (87). EBNA3C is an essential
protein in this process as shown by the genetic studies where a
stop codon inserted at aa 365 renders the recombinant virus
incompetent for B-cell immortalization (78). This study fo-
cuses on identifying cellular molecules that interact with the
portion of EBNA3C, aa 365 to 992, essential for primary B-cell
growth transformation as seen by genetic analysis (Fig. 1B)
(76). We have identified a cellular molecule, ProTa, through a
yeast two-hybrid screen and have confirmed its association with
EBNA3C in established B-LCLs and newly transformed LCLs.
ProTa is a small protein with a large acidic domain in the

central portion of the molecule, a basic region at the amino
terminus, and a putative nuclear localization signal at the car-
boxy terminus (21, 24, 26). ProTa has no real homolog to other
known proteins, but it may support a random coil conforma-
tion in the central portion of the protein (21) and associates
with core histone proteins as shown by in vitro binding studies
(12) and linker histone H1 in NIH 3T3 cells (39). Although a
large body of data suggests that histone H1 may be acting as a
global repressor, other studies show that it is also associated
with active genes (85). This provides a role for histone H1 in
contributing to gene activation. The ProTa transcript is also
upregulated in proliferating lymphoblastoid cells and in cells
where the expression of c-myc is induced (15, 25). Inhibition of
ProTa expression by antisense oligonucleotides also results in
arrest of cell division, suggesting a role in cell cycle regulation
(71, 81).

We have shown that ProTa associates with the carboxy ter-
minus of EBNA3C (aa 365 to 992), the region of the protein
demonstrated to be critical for EBV-mediated cell growth
transformation. Further mapping studies have indicated that
the binding region lies between aa 366 and 393, which are
conserved among EBNA3C in type I and type II EBV (69). In
a number of different assays we have demonstrated that
EBNA3C can strongly interact with ProTa in vitro and in vivo
under physiological conditions. We have also shown that
ProTa association with p300 at the 39 terminus is about 70-fold
greater than that seen with the 59 terminus of p300. Moreover,
EBNA3C can compete with p300 for interaction with ProTa
and disrupts this interaction in a dose-dependent manner in
vitro. In addition to its association with EBNA3C, ProTa also
associates with p300 as well as histone H1 in EBV-infected B
cells. These findings provide a molecular basis for elucidating
the effects of EBNA3C and ProTa on regulating cell transcrip-
tion activities through modification of chromatin structure via
acetylation of the histones. The identification of the other viral
and cellular molecules potentially involved in regulation of
these activities is currently under investigation.

The fact that ProTa and EBNA3C may compete for similar
regions on the 39 terminus of p300 is important since other
viral oncoproteins, including E1A and large T antigen, bind to
the 39 region of p300 adjacent to the domain that contains the
HAT activity and the bromo domain of p300 (14, 58). Our
studies have not thoroughly investigated the association of the
pCAF molecule, which is also known to associate within the
same region of p300 as E1A and large T antigen (9, 10, 37, 48,
55, 58; Z. Arany, W. R. Sellers, D. M. Livingston, and R.
Eckner, Letter, Cell 77:799–800, 1994). However, we are cur-
rently investigating other acetylases that may be regulated by
ProTa and other EBNAs. It is possible that ProTa and
EBNA3C also compete with pCAF for p300 association as a
critical step in regulation of histone acetylation mediated by
EBV essential viral molecules.

The molecular mechanism by which ProTa and EBNA3C
modulate HAT activity in EBV-transformed B cells is not fully
understood. However, the fact that E1A as well as the tran-
scription factor Twist inhibits HAT activities of p300 and
pCAF suggests similarities in their mechanisms of inhibition
(10, 28). ProTa and EBNA3C may bind similarly to the CH3
domain of p300, regulating the activity of the HAT domain.
Alternatively, they may also directly interact with the HAT
domain, based on the conformation of p300 in EBV-infected
cells. If these activities are cell cycle regulated then we can
envision a scenario in which p300 conformation is temporally
regulated, thus providing access to factors like ProTa and viral
proteins available to interact and regulate its HAT activity.

The identification of ProTa is a result of studies investigat-

FIG. 11. EBNA3C down-modulates HAT activity mediated by EBNA2 and
acetyltransferases. In a representative experiment, 293T cells were transfected
with expression constructs containing EBNA2 or EBNA2 and EBNA3C. Trans-
fected cells were incubated for 24 h and then harvested and lysed in RIPA buffer.
Complexes were collected by immunoprecipitation using the 59 p300 polyclonal
antibody from Santa Cruz. HAT activity was tested as described in Materials and
Methods. Addition of EBNA3C results in depression of the HAT activity in a
dose-responsive manner.
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ing the role of EBNA3C in EBV-mediated B-cell growth trans-
formation. The biochemical and genetic experiments in the
context of EBV-transformed cells establish a connection be-
tween an essential EBNA and regulation of histone acetyla-
tion. As shown in this study, EBNA3C is shown to be a modu-
lator of this activity in EBV-infected cells. Moreover, previous
work indicates that EBNA3C modulates the transactivation
activity of another essential EBV latent antigen, EBNA2,
through its interaction with the cellular repressor RBP-Jk (53,
66). The EBNA3C molecule is highly hydrophilic, containing
two acidic domains, a proline-rich domain and a glutamine-
rich region at the carboxy terminus potentially involved in
transcription activation, a leucine zipper that may be involved
in homo- or heterodimerization with other similar proteins,
and nuclear localization signals responsible for nuclear trans-
location of EBNA3C (41, 69). EBNA3C is essential for EBV
transformation of B lymphocytes; interacts with the transcrip-
tion repressor RBP-Jk, which is ubiquitously expressed; and is
potentially involved in the NOTCH1 signaling pathway as a
downstream target for transcription regulation by intracellular
activated NOTCH1 (6, 8, 64). The interaction with RBP-Jk
results in disruption of its binding to the cognate RBP-Jk
sequence. RBP-Jk binds to a corepressor complex containing
the histone deacetylase, and on activation of NOTCH1 signal-
ing the intracellular form of NOTCH1 is cleaved and then
translocates to the nucleus, where it interacts with RBP-Jk (4,
5). This interaction results in the displacement of the deacety-
lase-corepressor complex, which leads to activation as the pro-
moters become derepressed (38). Since both EBNA1 and
EBNA2 are known viral transactivators (20, 42, 45, 82, 83, 91)
we suggest that EBNAs (e.g., EBNA1 and/or EBNA2) may act
as functional homologs of intracellular activated NOTCH1,
potentially displacing corepressors and deacetylases as they
recruit the coactivator p300 in cooperation with ProTa, result-
ing in transcription activation (38). This transcriptional activa-
tion may be a consequence of acetylation of the histones by the
activation complex and acetylases that may include other
EBNA proteins, ProTa, and p300. This increased acetylation
does not go unchecked but is stringently regulated by the
essential EBV modulator EBNA3C competing with p300 for
binding to ProTa, resulting in down-modulation of the acety-
lation activity.

This line of investigation reveals a novel function of the
essential EBV latent nuclear antigen EBNA3C, i.e., associat-
ing with ProTa and the coactivator-acetylase p300 to modulate
histone acetylation in EBV-infected cells. The mechanism of
this modulation is not clearly understood, but preliminary data
suggest that EBNA3C disrupts the interaction of ProTa with
p300. ProTa may be an important molecule in recruiting p300
and possibly other acetylases to the nucleosomes in proliferat-
ing cells through associations with histones (12, 23, 39). It is
known that ProTa is highly upregulated in proliferating lym-
phocytes and may have a major role in increasing acetylation of
core histones through recruitment of acetylases (68).

We therefore propose a model whereby EBV infection of
primary human B lymphocytes results in induction of viral and
cellular gene expression through the cooperation of a number
of factors, including ProTa, histone H1, and p300 as well as
other viral (e.g., EBNA2) and/or cellular transactivators (de-
noted as PX). This destabilizes the corepressor complex, re-
sulting in increased histone acetylation and transcription (38).
The major EBV latent promoter Cp is then activated and
EBNA3C is expressed (2, 41). EBNA3C, once expressed neg-
atively, regulates major EBV latent promoters as well as other
cellular promoters by modulating the transactivation activity of
the activator complexes through displacement and sequestra-

tion of these megacoactivator complexes. The corepressor
complex that includes EBNA3C, possibly in cooperation with
other corepressors, can then be positioned to modulate HAT
activity (Fig. 12).

The identification of p300 and ProTa as cellular targets
associated with one of the essential EBNAs involved in medi-
ating B-cell growth transformation places this viral antigen,
EBNA3C, in the context of chromatin regulation and suggests
a mechanism through which it influences B-cell proliferation.
This is a novel report of an EBV antigen that specifically
modulates the acetylation activity of cellular proteins involved
in histone acetylation. Other viral proteins have been shown to
cooperate with p300 in regulating transcriptional activities.
These include the human immunodeficiency virus accessory
protein, Vpr, involved in regulation of NF-kB and the basal
transcription machinery resulting in human immunodeficiency
virus gene expression (18); the oncogenic E1A adenoviral pro-
tein; and the simian virus 40 large T antigen (17, 60, 72, 88).
We are currently investigating the domains of EBNA3C as well
as p300 that interact with ProTa in an effort to determine the
mechanism whereby EBV regulates histone acetylation and
thereby mediates B-lymphocyte proliferation.
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