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The nucleotide sequence of the long internal reiteration, IR1, of Epstein-Barr
Virus DNA has been determined. The repeat unit is 3,071 base pairs which are
66.8% guanine plus cytosine. There is a CCAAT sequence 39 nucleotides 5' to a
TATAA, which could indicate a promotor for transcription. The longest open
reading frame is 1,124 base pairs. Also within IR1 is a sequence homologous to the
papovavirus origin of DNA replication. The ori-like sequence is within a long
palindromic region which is 500 base pairs overall. The palidromic region shares
common features with the Alu family members and with eucaryotic transposable
elements. The juncture between the short unique region (Ul) and IR1 is also
sequenced. The transition occurs in BamHI-C at 1,214 base pairs before the
BamHI site in the first repeat of IRL. The transition from IR1 to the rightward
unique region (U2) has been reported to be at 636 base pairs after the BamHI site
in the last repeat of IRL. Thus, relative to the start of IR1 at the juncture with Ul,
the last copy of IR1 is a partial repeat which contains only the beginning 1,850
base pairs.

Five classes of direct repeats are now recog-
nized in Epstein-Barr virus (EBV) DNA (Fig.
1A). A variable number of direct repeats of a
500-base pair (bp) sequence, TR, are directly
repeated at both ends of the genome (6-8, 10,
12). Four classes of internal direct repeats divide
the genome into five unique sequence domains.
The overall structure of the genome can be
presented as TR Ul IR1 U2 IR2 U3 IR3 U4 IR4
US TR. IR1, IR2, and IR4 are tandem repeats of
3,000 (3, 10, 11, 16, 34), 123 and 103 (T. Dam-
baugh and E. Kieff, J. Virol., in press) bp units,
respectively. IR3 is approximately 700 bp over-
all and differs from IR1, IR2, and IR4 in that it is
composed of only three different nucleotide trip-
lets (20a).
Each copy of the IR1 repeat has a single

BamHI site (5, 11, 16, 34). The repeat unit,
BamHI-V, the juncture fragment BamHI-C,
bounded by the last BamHI site in Ul and the
first BamHI site in IR1, and the juncture frag-
ment BamHI-X, bounded by the last BamHI site
in IR1 and the first BamHI site in U2 (Fig. 1A),
have been cloned into pBR322 and are part of a
library of recombinant EBV-pBR322 DNAs (5).
The terminal Hinfl fragments of BamHI-V have
been sequenced and contain 35-bp direct repeats
(3). The juncture between IR1 and U2 has also
been sequenced and is 636 nucleotides after the
last BamHI site in IR1 (3). The extent of IR1 in
the BamHI-C juncture fragment is less than the
length of the large SstI fragment of BamHI-V
(3). The juncture between Ul and IR1 is there-
fore less than 2,200 nucleotides before the

BamHI site in IRL. Since IR1 begins less than
2,200 nucleotides before the first BamHI site
and ends 636 nucleotides after the last BamHI
site, relative to the start of IR1 at the juncture
with Ut, IR1 joins U2 in a partial copy which is
at least 150 nucleotides short of being complete
(3).

IR1 is highly conserved as a repeat element
and as a homologous nucleotide sequence
among the genomes of EBV and the primate
viruses, herpesvirus papio and herpesvirus pan,
which are genetically related to EBV (6, 18, 19,
20, 25). The conservation of IR1 suggests that it
is an important DNA sequence. One function of
IR1 is to encode part of a 3-kilobase (kb) cyto-
plasmic polyadenylated RNA in latently infect-
ed, growth transformed cells (22, 40). IR1 also
encodes cytoplasmic polyadenylated and polyri-
bosomal RNA in latently infected Burkitt tumor
cells (7, 23, 30).
IR1 encodes very few cytoplasmic 3-kb RNA

molecules per latently infected, growth-trans-
formed cell (40). Direct analysis of the RNA is
therefore difficult. Sequencing of the genomic
DNA was undertaken in an effort to develop
additional information about the possible func-
tional characteristics of this region. In this
manuscript, we report the nucleotide sequence
of IR1 and of the U1-IR1 juncture.

MATERIALS AND METHODS
Viral DNAs. Plasmids pDK10 (BamHI-C), pDK51

(BamHI-V), and pDK14 (BamHI-V), which contain
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FIG. 1. (A) Overall structure of EBV DNA (6-8, 32) and (B) strategy for sequencing the BamHI-V DNA

fragment. DNA fragments were 3' or 5' end labeled after cleavage by various restriction enzymes. The length of

the arrows represents the number of nucleotides determined from a set of sequencing reactions.

BamHI fragments of EBV (B95-8) DNA cloned into
the BamHI site of pBR322, were grown in X1776
under Pt EK2 conditions (5). A cosmid-EcoRI-A clone
of EBV (W91) DNA was grown in HB101 under Pt
EK2 conditions (32). BamHI-C is the juncture frag-
ment between the last BamHI site in Ut and the first
site in IR1 (Fig. 1A). BamHI-V is the fragment formed
by cleavage at the BamHI sites of adjacent tandem
repeats of IR1 (Fig. 1A). EBV EcoRI-A contains part
of Ul and U3 and all of IR1, U2, and IR2 (Fig. 1A).

Separation of restriction enzyme fragments. Restric-
tion enzymes were obtained commercially (Bethesda
Research Laboratory, New England Biolabs, or P-L
Biochemicals, Inc.) and used under conditions speci-
fied by the manufacturers. Digests of cloned EBV
DNA were separated on 5% polyacrylamide gels in a
buffer consisting of 100 uM Tris-borate (pH 8.3) and 1
mM EDTA. DNA fragments purified from polyacryl-
amide gels were used for nucleotide determination,
strand separation, or further enzyme digestion.
DNA sequence analysis. DNA fragments were either

5' end labeled with bacterial alkaline phosphotase,
[32P]ATP and polynucleotide kinase or 3' end labeled
with 32P-labeled cordycepin and terminal transferase
(26). Enzymes were purchased from P-L Biochemi-
cals, and radiochemicals were purchased from Amer-
sham Corp. The end-labeled DNAs were purified,

strand separated, or recut with another restriction
enzyme and sequenced by chemical degradation (26).
The nucleotide sequences were analyzed on an Am-
dahl computer, using previously derived programs (24,
31).

RESULTS

Nucleotide sequence of BamHI-V DNA. Both
strands of BamHI-V from clone pDK14 were
sequenced throughout, using 5' or 3' end-labeled
DNA, strand separated or recut with a restric-
tion enzyme, and the chemical degradation
method. The sequencing strategy for the entire
region is shown in Fig. 1B and involves the
determination of over 100 nucleotide sequences.
This large number was in part necessitated by
the high guanine plus cytosine content of
BamHI-V (66.8%), which resulted in compres-
sion artifacts of some sequences which were
particularly high in guanine and cytosine. Every
nucleotide was determined from at least two sets
of sequencing gels. Overlapping sequences were
determined through every part of IR1 to avoid
the possibility of omitting a small fragment. The

A

B

Base pairs

Sau 3A
Pvu I
Sst x
BgI I
Sst I
Pst I
Bgl I1
Alu I
Mst II
Hint I
BamHI
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10 20 30 40 50 60 70

CASCCCCCCA COGCCCTTC TCTCYTCCCC UCY9CT?CTC TCCAACCTC OC GCCACCCT AGACCCCAOC
80 90 100 110 120 130 140

TIC7GCCTC CCCOGTCCA CCAG8CCAGC COOAGGGACC CCGGCAOCCC W0GCGAGTCG CCTTCCCTCT
100 160 170 ISO 190 200 210

CCC8OOCT CTCCTTCCOG CCCCACCC GAOCCCCCTC AGCTTOCCYC CCACCOGGT CCATCAGOCC

220 230 240 250 260 270 280
GCO8GGAGOG ACCCOcO C:CGO5TTCA GTCeCCCCT0 CAOCC9cCCA GTCC CCAGOCAG

290 300 310 320 330 340 350
OCCCACTT TSCTCCCCCC AOCCYGAGOC CCACCTCCT OTGOCACOTC TCTAAAGTCC AGCCTCCCAC

360 370 380 390 400 410 420

OCCCTCCoAC GOCTCCCGG cccaCCCTCG TCCACCCCTC CCCACou7o ACAGocccTC TOTCCACCCG

430 440 450 460 470 480 490

GWCCATCCCC OCCCCCCSGT OTCCACCcCA 0TCC0TXCA GGOSOACXT TATGTGACCC TTGGOOCTGG
500 510 520 530 540 550 560

CTCCCCATAG ACTCCCATGT AAGCCTGCCT CGAGTACGSG CCTCCAGAGC CCCTTTTOCC CCCCT0GCGG

570 580 590 600 610 620 630

CCCAGCCCGA CCCCCGGGCG CCCCCAAACT ?FGTCCAGAT GTCCAGOGGT CCCCGAOOGT GAGGCCCAGC

640 650 660 670 680 690 700

CCCCTCCCOC CCC7GSCCAC ToCcCCGGTC CCCCCAGAAG CCCCAAAAG TAGAGGCTCA GCCCASGCGC
710 720 730 740 750 760 770

CCCTC7TCAC CAGGCCTGCC AAAGAGCCAG ATCTAAGGCC OGGAGAGOCA GCCCCAAAGC WGTCCAGTA
780 790 800 810 820 830 840

ACAGOTAATC TCTOGTAGTG ATTTOGACCC GAAATCTGAC ACTTTAOAGC 7C1T0A0GAC TTTAAAACTC

850 860 870 860 890 900 910

TAAAAATCAA AACTTTAGAG GW0AATGGC GCCATTTGT CCCCACGCGC OCATAATGGC OGACCTAGOC

920 930 940 950 960 970 980

CTAAAACCCC CAGGAAGIC GTCTATGGTT OGCT0GCGC7 CTOCTATCTT TAGAGOOGAA AAGAGGMTA

990 1000 1040 1050

ACCOCCcAO CAGOOGAOG GOCT¶G?0"N TGACTTCACC AAAOOTCAGG oCCCAAGGG GTCTCoCTTG
1060 1070 11,00 1110 1120

CTAGWCCAC TC7CA1=C AGCCGTTA CGTAAGC>CA ACAGCAGCCERDGTCAM CTAGOGAGW

1130 1140 1160 1170 1180 1190

OGACCACTGC GCACGCTATTT CTOGTCOCAT CAGAGCGCCA GGAGTCCACA

1200 1250 1260

CAAATGTAAG AYGoGTC CTACCTCTCC CTAGCCCTCC OCCCCCTCCA AGGACTCOCG CCCAGTTCT
1270 1330

AACTTTTCCC CTTCCCTCCC TCGTCTT'CC CTGCGCCCGG GGCCACCTTC ATCACCGTCG CTGACTcCCG
1390 1400

CATCCAAGMC TAGCGAGAC CGAAGTTCMG GCCCTGACC AACCCWCCC GOCCCCCCO GTATCGGGCC

1410 1420 1430 1470

OGAGGTAAGT GGACTTTAAT 'TTTTC7- CT AAGCCCAACA CTCCACCACA CCCAGGCACA CACTACACAC

1540

OCCCACCCCT CSCAGGOC CCTCOGACAG CTCCTAAGAA GGCACCGGTC OCCCAGTCCT ACCAGAWG
1560 1570 1580 1590 1600 1610

GCCAAGAACC CAACGAOGTC CGTAGAAGGG TCCTCGTCCA GCAAGAAGAG GAGTGGTAA GCGGTTCACC
1620 1630 1640 1650 1660 1670 1680

TTCAGOGTA AGTAACCTGA CCTC7CCAOG GCTCACATAA AGGAGGCT ATCCTTGC

1690 1700 1710 1720 1730 1740 1750
TTCACAGGAA CCT68GOCT AGTCTGOTG GGATTAGGCT GCCTCAAGTT GCATCAGCCA GGOCTTCATG

1760 1770 1780 1790 1800 1810 1820CCCTCCTCAG TTCOCTAGTC lCCC0CTYC AGGCCCCCTC CGTCCCTC CTCCAGAGAC CCGGGCTTCA

1840 1850 1860 1870 1880 1890
0GCCCT0CCT CTCSTGTTAC CCTTTAGAA CCACAGCCTG GACACAGTOT CCAGACGCCT TGGCCTCTAA

1910 1920 1930 1940 1950 1960
OCCCCOCO TCCCCCTGCA CCCCOOCCTC AOCAACCCTG CTCTCCCCT CCTGCCACCC CAGCCTCCCC

1970 1980 1990 2000 2010 2020 2030
CCCTCCCCGT CCCCCTTCOC TCCTCATCCT CCCCCGGTCC CCAOTACGGC CGCCTGCCCC CCTGCACCCA

2050 2060 2070 2080 2090 2100
CTACCTGCCC CTCTTOGCCA CACCCCG GCCAGCCCAC CTTAGACCCo OCCAAGCCCC ATCCCTGAAG

2110 2120 2130 2140 2150 2160 2170
ACAGCOlC CATSCSCCT GOTAACGAGC AGAGAAGAAG TAGAGOCCCG CGGCCATTGG GCCCAGATTG

2180 2190 2200 2210 2220 2230 2240
AGAGACCAGT CCA^OOCCC GAGG¶¶GOAG CCAOCGOA CCCOAGOTCC CAGCACCCGG tCLCTCCWG

2250 2260 2270 2280 2290 2300 2310
CGOCAGAGAC AGGCAG8OCC CCCODGCAGC 78WCCCCGAG GAGOCoCcCG GAGTWGoCC GTCGGCTOCO

2330 2340 2350 2360 2370 2380
OCT88CCGAG CCCO08TC7O GOAGGTCT8G 8OTGOCGAGC CTOCTOTCTC AGGAGOWGCC TG0CTC=C

2390 2400 2410 2420 2430 2440 2450
GGC1WCCCT WOGGGTAATC TG820C2g AG0G0TCC TAGGCCCGCGAAGTCGAGG GGGATCGCC

2470 2480 2490 2500 2510 2520
GO=TCTCTiT 788CAGAGTC CGGGCCATCC TCTGACOCC TCC88CC: GACTGTCOC CTCAGCCC

2530 2540 2550 2560 2570 2580 2590
CAGACAGACC CCAGW8VM CAG WAIT CCCATCTT CAGGOCAGC AGC7CA CCACAGOC

2600 2610 2620 2630 2640 2650 2660CCCAGACCC 80TVTCC A8C5AGOO0 ACCGOCCCC OCCTO8Cc 7CTowa0 CAGccoccGG

2690 2690 2700 2710 2720 2730
GCCCCTCTCT CTOTCCTTCA GAGACCAG =GACCTV806 C A CCC

2740 2750 2760 2770 2780 2790 2800CCCCTCCAO GC8CCCTCCT WGTCTcCCCT CCCCTCTGAO CCCCOTAMA CCCAAACAAT GTCTCAGOG
2810 2820 2830 2840 2850 2860 2870AGCCACCCTC GO8OCCCAO CCCAGAGTC CAGAGG7CAG GOOCACCTCA G90TGCC7CC CCGT A

2880 2890 2900 2910 2920 2930 2940X8CCA8CCG AGSGACCO GCAGCC8GO COOCCCCAA G0CC80TCC TnOCCCCTTC
2950 2960 2970 2980 2990 3000 3010AGAGCAGG ATGTCCCCA CAAG8OACCC TAWGOTCCC CTCT=CVCCC CI8AG8CC GAGCCTCKcC

3030 3040 3050 3060 3070
C1V GAG958cCTT TG80CCCTCA AOTAGCXC CACCGAGACC CGA07O=

entire BamHI-V sequence is 3,071 bp. The se-
quence is described in Fig. 2, 5' to 3' in the map
orientation indicated in Fig. 1 (Fig. 2). All coor-
dinates in this manuscript are relative to the
coordinates shown in Fig. 2. Previously, the size
of BamHI-V was inaccurately estimated to be
3,360 bp because of erroneous determination of
the size of the largest Hinfl fragments (3).
The identical 35-nucleotide (CCAGGCCA-

GCCGGAGGGACCCCGGCAGCCCGGGCG)
direct repeat at 91 and 2,868 and a similar 35-
base sequence at 194 (3) were previously identi-
fied. There are three other long direct re-
peats, a 16-bp repeat and two 14-bp repeats.
The 16-bp repeat CCCGGGCTTCAGGCCC has its
5' end at 1,771 and 1,810. One 14-bp repeat
GCCTCCCCGGGTCC has its 5' end at 76 and
2,855. The other 14-bp repeatTCCCCGGGCTrCAG
is at 1,769 and 2,929. The 14-bp repeat at 76 is 1
bp before the 35-base repeat at 91, and its
counterpart at 2,855 is 2 bp before the 35-base
repeat at 2,868. The 14- and 35-bp perfect re-
peats could therefore be considered as imperfect
direct repeats of 51 bases which contribute to
the hybridization between the ends ofBamHI-V
which was previously reported (3). The direct
repeats are shown schematically in Fig. 3.
There are 12 perfect dyad symmetries of more

than 10 bp that are separated by various num-
bers of nucleotides (Fig. 3). Six of these dyad
symmetries are between bases 2,211 and 2,710.
The longest dyad symmetry is 20 bases,
(GCTGGCCCCGAGGAGGCGCC at 2,269 to
2,288 and CGACCGGGCTCCTCCGCGG, at
2,654 to 2,635) and is part of the 6-dyad symme-
try cluster.
Comparison of BamHI-V clones. pDK14 and

pDK51 are independently isolated clones of
EBV B95-8 BamHI-V in pBR322 (5). Double
digestion of both DNAs with BamHI-Hinfl gives
the same DNA fragments when analyzed on 1%
agarose or 5% polyacrylamide gels (Fig. 4). The
nucleotide sequence of both strands of the
pDK51 BamHI-V and Hinfl-h and Hinfl-i frag-
ments were determined and are identical to the
same fragments of pDK14. BamHI-V was also
isolated from a clone of EBV W91 EcoRI-A
fragment in MUA3 (32). The nucleotide se-
quence of 130 nucleotide from each 5' BamHI
labeled end was identical to the sequence of
pDK14 except for a G at 11 and a C at 3,041
(data not shown).
Juncture of Ul-IR1. BamHI-C contains the

Ul-IR1 juncture and part of IR1 before the first

FIG. 2. Nucleotide sequence of IR1 from BamHI-
V of pDK14. The nucleotide sequence is shown 5' to
3', from the unique BamHI site in one copy of IR1 to
the unique BamHI site in the rightward next copy
(orientation as shown in Fig. 1). Potential transcrip-

tional signals CCAAT, TATAAA, and TATA are
indicated by boxes. The sequence homologous to the
papovavirus ori is underlined. The order of the dinu-
cleotide (AG) is not certain.

J. VIROL.
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FIG. 4. Comparison of pDK14 and pDK51 cloiies.
DNAs from both clones were cleaved with Hinfl and
BamHI and electrophoresed in a 5% polyacrylamide
gel in a 500 mM Tris-borate (pH 8.3) and 10 mM EDTA
buffer. The letters indicated Hinfl fragments of the
BamHI-V insert. The Hinfl-h and Hinfl-i fragments of
both clones were sequenced.

BamHI site in IRL. Enzymes which cut BamHI-
C between the beginning of IR1 and the first
BamHI site should yield the same size fragment
from BamHI-C and BamHI-V. Previous data
indicated that BamHI-C contains less than 2,200
bp of IR1 (3). To more precisely map the transi-
tion, BamHI-C and BamHI-V DNA were puri-
fied, 5' end labeled, and digested with SstI. SstI
does not cleave within the IR1 portion of
BamHI-C, but does cleave BamHI-C in Ul and
BamHI-V in the part of IRI missing from
BamHI-C (3). The end-labeled fragments of
BamHI-V and BamHI-C were isolated and incu-
bated with MobIl (Fig. SA) or with AvaII (Fig.
5B) for short intervals so as to achieve limited
digestion. The extent of conservation of IR1 in
BamHI-C was evaluated from the similarity in
size of the partial digestion products of BamHI-
C and BamHI-V, both of which were labeled at
their right ends. The data suggest that BamHI-
C and BamHI-V share at least the same restric-
tion endonuclease sites for 1,172 bp (AvaII site,
Fig. 5B) from their respective rightward BamHI
restriction site.
Sequence of the Ul-IR1 transition. BglI cuts

both BamHI-V and BamHI-C 9 bp to the left of
the Avall site which is 1,172 bp before the
BamHI site (Fig. 5C). The BgIl fragment of

BamHI-C, which is 1,181 bp to the left of the
BamHI site, was 3' end labeled, purified, and
sequenced. Except for a base difference, indicat-
ed in Fig. 6, the IRI nucleotide sequence of
BamHI-C and BamHI-V are identical for 28
bases, including the left portion of the BglI
recognition site (GCCNNNNNGGC). Thus, the
transition from Ul to IR1 occurs 1,214 nucleo-
tides 5' to the first BamHI site in IR1 (Fig. 7).

DISCUSSION
The data summarized in Fig. 7 illustrate that

the transition from Ul to IR1 occurs in BamHI-
C, 1,214 bp before the first BamHI-V fragment,
and the transition from IR1 to U2 occurs in
BamHI-X, 636 bp after the last BamHI-V frag-
ment. Therefore, relative to the start of the first
copy of IR1 at the juncture with Ul, the last IR1
is 1,221 bp short of being complete. There is no
apparent structural specificity for the deletion in
the last (or first copy) of IR. There are no direct
repeats or dyad symmetries within IR1 at either
juncture. There is no extensive homology be-
tween the adjacent Ut and U2 sequences or
between these sequences and the sequences
within IR1, such as frequently occurs at junc-

3-

. r:1,
w, '.....

_-

FIG. 5. Mapping the Ul-IR1 juncture by compari-
son of partial digestion products of BamHI-C and
BamHI-V (37). The right ends of BamHI-V and
BamHI-C were obtained after 5' end labeling and
digestion with SstI. The BamHi end-labeled fragments
were subjected to partial digestion by (A) MboII or (B)
Avall. The size of fragments was determined by their
electrophoretic mobility and the known nucleotide
sequence of BamHI-V. (C) Summary of partial diges-
tion results and the strategy employed for the determi-
nation of Ul-IR1 juncture.
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A. Bom HI C

40 30 20 10
TCT CACAAAAACA TTCTGGACAC ATGTGCCAGA CGCCTGGGCC

B. Bam HI V

40 30 20 10
TTT TAGAACCACA GCCTGGACAC ATGTGCCAGA CGCCTTGGCC
FIG. 6. Nucleotide sequence to the left of the BglI

sites in BamHI-C and BamHI-V. The DNAs were 3'
end labeled at the BgII site and sequenced by the
chemical degradation method. The leftmost portion
(GCC) of the BgII site (GCCNNNNNGGC) is shown.
Nucleotides common to BamHI-C and BamHI-V are
underlined.

tures of repeat and unique DNAs and at sites of
insertion of transposable elements (15; J. Sha-
piro and B. Cordeil, Biol. Cell, in press).

Single-base differences might be anticipated
among some or all of the IR1 copies in EBV
DNAs, since low-level variation in restriction
endonuclease sites has been observed to occur
in other parts of EBV DNA (6, 8, 17, 32).
Variation among the copies of a repeat sequence
of a single isolate would be expected to be
unstable and should be eliminated or spread
through all copies (36). No differences were
found in the IR1 portion of BamHI-V and
BamHI-X which was previously sequenced (3)
or among the BamHI-V Hinfl-h and Hinfl-i
fragments of two different clones of B95-8
BamHI-V (pDK14 and pDK51). The IR1 portion
of BamHI-C and BamHI-V were found to differ
by a single base (Fig. 2), and the terminal 260
nucleotides of BamHI-V of W91 DNA has two
single-base differences from B95-8 BamHI-V.
The differences observed could reflect base dif-
ferences between the first and repeat copies of
IR1 (BamHI-C and BamHI-V difference) and
differences among isolates (W91 and B95-8 dif-
ference), or could reflect changes introduced
during cloning into pBR322 and growth in Esch-
erichia coli.
General schemes for eucaryotic transcription-

al signals have been outlined (1, 4). A sequence,
CCAAT-39 bp-TATAAA, similar to the proto-
type occurs at 1,098 bp (Fig. 2 and 3). A TATA
sequence occurs at 1,662 bp, but is not preceded
by CCAAT and is less likely to be part of a
functional promoter. There is no polyadenyla-
tion signal, -AATAAA-, in IR1 (1). The first
potential translation initiation codon (AUG) 3'
to the TATAAA is at 1,193 bp. A termination
codon (TAA) occurs immediately after the
AUG. Therefore, this AUG is unlikely to be
used. The first AUG after either TATA se-
quence which is not immediately blocked by a
termination codon is located at 1,668 bp. The
only long open reading frame is in the second
frame and extends from 2,421 to 474 bp (Fig. 2
and 3).

Potential donor and acceptor sites (Fig. 3)
were designated based on the splice junction
catalog compiled Jby Mount (27). The donor
sequences (D and D) are identical to at least one
known junction §equence and the acceptor se-
quences (A and A) are similar to the consensus
(T/C)0 N(T/C)AGG sequence (Fig. 3). Two
mRNAs could be encoded by IR1 utilizing the
putative promotor at 1,098 bp, the AUG at 1,668
bp, the long open reading frame and splice
sequences to circumvent termination (Fig. 3).
One of the RNAs would use only the second
frame. The other would use parts of both the
second and the third frames. However, to com-
plete a 3-kb RNA, at least one additional splice
is required into the U2 region. Recent studies of
the RNA encoded by IR1 and U2 in latently
infected cells indicate that it is transcribed from
left to right in the orientation shown and is
spliced (van Santen and Kieff, manuscript in
preparation).
The origin of EBV DNA replication is not

known. In productive infection, viral DNA is
believed to be replicated by a virus-specified
polymerase, since viral DNA synthesis is inhib-
ited by drugs which have little effect on cell
DNA synthesis (38, 39). In latently infected
cells, EBV DNA appears to be replicated by
cellular DNA polymerase, since viral DNA syn-
thesis is resistant to usual inhibitors (38, 39) and
viral DNA is synthesized during the normal S
phase (14). Since, in latent infection, viral DNA
is probably replicated by cellular polymerase,
the origin of EBV DNA replication might be
expected to be similar to origins of cell DNA
synthesis. A 19-nucleotide sequence, GGAGG-
CAGAGGGTCGGCCT, at 2,402 to 2,421 in IR1
is similar to the sequences which occur at the
origins for SV40 (13, 33, 35) and BK virus (41)
DNA synthesis (Fig. 8). The papovavirus ori
sequences are homologous to sequences in the
"Alu family" of interspersed repeated cell DNA
sequences, which may be origins of cell DNA
synthesis (15, 21, 28; M. Singer, Int. Rev. Cy-
tol., in press).

Bam HI-C BomHI-V BamHI-V BamHI-X

1214bp 6bp

uI i IRi IRI IIRI(D)i U2

3071 bp *1221 bp.

FIG. 7. Summary of the organizational features
around IRL. BamHI-C consists of the right end of Ul
and the left portion of the first IRL. BamHI-V is the
fragment generated by cleaving adjacent IRI repeats
with BamHI. BamHI-X consists of the end portion of
IR and the beginning of U2 (3). IR1 (D) is the last and
incomplete copy of IR1; its length is 1,850 bp, not
1,221 bp as indicated in the Figure.
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SV40 5 CTACTTCTGGAATAGCTC AGAGGCCGAGG CGG CCTC 3

BK 5 CTACTTGAGAGAAAGGGT GAGGCAGAGG CGGICCTC 3

EBV 5 TGGGGTAAGTCT GGAGGCAGAGG CGGCCTA 3
G-T

FIG. 8. Homology of EBV IRI nucleotides 2403 to
2421 to SV40 (13, 33, 35) and BK (41) virus ori regions.

Several of the dyad symmetries in EBV DNA
cluster in the 2,211 to 2,700 region, which in-
cludes the ori homologous site (Fig. 3). The
possible secondary single-strand structures

around this region were evaluated. Perfect dyad
symmetries greater than 10 bp in this region are
shown in Fig. 9A. Four of the dyad symmetries
would form a nearly perfectly matched stem,
one side of which extends from 2,269 to 2,332 bp
and the other which extends from 2,591 to 2,654
bp. If imperfect dyad symmetries are consid-
ered, the structure becomes a giant hairpin ex-
tending from 2,205 to 2,458 bp on one side and
2,463 to 2,714 bp on the other (Fig. 9B). At the
extremity of the dyad symmetry is a 9-bp direct
repeat with 5' ends at 2,205 and 2,707 bp. Part of
direct repeat (Dl, Fig. 9) is also part of the final
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2441 - 2479

10 8)

2430 -2488

2421 9 -2697

2416 2506

ori |
2402' 34
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2383

33

2349

3

s3

<2541

2572

2295 _l2627
2290 [)2631

31

2260 ,-2661

2249

223 9 .2674

(18 24)

2220 2699

22S 2714

% of hoomology

88.9

9 90.0

76.3

87.7
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>90.9

> 87.5

0302 DIDl D23 WD02 D2D3

FIG. 9. Secondary structure around the ori homologous region anticipated from dyad symmetries. (A) Perfect
dyad symmetries. The number of base pairs in each symmetrical region is indicated as follows: f, 11; g, 20; h, 13;
k, 11; i, 11; and j, 12. (B) Secondary structure of this region when imperfect dyad symmetries are considered. Dl
indicates the 9-bp direct repeat flanking the entire region, and D2 and D3 are each 3-bp direct repeats
immediately adjacent to Dl.
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11-bp perfect dyad symmetry which flanks the
hairpin (Fig. 9). Adjacent to the 9-bp direct
repeat are two nucleotide triplets which are also
directly repeated at both ends of the dyad sym-
metry (Fig. 9).
As suggested above, the IR1 dyad symmetry

is similar to the Alu family of interspersed re-
peated DNA sequences in its homology to papo-
vavirus origins of DNA replication (15, 21, 28,
33, 41; M. Singer, in press). The Alu family
sequence is approximately 300 bp, whereas each
side of the IR1 dyad symmetry is 240 bp. The
Alu family sequence usually occurs as inter-
spersed direct repeats or as inverted repeats
separated by intervening unique sequences, but
also occurs as head-to-head palindromes (600 bp
overall [9] compared with the 500-bp IR1 dyad
symmetry). The Alu family sequence is partly
composed of two long direct repeats. No similar
direct repeat has been discerned within each
side of the IR1 dyad symmetry. The IR1 dyad
symmetry also resembles transposable elements
by having inverted repeat sequences at the ends
(Shapiro and Cordell, in press). The dinucleo-
tides 5' TG ...... CA 3' are frequently found
at the ends of eucaryotic transposable elements
and are not a feature of the IR1 dyad or of the
Alu family (Shapiro and Cordell, in press).
The two sides of the dyad symmetry are likely

to have originated from a common sequence
since the palindrome is highly conserved. Since
IR1 has a similar size in the related herpesvirus
papio and herpesvirus pan DNAs (18-20, 25),
the evolution of the palindrome must have pre-
ceded the divergence of the old-world primate,
EBV-related viruses. The similarities of the
dyad symmetry to Alu family sequences sug-
gests the possibility that this part of the IR1 may
have evolved from a cellular sequence.
The high degree of conservation of the EBV

IR1 palindrome at the stem 63-bp region (Fig.
9A) suggests that either there is ongoing base
pairing between the components of the palin-
drome or the two 63-bp regions are rigidly fixed
in nucleotide sequence, such as might occur if
the sequence is a recognition site for a regula-
tory protein. We favor the latter possibility. The
dyad symmetry cluster could give rise to local-
ized cruciforms (29) near the central axis (Fig.
9B) but to melt out the entire region and form the
structures shown in Fig. 9 is thermodynamically
impossible.
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ADDENDUM IN PROOF

The large dyad symmetry described in IR1 (Fig. 9)
would be expected to have a profound effect on the
secondary structure of the RNA transcribed from this
region. Shorter dyad symmetries which are also gua-
nine- and cytosine-rich act as terminators of transcrip-
tion of SV40 late RNA and may be involved in the
attenuation of transcription or in the modulation of
translation or RNA processing (N. Hay, H. Skolnick-
David, and Y. Aloni, Cell 29:183-193, 1982).

LITERATURE CITED

1. Benoist, C., K. O'Hare, R. Breathmach, and P. Chambon.
1980. The ovalbumin gene: sequence of putative control
regions. Nucleic Acids Res. 8:127-142.

2. Bornkamm, G. W., H. Delius, U. Zimber, J. Hudewentz,
and M. A. Epstein. 1980. Comparison of Epstein-Barr
virus strains of different origin by analysis of the viral
DNAs. J. Virol. 35:603-618.

3. Cheung, A., and E. Kieff. 1981. Epstein-Barr virus DNA.
X. Direct repeat within the internal direct repeat of
Epstein-Barr virus DNA. J. Virol. 40:501-507.

4. Corden, J., A. Wasylyk, A. Buckwalder, P. Sassone-Corsi,
C. Kedinger, and P. Chambon. 1980. Promoter sequences
of eukaryotic protein-coding genes. Science 209:1406-
1414.

5. Dambaugh, T., C. Belsel, M. Hummel, W. King, S.
Fennewald, A. Cheung, M. Heller, N. Raab-Traub, and E.
Kieff. 1980. Epstein-Barr virus DNA. VII. Molecular
cloning and detailed mapping of EBV (B95-8) DNA. Proc.
Natl. Acad. Sci. U.S.A. 77:2999-3003.

6. Dambaugh, T., M. Heller, N. Raab-Traub, W. King, A.
Cheung, C. Beisel, M. Hummel, V. van Santen, S.
Fennewald, and E. Kieff. 1980. DNAs of Epstein-Barr
virus and herpes virus papio, p. 85-90. In A. Nahmias, W.
Dondle, and R. Schinazi (ed.), The human herpes virus.
Elsevier, New York.

7. Dambaugh, T., F. Nkrumah, R. J. Biggar, and E. Kieff.
1979. Epstein-Barr virus RNA in Burkitt tumor tissue.
Cell 16:313-322.

8. Dambaugh, T., N. Raab-Traub, M. Heller, C. Beisel, M.
Hummel, A. Cheung, S. Fennewald, W. King, and E. Kieff.
1980. Variations among isolates of Epstein-Barr virus.
Ann. N.Y. Acad. Sci. 602:711-719.

9. Deininger, P., and C. Schind. 1976. An electron micro-
scope study of the DNA sequence organization of the
human genome. J. Mol. Biol. 106:773-790.

10. Given, D., and E. Kieff. 1978. DNA of Epstein-Barr virus.
IV. Linkage map for restriction enzyme fragments of the
B95-8 and W91 strains of EBV. J. Virol. 28:524-542.

11. Given, D., and E. Kieff. 1979. DNA of Epstein-Barr virus.
VI. Mapping of the internal tandem reiteration. J. Virol.
31:315-324.

12. Given, D., D. Yee, K. Griem, and E. Kieff. 1979. DNA of
Epstein-Barr virus. V. Direct repeats at the ends of EBV
DNA. J. Virol. 30:852-862.

13. Gluzman, Y., J. Sambrook, and R. Frisque. 1980. Expres-
sion of early genes of origin-defective mutants of simian
virus 40. Proc. Natl. Acad. Sci. U.S.A. 77:3898-3902.

14. Hampar, B., A. Tanaka, M. Nonoyama, and J. Derge.
1974. Replication of the resident repressed EBV genome
during early S phase (S-1 period) of non-producer Raji
cells. Proc. Natl. Acad. Sci. U.S.A. 71:631-633.

15. Haynes, S. R., T. P. Toomey, L. Leinwand, and W. R.
Jelinek. 1981. The Chinese hamster Alu-equivalent se-
quence: a conserved, highly repetitious, interspersed
DNA sequence in mammals has a structure suggestive of
a transposable element. Mol. Cell. Biol. 1:573-583.

VOL. 44, 1982



294 CHEUNG AND KIEFF

16. Hayward, S., L. Nogee, and G. Hayward. 1980. Organiza-
tion of repeated regions within the Epstein-Barr virus
DNA molecule. J. Virol. 33:507-521.

17. Heller, M., T. Dambaugh, and E. Kieff. 1981. Epstein-
Barr virus DNA. IX. Variation among viral DNAs. J.
Virol. 38:632-648.

18. Heller, M., P. Gerber, and E. Kieff. 1981. Herpes virus
papio DNA is similar in organization to Epstein-Barr virus
DNA. J. Virol. 37:698-709.

19. Heller, M., P. Gerber, and E. Kieff. 1982. DNA of
herpesvirus pan, a third member of the Epstein-Barr
virus-herpesvirus papio group. J. Virol. 41:931-939.

20. Heller, M., and E. Kieff. 1981. Colinearity between the
DNAs of Epstein-Barr virus and herpesvirus papio. J.
Virol. 37:821-826.

20a.Heller, M., V. van Santen, and E. Kieff. 1982. Simple
repeat sequence in Epstein-Barr virus DNA is transcribed
in latent and productive infections. J. Virol. 44:311-320.

21. Jelinek, W. R., T. P. Toomey, L. Leinwand, C. Duncan,
P. A. Biro, P. V. Choudary, S. Weissman, C. M. Rubin,
C. M. Houck, P. L. Deininger, and C. W. Schmid. 1980.
Ubiquitous, interspersed repeated sequences in mammali-
an genomes. Proc. Natl. Acad. Sci. U.S.A. 77:1398-1402.

22. King, W., A. L. T. Powell, N. Raab-Traub, M. Hawke, and
E. Kieff. 1980. Epstein-Barr virus RNA. V. Viral RNA in
a restringently infected, growth transformed cell line. J.
Virol. 36:506-518.

23. King, W., V. van Santen, and E. Kieff. 1981. Epstein-Barr
virus RNA. VI. Viral RNA in restringently and abortively
infected Raji cells. J. Virol. 38:649-660.

24. Korn, L., C. Queen, and M. Wegman. 1977. Computer
analysis of nucleic acid regulatory sequences. Proc. Natl.
Acad. Sci. U.S.A. 74:4401-4405.

25. Lee, Y. S., M. Nonoyama, and H. Rabin. 1981. Colinear
relationships of herpesvirus papio DNA to Epstein-Barr
virus DNA. Virology 110:248-252.

26. Maxam, A. M., and W. Gilbert. 1980. Sequencing end-
labeled DNA with base-specific chemical cleavages.
Methods Enzymol. 65:499-560.

27. Mount, S. 1982. A catalogue of splice junction sequences.
Nucleic Acids Res. 10:459-472.

28. Pan, J., J. T. Elder, C. H. Duncan, and S. M. Weissman.
1981. Structural analysis of interspersed repetitive poly-
merase III transcription units in human DNA. Nucleic

Acids Res. 9:1151-1170.
29. Panayotatos, N., and R. Wells. 1981. Cruciform structures

in supercoiled DNA. Nature (London) 289:466-470.
30. Powell, A. L. T., W. King, and E. Kieff. 1979. Epstein-

Barr virus specific RNA. III. Mapping of the DNA
encoding viral specific RNA in restringently infected
cells. J. Virol. 29:261-274.

31. Queen, C., and L. Korn. 1980. Computer analysis of
nucleic acid and proteins methods. Methods Enzymol.
65:595-609.

32. Raab-Traub, N., T. Dambaugh, and E. Kieff. 1980. DNA
of Epstein-Barr virus. VIII. Analysis and molecular epide-
miology of the "additional" DNA of two Burkitt tumor
isolates of EBV. Cell 22:257-267.

33. Reddy, V., B. Thimmappaya, R. Dhar, K. Subramanian,
S. Zain, J. Pan, M. Celma, and S. Weissman. 1978. The
genome of simian virus 40. Science 200:494-502.

34. Rymo, L., and S. Forsblum. 1978. Cleavage of Epstein-
Barr virus DNA by restriction endonucleases EcoRI,
HindIll and BamI. Nucleic Acids Res. 5:1387-1402.

35. Shortle, D., and D. Nathans. 1979. Regulatory mutants of
simian virus 40 constructed mutants with base substitu-
tions at the origin of DNA replication. J. Mol. Biol.
131:801-817.

36. Smith, G. P. 1976. Evolution of repeated DNA sequences
by unequal crossover. Science 191:528-535.

37. Smith, H. O., and M. Birnstiel. 1976. A simple method for
DNA restriction site mapping. Nucleic Acids Res. 3:2387-
2398.

38. Summers, W., and G. Klein. 1976. Inhibition of Epstein-
Barr virus DNA synthesis and late gene expression by
phosphonoacetic acid. J. Virol. 18:151-155.

39. Thorley-Lawson, D., and J. L. Strominger. 1976. Transfor-
mation of human lymphocytes by Epstein-Barr virus is
inhibited by phosphonoacetic acid. Nature (London)
263:332-334.

40. van Santen, V., A. Cheung, and E. Kieff. 1981. Epstein-
Barr virus RNA. VII. Size and direction of transcription
of virus specified cytoplasmic RNA in a cell line trans-
formed by EBV. Proc. Natl. Acad. Sci. U.S.A. 78:1930-
1934.

41. Yang, R., and R. Wu. 1979. BK virus DNA: complete
nucleotide sequence of human tumor virus. Science
206:456-462.

J. VIROL.


