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Two regions of the Epstein-Barr virus (EBV) genome carrying partially homologous clusters of short tandem
repeats (NotI and PstI repeats) flanked by 1044 and 1045 base pairs with almost complete homology (DL and
DR, left and right duplication, respectively) were most abundantly transcribed into poly(A)+ mRNA after
induction with the tumor promoter 12-O-tetradecanoyl-phorbol-13-acetate. The nucleotide sequence of both
repeat clusters and the conserved upstream regulatory sequences from the M-ABA EBV strain are presented.
Nearly the whole part of the sequences coding for the RNAs is covered by the NotI and PstI repeats,
respectively. The regulatory sequences for these genes are located in the homologous regions of 1044 and 1045
base pairs (DL and DR, respectively). A CAAT box, a TATA box, and other herpes simplex virus-like elements
were identified for both transcription units. The initiation points and the 3' ends of both inducible RNAs were
mapped by S1 nuclease analysis. Both genes have open reading frames and may potentially code for proteins
with repetitive amino acid compositions. The structure of these two inducible EBV genes is discussed, and an
evolutionary model is proposed for the generation of gene duplication in the M-ABA strain of EBV.

The Epstein-Barr virus (EBV) is a lymphotropic human
herpesvirus which is carried latently by most human adults.
It is the etiological agent of infectious mononucleosis and
has been implicated in two different human tumors: Burkitt's
lymphoma and nasopharyngeal carcinoma (for a review, see
reference 11). Additionally, the virus immortalizes human B
lymphocytes in tissue culture.
The EBV genome from virus particles is a linear, double-

stranded DNA molecule of about 175 kilobase pairs (kbp). It
is characterized by a number of different repetitions. The
termini consist of tandem repeats of 538 base pairs (bp). A
variable number of large internal repeats of 3,072 bp joins a
short and a long unique region. Several different other
repeats are interspersed in the genome (2). Two clusters of
small tandem repeats of 125 and 102 bp show partial homol-
ogy and have the same orientation in the genome (8, 15, 17,
18, 20, 21). Each cluster is flanked by a highly conserved
region of about 1 kbp. These left and right duplicated regions
(DL and DR, respectively) are located about 100 kbp apart
from each other in the viral genome (36). The structure of the
viral genome is schematically shown in Fig. 1.
The repeat clusters of DL and DR belong to the most

abundantly transcribed sequences of EBV. Transcription
occurs only during the early and late phase of the lytic cycle
of the virus. The RNA is not constitutively expressed but
requires spontaneous or experimental induction (e.g., by the
tumor promoter 12-O-tetradecanoyl-phorboi-13-acetate
(TPA). In both transcription units, transcription proceeds
from right to left starting in the region of perfect homology,
extending through the repeat clusters, and terminating at the
left-hand side of the repeats. The RNA is poly(A)+ and can
be purified from the polyribosomal fraction of the cytoplasm.
The polymorphism in the length of the RNAs in different
EBV strains reflects the polymorphism in the number of the
repeats (15). The sequence analysis of the NotI and PstI
repeats revealed open reading frames in both repeat clusters,
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potentially giving rise to a protein with a repetitive amino
acid structure (2, 15, 20).
We studied in detail the structure of the duplicated re-

gions, including the Notl and PstI repeat clusters, the
initiation sites of RNA synthesis, and the upstream flanking
sequences, which are probably the targets for the regulated
expression of these inducible genes. For an analysis of the
evolutionary relationship it was important to study both
regions within one virus isolate. In this report the complete
nucleotide sequence of both regions from EBV strain M-
ABA is presented. This is a transforming, nondefective virus
strain which was originally derived from the tumor cells of a
nasopharyngeal carcinoma (7) and has the structural organ-
ization of an EBV prototype (3, 34). The structure of the
genes, including transcription regulatory elements and their
potential coding capacity, is discussed, and a model for their
evolution is proposed.

MATERIALS AND METHODS
DNA clones. Subclones containing DL and DR were

constructed from a cosmid library of the M-ABA strain of
EBV (34). For the analysis of DR and the PstI repeats the
BgIII K fragment was subcloned into pHC79 and sequenced.

For analysis of the Notl repeats and DL, the 4.5-kbp
fragment overlapping between BamHI-H1 and BgIII-C was
cloned into pHC79. Subclones were constructed by diges-
tion with BamHI-BgIII-SacI, BamHI-BglII-SacII, and
BamHI-BgIII-AvaI followed by generating blunt ends with
T4 DNA polymerase (Pharmacia Fine Chemicals) and clon-
ing into the HincII site of pUC8 (40).
Plasmid DNA was prepared by the cleared lysate tech-

nique of Clewell and Helinski (5) followed by two consecu-
tive cesium chloride-ethidium bromide gradients.
DNA sequence analysis. Both strands of the virus-specific

DNA inserts were sequenced from appropriate restriction
sites by the method of Maxam and Gilbert (31). Restriction
fragments were labeled either at their 5' ends with T4
polynucleotide kinase (Bethesda Research Laboratories,
Inc., Gaithersburg, Md.) and [-y-32P]ATP (Amersham Corp.,
Arlington Heights, Ill.) after pretreatment with calf intestine
alkaline phosphatase (Boehringer Mannheim) or at their 3'
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FIG. 1. Schematic diagram of the M-ABA EBV genome with restriction enzyme sites for HindIII, BamHI, and EcoRI. The DNA consists
of terminal repeats (TR) and a short (Us) and a long (UL) unique region joined by large internal repeats (IR).In the long unique region are two
regions with sequence homology (DL and DR). Their organization in the M-ABA EBV clones pM800 (DL) and pMB2-K(DR) is shown in the
lowest line. The duplications are indicated by black boxes, and the tandem repetitions are indicated by hatched boxes. The thick lines
represent parts of the pHC79 vector. Relevant restriction enzyme sites are also shown (Si, Sacl; S2, SacII). Deletions (AP3HR-1 and
AB95-8) in the genome of P3HR-1 and B95-8 EBV strains are indicated.

ends by deoxyterminal transferase (Bethesda Research Lab-
oratories) and [a-32P]dideoxyATP (Amersham). Labeled
DNAs were recut with appropriate restriction enzymes, and
the fragments were isolated by agarose gel electrophoresis.
If one of the two fragments was smaller than 20 bp, it was not
removed from the sequencing reaction. Otherwise strands
were separated by electrophoresis in 5% denaturing poly-
acrylamide gels.

Sequences of restriction fragments were assembled and
analyzed by the aid of computer programs developed by
Staden (38) and Kroger and Kroger-Block (25, 26).

Si nuclease mapping. Two micrograms each of plasmid
pM800 and pMB2-K DNAs were used for S1 nuclease
analysis. For the mapping of the RNA initiation sites,
plasmid DNAs digested with KpnI were labeled by a replace-
ment reaction with T4 DNA polymerase (30). The 3' exonu-
clease activity of the enzyme first excised about 400 nucle-
otides from each 3' end. The following polymerase activity
incorporated the added labeled deoxyribonucleotide triphos-
phates.
The labeled DNA was separated from unincorporated

nucleotides by Sephadex G-50 chromatography (Pharmacia
Fine Chemicals). After they were recut with appropriate
enzymes, the labeled probes were isolated by agarose gel
electrophoresis.

Si nuclease analysis was done as described by Favaloro et
al. (14). Briefly, 1 ,ug of each probe was hybridized with 100
jig of cytoplasmic RNA isolated from TPA-induced M-ABA
cells (15) in a total volume of 30 ,ul of 80% deionized
formamide for 15 h at 66°C. Digestion was carried out with

6,000 U of S1 nuclease (Boehringer Mannheim) in 400 ,ul at
37°C for 75 min. The protected probe was analyzed on a 6%
denaturing polyacrylamide gel followed by autoradiography.
For the mapping of the 3' ends of the RNAs, the plasmid

DNA of pM800 was digested with BglI, and the plasmid
DNA of pMB2-K was digested with either PstI or SstI.

Labeling, preparation, and Si nuclease analysis were done
as described above, except that the hybridization was car-
ried out at 56, 60, and 52°C, respectively, taking into account
the different G+C contents.

RESULTS AND DISCUSSION
The transcription unit containing the PstI repeats. The

strategy for sequencing of the BglII K fragment is shown in
Fig. 2. The sequence is shown in Fig. 3. This fragment
contains the PstI repeat cluster first described by
Hudewentz et al. (18). It consists of 25.6 repeat units of 102
bp each with an average G+C content of 84.3%. The
sequence of the repeats shown in Fig. 3 was deduced from
4.2 individual repeat units by sequencing into the repeat
cluster from both sides. In addition, both strands of the
102-bp repeat fragments generated by digestion with AvaI
and PstI, respectively, were sequenced. The difference of
our sequence to that of Dambaugh and Kieff (8) derived from
the AG876 EBV strain has been documented and discussed
elsewhere (15). Even though the whole repeat cluster was
not sequenced we have some evidence for single base pair
variations among the individual repeats. ApaI cuts twice
within the repeats: once in the outmost right repeat and once
in the fourth repeat starting from the left-hand side. Both
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FIG. 2. Schematic diagram of the strategy for sequencing the BglII K iragment of M-ABA EBV. The relevant restriction enzyme sites,
the duplicated sequence (DR), and the PstI repeats are indicated above the diagram. Each arrow represents a fragment subjected to sequencing
by the method of Maxam and Gilbert. Sequences were determined from the nondotted parts of the arrows. Labeling at a 3' end is illustrated
by closed circles.

sites were created by a T-C transition at the same position
relative to the PstI site. Another variation in the sequence of
the repeats (a deletion of one nucleotide in a G run) was
found in the outmost left repeat unit. This deletion keeps the
proposed open reading frame in phase with the terminator
codon. Further deviations from the average repeat sequence
obtained by sequencing the AvaI and PstI fragments of 102
bp, respectively, were not observed and would have been
difficult to detect with the sequencing strategy applied here.
The flanking sequence to the left of the PstI repeats

consists of 621 bp with a G+C content of 49.4%. At the
right-hand side the region of homology (DR) is joined to the
repeat cluster by a dinucleotide (AT). This highly conserved
region (DR) is 1,045 bp in length with a G+C content of
59.1%, the unique sequences to the right of DR consist of
1,007 bp with a G+C content of 46.8%.
The transcription unit containing the NotI repeats. For the

comparison of DR and DL the transcription unit of M-ABA
EBV containing the NotI repeats was sequenced starting
from the BamHI site separating M-ABA BamHI Hi and
BamHI H2 fragments. This BamHI site is not present in the
B95-8 strain of EBV. It corresponds to position 49932 in the
BamHI H fragment of the B95-8 strain (2) and was generated
by a C-T transition in the M-ABA strain. The clone which
was used for sequencing contained 12.3 NotI repeats. The
unit length of one repeat is 125 bp. The sequence of the NotI
repeat is identical with that of the B95-8 strain published by
Jeang and Hayward (20), Jones and Griffin (21), and Baer et
al. (2) and differs from the reported sequence of Dambaugh
and Kieff (8) by one nucleotide. The sequence of strain
M-ABA was derived from 3.6 individual Notl repeat units by
sequencing into the repeat cluster from both sides and by
sequencing both strands of the 125-bp fragment generated by
NotI digestion. The sequence corresponds to the sequence
of the majority of the NotI repeats, but does not allow
identification of single base pair changes in individual repeat
units. However, at the boundary between the flanking se-

quences and the repeat cluster, differences in 4 bp were
observed between B95-8 and M-ABA DNA in the outmost
left repeat (position 50589, T/A; position 50606, G/C; posi-
tion 50616, G/A; and position 50622, C/G, in B95-8/M-ABA
strains, respectively) and a deletion of one nucleotide in the
outmost right repeat (position 52046). By the differences in
positions 50606 and 50622 an AvaI and a BglI site, respec-
tively, were created in the outmost left repeat and were
confirmed experimentally. At the right-hand side, the Notl
repeats were flanked by a sequence of 538 bp, with a G+C

content of 74.9% separating the repeat cluster from the
region of homology. In this spacer region differences in 4 bp
were observed between B95-8 and M-ABA DNA (position
52209, G/A; position 52454, A/C; position 52506, G/A; and
position 52566, C/G, in B95-8/M-ABA strains, respectively).
The spacer region between the Notl repeats and DL has no
homology with sequences in BglII-K carrying the Pstl re-

peats and DR. The highly conserved region (DL) is 1,044 bp
in length and has a G+C content of 58.5%. Seven changes
were found when the DL sequences of B95-8 and M-ABA
were compared (position 52698, C/T; position 52846, T/C;
position 52928, C/A; position 52953, T/C; position 53442,
A/C; position 53550, C/A; and position 53568, G/T; in
B95-8/M-ABA strains, respectively). Remarkably, in four of
these seven positions, the B95-8 DL sequence was identical
to the DR sequence of M-ABA (Fig. 4).

Structural relationship of DL and DR. The structural com-

parison of the DL and DR regions showed that both regions
were almost perfectly homologous. Within the 1,044 nucle-
otides (aligned sequences) only 16 are different (about 1.5%)
between DL and DR. There were one purine exchange, seven
pyrimidine exchanges, seven purine-pyrimidine exchanges,
and an insertion of one nucleotide in DR (Fig. 4A). It is
remarkable that 13 of the 16 sequence variations between DL
and DR were clustered in one region of 309 bp located 146 bp
away from the left boundaries. One area of 440 bp was

completely conserved, which contained two inverted repeats
of 9 bp, with each one being 33 bp apart from the other.
Remarkably, both of these regions shared a palindrome of 10
bp, suggesting the possibility of the formation of alternative
secondary structures (Fig. 4A). This region is also com-
pletely conserved in the DL sequence of strain B95-8 (2). The
NotI and PstI repeat clusters showed partial homology. The
overall homology between the two repeats was 70%, and
homology was clustered in some areas of the repeats (Fig.
4B).
Mapping of the promoters in DL and DR. Since the direc-

tion of transcription has been determined (15), the initiation
sites of transcription were mapped in more detail by S1
nuclease analysis. DNA ofpM800 and pMB2-K was digested
with KpnI, and the antisense strands were labeled from their
3' ends with [a-32P]dGTP and T4 DNA polymerase. The
labeled DNA of pM800 and pMB2-K were digested with
SacI, SacII, or Pstl, respectively. The 559-bp SacI-KpnI
(DL), the 321-bp SacII-KpnI (DL), and the 381-bp PstI-KpnI
(DR) fragments were isolated by preparative gel electropho-
resis. The SacI-KpnI and SacII-KpnI fragments spanned the
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BS1L I1- --ACri6AAAfiT TGCAGiC ITTTAGATG-GC AAGGAAAC11G IIC((( AC GCr AfIG AGAAA6(i(C b(i(C [CAL I A IAbCAbCLLAi b I111 1LLA6601I U66U6/AA66A(,LO( IbL
--TGACl TTCAACGTCGAAATC rA(e CGrTTCC [GAACCCAAAGTCC;GTATC I TCr(G(ACcG' (AAcic)SlAAAAGrcAt(c

I

eGIAbb

12G(AAAACTTAGC TGCAAAAATTCTATTrGTGT TGGGAGAGCCTrcTA rArc TAAAGGCC T T CCTrCACAA 1ALAAAT (iI1IAC IAhkLb eI GCCC1 I b(AuALLIuL 1Alul16bLI1AUALb A
C TT rTGAATCGACiT T TT TAAGAT AACACAACCC TC TCGGAGATA TAGAT r CCGGAAAG6iAG G[GrTATGI rT IACAA IGA 1T GCA6ACG6GA6ACC 1 C bbAL6A IALACCbA 1eI GCA

241 TGGCCTACCcAAGACGTTGC,GGGTCTCGGGTAGGCCATGATTCTTCCAG(ICATAGbTTACAACCAGTCACThCIArCAAbCC1ACTCAGI ICCLAALbLAbLALATALLLLLLbLLILIL
ACCGGATGfiGTTCTGCAAcCCCCAGAGCCCATCCGiGTACTAAGAAGGTCCGrATCCAAT6TrGGTCAGTGACGATAGTI1CG6ATGAGTCAA66TGrLGGGCbrG61ATGU6G6GC6UbA6A

361 CTGCCATGAGGACTTATGGCAGTGTT TACGTTCTGCTTrTACTCTfltACCAGGCTGTCATTCTATCAGAATAACAGGGGAAGCAAGGCCCCC16CtICAGiA6GACAC6bbilLAu
GiACGGTACTCCTGAATACCGTCACAAATGACAAGACGAAAATGAGAACCTGGTCCGACAGTAAGATAGTCrTArTGTCtCCCT CGITCCGGGGGACGAAGICGCtCCGIGLALAAAUATL

'11R1 AATC TCGGAGCCAATAACTACCTrfCCCC TCTAATCTrGTATGC TGC A rGAAAAACCACATACACG TGATG TAAGTTT1AGCC'AG1 TTAT[6GT rACACCAA16CLLCCGAAAG [LCTLLLC 1b (
TTAGAGCCTCGGTTATTGATGGACGGGGAGATTAGACATACGACGTACTTTTTGGTGTATGTGCACTACATTCAAATCGGI AAACAATGFGGiTfACGGGGCT LAGAGGbGbACA

601 CCCTTTGGGTCTCAGGACCC GCCCTGGAfiCTCG6GGGCGGCCGGGTGGCCCACCGGGTCCGCTGGGTCCGCTGCCCCGCTCCGGCGGGGGTGGCCWGG1GCAGCCGGGLTCLLbu6IL
GGfiAAACCCAGAGTCCTGGGl GGGACCTCACCCCCGCCGGCCCACCGGGTGGCCCAGGCGACCCAGGCGAC('GGGCGAGGCCGCCCCCCACCGGCCGACGTCLGCCCAGGCCCLAAG

?21 CGGCCCTGG( GCTCGGGGGGCGGCCGGGTGGCCCACCGGGTCCGC'TGGGiCCGCTGCCCCGCTCCGGCGGGGGGTGGCCGGCTGCAGCCGGGGCCGGGGTICCGGCLCTGGAGCiIiL66
GCCGGGTACCTCGAGCCCCCGCCGGGCCCGGTTCCGGGCCCAiGCGACCCAGGGACGGGCGAGGCCGCCCCCCACCGGCCGACGTCGGCGCCCAWC6CCCAAGGCCG(GACCTCLAGCC

941 GGCGfiCCGGGTGGCCCACC6GGfTCCGCTGGGTCCGCTGC'CCCGCTCCGGCGGGGiGGTGGCCGGCTGCAGCCGGGTCCGGGGTlCCGGCCCrGGAGCTCU6G6GGC6GCCG'bGIGGCCCAL
CCGCCGiGCCCACCGGiGTGGCCCAGGCGACCCAGGCGACGGGGCGAGGiCCGCCCCCCACCGGCCGACGTCGGCCCAGGCCCCAAGGCC,GGGACCTCbAGCCCCCCGCCGGCCCACCGGGTG

9,61 CGGGTCCGCT-----CTGCAGCCGGGTCCGGGGTTCCGGC'CCTGGAGCTCGGGGGGCGGCCGGGTGGCCCACCGGGTCCGCTGGG rCCGC[GCCCCGCTC6bGGCbGGGGGG1GGCCG6CTu
6CCCAGGCGA-*--- GACGTCGGiCCCAGGCCCCAAGGCCGGGACCTCGAGCCCCCCGCCGGCCCACCGG6TGGCCCAGGCGACCCAGGCbACUGGGCGAGGCCGCCCCCCACC66CCGAC

2131 CAGCCGGGTCCGGGGTTCCGGCCCTGGAGCTCGGG--------GGTTCCGGCCCTGGAGCTCGGGGGCGGCCGGGTGGJCCALCCGG[CCbCTGUGCCC(,CLCC(CG TCCb6CGG A
GTCGGCCCAGGCCCCAAGGCCGGGACCTCGAGCCC------- CCAAGGCCGGGACCTCGAGCCCCCCGCCGGCCCACCGGGTGGCCCAW6CbACCCbbGCGAC(GGWCbAGGCCGCCCT

3241 13GGGiTGCGCTCCCAGGCCGGACCCTGGTGCCAGGCAGGGACCCCGCGCCACCCGCTI[ATGbGGGGGGAGGCCGCCGLAAWiACGCC6GCCLCGCTGWGAbbTG6(1CACCCCCLGAbC
ACCCCACGCGAjGGTCCGGCCTGGGACCACGGTCCGTCCCTGGGGCGCGGTGGGCGAAGTACCCCCCCCTCCGGCGGCGI TCC [GCGGCCCGGCCbACCCTCCACACGTGbGGGGCTCG

3361 GTCTGGACGAGCTGGCGAGCCAGGCCAAGTCGCCTTCIIIbAICCTCTTTTGGGGTTTCTGlGWAITACCITAAGGTIIGCICAGGT616GGGGGCTTLICATrb61I AM ILAW6
CAGACCTGCTGCGACCGCTCGGCCCGGTCGAGCGGAA EAATA CAAAGA I

3481 TGT[AATTTTAGCCCGtTGGTTTACATTAAGTGTGTAATC"AGGTGGGTGGTACCTGGAGGTCATTCTATiGGGATAACGATGAGGAGAGGGGCTAGAGTCCCGCGAGArTTW6iGTAGGC
ACACTAAAATCGGGCAACCCAATGTAATTCCACACATTGGTCCACCCACCATGGACCTCCAGTAAGATAACCC[ATTGCTCTCCTCC[CCCCGATCTCCGGGCbCTCTAAACCCCATCCG

3501 GGAGCCTCAGGAGGGTCCCCTCCATAGGGTTGAACCAAGATTGGGGAGGAGTGGGCCCGCCCCGATATACCTAGTGGGTGGAGCCTAGAGGTAGGTCTCAATAGGGITCCATTATCCIGG
CCTCGGAGTCCTCCCAGGGGAGGTATCCCAACTTGGTCCTCCCCCTCCTCACCCGAGGCGGGGCTATATGGATCACCCACCTCGGATCTCCATCCAGAGGTATCCCAAGGTAATAGGACC

3721 AGGTATCCTAAGCTCCGCCCCTATATACCAGGTGGGTGGAGCTAGGTAGGATTCAGCTACGTTCCTACTIGGGTACCCCCCTACCCTACCTTAAGGiGCG6CACCCTICLTCCrTCCGri
TCCATAGGATTCGAfiG,CfiGGGATATATGGTCCACCCACCTCGATCCATCCTAAGTCGATCCAAGGATGACCCCATGGGGGGATGGGAlG6AATTCCACGCGGTGGGAAGGAGGAAGGCAA

3841 TTAATGGTAAAATAACCTATAGGTTATTAACCTAGTGGTGGAATAGGGTATTGCAGCTGGGTATATACCiATAGGTATAiAGAACCTAGAGGAAGGGAACCCIATAGTiTAATCCCTCCL
AATTACCATCTTATTGGATATCCAATAATTGGATCACCACCTTATCCCATAACGTCGACCCATATATGGATATCCATATAICTTGGATCTCCTTCCC[TGGGATATCACATTAGGGA(GG

3961 CCCCCTACCECCCCCCTCCCTTACGGTTGCCTGAGCCCATCCCCCACCCCAGCACCCCGGGGTGACGTGGCCCCCCGLG sCC TTACTGACTTGTICACCTifGCACATIIUGTCAGLIGAC
GGGGGATGGGGGGGGAGGGAATGCCAACGGACTCGGGTAGGGGGTGGGGTCGTGGGGCCCCACTGCACC6GGGGGGCGCACGGAATGACTGAACAGTGGAAACGIGTAAACCAGTCGACTIG

1081 CGATGCTCGCCACTTCCJGGGTCATGACCTGGCCTGTGCCTTGTCCCGTGGACAATGTCCCTCCAGCGTGGTGGCTGCCrTTGGGATGCATCACTI[GAGCCACIAAGCCCCCGITGCTC
GCTACGAGCGt,TGAAGGACCCAGTACTGGACCGGACACGGAACAGGGCACCTGTTACAGGGAGGTCGCACCACCGACGGAAACCCTACGTAGTGAAACTCGGTGATTCGLGGGCAACGAG

4201 GCCTTGCCTGCCTCACCATGACACACTAAGCCCCTGCTAATCCATGAGCCCCGCCTTTAGGAAGCACCACGTCLCGGGGACGGAA4 TiGAlTTTuGCCAbCTITCAA1IIT IGIJUAGTG
CGGAACGGACGGAGTGGTACTGTGTGATTCGGGGACGATTAGGTACTCGGGGCGGAAATCCTTCGTGGTGCAGGGCCCCTGCCTT ACCTAAAACCGGTCAGAAGT TAAAAACCCTLAC

4321 CTTTTrITGTCAGCCGGAAGiTGGCAATGGCGTGAGGGCGGCGCTGGTTAAGCIGACGACCTCCCAAGGTCTCTCACCCTGG61ACACAGGTGGGGCGGrAGCCTAACTTlGCrGlbsC
CAAAAcACACTCGGCCTTCAACCGTTACCCCACTCCCGCCGCGACCAATTCGACTGCTGGAGGGTICCAGAGAGTGGGACCCATGTGTCCACCCCGCCbTCGGATTGAAACCGACACCLG

1f441 TCTATTTCCTCCC TTTCC TAGCCAGGGCCATGTG TTCC TGCATGTCTACTFGCCTCCTGiGGTGGCAGAG'CT TGGCCCTG'TUCCCAACCLCCCGCCTTGGGAGCCTGTA6bGbCCAALACC
AGATAAAGGAGGGAAAGGATCGGTCCCGGTACACAAGGACGTACAGATGAACGGAGGACACCACCGTCTCGAACCGGGACACGGGTTGGGGGCGGAACCCTCGGACATCCCCGGTTITGG

45hl CTTGGTTTGTTTGTGTTCCTGTTTGCTGGCAACTTACTGfiCAGCCGAGC'AGATTCTAATGGGCGCCCGCCTTC TTTCTCTCTTGT TTTATTAATAGAATC ICAGCCAGGACCIATACLTb
GAACCAAACAAACACAAGGACAAACGACCGTTGAATGACCGTCGGCTCGTCTAAGAT IACCCGCGGGCGGAAGAAAGAGAGAACAAAATAATTATCTTAGAGTCGGTCCTGGATAIGGAL

'45i1 AGACTTCAAAGTCTGGTCCiGGGTTCTGAGACCCCCAAGATTTGTCATGCACACCTGCACACCTGTTGGiATTIGGTTTCTATTCTTGAGTGTGAAAGTTIGTAAAAAAATATCATAAAA1
TCTGAAGlTTTCAGACCAGfACCCAAGlACTCTGGGGGTTCTAAACAGTACGTGTGGACGTGTGGACAACCATAAcCCAAAGATAAGAACTCACAC TT TCAAACATTTrTTTAAGTATTTTA

4nl CiTCACTAATCCCTCTTACCCGTTTAGGGTATTGTGCAATiCTTCAGCCT'CCTATTTTCAATTTGCCTAAGGTGGCAATTTAAGATGTGGTTAATTAACCATI'TTCCIG'CTGACACCAC
r.AfiTfATTAAGGAGAATGiGACAAATCCCATAACACGTTAAGiAAGTCGGACGGATAAAAGT TAAACGGATTCCACCGTTAAAT TC TACACCAATTAATTGGTAAAAGGACAbAC lGTGGTG

4921 TGCATGGGACIACcfGTTClATGGCACATTTAfAGATAAACATAGA'TGTTTGTCTTGC'TCATGTGCAGAGGAGGGGGTGTTGGTGTGCAATATAGTTTC'TdGATTCCAAAflGAbilbG
ACrjTACCCiT TGGCCCAAfiGTACCfiTGTAAATCTC TATTTGTATCTACAGAACAGAACGAGTACACGTCTCCTCCCCCACAACCACACGT'TATATCAAAGACCTAAGGTT TAACTLAACL

5041 firGTGCTATrTrCACTATGf'iAATTAAATTACTGACATTAGiACAGTGGACACCCGGCTATATGTGGGGATGTCTGIGGC T GTCAT TTCCTC r^A6AAGUTAAICLLCCA'FciTAACI[Lc
rCCACGATAAAAGTGATACCTTAATTTAATGACTGTAATCIGTCACCTGTGGGCCGAIATACACCCCTACAGACACCGAACAGTAAAGGAGAAICTTCCATIAGGGG61AGAAITUAAGG

5161 CTTTAAATTG,TGATGCAAGcCCTGGiGTTAiTrATAGiAAT'GA T ATCTAGGTITGATAGTCTGAAGGCTZGGGCAGAGAAT6T T16TAATITT ArTCACCTICIIIACCCLCXALbAGTAI
fiAAATT TAACACTACfiTTCfiGGACCCAATAAATATC TTACTAATAGATCCAAACIATCAGACT TCCGACCCGTCIC TTACAAACATTAAAAATAAGTGbAAUAAATGGGGGGTUCTLA'IA

5M21 CCAGTrCIAC,A-PGL llII TCAAGA TC T-
FIG. 3. The nucleotide sequence of the BgII K fragment of M-ABA EBV DNA. The borders of the PstI repeats and the homologous

region (DR) are indicated by brackets and vertical bars, respectively. Dashes represent parts of the PstI repeat cluster that were not
sequenced. The TATA-like, CAAT, and AATAAA sequences referred to in the text are boxed, and AC strings are underlined. The
TAATGARAT elements are marked by hyphens. The 5' end of the message was determined by S1 nuclease analysis and is marked by a
triangle, with a small arrow showing the direction of transcription. The long arrows in DR illustrate two palindromic sequences.

boundary between the spacer and DL whereas the PstI-KpnI were protectd by the SacII-KpnI probe, and fragments of
fragment spanned the boundary between the PstI repeats 402 and 423 bases were protected by the SacI-KpnI probe
and DR: The size of the transcripts, as revealed by Northern (Fig. 5, lanes 1 and 3). This indicates that RNA is initiated at
blotting, suggests that both inducible RNAs are initiated in two distinct sites in DL, 21 bases apart from each other. Two
the conserved regions (15). By hybridization of cytoplasmic additional bands of about 570 and 590 bases were visualized
RNA with the DL probes, fragments of 162 and 183 bases by the SacI-KpnI probe. They were generated by partial
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A~~~~~~~~~~~~~~~~~~~~~
TCACGGGGGAGGACCGCGGCCGAGCCACCAGGGGCCCGGCGGGGGTGGG6GGGTGCGCTCECAGGCCGGACCCTGGT!GCCAtGCAGGGACCCTGCGCCACC.

GGGGGTGCGCTCCCAGGCCGGACCCTGGTGCCAGGLAGGGACCCCGCGCCACC
3242

._w
CGCTTCATGGGGGGGGAGGCCGCCGCAAGGACGCCGGGCCGGCTGGGAGGTGTGCACCCCCCGAGCGTCTGGACGACGCTGGCGAGCCGGGCCGGCTCGC
. .....................................................................***************.........................................................................................

CGCTTCATGGGGGGGGAGGCCGCCGCAAGGACGCCGGGCCGGCTGGGAGGTGTGCACCCCCCGAGCGTCTGGACGACGCTGGCGAGCCGGGCCAGCTCGC
v ~~~~~~~~T

CTTC TCTTTTTGGG6TCTCT TTCAAGGTTTGCTCAGGAGTGGGGGtCTCTTATTGGTAAJTCAGGTGTGTCATTTAGCCC6
.... .....U . .. ..0 .. ... . ...00*@**00fOO* 00000000. 000*@

CTT TTTAT CTCTTTTTGGGGTTTCTXGCAjAT CCTTAAfiGTTTGCTCAGGTGTGGGGGCTTCTCATTGGTTAATTCAGG6TGTGTGAITTTAGCCCb
x

C T
TTGGGTTTCATTAAGGTGTGTAACCAGGTGGGTGGTACCTGGAGGTCATTCTATTGGGATAACGAGAGGAGGAGGGGCTAGAGGTCCGCGAbATTTGGGG
TTGGGTTACATTAAGGTGTGTAACCAGGTGGGTGGTACCTGGAGGTCATTCTATTGGGATAACGAGAbGAGGAGGGGCTAGAGGCCCGCGAbATTTGbG6

TAGGCGGAGCCTCAGGAGGGTCCCCTCCATAGGGTTGAACCAGGAG6GGGGAGGATTGGGCTCCGCCCCGATATACCTAbTGbGIbGAGCCTAGAGGTA65
TAGGCGGAGCCTCAGGAGGGTCCCCTCCATAGGGTTGAACCAGGAGGGGGAGGAGT6GGCTCCGCCCCGATATACCTAGTG6GTGGAGCCTAbAGGTAGG

*
.* *I 5 1 *,

TCTCCATAGGGTTCCATTATCCTGGAGGTATCCTAAGCTCCGCCCCTATATACCAGGTGGGTGGAGCTAGGTAGGA TCA6CTA6GGTCCTAC1GGGTA

CCCCCCTACCCTACCTTAAGGTGCGCCACCCTTCCTCCTTCCGTTTTAATGGTAGAATAACCTATAbGTTATIAACCTAGTGGTGGAATA1GGATTGCA
CCCCCCTACCCTACCTTAAGGTGCGCCACCCTTCCTCCTTCCGTTTTAATGGTAGAAAACCTATAGGTTATTAACCTAGTGGTGGAATAG6GTATIGCA

GCTGGGTATATACCTATAGGTATATAGAACCTAGAGGAAGGGAACCCTAiAGTGTAATCCCTCCCCCCCCTACCCCCCCCTCCCTTACGGTTGCCTGA6C
GCTGGGTATATACCTATAGGTATATAGAACCTAGAGGAAGGGAACCCTATAGTGTAATCCCTCCCCCCCCTACCCCCCCCTCCCTTACGGTTGCCIGAGC

CCATCCCCCACCCCAGCACECCG'GGG6TGACGTGGCCCCCCGCGTGCCTTACtGACTTGTCACCTTTGCACATTtGGTCAG'CTGACCGATGCTCGCCACTT

CCTGG6TCATGACCTGGCCTGTGCCTTGTCCCGTGGACAATGTACCTCCAGCGTGGTGGCTTCCTTTGGGATGCAT'CACTTGAGCCACTAAGCCCCCGT
CCTGGGTCATGACCTGGCCTGTGCCTTGTCCCGTGGACAATGTCCCTCCAGCGTGGTGGCTGCCTTTGGGATGCATCACTTTGAGCCACTAAbCCCCCGT
.TC.GCA CA CT..G* *A*C*C*G*G*G* CT

TGCTCGCCTTGCCTGCCTCACCATGACACACTAAGCCCCTGCTAATCCATGAGCCCCGCCTTTAGGAAGCACCACGTCCCGGG6ACGGAAGGGGACTTGG
TfiCTCGCCTTGCCTGCCTCACCATGACACACTAAGCCCCTGCTAATCCATGAGCCCCGCCTTTAGGAAGCACCACGTCCCG.GGGACGGAAG

B
CTGlCGCCGCCGCCAGGTCCT,GJGGiCAGCCG§GGGTTCCTG6C§CTCCG§G6GffAGCCGGGCJGGC-GCCGGTGG..6ICCGCIGf -c C§T§iGCCfC6TICGGiT§fyGG..I§§CCCCGCTGGGCA-CC*G
-----------GGTCC-GGGiGT-TCCGG---CCCTGGAGCTCGGGGGGCGGCCGGGTGGCCCACC---GGGTCCGCTGGGTCCGCTGCCCCGCTCC-GGCG6G6GTGGlGCG-GCl--bCAC6Gc
FIG. 4. (A) Alignment of the homologous regions DL (upper line) and DR (lower line). Identity of homologous bases are indicated by an

asterisk. The initiation sites of the RNAs are marked by triangles, with small arrows showing the direction of transcription. The TATA-like
sequences at positions -29 and -33 are boxed. Note that the noncoding strands of DL and DR are shown. X designates the position of an
additional G in the DR sequence. Different bases in the DL sequence of B95-8 are shown above the M-ABA DL sequence. The long arrows
and the horizontal bars illustrate two inverted repeats and a palindrome of 10 bp, respectively. (B) Alignment of one Notl (upper line) and
one PstI repeat unit (lower line). Symbols are the same as described above for those in panel A.

digestion of the DNA with Sacl, creating two SacI-KpnI
probes which differed in size by 173 bp (Fig. 5).
By hybridization with the DR probe fragments of 222 and

223 bases were protected from S1 nuclease digestion (Fig. 5,
lane 5). Two faint bands of 243 and 325 bases were also seen.
The lower band represents a second RNA species with the
initiation site 21 bases apart from the major transcript. The
upper band could theoretically represent a third RNA spe-
cies but can be more readily explained by an incomplete PstI
digestion which increased the size of the probe by one repeat
(102 bp).
One RNA from each region (DL and DR) is thus initiated at

the identical position in the duplicated sequences. At 29 bp
upstream of these cap sites a modified Goldberg-Hogness
box (GATAAAA) could be identified. The second RNA
started 21 bp further upstream in DL near a second TATA

box-like element (TATTACA) 33 bp upstream of its cap site.
In DL the second promoter was used about two to three
times more efficiently than the first. In DR the second
promoter was used almost exclusively. The different pro-
moter usage in DR probably reflects a single base pair change
in the corresponding Goldberg-Hogness box.
A second region involved in transcription by RNA poly-

merase II is the canonical sequence CAAT located 70 to 90
bp upstream from the cap site of many eucaryotic RNAs
(10). The motif of CAAT is found in the homologous regions
DL and DR, 69 and 90 bp upstream of the cap sites,
respectively.
Mapping of the 3' ends. The transcripts of DL (2.5 kb) and

DR (2.8 kb) terminate in the left flanking se,quences of the
repeat clusters. The 3' ends were mapped by S1 nuclease
analysis. DNA of the plasmid pM800 was digested with BglI,
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FIG. 5. (A) Autoradiography of the Si nuclease protection ex-

periment mapping the 5' ends. Cytoplasmic RNA of TPA-induced

M-ABA cells (lanes 1, 3, and 5) and yeast tRNA (lanes 2, and 6)

were hybridized to the following probes: a SacI-KpnI fragment
(lanes 1 and 2), a SacII-KpnI fragment (lanes 3 and 4), and a
PstI-KpnI fragment (lanes 5 and 6). Samples were run on a dena-
turing 6% polyacrylamide gel after S1 nuclease digestion. The
protected fragments are marked in bases. The RNAs start at two
promoters (open and closed triangles) 21 bp apart from each other.
The first promoter is less efficiently used in DR (lane 5). A marker
lane (M) is designated on the left side. (B) The probes are schemat-
ically shown by horizontal bars below the restriction enzyme maps
(bl, BgIl; k, Kpnl; n, NotI; p, PstI; sl, Sacl; s2, SacII) of the
relevant regions. The parts protected from S1 nuclease digestion are
shown as thin horizontal lines below the probes. Dashes indicate
heterogeneity in the size of a probe due to partial digestion with
Sacl.

and DNA of pMB2-K was digested with either PstI or SstI.
The antisense strands were labeled from their 3' ends with
[a-32P]dCTP using T4 DNA polymerase. The labeled DNAs
were cut with BamHI and BglII, respectively. The 699-bp
BamHI-BglI (DL), the 704-bp BglII-PstI (DR), and the 632-bp
BglII-SstI fragments (DR) were isolated by preparative gel
electrophoresis. These fragments spanned the boundaries
between the Notl (DL) and PstI repeats (DR) and their
left-flanking sequences. Fragments of 340 and 325 bases
were protected from Si nuclease digestion by hybridization
of cytoplasmic RNA with the BamHI-BglI probe (Fig. 6).
This indicates that the RNA is terminated at two distinct
sites after the polyadenylation signals in unique sequences
left of the NotI repeats 15 bases apart from each other.
By hybridization with the BglII-PstI and Bg1II-SstI

probes, fragments of 155 and 79 bases, respectively, were
protected (Fig. 6). An additional faint band was seen after
hybridization with the BglII-PstI probe but not with the
BglII-SstI probe, suggesting that it is generated by unspecific
hybridization due to the high G+C content of the PstI
repeats.

Results of the S1 nuclease protection experiments demon-
strated that the RNAs from DL and DR were not spliced
within the regions covered by the probes. We did not
attempt to map the entire transcripts by Si nuclease analysis
because the clusters of tandem repeats will never form
perfect duplexes and tend to anneal out of frame (1, 18).
Open reading frames. The fact that both transcripts are

poly(A)+ and are localized at polyribosomes suggests that
they are translated into polypeptides which might play a role
in the lytic cycle of the virus.
The transcript starting in DL has a long open reading frame

beginning with an AUG in the spacer segment between DL
and the NotI repeats. The reading frame extends through the
whole cluster of repeats. A large part of this hypothetical
protein would be coded for by the NotI repeats. Since the
number of base pairs per NotI repeat (125 bp) is not a
multiple of 3, the reading frame would shift from one repeat
unit to the other. Assuming that there are 12.3 NotI repeats
would result in a protein with a molecular weight of about
70,000 with a repetitive structure of four times 125 amino
acids within the molecule. Since the number of NotI repeats
is variable in different EJV strains, different reading frames
might be used for the C termini in different strains. It is
remarkable that all three frames are terminated in front of
the poly(A) addition site. The AUG in front of the long open
reading frame is the second AUG with respect to the cap
site. The reading frame starting at the first AUG codon
would allow for a peptide of 35 amino acids, with the frame
being stopped by a terminator codon (TGA). A second AUG
codon can be used as the initiation site for protein synthesis
if the first AUG codon is followed by a stop codon (23, 27).
Only this second AUG codon fits the rule by Kozak that a
purine residue should be at position -3 (22).
The transcript starting in DR has a long open reading frame

starting with an AUG codon at position 3302, extending
through the whole PstI repeat cluster and terminating at the
stop codon at position 614. This open reading frame could
eventually code for a polypeptide with 896 amino acids and
a molecular weight of 96,000. The protein would consist of a
repeated structure of about 25 times 34 amino acids made up
by the PstI repeats. The last PstI repeat at the 3' end of the
repeat cluster is one nucleotide shorter than the average
repeat units. Remarkably, because of this, the long open
reading frame is terminated by a stop codon in front of the
polyadenylation signal. The amino acid composition of both

A
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FIG. 6. (A) Autoradiography of the S1 nuclease protection ex-
periment mapping the 3' ends. Cytoplasmic RNA of TPA-induced
M-ABA cells (lanes m) and yeast tRNA (lanes t) were hybridized to
the following probes: a BamHI-BgIl fragment (699 bp), a BglII-Pstl
fragment (704 bp), and a BglII-SstI fragment (632 bp). Samples were
analyzed as for the mapping of the 5' ends. The protected fragments
(in bases) are marked by arrows on the left side. A marker lane (M)
is designated on the right side. (B) The probes are schematically
shown by horizontal bars below the restriction enzyme maps (b,
BamHI; bI, BgIl; bII, BglII; n, Notl; p, PstI; and sl, SstI) of the
relevant regions. The parts protected from S1 nuclease digestion are
shown as thin horizontal lines below the probes.

hypothetical proteins is shown in Table 1, which shows that
there was a high proline and arginine content.
A number of proteins are known which have a repeated

amino acid structure. Most of these, like collagen (24, 42),

TABLE 1. Amino acid composition of the hypothetical proteins
coded by the regions carrying the Notl and PstI repeats

Composition (%) of the region
Amino acid carrying the following repeats:

Notl PstI

Alanine 15.7 9.3
Arginine 14.1 17.5
Asparagine 1.0 2.8
Aspartic acid 2.2 0
Cysteine 2.6 2.9
Glutamine 5.5 8.6
Glutamic acid 2.3 2.8
Glycine 15.1 14.7
Histidine 2.3 0.2
Isoleucine 0 0
Leucine 3.8 3.0
Lysine 0 0.1
Methionine 0.3 0.1
Phenylalanine 0.1 0
Proline 21.3 23.1
Serine 5.7 3.2
Threonine 5.2 8.6
Tryptophan 1.0 2.9
Tyrosine 0.4 0
Valine 1.2 0.1

silk fibroin (28, 37), melting-point-lowering serum protein in
arctic fish (43), and zein, the storage protein of maize (16),
are composed of short repeat units of only a few amino
acids. Two examples of repetitive proteins with somewhat
larger repeat units have been described recently. The gene
product of Balbiani ring 2 of Chironomus tentans is com-
posed of a structure of about 70 amino acids repeated at least
25 times (39) and the circumsporozoite protein of Plasmo-
dium knowlesi of a structure of 12 amino acids repeated 12
times (33). Compared with these proteins, the structure of
the putative EBV polypeptides would still be remarkable.
The strange properties of the hypothetical gene products

thus raises the question of whether the RNAs are indeed
translated into protein. So far we have been unable to detect
proteins of the respective size in various producer and
nonproducer cells after TPA induction. In addition, RNA
from TPA-induced Raji cells selected by hybridization to
fragments with the repeat clusters did not reveal any in vitro
translation products (19, 36a). Therefore, the possibility
remains that these inducible transcripts are not translated
and act as regulatory RNAs.

Polyadenylation signals. Termination of the DL (2.5-kb)
and DR (2.8-kb) transcripts occur in the left-flanking se-
quences of the repeat clusters. The polyadenylation signal
AATAAA (35) is present for both mRNAs (DL and DR,
position 568, Fig. 3) at a distance of 260 and 53 nucleotides
from the repeat clusters, respectively. The concensus se-
quence YGTGTTYY has been found 15 to 35 bp downstream
of herpes simplex virus (HSV) and other eucaryotic mRNAs
(32). The sequence TGTGGTTTT is found 24 and 30 bp
downstream of the polyadenylation site in DR and DL,
respectively. A similar sequence TGTGTTGT is additionally
found 21 bp downstream of the poly(A) addition signal in DL,
possibly reflecting the second 3' end of the RNA shown in
Fig. 6. The positions of these signals correspond to the
overall lengths of both RNAs.
Sequence elements in the duplicated region compared with

those in other eucaryotic genes. The region upstream from the
cap sites of the RNAs in DL and DR was analyzed for
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sequence elements also observed in other eucaryotic genes.
Since EBV is a herpesvirus it is most obvious to make a
comparison with the known genes of HSV. With regard to
their regulation the HSV genes fall into three classes:
immediate early (a), early (,B), and late (y) genes. For their
own transcription ,B genes require the presence of a func-
tional immediate early (a) gene product. The most prominent
feature of 13 genes is an AC string 100 to 120 bp upstream
from the cap site, which is not found in a or y genes (6). The
role of these elements in defining a gene as a 13 gene is not yet
clear, however. Similar AC strings were also found 155 to
100 bp upstream from the cap site of the transcripts starting
in DL and DR (Fig. 3).
An element with the sequence TAATGARAT is found

upstream from HSV immediately early genes and is present
in one to three copies at positions between -115 and -485
(29, 41). This element is distinguished from an enhancer
element by its orientation dependence. Very similar motifs
are found at positions -123 to -131, -329 to -337, and
-102 to -110, -308 to -316 in the duplicated regions (Fig.
3).

In the rabbit 1-globin gene another element has been
identified at position -83 to -111 by site-directed mutagen-
esis and generation of deletion mutants, which is required for
maximal transcription. This element consists of an imperfect
tandem repeat of 14 to 15 bp. Comparative analysis of globin
genes from different species has allowed the establishment of
the consensus sequence CCNCACCCTG (9). Similar ele-
ments are also found in the HSV thymidine kinase gene and
in the simian virus 40 early region.

In DL and DR an imperfect repeated element of 9 bp was
found in four copies (position -152, -139, -106, and -77),
with 1 bp exchange each, which were separated from each
other by 4, 24, and 21 nucleotides, respectively. All four
repeats are very close to the consensus sequence proposed
by Dierks et al. (9). The last one was the same distance from
the CAAT box as that observed in the human 13-globin gene
(6 bp).
Comparison of the upstream regions in DL and DR with

those of the inducible genes of strain B95-8 (12, 13) did not
reveal obvious similarities.
To analyze further the function of these regulatory ele-

ments it will be necessary to study their role in transcription
after in vitro mutagenesis. Since both transcription units are
silent in cells carrying EBV latently and are only transcribed
on induction of a lytic or abortive cycle of the virus, these
genes behave like 13 rather than a genes. This suggests that
the sequence elements shared between HSV a genes and
these transcription units do not represent enhancer elements
and are involved in regulation of the activity of these genes
in general. Using constructs of DR and the chloramphenicol
acetyl transferase gene, we are now attempting to identify
the regions required for inducibility and optimal activity.
An evolutionary model for the generation of DL and DR. The

finding that the repeat clusters are closely related and
juxtaposed to almost completely conserved regions raises
the questions of how they may have evolved. An evolution-
ary model also must account for the fact that the NotI
repeats are separated from the homologous region DL by 538
bp, whereas the PstI repeats from DR are separated only by
the dinucleotide AT. The starting point for an evolutionary
model was the observation that a sequence located at the
border from the spacer region to the homologous region DL
is present in inverted orientation within the NotI repeats
(two mismatches within 14 nucleotides) bracketed by the
decanucleotide GTGGGGGGTG in the same orientation.

Inverted repeats flanked by sequence duplications are fea-
tures of inserted elements (4). Therefore, it is proposed that
as a first step in the evolution, an element carrying the
complete spacer region and the rightmost part of the se-
quences of the NotI repeats was inserted into the ancestral
viral genome. As a second step the whole region, including
the spacer, the homologous region, and most of the se-
quences of the NotI repeats excluding the leftmost part,
would have been duplicated and inserted far into the viral
genome. The pentanucleotid CTGGA, which flanks the
homologous region DR on the right, is also found in the same
orientation in the PstI repeats. Therefore, this sequence
could have been the target sequence for integration. After
the duplication, both regions should have evolved differ-
ently. The Notl repeats should have been generated by
amplification of sequences, including the left part of, the
formerly inserted region. The spacer would thus represent
the nonamplified part of the insertion.

In the right duplicated region the sequences inserted
between the duplicated decanucleotide GTGGGGGGTG
should have been deleted at almost the same sites at which
integration occurred. After this deletion the PstI repeats
should have evolved by sequence amplification. The origin
of the dinucleotide AT separating the PstI repeat cluster
from the homologous region DR is unknown. These two
nucleotides may be selected for one particular reading
frame, which is the only one with a stop codon in front of the
polyadenylation signal.
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