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Earlier reports have localized mutations which affect the processing and transport of herpes simplex virus 1
glycoproteins to a region located between the genes speclfymg glycoprotein B and the major viral DNA-binding
protein (88). The nucleotide sequence of this region contains a single long open reading frame encoding a
780-amino-acid protein with a predicted molecular weight of 83,845. To confirm the existence of this protein,
rabbit polyclonal antibody was made against a synthetic peptide made according to the predicted sequence of
a hydrophilic domain near the carboxy terminal of the protein. This antibody reacted with an infected cell
protein of an apparent molecular weight of 95,500. We designated this protein infected cell protein 18.5
(ICP18.5). S1 nuclease analysis suggested that the 5.6-kilobase mRNA encoding ICP18.5 is initiated
predominantly from one site, but three weaker initiation sites also seemed to occur within a 74-base-pair stretch
of DNA. This gene appears to be conserved in the Epstein-Barr virus (EBV) genome, inasmuch as 174 of the
780 amino acids of ICP18.5 align with corresponding amino acids predicted by the EBV open reading frame
BALF3. The EBV gene is located adjacent to the gene specifying a homolog of the herpes simplex virus 1

glycoprotein B.

Analyses of the gene directing the synthesis of the glyco-
protein B (gB) of herpes simplex virus 1 (HSV-1) revealed
that the 5’ terminus of the gene overlaps the 3’ terminus of an
open reading frame. A portion of the open reading frame was
sequenced at that time (4, 27). In this paper we report on the
complete nucleotide sequence of this gene. Pending analyses
of the regulation of this gene, we designated its product
infected cell protein 18.5 (ICP18.5).

Interest in the gene specifying ICP18.5 stems from unre-
solved questions regarding the gene organization in the
HSV-1 genome, specifically the significance and regulatory
interdependence of clusters of genes found throughout the
genome that (i) may be functionally related but apparently do
not share cis-acting sites such as transcription termination
and polyadenylation signals (e.g., the genes specifying gD
and gE [30] and the genes specifying the major DN A-binding
protein and DNA polymerase [29], (ii) genes that share
cis-acting sites but do not appear to be functionally related
(e.g., genes specifying a 42,000-molecular-weight protein
and the a trans-inducing factor (5, 14), and (iii) genes that
both share cis-acting sites and have clear functional related-
ness. One cluster that fullfils the last characteristic is that
specifying the subunits of the ribonucleotide reductase (8,
11, 24). The genes specifying gB and ICP18.5 may also fulfill
this characteristic. Specifically, these genes specify mRNAs
that are 3’ coterminal (15). gB is an essential membrane
protein; virions produced in cells infected with temperature-
sensitive (ts) mutants in this gene lack the capacity to be
transported to the cell surface or to infect cells (23, 31).
Analysés of HSV-1 and HSV-2 s mutants (7, 13, 15, 25)
carrying lesions mapping in the domain of the ICP18.5 gene,
i.e., between the transcribed sequences of the gB gene and
the coding sequences of the major DNA-binding protein
designated B8 or ICP8, suggest that the product of this gene
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affects translocation of HSV glycoproteins to membranes.
One mutant, HSV-1(KOS1.1) ¢s8 (13), shows wild-type
patterns and levels of protein synthesis, glycoprotein syn-
thesis, cell surface localization of glycoproteins, and sensi-
tivity to immune cytolysis. Another mutant, HSV-1(KOS)icr
ts78 (25), also exhibits wild-type patterns and levels of
protein and glycoprotein synthesis and intracellular accumu-
lation, but the amounts of glycoprotein transported to the
cell surface are at greatly reduced levels. Moreover, cells
infected with HSV-1(KOS)icr #578 and maintained at the
nonpermissive temperature are resistant to immune
cytolysis by polyclonal anti-gB antiserum. The molecular
basis of the ts phenotype is not known. All the mutants
mapping in this region and characterized to date appear to
produce viral DNA in quantities equivalent to those pro-
duced by the wild-type parent.

Holland et al. (15) mapped a 5.6-kilobase mRNA to a
position overlapping the gB gene but 3’ to the HSV-1 g8
gene. Earlier reports from this (27) and another laboratory
(4) identified an open reading frame extending 5’ from the gB
gene. The coding sequence for the putative protein product
of this mRNA spanned the upstream promoter and regula-
tory region of gB and terminated 10 nucleotides before the
translation initiation site of gB. The 3’ terminus of this
mRNA appears to be coterminal with the mRNA directing
the synthesis of gB (15). To precisely define the 5’ end of the
ICP18.5 mRNA transcript; S1 analysis was done with the
recombinant plasmid pRB2041, which contains a 550-base-
pair (bp) DNA fragment from HSV-1 BamHI-G cloned into
pUCY (Fig. 1E). pRB2041 was digested at a Narl restriction
endonuclease site and was 5’ end labeled. Infected cell RNA
was isolated as previously described (28) from confluent
Vero cell monolayers infected at a multiplicity of infection of
10 to 20 with HSV-1{(F) (10). S1 analyses of cellular RNA
harvested at 14 h postinfection protected one major and
three minor DNA fragments whose sizes were 192, 157, 151,
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FIG. 1. (A) Sequence arrangement in HSV-1 DNA showing the
location of the unique sequences of the L and S components (U and
Us) and of the inverted repeats (a,b, b'a’,c’, and ca) flanking the
unique sequences. The subscript n indicates the number of repeats
(>1) of the a sequence. (B) BamHI restriction endonuclease map of
the prototype arrangement of HSV-1(F) DNA. (C) Relevant restric-
tion endonuclease maps of the BamHI G fragment. S, Sall; B,
BamHI. (D) The domains of gB, ICP18.5, and B8. (E) The position
of the sequenced region and the DNA probe used for mapping the 5’
end of the ICP18.5 mRNA. Panels D and E are shown in relation to
the restriction endonuclease maps in panel C. (F) Hydropathic
analysis of HSV-1 ICP18.5. The hydropathic profile was obtained by
using the algorithim of Kyte and Doolittle (21) with a moving
window of seven residues. The subsequent profile was smoothed for
plotting by taking its average in a moving three-residue-wide win-
dow. The x axis of the plot is drawn at the average hydropathicity
value deducted by Kyte and Doolittle so that points above the line
are of above-average hydrophobicity and those below the line are of
above-average hydrophilicity. smm, location of the sequence used
for preparation of the synthetic polypeptide. (G) Dot homology
matrix plot at the protein level between HSV-1 ICP18.5 and EBV
BALF3. ICP18.5 is represented on the horizontal axis and BALF3 is
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and 118 bp, respectively (Fig. 2A), indicating that transcrip-
tion of the ICP18.5 gene may initiate at several sites. The
intensity of the protected fragments suggests that most of the
mRNA protected the 192-bp fragment, i.e., transcription
initiated 3’ to this site occurred less frequently.

The nucleotide sequence of the ICP18.5 gene was deter-
mined by previously described procedures (27). A 6-
kilobase-pair Sall-BamHI subclone of the BamHI G frag-
ment (pRB2017) was subjected to a DNase I deletion
subcloning strategy as previously described (12, 17). One set
of derived clones contained staggered deletions from the
Sall site toward the BamHI terminus, whereas the second
set contained staggered deletions from the BamHI terminus
toward the Sall site. The DNA sequence of the terminal 200
to 300 nucleotides from each DNase I deletion subclone as
well as other clones obtained by conventional cloning tech-
niques was determined by the dideoxy sequencing method.
The DNA sequence of a region of 2,889 nucleotides was
obtained, beginning with the Sall site located 80 amino acids
from the carboxy terminus of the B8 gene and ending 7
nucleotides from the site of translation initiation of gB (Fig.
3). The sequence was determined in its entirety on both
strands. There is an overlap of 787 nucleotides with the
previously reported sequence of the genome domain 5’ to the
coding sequences of the gB gene (27). Comparison of se-
quences of new clones as well as resequencing of old clones
indicated that the nucleotides reported to exist at positions
81, 87, 89, and 101 of the previously reported sequence (i.e.,
upstream from the transcribed domains of gB) (27) do not
exist. The sequence reported here overlaps with that of the
HSV-1(17) DNA polymerase and B8 genes (26) by 444
nucleotides. Our sequence of the carboxy terminal 80 amino
acids of the predicted structure of the B8 protein of HSV-
1(F) is in complete agreement with that of the reported
sequence of the HSV-1(17) protein (29).

The major ICP18.5 mRNA start site determined by S1
analysis (Fig. 2A) and located at nucleotide 347 (Fig. 3) is 21
nucleotides 3’ to the sequence TTGTTT, which could serve
as a TATA box (3). The next most abundant mRNA species
has its 5’ end located at nucleotide 421, 34 nucleotides 3’ of
the sequence ATAGAA, which could also serve as a TATA
box. It is not immediately obvious which sequence serves
the TATA function for the two least abundant mRNA
termini which are located at nucleotides 382 and 388. Se-
quences with single-nucleotide deviations from the consen-
sus SP1 transcription-factor-binding sequence, S GGGCGG
<3< % (16), were found beginning at nucleotides 2%8, 273, and
845” The first translation initiation codon beyond the tran-
scriptional start sites was found beginning at nucleotide 547.
The environment of the start codon qualifies as one of
moderate efficiency (18-20) and should yield the predicted
5'-transcribed noncoding regions of 126, 159, 165, and 200 bp
for the four predicted mRNA start sites at nucleotides 347,
382, 388, and 421, respectively. The first in-frame stop codon
was found at position 2887, and its first nucleotide was
located 10 nucleotides 5’ to the translation initiation codon of
gB. The predicted translated molecular weight of the 780-
amino-acid polypeptide encoded by the open reading frame
is 83,845. Codon usage patterns in this reading frame were
consistent with those seen in other HSV genes (data not

represented on the vertical axis. A dot is plotted if a score of
evolutionary relatedness (32) summed over a 19-amino-acid window
is equal to or greater than 222. Details of the procedure have been
described previously (26).
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shown). For the 2,889 nucleotides in the strand of DNA
shown in Fig. 3, 15.0% are adenine, 33.4% are cytosine,
35.6% are guanine, and 16.0% are thymine. Of the 780 amino
acids predicted in ICP18.5, the most abundant is alanine,
with 104 residues, and the least abundant are lysine and
tryptophan, each with 7 residues. The proline residues
account for 6.7% of the total amino acids. The acidic
residues, glutamic acid and aspartic acid, account for 11.8%
of the amino acid residues, whereas the positively charged
residues, arginine and lysine, account for 10% of the amino
acids, giving the ICP18.5 protein a net negative charge. The
average hydropathicity per residue determined by using the
hydropathic values of Kyte and Doolittle (21), is —0.13, i.e.,
a more hydrophobic average than the value of —0.4 deter-
mined to be the grand average hydropathicity of a large
group of proteins analyzed by Kyte and Doolittle.

The hydropathic profile of ICP18.5 determined by the
relative hydropathy as a function of position along the amino
acid sequence (21) revealed no regions remarkable for their
hydrophilicity (Fig. 1F). Several relatively hydrophobic
stretches, e.g., residues 360 to 380 and 525 to 560, were
suggestive of membrane-spanning segments. Given the pos-
sible role of ICP18.5 in processing and transport of viral
glycoproteins to the cell surface, it seemed plausible that
ICP18.5 might be a membrane-spanning protein itself, or
even a glycoprotein, since three potential N-linked
glycosylation sites (Asn-X-Ser or Thr, X, is not Pro) were
found in the sequence. Eisenberg (9) as well as Kyte and
Doolittle (21) have established guidelines for predicting
whether proteins may be membrane associated by virtue of
possessing one or more membrane-spanning segments.
Analysis of the ICP18.5 amino acid sequence by either of
these two methods failed to detect any membrane-spanning
segments. In addition, when the Epstein-Barr virus (EBV)
homolog of ICP18.5 (see below) was analyzed in a similar
fashion, no potential N-linked glycosylation sites were found
and no membrane-spanning segments could be predicted.

The hydrophilicity analysis (Fig. 1F) suggests that a
hydrophilic domain with the predicted amino acid sequence
of Leu-Ala-Pro-Arg-Leu-Pro-Asp-Gly-Gly-His-Asp-Gly-
Pro-Pro which corresponds to amino acids 767 to 780 may be
suitable for raising polyclonal antibody reactive with this
protein. The rabbit antiserum made against this synthetic
peptide reacted with an infected cell polypeptide which was
electrophoretically separated in denaturing polyacrylamide
gels and electrically transferred to nitrocellulose sheets (Fig.
2B). The observation that the apparent molecular weight of
this protein (95,500) was higher than the molecular weight
predicted from the nucleotide sequence of the gene (83,845)
was not unexpected. All HSV proteins analyzed to date
appear to be relatively rich in proline and exhibit an apparent
molecular weight higher than that predicted for the coding
sequences of their genes (6, 27, 28). Since this polypeptide
migrated between HSV-1 ICP18 and ICP19, we designated it
ICP18.5.

The published DNA sequences of HSV-1 gB (4, 27)
contain the region encoding the carboxyl terminus of
ICP18.5. As observed independently in several laboratories
(26; B. Barrell, personal communication; this report), the
carboxyl terminus of ICP18.5 displays significant sequence
homology with the BALF3 reading frame (2) of EBV located
adjacent to the BALF4 reading frame encoding a homolog of
gB. In the dot homology matrix shown in Fig. 1G, where
perfect identity between the sequences being compared
would appear as a solid diagonal line extending from the
lower left corner and extending to the upper right corner, a
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FIG. 2. (A) Autoradiographic images of the labeled DNA probe
fragments protected from digestion by S1 nuclease. The 5’-end-
labeled probe DNA molecules protected from digestion with S1
nuclease by hybridization with cytoplasmic mRNA from infected
cells were electrophoretically separated in denaturing 8% polyacryl-
amide gels with molecular size markers. The sizes of the protected
fragments are indicated in nucleotide numbers to the right of lane 7.
Lanes: 1 to 4, DNA sequencing ladder generated as described in the
text; 5, 5'-probe fragments protected by 12 to 14 h postinfection total
cytoplasmic RNA; 6 and 7, end-labeled 123-nucleotide ladder. (B)
Autoradiographic images and immune reactivity of polypeptides
from infected and mock-infected HEp-2 cells electrophoretically
separated in denaturing gels and then electrically transferred to
nitrocellulose sheets. Techniques for the synthesis of the peptide,
the raising of antipeptide antiserum in rabbits, and the subsequent
use of the antipeptide antiserum to detect an infected cell polypep-
tide were as previously described (1). Replicate cultures of HEp-2
cells were infected with HSV-1(F) (F) or HSV-2(G) (G) or were
mock infected (M) and then labeled with [**S]methionine (**S) from
8 to 24 h postinfection. Cell lysates were subjected to electropho-
resis in denaturing polyacrylamide gels and transferred electrically
to nitrocellulose sheets. Numbers to the left indicate infected cell
protein designations. Lanes: 1 to 3, autoradiographic images of
electrophoretically separated polypeptides in lysates of infected and
mock-infected cells; 4 to 6, reaction of rabbit polyclonal antiserum
(Ab) made against a synthetic polypeptide made according to the
predicted sequence of the last 14 amino acids at the carboxy
terminus of ICP18.5 with a polypeptide (—) which migrates in
denaturing polyacrylamide gel between ICP18 and ICP19 of
HSV-1(F).
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BTCGACEGACGLBECCC TERABETEECGCACGAGGCCGAGECCC TABTCAGCCAAC TCBBCARCGLCEEE6AGETETTTARCTTTGEEEATTTTGELTGLEAGGACGACARCECGACGEE 120
BTTCE6CE6EC06E6660CEC666ACCE6LAT TTECCEECCECARACEEEC6T TCCACGEEEATGACCCE T T TEE6EEABEEECCCCCCEACAMAARGEEAGACCTRACG TTGEATATEET 240
srmr?mrmmrmmssésmrsms'rmmmﬁmscmcsécnrccsrsc'nsnn;n;r'rccsmrcmimcws&scscccrsni 360
chrcrmrsrcrcssmrmmscxscsccscumrcccsscrrsccssrcsscsssccccssmssccsccccsmmssscsncccccssscrcncccmsc 480

MetAladlaProVs ISerGluPraThrlalAlafrgGInLysLeuteuflaley 18
csssmecsmssaccsccmcsrccaccscmcrccssccsccmm:m;nTcsscsccscwrssccsccccEc?srcEsaEcEﬁncEs?scc&E?c A sT%ET%KGEEC%E 600

LeuGlyS1nValGinThr TyrValPheGlnl leGluLeuleufrgAr T& AspProHis] 1eGlvArgElyfsnAlaProProThrGluAlaGluArghlaSerGlvAlaGlyAladla 58
CTCEGACAGETECAGACE rsrsmcasmmmcrccsﬂcsﬂ CCCCACATC 6CTCCCCCARCTGAAGCTGARCGLGCTTCAGE GCTECE 720

AlaSerSerGluﬁlaGl rob roflaGlyAlaPheLeuThrProLeuSerVai ThrLeuGluleuLeuleutiuTyrAlaTrpArgGluGlyluArgLeuLeutlySe SerLeu 98

GIGGIIGG& GGM TTTCTCACCCCGCTGTCGGTEACCCTGGAGTTSCTGCTAGAGT GCGTGEEGEGAGGGEEAGEGEE CTE 840
GluThrPheAlaThrAlaGi ValAlaUalPhePheThrGluThrMatGlyLeuflafr ProE sProTyrHisGinArqUalArgLeufspThriyrG ThrUalHisMet 138
B e S e e W A S St e ?sc&eﬁnccsrccnms %60

GluLeuCEsPheLeul-hs GpEUalGluﬁsnPheLeuL sGlnLeuAsn HnsLeulleThrProSerﬂ laThrAlaLeuGluﬂ UalA Glu PheﬂetUa Gl 178
GAGCTETETTTCCTRCAC srcsmmcrchcacmmrXcrEEcaccrcnrcncn:cccrcsc LRl TnchlaLeue udngfalrat lueliet o R LALR 1000

Val6l rGl eulleUalProProGlt;LeuSerRs ProSerHisPraC AlaUaiC sPheGluGluLeuCysUal ThrAlafsnG lnclglaThrIleAIaAlaAlaT ag 218
GTEEELT TTATCETCCCCCCEGABCTT GTCCCACCCCTLCELEETCTGETTTCEAGGARCTETETGTGACGELGAAL GACGATCSCCGCCGCETGEC 1200

ThrUalSerUal Thr ThrSerProSerArgArgArgC ThrProThrSerUalAr Ar rLeuProHisAlaflablyleuSerAs m ar AlaGl AlaLeuArg 258
ACCETATCTETAACCACETCACCCASE E&cf TGCCCCACGCCECCEEECTET GCTCTCCET 1320

ValGlyProCysAlatl romEﬂreﬁl& Eraﬁr aﬂlaProPranlMaGluﬁsn SerUalAr GiuAlanspAlaLeuleuGluAlaHisAspUalPheGlnAla 298
TG&EM&GC Glﬁ CCGTCECCEABAAC GEPXEQAGGCEQEGCCCTGCTGGAGGCGCACB&ESTSTTTCAGGCC 1440

ThrThrProEG&.euT rAlalleSerGluLeufrgPheTr LeuRlaSer&EAs Arg m.c InThr ThrMe tAspAl aPheAlaSerAsnLeuThrAlaLeuiafrgGluley 338
ACCACECLC TCAGLEAATTBCCATTCTERCTCRCETLD AGACCACCATEGACGLETTTGCCAGCARCCTEACCECECTEECECECERGTTE 1560

SlnGlnGluThrMaAlaUalﬁlaUalGlﬁLeuAlaLeuPheGl&rERrEAlasluHisPheAs rgAlaPhe6] SerHisLeuAlaflaleufs FetUalAs AsphlaLeullelle 378
CAGCAGGAGACCECCECEETEECCETEEARCTEECELTETT ATTTCGATCELECGTTC CACCTGECGECECTGGATATEET CCTAATAATC 1680

GIvEIvEInAlaThrSerProfsphspGlnT 1eGluRlaleul leArgAlaCys TyrAspHisHisLeuThr ThrProLeuLeuArgArgLeuValSerProGluGinCysAspGluGlu 418
m&&wmswsaﬁm?mmmsc TCAT Ecr&csafmmcrwmsccscrcrrccsﬂcs&crc GTCAGCCCCEAACAGT! &s«g 1800

AlaLeuArahrgValLeun] sAraMetGluAl aBlvilablyelyProL ysGlyGluAlaGlyProRspAspspG] vispArqUalAlaValGluGlublyhlafrgGiyLeublyhla 458
m&?&ﬁ?cﬁﬂs?mr‘ésc&'sﬂams&cssﬁcﬁ%cc‘ & Wscsss&m&&s& CeteTeece mm&cxcﬂsc& T 1920
Proslélé léléludsEslunlaPr&SerProarE'maArEmET&rm&amslim.rrr Gk IlggéggérGlnﬂlamaAlaﬂs U%lﬂrEGluAraﬁrEﬂrgL%}xc; 2323

AlaRspAr LeuThrL ar SerLeuAlaSerLeuG!E ET&galArESluGlnArEGléluLou luLysMetLeufr Ua1SerUalHisGl GluValLeuProAlaThrPhe 538

TCETTEECCAGCCT TGCT! TCAGCETCCAC TSCTGCECGCSACGTTC 2160
AlaAlaValAlafs nGlEPheAlaAlaAr'ﬁlaLeuLeuAlaAlaLeuThrhlaGlgglaGIEThrUallle fispAsnArgSerAlaProGl a|PhefispAl aHisArgPheMetarg 578
6CCECEETCEL TTT TTCTCECCECCCTEAC TCATCGACAACCECTCEECEL 6TETTC I: TTCAT 2280

f ValasoProflaLeuLeuProSer 1 1eThrHisArgPhePheGluLeulalfsnGluProLeuPhespHisSer ThrHisSerPheAiaGlnProPro 618
“"S"L’"L“écﬁa'éia&’sc&c{:&c' e L L L TLARCEGLC LT T TGATCAC TCEACCCACAGL T TCBLCCABECCELE 2400

xGl AlaAl PhIlHeGl 1261 GlyAlafispTrpAlalalSerGluPhe 658
RsnThrAlaLeuTer& UalGluAana Gl&euLeuProHlsL?lL S uGluLeu a rE elle £ Wr GC?GA Tr 3 5l r uTT% 450

Ph GlylleSe GI IleTh P Th Gl n Al ﬁlaT Ar rlleAr QIuLeullelIeﬁlaThrThrLeuPheﬁlaSerUalT raArqC Gl' 698
c&%ﬁn’r}%f °saEeeEn T CCEGhAT ACECCCAC TCABCECBLL TATTC TsmmccccaccacacrcTneccrcssrchccsﬂ 2640

GluLeuGluLeufrgAr Profs Serfr ProThrSerGluGl TyrArqT: rProProBl alT rLouThr ProLquolAIalleUalGl Se 738
EAGCT ccacnccs%eﬂccmf L ACCECCCRACCT ’f&? RCCetT chcsccwsfgm&cmcsrwmafr? CCBCTEETGGCCATCRTCRAGARL 2760

AlaProfsp6l 11e61yProfr SerUalU lU l rAspArgAspValPheSer [ leLeuT rSerValLeuGinHisLeuAlaProArgLeuProfspblyGivHishspGly 7
ecccccsaﬂad’cr? |oS]sbrorasectivelue T TTTCTCATCCTCTRCTCBG TCC TCCAGCACE TCRCECT mrﬁm@e&ﬁn&sﬁ 2800

ProPro 780
ccceeet 2889

FIG. 3. Nucleotide and predicted amino acid sequences of the domain of the ICP18.5 gene. mmm, polyadenylation site for ICP8 gene;
vawa, transcription initiation sites of ICP18.5 mRNA indicated by the S1 analyses.

less than perfect but nonetheless well above background seen by using a minimum relatedness value of 235 for
diagonal of homology extends in patches for almost the plotting, compared with the value of 222 used in this study.
entire length of the molecules. The level of relatedness seen The amino acid sequences of ICP18.5 and BALF3 were
between BALF3 and ICP18.5 is less than that seen between aligned to demonstrate the areas of identity. In the alignment
the adjacent EBV reading frame BALF4 and HSV-1 gB (26), shown in Fig. 4, ICP18.5 residues 76 to 95, 132 to 221, and
where a stronger diagonal with less background detail was 487 to 732 were aligned by the alignment optimization
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Met.AlaAlaProValSerGluProThrValAlaArsGlnLysLeuLeuAlaLeuLeuGlyGanalGlnThrTeralPheGlnI leGluLeuLeuArgArsCysAspPronsIleGly
MetSerGlyLeuLeuAlaAlaAlaTyrSerGanalTyrAlaLeuAlaValGluLeu---SetVa1CysThrAr5LeuAspProArsSerLeu --------- AspValAlaAlaValVal

ArgGlyAsnAlaProProThrGluAlaGluArgAlaSerGlyAlaGlyAlaAlaAlaSe:SerGluAlaGlyProGlyGlyProAlaGlyAlaPheLeuThrProLeuSerValThrLeu
ArgAsnAlaGlyLeuLeuAlaGluLsuGlu Alal laLeuLeuProArsLeuArsArsGlnAsnAspArsAlaCysSerAlaLeuSerLeuGluLeu

GluLeuLeuLeuGluTytAlaTrpAr;GluGlyGlqu51.euLeuGlySerLeuGluThrPheAlaThrAlaGlyAspValAlaValPhePheThrGluThrMetGlyLeuAlaArsPro
VallhsLeuLeuGluAsnSerArgGluAlaSerAlaAlaLeuLeu ---------------- AlaPtoGlyArsLysGlyThrArsValProProLeuArg

CysProTyersGlnArsValArgLeuAspThrTyrGlyGly---ThrValHi. sMst.GluLeuCysPheLeuH:. sAspValGlu.AsnPheLeuLysGlnLeuAsn --------- Terys
ThrPro---SerValAla‘IyrSerValGluPheTyrGlyGlyHi sLysValAspValSerLeu@sLeuI leAsnAspIleGiul leLeuMetLysArgIleAsnSerValPheTyrCys

HisLeuIleThrProSerArgGlyAlaThrAlaLeuGluArgValArgGluPheMetValGlyAlaValGlySerGlyLeulleValProProGluLeuSerAspProSerHisProCys
MetSerHisThr------| Met.GiyLeuGluSerLéuGiqu':gAlaLeuAspLsuLeuGlyArsPheArgGiyValSerProIieProAspPi:oArgLéuTyrI leThrSerValProCys

AlaValesPheGluGluLeuCysValThrAlaAsnGlnGlyAlaTthleAlaAlaAlaTrpArgThrVngngalThrThrSerProSerArgArgArsCysGlyTrpThrProThr
TrpArgCysValGlyGiuLeuMetValLeuProAsnHisGlyAsnProSerThrAiaGluGlyThrHisValSer-===============c--cc-com- CysAsnHisLeuAlaVal

SerValArgArgTyrLeuProHi sAlaAlaGlyLeuSerAspAlaAspArsA]..aG]..yAlaLeuArsValGlyProCysAlaGlyProAspArg- --GlyGlyArgArgAlaAlaProPro
ProValAsnProGluProValSerGlyLeuPheGluAsnGluValArgGlnAiaGiyLeuGlyHisLeuLeuGluAlaGluGluLysAlaArgProGiyGiyProGluGluGlyAlaVal

ValAlaGluAsnAspSerValArglLysGluAlaAspAlaleuleuGluAlaHisAspValPheGlnAlaThrThrProGlyLeuTyrAlalleSerGluLeuArgPheTrpleuAlaSer
ProGlyProGlyArgProGluAlaGluGlyAiaThrArgAlaleuAspThrTyrAsnValPheSerThrValProProGluValAlaGluLeuSerGiuLeuLeuTyrTrpAsnSerGly

GlyAspArgAlaGlyGlnThrThrMetAspAlaPheAlaSerAsnLeuThrAlaleuAlaArgGluLeuGlnGlnGluThrAlaAlaValAlaValGluLeuAlaleuPheGlyArgArg
GlyHisAlalleGlyAlaTRr== === === == oo m oo oo o o o e e e e e e e e oo

AlaGluHisPheAspArgAlaPheGlySerHisLeuAlaAlalLeuAspMetValAspAlaleullelleGlyGlyGlnAlaThrSerProAspAspGlnIleGluAlaLeulleArgAla
---GlyG1lnGlyGluGlyGlyGlyHisSerArgLeuSerAlaLeu------------ PheAlaArgGluArgArgleuAialeuValArgGlyAlaCysGluGiuAlaLeuAlaGlyAia

CysTyrAspHis-----------=c-c=wmn=c] HisLeuThrThrProLeuleuArgArgleuVal---SerProGluGlnCysAspGluGluAlaLeuArgArgValLeuAlaArgMet
ArgLeuThrHisLeuPheAspAlaValAlaProGlyAlaThrGluArgLeuPheCysGlyGlyValTyrSerSerSerGlyAspAlavalGiuaiaLeulysAlaAspCysAia------

GlyAlaGlyAlaGlyGlyProLysGlyGlyAlaGlyProAspAspAspGlyAspArgValAlaValGluGluGlyAlaArgGlyLeuGlyAlaProGlyGlyGlyGlyGluAspGluAla
————————— AlaAlaPheThrAlaHisProGlnTyrArgAlalleLeuGlnLysArgAsnGluLeuTyrThrArgleuAsnArgAlaMetGlnArgLleuGiyArgGiyGiuGluGiuaia

ProSerProArgAlaArgGlyThrGlyPro---GluThrTrpGlyAspl leAlaThrGinAlaAlaAlaAspVal.ArgGlqu5ArgArgLeu‘l‘yrAlaAspArgLeuThrLysArsSer
Se:ArgG].uSerProGluValProArsPi:oAlaGlyAlaArsGluProGlyProSorGlyAiaLeuSorAipAlaLeuLysAi'sLysGluGlanrrLeuArgGanalAlaThreluGly

LguA!.aSerLguGlyArsC).'sVal.ArsGluGJ!.nArgGlyGluLeuGluLysMetLau.ArsValSorValﬂi sGlyGluValLeuProAlaThrPheAlaAlaValAlaAsnGlyPheAla
LeuAiaLysLeuGlnSerCysLeuAlaGlnGinSerGluThrLeuThrGluThrLeuCysLeuArgValTrpGiyAspValValTyrTrpGluLeuAlaArgMetArgAsnHisPheLeu

Alan:gAlaLeuLeuAlaAlaLeu‘l‘hrAlaGlyAlaGlyl'hrValI leAspAsnArgSerAlaProGly- --ValPheAspAlaHisArgPheMetArgAlaSerLeuLeuArgH;sGln
TyrArg--------- Ar;AlaPhoValSorGlyPro ------ 1‘rpGluAspAngrsAlaGlyGluGlyAlaAlaPhoGluAsnSerLysTyrI leLysThrﬂisLeuPheThrGlnThr

Va lAspProAlaLeuL?uProSetI le‘n:arﬂi sArgPhePheGluLeuValAsnGlyProLeuPheAspHisSerThrHisSerPheAlaGlnProProAsnThrAlaLeuTyrTyrSer
LeuSerSerGluHisLeuHisAlaLeuThrHisSerLeuTyrThrPheIleThrGiyProLeuAlaGluGluSerGlyLeu---PheProProProSerAsnValAialeuAlaArgCys

ValGluAanalGl!.yLouLgqu;oH% sLouL):sGluGluLeuAlaA:sPheIloMetGlyAlaGlyGlySo:GlyAlaAspTrpAlaValSQrGluPheGlnArgPheTerysPheAsp
CysAspAlaAlaGiyThrLeuProHisGlnLysAlaPheLeuThrSerLeulieTrp---ProGiyIleGluProSerAspTrpIleGluThrSerPheAsnSerPheTyrSerValPro

G}yI leS?rGlyI 10ThrProIhrGl!.nArgA1aAlaTrpA{:gTyrI leArgGluLeulleIleAlaThrThrLeuPheAlaSerValTyrArgCysGlyGluLeuGluLeuArgArgPro
GlyGlySerLeuAlaSerSerGlnGin---IleLeuCysArgAlaleuArgGiuAlavalleuThrValSerLeuTyrAsnLysThr---TrpGlyArgSerLeulleLeuArgArgAla

A§prsSorA:gPx':o‘l'hrsorGl.uG}yAt;Ty:ArsTy:PgoPtoG}yValTy:LouThrTyrAspsorAsprsProLeuVaulaI leValGluSerAlaProAspGlyCysIleGly
AspAlaValSerPro--------- GiyGlnAlaLeuProProAspGiyLeuTyrLeuThrTyrAspSerAspArgProLeulleLeuleuTyrLysGlyArgGlyTrpValPheLysAsp

ProArgSerValValValTyrAspArgAspValPheSerIleLeuTyrSerValLeuGlnHisLeuAlaProArgleuProAspGlyGlyHisAspGlyProPro
LeuTyrAlaLeuLeuTyrLeuHisLeuGlnMetArgAspAspSerAla

FIG. 4. Alignment of the HSV-1 ICP18.5 amino acid sequence and the amino acid sequence encoded in the BALF3 reading frame of EBV.
The alignment was manually constructed as described in the text. HSV-1 ICP18.5 is the upper sequence and EBV BALF3 is the lower

sequence. :,

program of Lipman and Pearson (22). The remainder of the
alignment was constructed manually by using the criterion
that a gap would be inserted into a sequence only if it
allowed a minimum of three residues to be brought into
alignment. As seen in the homology dot matrix plot (Fig.
1G), the most homologous portions between the two pro-
teins occurred near the carboxy terminal of the molecules.

Identical residues between the sequences; ----, gaps inserted to allow alignment of homologous seqments.

The longest stretch of uninterrupted identity ranges from
ICP18.5 residues 723 to 729. Of the 780 predicted amino
acids of ICP18.5, 174 or 22.3% aligned with predicted
sequences of BALF3.

The arrangement of the coding sequences of the ICP18.5
and gB genes indicates that a total of 10 bp separated the
third nucleotide of the last codon of ICP18.5 from the first
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nucleotide of the initiation codon of gB. The predicted
transcription initiation site of gB (27) is within the coding
sequence of ICP18.5 and, since its mRNA is not spliced, the
promoter-regulatory domain of gB, although at this time
poorly defined, must also be located within the domain of the
ICP18.5 gene. An interesting issue which remains to be
resolved is the effect of transcription of the ICP18.5 gene on
the transcription of the gB gene and, conversely, the effect of
transcription of the gB gene on the expression of the 5’ gene
specifying ICP18.5. Studies designed to define the relation-
ship between the expression of these two genes are in
progress.

Nothing is known of the function of the ICP18.5 protein
other than the phenotype of viruses carrying mutations in
this gene. The predicted amino acid sequence of the ICP18.5
does not indicate that its domain spans across cell or viral
membranes. We cannot exclude the possibility, however,
that it interacts with the inner surface of cell or viral
membranes or with membrane proteins.

The relationship between ICP18.5 and gB is of interest
primarily because the phenotype of ICP18.5 mutants sug-
gests that they affect membrane proteins and because the
gene specifying these proteins are not only juxtaposed but
actually overlap in domain. This overlap in domain observed
in the HSV-1 genome is conserved in the genome of the
EBV. Thus, the BALF3 open reading frame encoding a
putative protein related by sequence to ICP18.5 is juxta-
posed 5’ to the BALF4 open reading frame expressing a
glycoprotein related by sequence to gB (2, 26). Of special
interest is the observation that the most closely related
domains of the ICP18.5 and the protein encoded by the EBV
BALF3 reading frame were those encoding the carboxyl
terminus of the protein and the promoter-regulatory domain
of the gB gene. If the conservation of homology is owing to
the function of the ICP18.5 and the corresponding BALF3
protein, this would suggest that the important functional
domain of ICP18.5 is located at the carboxyl end of the
protein. Alternatively, the sequence conservation would
suggest that the regulation of gB and its counterpart in the
EBV genome has special, well-conserved requirements.
This issue also remains to be resolved.
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