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Identification of the Major Capsid Protein Gene
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The coding region for the major capsid protein (MCP) of human cytomegalovirus (HCMYV) was identified by
comparing the protein sequence with the respective sequences of herpes simplex virus (HSV), Epstein-Barr
virus, and varicella-zoster virus. The predicted length of the HCMV MCP was 1,370 amino acids. Comparison
of the MCP sequences of the different human herpesviruses showed a homology of 25% to the MCP of HSV type
1, a homology of 29% to the MCP of Epstein-Barr virus, and a homology of 23% to the MCP of varicella-zoster
virus. A subfragment of the HSV type 1 Kpnl i fragment encoding the MCP VPS5 cross-hybridized with the
HCMYV HindIII U fragment containing part of the MCP gene. Northern (RNA) blot analyses with subclones out
of the coding region for the HCMV MCP detected one large transcript of about 8 kilobases. A portion of the
open reading frame was expressed in Escherichia coli plasmid pBD2 IC20H as a 3-galactosidase fusion protein
and was used to generate polyclonal antibodies in New Zealand White rabbits. The obtained antisera reacted
in Western immunoblots with the MCP of purified HCMYV virions. A monoclonal antibody against the human
MCP and a monospecific rabbit antiserum against strain Colburn of simian cytomegalovirus detected the fusion
protein as well as the MCP of purified virions in immunoblots.

Human cytomegalovirus (HCMV), a member of the her-
pesvirus family, is a major pathogen in immunosuppressed
individuals and a common infectious cause of congenital
abnormalities. Conventional methods of HCMYV diagnostics
are thus far based on insufficiently defined viral antigens.
Additionally, the study of the regulation of late gene expres-
sion of HCMYV has been hampered by the limited number of
mapped late genes (8, 9, 21, 24, 33, 41, 46). For studying the
regulation of late gene expression and its influence on the
pathogenicity of this virus, a detailed analysis of the virion
components and the identification of the genes coding for
them are prerequisites. This appears to be especially impor-
tant for HCMV, since posttranscriptional means of late gene
expression have been proposed recently (16, 17, 19).

Purified HCMYV particles contain a minimum of 25 struc-
tural proteins, some of which are modified by glycosylation
or phosphorylation (18, 26, 43, 52). At least two prominent
large proteins with an apparent molecular weight of about
150,000 can be detected in virion preparations. One of these
polypeptides was identified as the basic phosphoprotein
pp150 and was considered a matrix component (18, 24, 45).
The other protein is thought to represent the major capsid
protein (MCP) of HCMV. This was deduced from an elec-
trophoretic mobility similar to that of the MCP of simian
cytomegalovirus (SCMV) strain Colburn in one-dimensional
and two-dimensional gel electrophoreses (18). In addition, a
polyvalent monospecific antiserum reactive with the puta-
tive MCP of SCMV cross-reacted with a polypeptide of
about 150,000 molecular weight (150K polypeptide) in virion
preparations of HCMV (55). The MCPs of other human
herpesviruses, such as herpes simplex virus (HSV), vari-
cella-zoster virus (VZV), and Epstein-Barr virus (EBV), also
migrate at between 149K and 160K in polyacrylamide gel
electrophoresis (10).

For a number of viruses, the capsid proteins serve as
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dominant antigens in the course of infection. In HSV, the
MCP has been shown to be highly reactive with human
antisera (14). For HCMV, the immunodominant proteins
appear to be two phosphorylated matrix proteins of 150K
and 65K (25) and the glycosylated envelope protein of 58K
(8, 20, 33). In contrast to the other human herpesviruses, the
MCP of HCMYV appears to be of limited antigenicity in its
natural host; only a few sera from patients infected with
HCMV detect the respective band in Western immunoblots
(25). The differences in immune response to structural pro-
teins of various herpesviruses might be important in terms of
clinical and biological aspects of a particular virus.

This article describes the identification of the MCP gene of
HCMV. The approach taken was to compare sequences of
HCMYV with the known genes for the MCPs of HSV, EBV,
and VZV. A subfragment from the 5’ end of the putative
HCMYV open reading frame was cloned in a bacterial expres-
sion vector. The resulting fusion protein was used to elicit
antibodies in rabbits. These sera, together with other mono-
clonal and monospecific antibodies against the MCPs of
HCMYV and SCMV, were taken for a definite identification of
the MCP gene of HCMV.

MATERIALS AND METHODS

Virus and cells. HCMV AD169 was provided by U. Krech.
Propagation of virus in human foreskin fibroblasts was done
by standard methods. Purification of HCMV particles from
the supernatant of infected cells was done by centrifugal
separation in glycerol-tartrate gradients as described before
(23, 53).

Plasmids and Southern blot hybridization. The HindIII U
and a fragments of HCMV used for genomic sequencing
were derived from the pAT153 recombinant plasmids H1G1
and V, respectively (44). These plasmids were the kind gift
of Jon Oram. Other work used the HindIIl U and a frag-
ments subcloned from the cosmid pCM1007 (15) into de-
phosphorylated pACYC184 and pUC19 by standard meth-
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ods (34). The HSV type 1 (HSV-1) Kpnl i fragment encoding
the MCP VP5 was kindly provided by B. Matz. Southern
blot hybridizations were probed with a nick-translated Ddel
subfragment of Kpnl-i. Hybridizations and washings were
done under conditions of low stringency only.

DNA sequencing and data analysis. Sequencing was by the
chain termination method of Sanger et al. (47). Random
subfragments of HindIII-U and -a were generated, cloned in
M13mp8 (40), and sequenced by the method of Bankier et al.
(3). Sequence data were compiled by using the programs
DBAUTO (50) and DBUTIL (49) and analyzed for the
presence of open reading frames with ANALYSEQ (51).
Predicted protein sequences were compared with protein
library sequences by using FASTP (32). Multiple alignment
of the MCP sequences of HCMV, EBV, VZV, and HSV-1
was performed by using the AMPS suite of programs (4).
Diagonal homology plots were generated with the program
COMPARE (13). All programs were run on DEC VAX
computers operating VMS.

RNA extraction and Northern (RNA) blot analysis. Total
late RNA of HCMV was isolated by previously published
procedures (6, 24) 6 days postinfection with a cytopathic
effect of 70%. Uninfected-cell RNA (mock RNA) was puri-
fied 7 days after passage. RNA was fractionated on denatur-
ing agarose gels containing formaldehyde (31) and trans-
ferred to nitrocellulose filters. The RN A was hybridized with
nick-repair-labeled plasmid DNA of the corresponding
clones. Filter hybridization and washings were done as
described previously (24).

Expression cloning, induction, and purification of fusion
proteins. The construction of plasmid pSH1 was carried out
by ligating a 1,142-base-pair Stul-HindIII subfragment from
the HindIII a fragment of HCMYV into the Smal-HindIII-
cleaved expression plasmid pBD2 IC20H (5, 36). Plasmid
pNB1 was made by cloning a 928-base-pair Nael-BamHI
subfragment from the HindIIl U fragment into the EcoRV-
Bglll-restricted plasmid pBD2 IC20H. pSH1 and pNB1
were transformed into Escherichia coli BMH7118 (39). For
induction of fusion proteins, 1 ml of overnight culture of
BMH7118 was diluted in 5 ml of Luria-Bertani medium.
Bacteria were grown at 37°C to an optical density of 1.0 at
600 nm. The cells were induced by adding isopropyl-B-D-
thiogalactosidase (IPTG) to a final concentration of 1 mM.
After 3 to 5 h, cells were collected by centrifugation and
suspended in 100 pl of polyacrylamide gel loading buffer as
described by Laemmli (30). By this procedure, pNB1 pro-
duced no distinct fusion protein and the DNA construct
proved unstable. For purification of the stable fusion protein
SH1, induced 50-ml cultures were pelleted and suspended in
2 ml of phosphate-buffered saline containing 2 pl of DNase (1
mg/ml) and 5 pl of lysozyme (0.1 mg/ml). After incubation
for 30 min on ice, the lysate was sonicated for 30 s and
centrifuged at high speed. The pellet was washed for 30 min
in phosphate-buffered saline, centrifuged, and suspended in
1 ml of 1 M urea. The whole procedure was repeated three
times with 1 ml of 2 M, 4 M, and 7 M urea, respectively. The
recombinant protein proved soluble only in the 7 M urea
fraction. The supernatant of the last fraction was then
dialyzed against phosphate-buffered saline.

Monoclonal and monospecific antibodies. A monoclonal
antibody, directed against the MCP of HCMV, was Kindly
provided by W. Britt. A monospecific antibody against the
MCP of SCMV strain Colburn was kindly provided by W.
Gibson (9). The SH1 monospecific antiserum was raised in
New Zealand White rabbits. The fusion protein SH1 was
treated with increasing concentrations of urea as described
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above and was used for immunization by previously pub-
lished procedures (25).

Protein gel electrophoresis and Western blot analysis. Pro-
teins were fractionated by sodium dodecyl sulfate-polyacryl-
amide gel electrophoresis essentially as described previously
(30). Gels were stained with Coomassie brilliant blue or with
silver nitrate (38). Purified virions were separated in gels
containing 8.5% (wt/vol) polyacrylamide with an acrylamide/
methylenebisacrylamide ratio of 28:1 (high bis) (23). Separa-
tion of fusion proteins was done in 10% polyacrylamide gels.
For Western blot analysis, proteins were electrophoretically
transferred to nitrocellulose filters (54) and blocked with
phosphate-buffered saline containing 1% bovine serum albu-
min and 0.05% Nonidet P-40. After reaction with the anti-
body, sheets were incubated with horseradish peroxidase-
conjugated protein A or antiimmunoglobulin G. Fusion
proteins were detected by using 4-chloro-1-naphthol as a
substrate. For detection of virion antigens, a more sensitive
procedure using diaminobenzidine in combination with
CoCl, and Ni(NH;)¢SO, was used (12).

RESULTS

Sequence analysis and relationship of the HCMV MCP to
the MCPs of other herpesviruses. The DNA sequences of the
HindIIl U, a, P, and S fragments of HCMV AD169 have
been determined. Computer analysis was used to identify the
presence of open reading frames within the sequence. One
long open reading frame was found to span the junction of
HindIII fragments a and U (Fig. 1 and 2) with a predicted
translation product of 1,370 amino acids (Fig. 3). By com-
paring this amino acid sequence with a library containing
EBV, HSV, and VZV sequences, matches to the MCPs of all
three viruses were found. The percent amino acid identity
within the overlapping regions of each pair of sequences was
determined from the alignment shown in Fig. 3. Thus,
identities of 29% between the MCPs of HCMV and EBV,
25% between the MCPs of HCMV and HSV-1, and 23%
between the MCPs of HCMV and VZV were found. Dot
matrix homology plots are also shown in Fig. 4.

Genomic localization of the MCP of HCMV. Computer
analysis placed the coding region for the MCP of HCMV to
the junction region of HindIII fragments a and U (Fig. 1). To
see whether the degree of homology between the different
herpesviruses was sufficient for cross-hybridization, cosmid
clones of the whole HCMV genome were hybridized to a
3.1-kilobase (kb) Ddel subfragment of the HSV-1 Kpnl i
fragment encoding the MCP (VPS) of this virus (Fig. 1).
Hybridization above background was detected only with the
5.8-kb HindIllI U fragment of HCMV (data not shown). This
part of the open reading frame corresponds to the portion of
the Ddel subfragment from the MCP gene of HSV-1.

Northern blot analysis. To identify the RNA for the MCP
of HCMV, Northern blot analyses were carried out with
subclones from its coding region. Late RNA from HCMV-
infected fibroblasts was purified at about 6 days postinfec-
tion and subjected to electrophoresis on denaturing 1%
agarose-formaldehyde gels. After transfer, the filters were
hybridized to the a->?P-labeled 2.1-kb HindIIl a fragment
and the 5.8-kb HindIlIl U fragment. The HindIII a fragment
hybridized with an abundant RNA of about 8 kb and a minor
one of about 5 kb (Fig. 5, lane 1). The HindIIl U fragment
revealed a predominant RNA of about 8 kb and two minor
transcripts of about 3.3 and 2.2 kb (Fig. 5, lane 3). RNA from
uninfected cells did not hybridize with the HCMV DNA
probes (Fig. 5, lanes 2 and 4). Since only the 8-kb RNA was
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FIG. 1. Structure of the HCMV AD169 genome, with prototype arrangement of the HCMV genome with restriction sites for HindIII and
EcoRI (bottom) and relative positions of the cosmids (15) and plasmids used in this study. Symbols: A, location of the open reading frame
coding for the HCMV MCP; mmm, location of the expression clone pSH1; 1, location of the unstable expression clone pNB1.

seen with these two adjacent fragments representing the
coding region of the MCP open reading frame, this transcript
appears to be the RNA coding for the MCP of HCMV.

Verification of the MCP gene by procaryotic expression
cloning. To prove that the open reading frame does code for
the 155K MCP of HCMYV, parts of the open reading frame
were cloned into the E. coli expression vector pBD2 IC20H.
A Stul-HindIII DNA fragment of the putative MCP gene
was ligated into the plasmid pBD2 IC20H cut with Smal-
HindlIll, giving rise to the clone pSH1 (Fig. 1). The vector
harbors the DNA sequence for a truncated N-terminal
portion of B-galactosidase of 375 amino acids, adjacent to a
polylinker region which facilitates the in-frame ligation of
gene fragments to the amino terminus of B-galactosidase.
The recombinant clone pSH1 was transformed into E. coli
BMH?7118. The plasmid could be stably propagated in the
bacteria, and a fusion protein of the expected size of about
92K (Fig. 6A, lane 2) was induced by IPTG. However,
another construct with a Nael-BamHI fragment of 928 base
pairs from a downstream region in the open reading frame
proved to be unstable in our system (Fig. 1).

The SH1 fusion protein was used to raise antisera in New
Zealand White rabbits. To reduce E. coli-specific proteins,
the fusion protein was purified by urea fractionation before
injection as described in Materials and Methods. A serum
obtained after primary injection and two booster injections
detected the MCP of purified virions as well as the fusion
protein SH1 in Western blot assays (Fig. 6B). For the
resolution of purified virions, we used 8.5% denaturing
polyacrylamide gels with a high bisacrylamide ratio to sep-
arate the upper band with a molecular weight of about
155,000, corresponding to the MCP, and the lower band

corresponding to the basic phosphoprotein pp150. Addition-
ally, a monospecific antiserum directed against the MCP of
SCMV strain Colburn (54) reacted in Western blots with the
HCMYV MCP of purified virions and with the fusion protein
SH1 (Fig. 6C). The fusion protein SH1 was also detected by
a monoclonal antibody against the HCMV MCP (Fig. 6D).
Besides the strong specific reaction with the MCP band of
purified virions, the monoclonal antibody reacted weakly
with an additional band of about 65K. In some cases this 65K
band was also seen in Western blots when the rabbit antisera
directed against the fusion protein SH1 and the MCP of
SCMV were used. This kind of cross-reactivity was ob-
served reproducibly and remains unclear.

Taken together, these data demonstrate that the long open
reading frame spanning the HindIII a and U junction codes
for the MCP of HCMV.

DISCUSSION

For a number of genes, sequence conservation between
the different members of the herpesvirus family has been
shown either at the nucleic acid or the amino acid level. By
computer search, for instance, Davison and Taylor (11)
found 29 of 67 putative proteins deduced from the known
genomic sequences of EBV and VZV to be homologous.
Several genes of HCMV encoding structural and nonstruc-
tural proteins have been identified by searching for homolo-
gies in other herpesviruses. Examples of proteins identified
in this way are the HCMV glycoproteins gB and gH, the
major DNA-binding protein, and the DNA polymerase (9,
22, 27, 28).

This article describes the identification of the MCP gene of
HCMV. The gene was identified by comparing the deduced



TA@CGAGCC@CMCGTCACAGCCGAGGCGGCG:GGCGCAGCGCCGGCCA‘I‘TC TCCGGGTCGCGC TGC TTTCCCCGAGC TCCGACGCCTCGCGC TCACGCCGCCGEC 120

M E N W S A L L LPKVGIUPTODTFTULTHVYVIKTSAGTET<®MXTFTEAMALLTRTITY]Y
GCGATGGAGAACTGGTCGGCGC TCGAGC TCC TGCC TAAAGTAGGCATTCCCACTGAC T T TCTGACGCACGTCAAGACCAGCGCCGGCGAGGAGATGT TTGAGGCCTTACGCATCTACTAC 240

G 0O D P ERY NTIHTFZTZATITFGTT FCNRILTEWNUVYTFLTSGULAARAMARMZEARANTIK
GGCGATGACCCCGAGCGTTACAATATTCACTTCGAAGCCATC TTCGGCACCTTCTGCAATCGCCTGGAATGGGTTTATTTT TTGACCAGCGGC TTGGCCGCGGCGGCGCACGCCATCAAG 360

F H D L L T TG KMULTFUHBEV QV?PRVASGAGLTPTSRQTTIMVTK.Y
TTCCACGACC TGACTACGGGCAAAATGCTGT TCCACGTGCAGGTGCCGCGTGTGGCCAGCGGCGCCGGT TTGCCCACTAGTCGTCAGACCACCATTATGGTCACCAAATAC 480

$ E XK s P I T 1 PTFELSAACTLTYLRZE2TT FUZEZGTTIULDIXTIULNUVEARKMIHET
AGTGAAAAATCCCCCATCACCATCCCCTTCGAGC TCAGCGCAGCC TGCCTCACGTATC TGOGCGAGACATTCGAGGGCACCATC TTGGACAAGATCC TCAACGTGGAAGCCATGCACACG 600

VLRALIKNTADAMERSGTULTIU HST FLOQTULLRIKAEPTPYT FUVVQTTLUVTEN
GTGCTGCGCGCGC TTAAAMACACGGCCGACGCCATGGAGCGCGGC TTGATTCACAGC TTTTTACAGACAC TGC TACGCAAGGCGCCGCCGTACT TTGTGGTGCAGACGCTGGTAGAAAAC 720

AT L AROQALNR RTIAG QRS SNTITLG QST FXKA AIKMTLATTLTFTLTLNTR RTHRDIRDOTY YV
GCCACACTGGCGCGACAGGCACTGAACCGCATCCAGCGAAGCAACATC T TGCAGAGC TTCAAGGCCAAATGC TGGCCACGCTCTTTTTGC TGAATCGCACGCGCGATCGCGACTATGTG 840

L X F L TRULAEA KA AMAMLTODSTILDNZPTTZYTT S S GAIKTISGV MV S TANUV
CTCAAGTTCCTCACGCGTC TGGCCGAAGCGGCCACCGATAGCATCCTAGACAACCCCACCACGTACACCACGAGCTCGGGGGCCAAGA TCAGCGGCGTGATGGTAAGCACGGCCAACGTT 960

M QI I M S L L S S HITXKTETUV SAPATYGNTFUVLSPENAMMYVTATISTYH H
ATGCAGATCATCATGTCGCTGC TCTCAAGCCACATCACCAAAGAAACGGTC TCGGCGCCGGCCACC TACGGCAATT TTGTACTCAGTCCCGAAAATGCCGTCACTGCCATATCCTATCAC 1080

$ I L ADF NS Y X AHLTSGQPHILZPNDSTILSOQAGH AHSTLTTZPTLSMMODOUV
TCGATCCTGGCCGATTTCAACTCGTACAAGGCTCATCTGACT TCGGGCCAACCGCATTTGCCCAACGAC TCGC TTTCGCAGGCCGGGGCGCACAGCT TAACGCCGCTGAGCATGGACGTG 1200

I R L GEXKXTUVIMENTLTRARVYVYKNTDTNXKXODUZPLTEHRNVYDTLTTFTFTFUPUVGL
ATCCGACTGGGCGAAAAAACGGTGATTATGGAAAACTTGCGGCGCGTCTACAAAAACACCGA TACCAAAGATCCGC TAGAACGTAACGTGGACCTGACGTTTTTCTTCCCOGTAGGGCTG 1320

Y L P EDRGYTTVESXKUVKXKULNDTUVRNALTPTTA ATYTLTLNR RDIRIALVDOK
TATCTGCCCGAGGATCGCGGTTACACCACGGTGGAAAGCAAAGT TAAGC TTAACGACACCGT TCGCAACGCGT TGCCCACCACGGCC TACCTGCTAAACCGGGACCGTGCCGTACAAAAA 1440

1 Db F VDAL KTTLTGS CHTPVLHETPANKPCLAO OQTT FTTERTGT?PZPSETZPAMOQRILL
ATAGACTTTGTGGACGCGC TCAAGACGC TGTGCCACCCGG TGC TGCACGAGCCCGCGCCCTGTC TACAGACCTTCACGGAACGCGGACCGCCC TCGGAACCCGCCATGCAACGACTGCTC 1560

ECRTFQQEU®PMGGAARRPBRTIUPUHTFTYRUVRRTEVZPRTUVNEMEKG QDT FUVVT
GAGTGTCGTTTTCAGCAGGAACCCATGGGCGGTGCGGCGCGCCGCATACCGCATTTTTACCGCGTACGACGCGAGG TCCCGCGCACGGTGAACGAAATGAAGCAGGACTTTGTGGTCACC 1680

O F Y KV GNTITULJYTETLUHTPTFTFDTFTHRCOQENSTETVALTCECTZ®PRTIUVTIGSG
GACTTCTACAAGGTGGGCAACATCACGC TCTACACCGAGC TGCACCCCTTCTTCGACTTTACGCACTGCCAGGAAAACAGCGAAACGGTGGCGC TGTGTACACCGCGTATCGTCATCGGT 1800

N L PDGULAPGT PTFHELRTMWNWETIMEUHMNMRBRLREPZPTPUDYZEETTLRTILTFIKT
AATTTGCCAGATGGAC TGGCACCGGGCCCCTTCCACGAAC TGCGCACCTGGGAGA TCATGGAACACATGCGAC TGCGGCCACCACCCGAC TACGAAGAGACGTTGCGACTTTTCAAAACC 1920

T VTS PNYU?PELTCYULVDUVLVAGNV VDATFIULLTIRTTF FVARTCTIVNMTFTF
ACCGTGACAAGCCCCAATTACCCCGAGCTTTGC TACCTGGTCGACGTGC TGGTACACGGCAACGTCGACGCTTTTTTGCTAATCCGCACT TTCGTAGCACGTTGTATCGTCAACATGTTT 2040

HTRQLULV F A HSYA ALV VTLTIAEHLADGA ATLTPZPUOQLTLTFUBEBYRNILUVA
CACACACGTCAGCTGCTGGTTTTTGCGCACAGC TACGCGC TGGTGACGTTGA TCGCCGAACACC TGGCTGATGGCGCCC TACCACCGCAGTTGC TCTTTCACTACCGCAATCTGGTCGCC 2160

VL RLUVTRTISALZPGTLNNG QLA AETEZPLSATYUVNALTIBHTDOIHTR RTLGWEPZPTF
GTGCTGCGTCTGGTAACGCGCATC TCAGCGC TGCCGGGAC TTAACAACGG TCAAC TGGC TGAGGAACCGC TATCGGC TTACGTGAACGCGC TGCACGACCACCGGC TGTGGCCCCCCTTC 2280

VT HLPRNMETGV QVV ADR RO OQPTLNZPANTIEA BAWRIBHEIUEGVYV S DUV PRTLGA
GTTACGCACCTGCCGCGTAACATGGAAGGCGTACAGGTAGTGGCCGACCGGCAACCGTTGAACCCGGCCAACATCGAGGCGCGACACCACGGCGTTTCGGACGTACCGCGTTTGGGCGCC 2400

M D A DEUPLTFVDDYRATODUDTEHW®WTLOGQIKV VT FYIULCLMPAMTNNRACLCG
ATGGATGCCGACGAGCCGCTGTTTGTGGACGATTACCGTGCCACCGACGACGAATGGACGTTACAAAAGGTCTT TTATCTC TGCCTCATGCCCGCCATGACCAACAACCGGGCCTGEGGE 2520

L GLNULXKTLLVDTLTFYRZPATFTLTILMPAATA AV ST SGTT S KTETSTSG
CTGGGACTCAACCTCAAGACGC TGCTAGTAGACCTCTTTTACCGACCGGCGT TTCTCC PTGATGCCGGCCGCCACCGCGGTC TCCACGTCAGGTACGACGTCGAAAGAGAGCACAAGCGGT 2640

VTP ED S I AAMNQRUOQQAV GEMTLTELUVTEDVATDAUHTZPTLTLO OQATCR RTEHTL
GTCACCCCCGAAGACTCGATAGCGGCGCAACGTCAAGCCGTAGGCGAGA TGC TGACCGAGCTGG TGGAGGACGTCGCCACCGACGCACATACGCCGC TGCTGCAGGCCTGTCGTGAACTG 2760

F L AV QFV GEUHVIKVLEVR RAPLDIUHEHANMQQROGTLZ®PUDTFTISRO OQHVLYN
TTTTTGGCCGTGCAATTCGTGGGCGAGCACGTCAAGGTGC TCGAAGTGCGCGCGCC TC TGGACCACGOGCAGCGTCAGGGCCTGCCGGACTTTATCTCACGTCAGCACGTGCTTTACAAC 2880

G ¢CCcCV VT APKTLTITEYSLPVZPFHRTFYSNPTTIGCAALSDUDTITIKTR RY
GGCTGCTGCGTCGTGACGGCGCC TAAGACGT TGATCGAGTACAGCCTACCCGTACCTTTCCACCGTTTCTACTCAA TC TG GACGACATTAAACGCTAC 3000

VTEFPHY HRHDGSGTFUPLUPTATFAHARTELZY HANUMWWILRSUZPTFSRYSATCTEP
GTGACCGAGTTCCCGCACTATCACCGTCACGACGGTGGTT TCCCGCTACCCACAGCC T TCGCGCACGAGTACCACAAC TGGCTGCGCTCGCCCTTTTCGCGTTACTCGGCCACCTGTCCC 3120

N V L H S V M T LAAMHMTILTYKTI S PV SLVLOQTI KA AHTIUHPGTFALTAVR RT
AACGTGTTGCACTCAGTCATGACGCTGGCCGCCATGTTATACAAAATCTCACCAGT T TCACTGGTGC TGCAGACCAAGGCGCACATCCACCCGGGATTCGCACTCACGGCCGTACGCACC 3240

0O T F EVDMULILYSG K S CT SV IINNEPIUVTIKTETEHRDTISTTYHVTOQ
GACACCTTCGAGGTGGACATGC TGCTCTACAGCGGCAAATCATGCACGTCAGTTATCATCAACAACCCTATCGTGACCAAGGAGGAACGCGACATCAGCACTACGTACCACGTCACGCAG 3360

N I N TV DMGLGYTSNTOCVAYUVNRVYVRERTDMGV RV QDULTFRUVTFU®PM
AACATTAACACCGTAGACATGGGTCTGGGTTACACGTCAAATACC TGCGTAGCC TACGTAAACCGCGTGCGAACCGACATGGGCGTCCGCGTGCAGGACCTCTTTCGCGTCTTCCCTATG 3480

N VY R HDEUVDRMWIRUHAAGVYVERPOQLLTUDTETTI S MLTTFGS M S ER
MCGTGTACCNCACGACGAGGTG&CCGCTTSATCCG(IACGCGGCCGGCGTAGMCGGCCGCMCTG‘H‘AGACACGGAGACCATCTC‘I‘ATGCTGACGTTC&CAGCATGTCCGAGCGC 3600

N A A ATV HGQKAACETLTILTZPUVTMDUVNYTFNXTIZPNNTPRGIRASTCHM
AATGCCGCCGCCACGGTGCACGGACAAAAGGCCGCGTGCGAACTAATCCT TACGCCGGTGACGATGGACGTTAATTACTTTAAGA TCCCCAACAACCCGCGCGGGCGTGCCTCCTGCATG 3720

LAV DPYDTE AAMLTIXKATIYDUHREARBKDA AOQTTFAATHNTPMWASOQARANGOCHL
CTGGCCGTCGATCCGTACGACACGGAGGCCGCCACCAAGGCCATCT T TTTCGCGGCCACACACAACCCCTGGGCCTCGCAAGCCGGCTGTCTG 3840

$ DV LY NTRUHRETI RILTGT YNSIXKXTFZYSPCAQYT FNTTEETITIALANTIKTTLTF
AGCGACGTACTCTACAACACCCGACATCGCGAACGTCTAGGC TACAACTCCAAAT TCTACAGCCC TTGCGCGCAGTACT TTAACACAGAAGAGATTATCGCGGCCAACAAAACGCTCTTC 3960

XK T 1 DEYLLRAKDTCTIRGDTDTAOQYUVCVEGTTEU QLTIZENZPTCRTLTZ Q
AAAACCATCGACGAGTACCTGC TACGCGCCAAGGAC TGCATCCGCGGCGACACGGACACGCAGTACGTC TGCGTCGAAGGCACGGAACAACTCATCGAAAACCCGTGCCGTCTGACGCAG 4080

E AL P I LS TTTIULALMETIKTLIKSGT G AGA ATF AT SETUHTFGNYUVVGET]1I
GAAGCGC TACCGATCCTCAGCACCACCACGC TGGCGC TGATGGAGACCAAAC TCAAGGGTGGCGCCGGGGC TTTTGC TACGTCCGAAACGCACTTTGGTAACTACGTCGTAGGCGAAATC 4200

A:‘OC:GC:GC:GC‘A’AT:CA:GT:AT:TA:CT:G : >CGTCC T 'CACCTAGACGCAAACGCGGGCCCGGACGCGCCACGCT 4320
FIG. 2. Nucleotide sequence of the HCMV MCP gene. The complete sequence of the open reading frame is shown together with a
translation from the first ATG, which fits the Kozak consensus (29). The probable TATA signal for this gene is boxed, as well as a poly(A)
signal which is presumed to be cryptic for this reading frame. The orientation of the sequence is opposite to that shown in Fig. 1. The HindIII
and BamHI restriction sites are marked by vertical arrows (positions 1366 and 3512, respectively).
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FIG. 3. An alignment of the MCP sequences of VZV (gene 40) (10), HSV-1 (UL19) (37), EBV (BcLF1) (1), and HCMV (HaLF1). The
alignment was carried out by using the AMPS programs of Barton and Sternberg (4). Minor changes were made manually. The consensus
shows positions where all four sequences contain the same amino acid (single-letter code) or where changes are conservative (*). The
groupings used for this purpose were I, L, V, C,and M; F, Y, and W; G, A, S, T, and P; N, Q, D, and E; and H, K, and R. Six conserved

CSSDAAMLRTAHAGETGA ~ DEVHLAQYLIRDASPLRGCLPLPR
CASDPALLRSARNGEAHA ~ RETHFAQYLVYDASPLKGLAL
SASSRALIDEFMSVKQTH  APIHYGHYIIEEVAPVRRILKFGNKVVF
STTTLALMETKLKGGAGAFATSETHFGNYVVGEIIPLQQSMLFNS

e pwe H® Yyse » px»

cysteine residues are also indicated by a symbol above their alignment positions (*).
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open reading frames from the HindIII fragments U and a of
HCMV AD169 with a library of herpesvirus protein se-
quences which included the MCP sequences of HSV-1,
VZV, and EBV. The gene for the MCP VPS of HSV-1 was
originally localized by intertypic recombinant studies (35,
42) and sybsequently verified by immunological means (7)
and by sequence analysis (10). The open reading frame for
VPS5 was found to code for a polypeptide with a deduced
molecular weight of 149,000. This was in good agreement
with the electrophoretic mobility of the MCP of HSV-1 in
polyacrylamide gel electrophoresis. Using the predicted
amino acid sequence of the VPS gene product, Davison and
Scott found homologous genes in the genomic sequences of
VZV (gene 40) and EBV (BcLF1) (1, 10, 11). The predicted
molecular weights according to the sequences were 155,000

and 154,000 respectively; this corresponded well with mo-
lecular weights as determined by sodium dodecyl sulfate-
polyacrylamide gel electrophoresis. The homology of the
amino acid sequences was found to be as high as 50%
between HSV-1 and VZV proteins, whereas that between
the HSV-1 and the EBV proteins was 27% and that between
the VZV and the EBV proteins was 24% (10). This was
considered a reflection of the closer relationship between
HSV and VZV, which both belong to the same subfamily of
herpesviruses, the Alphaherpesvirinae. EBV is a member of
the gammaherpesvirus subfamily and thus is more distantly
related to the latter viruses. HCMYV, in contrast, is a member
of the Betaherpesvirinae. The open reading frame identified
in this study potentially codes for a polypeptide of 1,370
amino acids with an estimated molecular weight of 154,000.
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FIG. 5. Northern blot hybridizations with the a->?P-labeled
HindIll a and U fragments. Whole-cell RNA was isolated from
mock-infected or HCMV-infected fibroblasts. RNA was purified 6
days after infection or mock infection, separated on a 1% agarose-
formaldehyde gel, and transferred to nitrocellulose sheets. Lanes: 1,
hybridization of the HindIII a fragment with late RNA; 2, hybrid-
ization of the HindIII a fragment with mock RNA; 3, hybridization
of the HindIll U fragment with late RNA; 4, hybridization of the
HindlII U fragment with mock RNA. Both DNA clones detected an
RNA of about 8 kb.
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HCMV MAJOR CAPSID PROTEIN 1351

It shows a homology of 25% and 23%, respectively, to the
MCPs of the human alphaherpesviruses HSV-1 and VZV. A
slightly higher homology of 29% was found between HCMV
and the gammaherpesvirus EBV.

In a preliminary transcriptional analysis using the North-
ern blot technique, an RNA of about 8 kb hybridized with
both the Hindlll a and the HindIIl U fragments. Smaller
RNAs were also seen in late-RNA preparations. One tran-
script of about 5 kb hybridized with the HindIII a but not
with the HindIIl U fragment. On the other hand, two bands
of about 2.2 and 3.3 kb were detectable in Northern blots
only when the HindIIl U fragment was used as a probe.
Since the large RN A was the only transcript which hybrid-
ized with both DNA clones containing the entire MCP open
reading frame, this transcript is the most likely candidate for
the mRNA of the MCP. It has been shown that the MCP of
HSV-1 is encoded by an abundant 6-kb RNA (7). The fine
mapping and characterization of the MCP mRNA together
with the question of whether there is overlapping transcrip-
tion from another gene, as has been reported for HSV-1 (7),
has to be addressed in a different study.

Initially we had tried to isolate a recombinant expression
clone from a Agtll cDNA library. This expression library
proved to be useful for the identification of three other
structural protein genes of HCMV (25, 33, 41). Screening the
cDNA library for a MCP expression clone was done with a
monoclonal antibody directed against the MCP of HCMV
and a cross-reactive rabbit polyclonal serum against the
MCP of SCMV. However, no clones could be isolated by
this procedure. We do not know the reason for this. It may
reflect major differences in structure or Kinetics between the
MCP RNA and the RNAs of other structural proteins of
HCMV.

To express polypeptides representing epitopes of the
MCP, two fragments from the open reading frame were
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FIG. 6. Western blot of HCMYV virions and the fusion protein SH1 with different monospecific antisera and a monoclonal antibody against
the MCP. (A) Lanes: 1, protein pattern of purified virions after polyacrylamide gel electrophoresis (8.5% high-bis gel) and silver staining; 2,
lysate of E. coli BMH7118 expressing the fusion protein SH1; 3, lysate of E. coli BMH7118 with induced pBD2 IC20H. The bacterial lysates
were electrophoresed on a 10% acrylamide gel and stained with Coomassie brilliant blue. (B) Western blot with a rabbit antiserum directed
against the fusion protein SH1; (C) Western blot with a rabbit antiserum directed against the MCP of SCMV strain Colburn; (D) Western blot
with a monoclonal antibody directed against the MCP of HCMV. For lanes 4, 7, and 10, purified virions were separated on an 8.5% high-bis
gel and transferred to nitrocellulose filters. For lanes 6, 8, and 11, lysates of E. coli BMH7118 expressing the fusion protein SH1 were
separated on a 10% polyacrylamide gel and transferred to nitrocellulose. For lanes 5, 9, and 12, E. coli lysate (strain BMH7118) expressing
pBD2 IC20H without insert was used. Symbols: >, position of MCP of purified virions; <, position of the fusion protein SHI.
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cloned in a procaryotic expression vector. One Stul-HindlIII
fragment from HindIII fragment a of HCMV (Fig. 1) could
be stably expressed in E. coli, and the fusion protein reacted
with a monoclonal antibody against the HCMV MCP as well
as with a polyclonal monospecific rabbit serum against the
SCMV MCP. However, a Nael-BamHI fragment further
downstream (Fig. 1) could not be expressed in bacteria. The
phenomenon that particular fragments of HCMV cannot be
stably expressed in E. coli has been observed on other
occasions (48). For epitope mapping, further expression
cloning with various fragments is necessary to obtain a
representative panel of distinct antigens from the MCP of
HCMV. These clones may help to answer a number of
questions unresolved thus far. One of these is that despite
sequence conservation, no immunologic cross-reactivity has
been described between the MCPs of the different human
herpesviruses. Balachandran et al. (2) obtained these results
using a number of polyvalent rabbit antisera against HSV-1,
HSV-2, HCMV, and EBV and a panel of monoclonal anti-
bodies against HSV and EBV proteins. Similar results were
also obtained in a study by Weiner and Gibson (55), who
detected no cross-reactivity in Western blots using a poly-
clonal antiserum prepared against the purified 145K MCP of
strain Colburn of SCMV to the MCPs of HSV-1, HSV-2, and
VZV. However, this antiserum detected the MCPs of sev-
eral primate cytomegaloviruses as well as the MCPs of
HCMYVs. Hence, Weiner and Gibson suggested that the
MCP of cytomegalovirus might serve as a group-specific
antigen. Defining such group-specific epitopes may be rele-
vant in terms of understanding whether the conservation of
this specific protein reflects structural constraints in nucleo-
capsid assembly. In addition, the definition of group-specific
epitopes will be helpful for the improvement of specific tools
for HCMV diagnostics, which thus far is still dependent
upon poorly defined and potentially cross-reactive antigen
preparations.

Another subject to be addressed with defined MCP
epitopes will be the variation in immune responses of the
host to different herpesvirus MCPs. Eberle and Mou (14)
found that the MCP of HSV-1 and HSV-2 was detected in
Western blots in all individuals seropositive for the respec-
tive virus. The MCP of HCMV, however, is detected only
inconsistently by acute and convalescent sera (25). There-
fore, in the case of HSV infection, the MCP appears to serve
as a reliable antigen in comparison with the MCP of HCMV.
The question of whether the detection of antibodies to the
MCP marks a specific phase in infection or whether HCMV
has found a mechanism to more efficiently hide a highly
expressed protein from the host immune system is most
appropriately assessed with defined antigens. Finally, de-
fined MCP antigens can be used to elicit specific antibodies
for certain epitopes. These antibodies might be one promis-
ing tool for the study of the subcellular localization of the
MCP of HCMV during the course of infection and for
determining the capsid assembly of virions in infected cells.
The mapping of the MCP gene therefore provides the means
for investigating the biological and immunological relevance
of the MCP during HCMYV infection.
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