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The nucleotide sequence of the gene region encoding the herpes
simplex virus type 1 (HSV-1) late infected cell polypeptide 18.5
(ICP18.5) of strain Angelotti which plays an important role in
the translocation of HSV glycoproteins to membranes, reveals
striking differences to that obtained from strain F (1,2). The
presented sequence spans from nucleotide pos. 596 of the glyco-
protein B gene (3) to pos. 751 of the major DNA binding protein
gene (4). The sequence of strain F shows 22 nucleotide deletions
(L1) (18 within the ICP18.5 coding sequences), 16 substitutions
(— ) and 3 insertions ( T ). This leads to an 11.6% difference
in the predicted amino acid composition. The 2355 bp long open
reading frame of the ANG ICP18.5 codes for a predicted M. 85575
protein. The F protein is shorter by 4 amino acids (deleted
residues: 167, 338, 434, 435) and displays reading frame
differences at residue pos. 43 to 68, 215 to 239, 256 to 279, 472
to 480 and 555 to 557 as well as substitutions at residues 109,
437, 438 and 458. In contrast to the previous analysis (1) and as
shown below, the hydropathic profiles (determined as described
(5)) of both, the ANG and Epstein-Barr virus BALF3 protein (6),
are quite similar and reveal a major hydrophilic domain in the
centre of the molecule. Of interest is a predicted «-helical
domain comprising S2 residues between pos. 328 to 379 in the ANG
protein which is less prevalent in the BALF3 protein.
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CCCATACGACGAACCACCGGCECCCCCACGAGGGGGCGCCCTGGTGCATGGCGGGAC TACGGGGGCCCGTCGTGCCCCCCGTCAGGTAGCC TGGGGGCG
# P P G D H G G D P L R P A
AGGTGCTGGAGGACCGAGTAGAGGA1CGAGAAAACGTCTCGGTCGTAGACCACGACCGACCGGGGGCCGAYACAGCCGTCGGGGGCGCTCTCGACGATG
L H QL V S Y L I §$ F VD RD Y VV VS RZP G | CG D P

GCCACCAGCGGACAGTCGGAGTCGTACGTGAGATATACGCCGGGCGGGTAACGGTAACGACCT TCGGAGGTCGGGCGGCTGCAGTCCGGGCGGCGCAAC
AV L P C D S D Y T L Y V GP P Y R Y R G E S T PR S C D P R R L

TCGAGCTCCCCGCACCGGTAGACCGAGGCAAAGAGTGTGGTGGCGATAATCAGCTCGCGAATATATCGCCAGGCGGCGCGCTGAGTGGGCGTTATTCCG
E L E G C R Y V S A F L T T A 1 L E R I Y R W A A RQ TP T I G

GAAATGCCGTCAAAACAGTAAAACCTCTGAAAT TCGCTGACGGCCCAATCAGCACCCGAGCCCCCCGCCCCCATGATGAACCGGGCGAGCTCCTCCTTC
S I G D F C Y F R QF E SV A WDAGS GG AGM I F R AL E E K

AGGTGCGGCAGGAGCCCCACGTTCTCGACGCTGTAATACAGCGCGGTGT TGGGGGGCTGGGCGAAGCTGTGGGTGGAGTGATCAAAGAGGGGCCCGTTG
L H P L L GV NEUV S Y Y L ATNUZPZPQ@ATF S HT S HUDTF L P G N

ACGAGCTCGAAGAAGCGATGGGTGATGCTGGGGAGCAGGGCCGGGTCCACCTGGTGTCGCAGGAGAGACGCTCGCATGAACCGGTGCGCGTCGAACACG
vV L EF FRHT I S P L L APDV Q@HA RLILSARMTFRHADF V

CCCGGCGCCGAGCGGTTGT! CGAYGACCGTGCCCGCGCCCGCCGTCAGGGCGCAGAAGCGCGCGCGCGCCGCAAAGCCGT TGGCGACCGCGGCGAACGTC
G P A S R ND I VvV T G A T L ACF R ARAATFGNAV A A F T

GCGGGCAGCACCTCGCCGTGGACGCYGACCCGCAGCATCT'I'CTCGAGCTCCCCGCGCTGCYCGCGGACGCAGCGCCCCAGGCTGGCCAACGACCGCTTC
A P L V E G H V S V R L MKE L E G R Q@ E R C R G L S A L S R K

[
GTCAGGCGGTCCGCGTACAGCCGCCGTCGCTCCCGCACGTCCGCGGCCGCT TGCGTGGCGATGTCCCCCCACGTCTCGGGCCCCTGCCCCCCGGGCCCG
L RDAY L RRREW RVDAAAQTAI DGWTEUPG QGG P G
T -
CGGCGACGGTCTTCGTCCTCGCCCCCGCCCCCGGGAGCTCCCAACCCCCGTGTCCCTTCCTCTACGGCGACACGGTCCCCGTCGTCGTCGGGGCCCGCG
R R R DEUDE GGG GP AGLGAR RTGEEV AV RDGUDUDUDOP G A
L (9] (%)
CCGCCCTTGGGCGCGTCCGCCGCGCCCCCCGCCCCCATGCGCGCCAGCACGCGACGCAGCGCCTCCTCGTCGCACTGT TCGGGGCTGACGAGGCGCCGC

G G K P A DA AGGAGMR®BARALVARARILAETEUDTCQQ@EZP S V L RR

AAGAGCGGCGTCGTCAGGTGGTGGTCGTAGCACGCGCGGATGAGCGCCTCGATCTGATCGTCGGGTGACGTGGCCTGACCGCCGATTATTAGGGCGTCC
L L P T T LHHUD Y CAR I L A E I @DODUP ST AQ@ GG I I L AD

ACCATATCCAGCGCCGCCAGGTGGCTCCCGAACGCGCGATCGAAATGCTCCGCCCGCCGCCCGAACAGCGCCAGT TCCACGGCCACCGCGGCGGTCTCC
vV M D L AA L H S G F A RDEF HEARW RGT F L AL E V AV A A T E

j)
TGCTGCAACTCGCGC%GCGCCAGCGCGGTCAGGTTGCTGGCMACGCGTCCATGGTGGTCTGGCCGGCGCGGTCGCCGGACGCGAGCCAGAAYCGCAAT
Q @ L E RR AL AT L NSAF ADMTT Q@G ARDG S AL WF R L

u
TCGCTGATGGCGTACAGGCCGGGCGTGGTGGCCTGAAACACGTCGTGCGCCTCCAGCAGGGCGTCGGCCTCCT TGCGGACCGAGTCGT TCTCGGGCGAC
S I AY L GP T T A Q@QF V DHAE L L A DAEKA RV S DNZE P s

LJ
GGGTGGGGCTGCCCGTCGCCCCCCGCGGTCCGGGCCAGCGCATGGTCCAACACGGAGAGCGCCCGCGCGCGGTCGGCGTCCGACAGCCCGGCGGCATGG
PHPGGDGGATRALAHDLVSLARARDADSLE'AAH
GGCAGGTACCGCCGCIGCTCGTTGGCGTCCAGCCGCACCTGCGCCTGCTGGGTGACGTGGTTACAGATACGGTCCGCCAGGCGOCGGGCGATCGTCGCC
P L Y RR L ENADULR RV Q@AQQ@TUVHNTCI RDALWRARAI T A

CCCTGGTTCGCCGTCACACACAGTTCC TCGAAACAGACCGCGCAGGGGTGGGACGGGTCGC TAAGCTCCGGGGGGACGATAAGGCCCGACCCCACCGCC
G @ N ATV C L E E F CV A CP H S o] L E P P V I L G S G V A

J -
CCCACCATAAACTCCCGAACGCGCTCCA\LL-!.W&GGTGGCWLLN.U. TGATGAGGTGGCAGTAGTTTAGCTGCTTTAGAAAGTTCTCCACG
G V M F E R E L A AT AGW RSP T I L HCYNULQQ@KL F NEV

TCGTGCAGGAAACACAGCTCCATATGGACGGTCCCGCCATACGTATCCAGCCTGACCCGT TGGTGATACGGACAGGGTCGGGCCAGGCCCATGGTCTCG
O H L F C L EMHV T GG Y T D LRV R QHY P CPRALGMTE

GTGAAAAACGCCGCGACGTCTCCCGCGGTCGCGAACGTCTCCAGGC TGCCCAGGAGCCGCTCGCCCTCGCGCCACGCGTACTCTAGCAGCAACTCCAGG
T F F AAA V D G A T A F T E L S G L L RE G E R W A Y E L L E L

u
GTGACCGACAGCGGGGTGAGAAAGGCCCCGGCCTGGGCCTCCAGGCCCGGCCTCAGACGACGCCGCAGCGCCCGCACCTGAAGCGCGT TCAGCTTCAGT
vV s L P T L F A G A Q@ AE L GPRLRWRIBILARYVY QL A NL K L
T GGGGGAGC?TCCCCCGTCCGATGTGGGGGTCGCACCGCCGGAGCAGC TCTATCTGAAACACATAGGTCTGCACCTGCCCGAGCAGGGCTAACARCTTT
Q P L K GR G I HPDCRARLILIE I @ F VYT Q@V Q@G L L AL L K

TGACGGGCCACGGTGGGCTCGGACACCGGGGCGGCCATCTCGCGGCGCCGATCTGTACCGCGGCCGGAGTATGCGGTGGACCGAGGCGGTCCGTACGCT
Q R AV T P E S V P A A M

ACCCGGTGTCTGGCTGAGCCCCGGGGTCCCCCTCTT CGGGGCGGCCTCCCG‘CJGGGCCCGCCGACCGGCAAGCCGGGAGT CGGCGGCGCGTGCGTTTCTG
TTCTATTCCCAGACACCGCGGAGAGGAATCACGGCCCGCCCAGAGATATAGACACGGAACACAAACAAGCACGGATGTCGTAGCAATAATTTATTTTAC
ACACATTCCCCGCCCCGCCCTAGGT TCCCCCACCCCCCAACCCCTCACAGCATATCCAACGTCAGGTCTCCCTTTTTGTCGGGGGGCCCCTCCCCAAAC
GGGTCATCCCCGTGGAACGCCCGT T TGCGGCCGGCAAATGCCGGTCCCGGGGCCCCCGGGCCGCCGAACGGCGTCGCGT TGTCGTCCTCGCAGCCAAAA
TCCCCAAAGT TAAACACCTCCCCGGCGT TGCCGAGTTGGCTGACTAGGGCCTCGGCCTCGTGCGCCACCTCCAGGGCCGCGTCCGTCGACCACTCGCCG
TTGCCGCGCTCCAGGGCACGCGCGGTCAGCTCCATCATCTCCTCGCTTAGGTACTCGTCCTCCAGGAGCGCCAGCCAGTCCTCGATCTGCAGCTGCTGG
GTGCGGGGCCCCAGGCTTTTCACGGTCGCCACGAACACGCTACTGGCGACGGCCGCCCCGCCCTCGGAGATAATGCCCCGGAGC TGCTCGCACAGCGAG
CTTTCGTGCGCTCCGCCGCCGAGGC TCGAGGCCGCGCACACAAACCCGGCCCGGGGACAGGCCAGGACGAACT TGCGGGTGCGGTCAAAAATAAGGAGC

REFERENCES: (1) Pellett,P.E. et al.(1986) J.Virol.60,1134. (2)

Pellett, P.E. et al.(1985) J.Virol. 56,807. (3) Bzik,D.J. et al.
(1984) Virol.133,301. (4) Quinn,J.P.& McGeoch,D.J.(1985) NAR 13,
8143. (5) Knopf,C.W.(1987) J.gen.Virol.68,1429. (6) Baer,R.et

al

.(1984) Nature 310,207.

8110



