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HIV1 TAT

Name Accession No. Region First Author Reference

CONSENSUS-A

U455 M62320 complete genome Oram, J.D. ARHR 6 (9), 1073-1078 (1990)
UG273A L22957 env, tat, vpU, rev, and nef Louwagie, J.J. J. Virol. 69 (1), 263-271 (1995)
UG275A L22951 env, tat, vpU, rev, and nef Louwagie, J.J. J. Virol. 69 (1), 263-271 (1995)
DJ263A L22941 envy, tat, vpU, rev, and nef Louwagie, J.J. J. Virol. 69 (1), 263-271 (1995)
DJ264A L23064 env, tat, vpU, rev, and nef Louwagie, J.J. J. Virol. 69 (1), 263-271 (1995)
SF1702 M66535 tat, rev Evans, L. PNAS 85, 2815 (1988)

92UG037 U51190 complete genome Gao, F. J. Virol. 70 (3), 1651-1657 (1996)
Q23 AF004885 complete genome Poss, M. Unpublished

CONSENSUS-B

SF2 K02007 complete genome Sanchez-Pescador, R. (in) Weiss, R.L., Teich, N., Varmus,

HXB2
MN
JRCSF
JRFL
P896
tat
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SWB882

R250

WEAU160
CONSENSUS-C
DJ259A

DJ373A
ETH2220
92BR025

K03455 M38432  complete genome

M17449 complete genome
M38429 complete genome
U63632 complete genome
U39362 complete genome
X64650 tat

U11179 tat (partial)

M31462 tat

u11204 tat (partial)

U21135 complete genome
L22940 env, tat, vpU, rev, and nef
L23065 env, tat, vpU, rev, and nef
U46016 complete genome
U52953 complete genome
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Rosen, C.A.
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Louwagie, J.J.
Salminen, M.O.
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H. and Coffin, J. (Eds.)]RNA Tumor
Viruses Second Edition, 2, Vol. 2:1124—
1141, Cold Spring Harbor Laboratory,
Cold Spring Harbor (1985)

Cell 41, 813-823 (1985)
Virology 164, 531-536 (1988)
Science 236, 819 (1987)
Nature 348, 69 (1990)

J. Virol. 66, 7517 (1992)

Nucleic Acids Res. 20 (20), 5311-5320
(1992)

J. Virol. 69, 3273-3281 (1995)

Cell 58, 901-910 (1989)

J. Virol. 69, 3273-3281 (1995)
Unpublished (1995)

J. Virol. 69 (1), 263-271 (1995)
J. Virol. 69 (1), 263-271 (1995)
ARHR 12(14), 1329-1339 (1996)
J. Virol. 70 (3), 1651-1667 (1996)
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92RWO009
CONSENSUS-D
ELI

7276

NDK

SE365A2
UG274A2
84ZR085
94UG1141
CONSENSUS-E
90CF402
CM240
93TH253
CONSENSUS-F
BZ126A

BZ163A
93BR0201
u40561
CONSENSUS-G
92NG083.2
92NG003
CONSENSUS-O
ANT70C
MVP5180
CONSENSUS-CPZ
CPZGAB
CPZANT

u88823

K03454
M22639
M27323

L22945
L22950
u88822
ug8824

U51188
us4771
U51189

L22082
L22085
AF005494
AF005496

U88826
u88825

L20587
L20571

X52154
u42720

complete genome Gao, F. Unpublished;
complete genome Alizon, M. Cell 46, 63—74 (1986)

complete genome Theodore, T. Unpublished (1988)
complete genome Spire, B. Gene 81, 275-284 (1989)

env tat nef vpu rev Louwagie, J.J. J. Virol. 69 (1), 263-271 (1995)
env tat nef vpu rev Louwagie, J.J. J. Virol. 69 (1), 263-271 (1995)
complete genome Gao, F. Unpublished

complete genome Gao, F. Unpublished

complete genome Gao, F. J. Virol. 70 (3), 1651-1657 (1996)
complete genome Carr, J.K. J. Virol. 70 (9), 5935-5943 (1996)
complete genome Gao, F. J. Virol. 70 (3), 1651-1657 (1996)
env tat rev nef vpu Louwagie, J. ARHR 10 (5), 561-567 (1994)

env tat rev nef vpu Louwagie, J. ARHR 10, 561 (1994)

complete genome Gao, F. Unpublished

complete genome Gao, F. Unpublished

complete genome Gao, F. Unpublished (1997)

complete genome Gao, F. Unpublished (1997)

complete genome Vanden Haesevelde, M. J. Virol. 68 (3), 1586—1596 (1994)
complete genome Gurtler, L. J. Virol. 68, 1581-1585 (1994)
complete genome Huet, T. Nature 345 (6273), 356—359 (1990)
gag, pol, vif, vpr, tat, rev, vpu, Vanden Haesevelde.C. Virology 221, 346 (1996)
partial env
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intramolecular
disulfide bonding

|- -| rev cds ->|- nls | exon V exon

HIV1 TAT

WEAU160 MEPVDHRLEPWKHPGSQPKTACTNCYCKRCCFHCQVCFMTKGLGISYGRKKR..RQRRRSPQNSQ.THQDSLSKQPTSQPRGD.PTGPKESKKKVERETETDPED

CONSENSUS-A  -?---Pn----n------ t---SK----P=-2--- 2=l mome oo - ?--gt--s?k.D--npip---?P?tq-??7?----------- SK----rf? 90

u4gss ----PN--eeee TS Ve Wen- L LKoo K---..KP--GP--G-K.D--TLIP---LP-SQRV.SA-QE------- SKAK--RFA 101
UG273A -T-P-SK----V--Y--P---LK-----ooemoo- ..8---GT--SNK.D--NPIP---IP-TQ-1.S------ Q----SK----RFA 101
UG275A -..K----T--CNK.D--NPIP---|P-TQ-V.S---E------- SK----RFT 101
DJ263A ..-R--GT--SR-.D--NPVP---LPTT---.--D------ E-ASK----QG- 101
DJ264A - PS----N------ T---S-----1--W---L--LN ..-R--GT--SR-.DR-NPV----LPTT--N.--------- E--SK-K---C- 101
SF1702 -D---PN----N------T-P-SK----V--Y--PA--LR------------ ..=---GT--SNK.D--NPIP--SIP-TQ-V.------------ SKA---RF- 101
92UG037 -D---PS----N--------| P-NK----V--Y---C--LN- ..KP--GT--SNK.D--NPIP---IPRTQ--.S---E------- SK--A-RYA 101
Q23 -D---PN----N------ T---NK----K--Y------ LN-- -..===-GA--S-K.D--N-1Q---IP-TQ-V.S--------- M-SKA-A-RF- 101
AG_93NG003 --L--PS----N------ ._....z_A...._..s\..._..._.z ............ ..-R--GT--SH-.D--NPVP---LPTT--N.---=----- E--SK----QCA 101
CONSENSUS-B - p I - ® RV 99

SF2 PN------mmeo- R---N-----K----- <>...:u ............ -=-A--D--.--A
HXB2R - P K I--A om-=-AH---- A . $ 100

MN e P T----K TK-A ..-----A-ED--.---V--P---AP-F--- 101
JRCSF - S e K--L------ g \--=-P--D--. ...<.._u...w..o . 101
JRFL 101
P896 101
TAT

R1-18

SWB882

R250
CONSENSUS-C
DJ259A
DJ373A
ETH2220
92BR025
AC_92RWO009
CONSENSUS-D
ELI

2276

NDK

SE365A
UG274A
84ZR085
94UG1141
CONSENSUS-E
90CF402 . . .
CM240 -T---SK----K--W---L--LK- --..KH--GT--S-K.D--NPIP---LPII-RN.--D------ E-ASKA---QC- 101
93TH253 --L--PN----N------ T---SK----K--W---L--LK------ H-----..KH--GT--SRK.D--YPIPE--IIRGGN..--D------ E-ASKA----C- 100
CONSENSUS-F  --I--Pn-d--n t-p--?----? W--t ..?2--h-T--S--.i---?vp---i--a--n.--------- E--Ska?---?- 95

BZ126A --L--PN-D--N------ T-P--K--mmemeee Wo-Temmmmmmmmean ..K--H-T--S--I---LVP---|--A--N.--------- E--SKATR--CA 101
BZ163A --L--PN-D--N------ T-P--K-mmmmemmees Wo-Temmmmmmnnann ..K--H-T--S--|---LVP---I--A--N.-----K---E--SKA----$- 100
93BR0201 --L--PN-D--N------T-P--R-==-W---=- Y W--T=---n2eemmem \=-P-T--S--|---FVP-----A--N --------- E--SKAK---$- 100
90CR056 -D---PK----N .S--H-T-ASL-.D--N-I----L-RTH--.------Q--E-ASK-----$- 100
CONSENSUS-G ..-?--GT--???2.D--NPVP---LP?T?-N.---????--E-?SK----??7? 81
AG_92NG083 -P--GT--G-K.D--NPVP---LPITS-N.---SEKP--E-ASK-----L- 101
CONSENSUS-O ..2???AAAS?P.D?K-PVP?-S???T?RK.Q?RQE-QE??--K??GP?G?P????SC??CTR?S?Q$
ANT70 -D---PEVP--H G-PAAASHP.D-K-PVP--SPTITKRK.QERQE-QEEE--KKAGPGGYPRRKGSCHCCTRTSEQ

MVP5180 ..R-PAAAASYP.DNK-PVPE-SL-HTGRK.QKRQE-QE---K--GPSGQPCHQDSCNSCTRISGQ$
CONSENSUS-CPZ -D-?-2227--2--222.2-2-Nerrr- 2--Y 27 TKerrmmer 2-2222--T2222-2.NN--222-22L222222.22222K?2-2-22K-222222?
CPZGAB -D-I-PD R-V-N-----A--Y~--1Y--TK T.TR--TA-AG-K.NN---IP---L--S--N.KE-SEK-T-E-ASK--A-Q$-$ 101

CPZANT -D-=-AETP--L--PAT-A-P-N----C--Y --PL-TK=--mecenv R-AR-N--TTAES-E.NN--PV--.SLPKTSRI.QSSQ-K$E----EK-GSGGGPC
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