HIV1 ENV

Protein Alignment Summary Tabl&(Qv)

Name Accession No. Region First Author Reference

CONSENSUS-A

U455 M62320 complete genome Oram, J.D. ARHR 6 (9), 1073-1078 (1990)

SF1703 M66533 env Evans, L. PNAS 85, 2815 (1988)

92RW020.5 u08794 env, nef Gao, F. ARHR 10 (11), 1327-1343 (1994)

92UG031.7 L34667 env, partial nef Gao, F. ARHR 10 (11), 1359-1368 (1994)

92UG037.8 u09127 env nef Gao, F. ARHR 10 (11), 1359-1368 (1994)

UG275A L22951 env, tat, vpU, rev, and nef Louwagie, J.J. J. Virol. 69 (1), 263-271 (1995)

UG273A L22957 env, tat, vpU, rev, and nef Louwagie, J.J. J. Virol. 69 (1), 263-271 (1995)

DJ264A L23064 envy, tat, vpU, rev, and nef Louwagie, J.J. J. Virol. 69 (1), 263-271 (1995)

DJ263A L22941 env, tat, vpU, rev, and nef Louwagie, J.J. J. Virol. 69 (1), 263-271 (1995)

DJ258A L22939 env, vpU, and nef sequences, Louwagie, J.J. J. Virol. 69 (1), 263-271 (1995)

tat rev

KENYA L22943 envelope Louwagie, J.J. J. Virol. 69 (1), 263-271 (1995)

VI191A2 L22952 envelope Louwagie, J.J. J. Virol. 69 (1), 263-271 (1995)

Q23-17 AF004885 complete genome Poss, M. Unpublished

CONSENSUS-B

SF2 K02007 complete genome Sanchez-Pescador, R. (in) Weiss, R.L., Teich, N., Varmus,
H. and Coffin, J. (Eds.)RNA Tumor
Viruses Second Edition, 2, Vol. 2:1124—
1141, Cold Spring Harbor Laboratory,
Cold Spring Harbor (1985)

LAI K02013 complete genome Wain-Hobson, S. Cell 40, 9-17 (1985)

HXB2 K03455 M38432  complete genome Rosen, C.A. Cell 41, 813-823 (1985)

NL43 M19921 complete genome Adachi, A. J. Virol. 59, 284-291 (1986)

JRCSF M38429 complete genome Koyanagi, S. Science 236, 819 (1987)

JRFL U63632 complete genome O’'Brien, W.A. Nature 348, 69 (1990)

BAL1 M68893 tat, rev, vpu, env, nef Reitz, M. Science 233, 215 (1986)

MN M17449 complete genome Gurgo, C. Virology 164, 531-536 (1988)

SF162 M38428 tat, rev, vpu, env, env, 3' LTR, Cheng-Mayer, C. J. Virol. 64, 4390-4398 (1990)

nef
91US006.10 u27443 env, nef Gao, F. J. Virol. 70 (3),1651-1657 (1996)
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91US005.11
92THO014.12
92BR020.4
93THO67A
91HT651.11
92HT593.1
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U21135
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L22946
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L22944
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u88822
U36884
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K03454
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K03458

env, nef

env, partial nef

env, partial nef cds
source envelope complete
env, partial nef

env, nef partial

complete genome

env nef

complete genome

env

env

complete env, partial nef
complete env, partial nef
complete env, partial nef
env nef vpu rey, tat

env tat nef vpu rev
envelope

envelope

env, tat, vpU, rev, and nef
envy, tat, vpU, rev, and nef
env tat vpu rev nef
source envelope complete
source envelope complete

complete genome
envelope complete
env

complete genome
complete genome
complete genome

pol, vif, vpr, tat, rev, vpu, env,

nef, 3' LTR
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HIV1 ENV

NDK
92UG024.2
Jy1l

UG269A
UG274A2
SE365A2
CONSENSUS-E
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KHO3

KHO08
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93TH975.15
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TN242
92THO022.4
93TH976.17
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CONSENSUS-H
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L22949
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U09131 U15120
u08458
us4771

AF005495

AF005494
L22085
L22082

U30312
L22953
U88826
u88825
u09664
u27426

AF005496

complete genome
env

Spire, B.
WHO-GPA, C.

vpu, env, tat (exon 3), rev (exon Yourno, J.

3), nef

env, vpU, and nef, tat rev

env tat nef vpu rev
env tat nef vpu rev

gpl120 of env
env
env

env, partial nef
env, partial nef
env
env

env

env, partial nef
complete genome

complete genome
complete genome
envy, tat, rev, nef, vpu
env, tat, rev, nef, vpu

env, nef
envelope

complete genome
complete genome
env

env gpl60 nef

complete genome

Louwagie, J.J.
Louwagie, J.J.
Louwagie, J.J.
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McCutchan, F.E.
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Gao, F.
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CONSENSUS-O
ANT70

MVP5180

VAU

V1686
CONSENSUS-CPZ
CPZGAB

CPZANT

M31171
L20571

X80020
X96526

X52154
U42720

LTR

complete genome
env

env

complete genome

gag, pol, vif, vpr, tat, rev, vpu,
partial env
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HIV1 ENV

signal peptide V gp120

vpu cds end <- * * *
WEAU160 MRVKGIRKNYQHLWKW........GIMLLGILMIC.SA.AE.NLWVTVYYGVPVWKEATTTLFCASDAKAYDTEVHNVWATHACVPTDPNPQEVVLE.NVTENFNMWKNNMVEQMHEDIISLWDQSLKPC 118
CONSENSUS-A ---m--qr-?2-?---.... ??-2 d i?-?.----? t 109

AANA *

U455 «--M-=-QR--PC--R-........-T-l--LII--.N-..Q.Q D-V A ID-V.---E D 117
SF1703 -M=-QM-C-N-LR-........-T-l--M-l--.—- TS K D-E ER DY (VY c S S P 118
92RW020.5  x-R-QTSW-N-R- D-E-G E [ T - S— S P 117
92UG031.7  X-RR-QR-W---LR-. E K--M TN WG - S S 118
92UG037.8  X-M--ER--PCW-T-. D-E IYM-.---E T 117
UG275A -KAM-TQM-C-NW-R-........ RD-E M IN-G 118
(U/c7 ¢ N — QR-W---LR-...... ~TK. RD-E E--M [ S = S P 118
DJ264A -M=-QR=-PLF---.......-MIFW-MI--.N-..- K RD-E v IH-K K 117
DJ263A -M-MQR--PL----.......-THFWTMI--.N-..- K RNTE

DJ258A -M--Q---PL--R-..

KENYA ~-M-TQR-C---LR-.

VI191A W.-TLI-LGI--.N-.
Q23 ~-M--QR-C---LT......W.-I--TIIF
CONSENSUS-B ----?----
SF2 K--T-R
LAI
HXB2R
NL43
JRCSF
JRFL

BAL1

MN

SF162
91US006.10
91US005.11
92TH014.12
92BR020.4
93THO67A  -=-Temmeoemem- Rewo...
91HT651.11 #A-EM--HW---T-.
92HT593.1  #A-EM--HC-—RR
CONSENSUS-C ---?--qr-?-qw-i
92BR025.9  Xx-E--QR-WKQW-
ETH2220 -K-M--QR-C-QW-
BU910112  --AT--QR-C-QW-|
BR911513  --E--QR-WKQW-IR..
93MW959.18

m

mXI

LGFwm----.nv??g. |
.~-LGFWMV--Y.NV.RG. K
..--LGFWM----.NG.MG. D-SP
--LGFWM----NV.MG.
...=-LGFW----Y.NV.MG. K
..~-LGFWMF---.-V.WG.

93MW960.3

93MW965.26

UG268A2

SM145A

ZAM18A

ZAM20A ~--R--LR-C-QW-I-..... VG. ’ M

DJ259A -K-M-TQR-WPRW-V-........-LGFWM-L--.NG.... D-NPP S

DJ373A —--M--QM-C-QW-IG........~-LGFWM-LM-.NG.MG. Q--NP E S---L-M-. G--D--Q

SE364A --T-MLR-C-PW-I-........--LGFWMRL-Y.NV.GG. K ER-G M-W-.---Y----=-D=-D----

BU91007A  --AM--QR-C-QW- -LGFWM..-Y.NV.MG.-M--A-----ecoo- K [---. D--D---Q-V---

BU91002A  ---M--QR-C-QW-I-........-LGFWMV---.NV.LG. Q--K S---M---. D--D---Q
I1-A-52
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HIV1 ENV

signal peptide V gp120

vpu cds end <- * * * AN *
WEAU160 MRVKGIRKNYQHLWKW GIMLLGILMIC.SA.AE.NLWVTVYYGVPVWKEATTTLFCASDAKAYDTEVHNVWATHACVPTDPNPQEVVLE.NVTENFNMWKNNMVEQMHEDIISLWDQSLKPC 118
CONSENSUS-D i?--. 111
84ZR085 E-K. D 119
WHO15-726 R-IE--. 118
87TZ4622 118
94UG1141 118
ELI 118
2276 118
Z6 118
NDK 118
92UG024.2 118
Jy1 . V- . 118
UG269A .RV.TG. e =EEE 117
UG274A2 118
SE365A2 --AREMKR--- V. 118
CONSENSUS-E  ----etgm-wpn--- tll--LVI--.--.Sd. 118
92THO11A --A-ETQM-WPN----........-TLI--LVI--.--.SN. 118
KHO3 ----ETQM-WPN----........-TLI--LVI--.--.SD. 118
KHO8 ----ETQM-WPN--R-........-TLI--LVI--.--.SD.K: 118
93TH966.8 .~-ETQM-WPN----.........--LI--LVI--.--.SD. 116
93TH975.15 ..--ETQM-WPN----........-TLI--LVI--.--.SD. 116
TN235 ----ETQM-WPN-$--........-TLI--LVI--.--.SN. 117
TN242 ----ETQM-WPN----........-TLI--LVI--.--.SN.------------- . 118
92TH022.4 .~-ETQM-WPN----........-TLI--LVI--.N-.SD. . 116
93TH976.17 ..~-ETQM-WPN---- ~TLI--LVI--.--.SD. 116
CM240 ----ATQM-WPN- weeTLI--LV .SD. . 118
CONSENSUS-F  ---R-MQR-W---G--........ .N-.?-. 117
BF_93BR029.4 ---R-MQR-W---G--.... 117
93BR020.1 ---R-MQR-W---G--. 118
BZ163A ---R-MQR-W---G 117
BZ126A ---R-MQR-W---G 117
CONSENSUS-G 115
AG_92RU131.9 .. 116
AG_VI525A2 ~-.SN. ] |CEEEER ) e 118
AG_92NG083 . . - 118
AG_93NG003 .WTLI--LVI--.-- mz R B e 118
AG_LBV217 ..—-LI--LVI--.N-.SG. . 118
AG_92UG975.10 .. ..-TLI--LVIM-.--.SN. B e ) e 116

CONSENSUS-H T--METQR--PS--R-.

90CR056 T--METQR--PS--R-...

CONSENSUS-O -2-tMk?MeKrN?Kl-..

ANT70 -I-TMKAMEKRNKKL-....... . .

MVP5180 -T-TMKVMKKNNRKS-....... SLYIAMAL-IP-.LS. <m_AO YA---S-----E--APV-------| NLTS--Q--I--SQ--------- I _uv G.---D--DI---Y--D
VAU -TAIMKAMGKRNRKLG....... IWCLI-ALIIP-.LS.CN.Q-YA---S-----ED-KP

V1686 -I-TMRVMEKKNKKL-.......ILC-IMALIIP-.LS.SN.H-YA---A-----ED-NPV-------

CONSENSUS-CPZ -?2?2??2?2?27?2??7

CPZGAB -K-MEKK-RDWNSLSIIT.....IITH-..-TP-.LT.S-..------------HD-DPV---------HS--A--|---Q-------§----F -P .- |-S§--=--=---D === mmmemmee
CPZANT --.-P-H...

1I-A-53
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HIV1 ENV

R vi o S — V2
* *
* AYAYAY AYAYAY AYAYAY AYAYAY AYAYANRAVAVAN
WEAU160 VKLTPLCVTLNCTNV e SG. . MKNCSFNVTTLIRNKRKTEYALFYKLDVMPIDHD............ NT 193
CONSENSUS-A -------—- 2-2977 2..N7
U455  weeeeee-D-Hucooeoo bl N sNT o NITDG..........VR..E-.....-=---M--EL-D-KQKV-S---R=-IVQ-...... NKTD
SF1703 Y-M--EL-D-KQKV-S------V--K....NNG
92RW020.5 I~-ELKD-KQQV-S-------VQ-
92UG031.7 -Y-M--EL-D-KQKI-S---R---V/
92UG037.8 . . J------M--EL-D-NRKV-S-------VQ-
UG275A e ) ---M--EL-D-QQKIHP---R---V--
UG273A  =eeeeeeee-AncsL-An -KNAKVNSAT-GT..........1QS.........o..Re.. o lomee M--EL-D-TRRV-S-------VQ-K
DJ264A . M--EL-D-KQQVS----R---VQ-.....NESS....-S 184
DJ263A . . =3 RIS M--EL-D-KQKVS----R---VQ-......NESS.....-S 189
DJ258A - . e .SEevc-RLE-.. --M--EL-D-QQKMS----R---VQ-SES...NNS.. 186
KENYA e ) ---Y-|--EL-DR-QKV-S---R---V--NEN...NSS... 187
VI191A eerNTerieesn TQSTool1.D- TT--TY-M--EL-D-VQKVHS---R---VQ-NGI...NGTSN....-N 188
Q23  eeeeeeHoe=SVeococeceneeonNTTG......DR..EG..... Lo M--EL-D--QKV-S---R--IV~-......NEN......QG 180
CONSENSUS-B jomem—ei--s--d-vgk V---2922.2922722..-2 173

SF2
LAI

HXB2R
NL43
JRCSF
JRFL

BAL1

MN

SF162
91US006.10
91US005.11
92TH014.12
92BR020.4
93THO67A
91HT651.11
92HT593.1
CONSENSUS-C
92BR025.9 -
ST rr R —
BU910112
BR911513
93MW959.18
93MW960.3
93MW965.26
UG268A2
SM145A
ZAM18A
ZAM20A
DJ259A
DJ373A
SE364A
BU91007A
BU91002A

198

J--memn _..m_u.D._AO_A<_u...._u~.._<._.Z_mO.:sz ...... -S 192
ELKD-T-KVH------- II-LHEGKN.NFTESD...-S
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HIV1 ENV

L vio S - V2

* AAN AAN A A AAA AAN AAN

WEAU160 GEKMEE.GE.....MKNCSFNVTTLIRNKRKTEYALFYKLDVMPIDHD
CONSENSUS-D 2?202°0°°2°02°7°772 i--ev-D-k-qv? V?--22?22?7n?t?272.7
84ZR085 VVTD---QVH----R---VQ--NEGK.NELI......-D 193
WHO15-726 ~  -------------D....cc.cceviriienne.. .ASW-ETKSGNDTSRNETSDIR........~-K. ... === 1--VV-D-Q-QVH----R---VHMNN-...NSTTA....-Y 199
87TZ4622 --l--E--D-K-QVH------- 1---GGN -S 190

94UG1141 181

ELI

2276

z6

NDK
92UG024.2
Jyl
UG269A
UG274A2
SE365A2 - -SNTIS..... -V-GIP.
CONSENSUS-E = ------mm-mem ??2?72..--...22?2nv?-i--vsniig-it.
92THO11A NVK-I--VPNKIG-IT.
KHO3 .DVTET--VPKIIG-VT.....
KHO08 ..-L-.......KVD-T-KANNITYV-N.
93TH966.8 ....NVN-IIHGPNIIG-IT.
93TH975.15 v T .
TN235 ... T[ANNHN-I-SVSNTIG-IT...........c0cevneenn. D= ... VR-----M--EL-D-KQKVH-------
TN242 <x ---M--EL-D- _AO_A<I ....... _<O._m_UZO

92TH022.4 <_..~..,?.Z_.._m.._u -QQKVH----R--IVQMHNE..
93TH976.17  ----------T---ATLNCT..-L-.......NGNKT--VSNIIG-LT............cc0ee0eev..... D= VR----HM--EL-D-KQKV
CM240

CONSENSUS-F 2-2-att.....227.......22.-7-0n?t?2.277.. A Q-
BF_93BR029.4 M--EV-D-QLKVH---R--IV--

_u Zm>Z.ﬂwZﬂ:: 200

(~ormene|-V-SD-K-QVH----R---V---

mz....zmmzo.....w

93BR020.1

BZ163A

BZ126A

CONSENSUS-G 168
AG_92RU131.9 .

AG_VI525A2 .N- - 202
AG_92NG083

AG_93NG003

AG_LBV217

AG_92UG975.10 ---- J-----K---EL---Q-E------| RT--1--ND....NSKSSAS..-Y

CONSENSUS-H - ..RN-TS-STSSM............... e LT VL-D-QQKVH----R---V---N............. -S 184

90CR056 - RN-TS-STSSM.......cceevvvviniee . EAG - LT VL-D-QQKVH----R---V---N............. -S 184

CONSENSUS-O -qM-F---QM- ? LA-22277....-7- ?7?7272°2..2?222?22?22?2?77n-22...7-q-e-----VIKD-KEKKQ----Vs-Lvk?n?ts??N?T??272..... 161
ANT70 -QM-F---QME--......... ._> .......... GT-.. ..--K-E-----V-KD- _Am_A_AO..l<m L-EL.....NETSST...-K 181

MVP5180 E-M-F---QM--VDLQT.....-K-..GLL... VLTD-KEQKQ----VS-LSKV......NDSNAV...-G 188

VAU -QM-F---QM---DIKNSI...-T--SPLNS....-N-.....ccceviiriiiiininnnenen K- V-Q-D---- VLKD-QEKKQ----VT-LVK-......NATS.. 189

V1686 -QM-F---QM-- . . NISNAT...SSDISKDTSSENS.....V-Q-E--I--VLKD-KEKKQ----VS-LVKT- 193
CONSENSUS-CPZ -----?-??2?7?-7 2 222-2--22-020D-K?2?202--22-2272772.72.....-7 73
CPZGAB . . _m_u.D._A.O<.w...<_m..<Z_|O NE....... 187

CPZANT - . . - ...PIVDGMK..... LQE-N--QS-GFKD-KQKMK-|---G-L-KCQDN............ -E 187
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HIV1 ENV

V2 o - > Semeee V3 Loop

* * * * AAN * AAN AAN AAA NFN AAN

WEAU160 S.. <.:|_ZO_Amm.:.ﬁO>0_u_A<m_um_u__u_I<O>v>0_u>__u_AOZU_A_A_HZO_AO_uO_AZ<w.ﬂ<OO.ﬂIO__u_u<<m.ﬂo_|_|rzom_u>mm DIVIRSENFTDNAKNIVQLNVSIEINCTRP.NNNTRKK..IT

CONSENSUS-A ??..?2???-R----NT-a t I ?2.2V7 ? . 272
U455 - R----NT K-PE------- e K-memmmemmmaeee| R.E-R 305
SF1703 N...IRTQ-R----NT-A AE---T- [ 314
92RW020.5 T.....DK-R----NT-A K-TE---T | 296
92UG031.7 -D..NFSE-R----NT-A T R--EDD---T-L. ~K S..VR 307
92UG037.8 -....SNL-R----NT-AL------- T------ R------ Y E---T-L 309
UG275A Q... -R----NT-A K 305
UG273A ... -R----NT-A. e e T T.EVK-K- . . 312
DJ264A .Q-R----NT-A-K------T K 304
DJ263A .Q-R----NT-A--K-----T K 308
DJ258A e Q-R----NT-A. T K-A: 305
KENYA  E.... -R----NT-A T K 306
VI191A et AQ-R----NT-A--mmmmom oo R--E---T---R---S K . . 309
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KHO3 .. SE-R--T-NT-V-K-rmee|--DemrmenTomnYoomemea S S — G.E-l----L-N---T---H--K-V----—- SDRM-TP.MR 311

KHO8 cleme-L-N-=-T---H--K-VA---- S-KI-TS.MR 320

93TH966.8 L-Ne-ToreHe-K Voo S TS T- - 308

93TH975.15 EeeeeL-N=-QT---H--K-Vre- S~ TS.VR 303

TN235 - EeloeeeL-Ne-Toe-He-K-Vemeeee S--TS -P 313

TN242 E-lee-L-No=-Too-He-K-Vereee S-- TS - 309

Y3 U310 3 S~ WS Ny (RVA G N , W, AU (K S - S — E-leeeerL-Nor-Tor-He-K-Vereeee S TS - 308
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CM240
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93BR020.1
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UG273A

) 403
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HIV1 ENV

immunodominant

|- fusion peptide -| |- region -|
@U“_.NO/\@UA.“_. * * ANA G%%
WEAU160 V... QREKRA..VGMLGAMFLGFLGAAGSTMGAASMTLTVQARLLLSGIVQQQNNLLRAIEAQQHLFELTVWGIKQLQARVLAVERYLKDQQLLGIWGCSGKLICTTTVPWNASW.......... SNR
CONSENSUS-D B | q LQ i h----?----s-- ?--- 548
84ZR085 LQ 617
WHO15-726 LQ 621
87TZ4622 LQ 612
94UG1141 LQ 605
ELI LQ 613
2276 L 614
Z6 L 616
NDK L 607
92UG024.2 LQ --K 611
Jyi MLQ .S.-K 624
UG269A L 613
UG274A2 K-----LQ 623
SE365A2 L 612
CONSENSUS-E L 603
92THO11A L 615
KHO3 L 612
KHO8 L 621
93TH966.8 L 609
93TH975.15 L 607
TN235 L 612
TN242 L 609
92TH022.4 MLQ 607
93TH976.17 L 608
CM240 L 611
CONSENSUS-F L 590
BF_93BR029.4 L 603
93BR020.1 L 607
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BZ126A L 602
CONSENSUS-G L 560
AG_92RU131.9 L 608
AG_VI525A2 L 628
AG_92NG083 L 603
AG_93NG003 L 599
AG_LBV217 LA----V-Q L 618
AG_92UG975.10 - |-----V-Q S L 604
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