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Name(s) Accession No. Region First Author Reference

ROD M15390 complete genome Guyader M Nature 3266114) 662—669 (1987)
NIHZ J03654 complete genome Zagury JF PNAS85 5941-5945 (1988)
885 M80207 env gp120 region Nerrienet E Unpublished (1992)

ALl L25445 env Costa Taveira N ARHR10 223-224 (1994)

ISY J04498 complete genome Franchini G PNAS86 2433-2437 (1989)
ST M31113 complete genome Kumar P J Virol 64 890-901 (1990)
BEN M30502 complete genome Kirchhoff F Virology 177 305311 (1990)
D194 J04542 complete genome Kuehnel H PNAS86 2383-2387 (1989)
CAM2 D00835 complete genome Tristem MF J Gen Virol 72 721 (1991)
CAM2BR u07105 partial env Grez M J Virol 68 2161-2168 (1994)
D1024 u07104 partial env Grez M J Virol 68 2161-2168 (1994)
D766 U07106 partial env Grez M J Virol 68 21612168 (1994)
D808 uo7107 partial gp105 env Grez M J Virol 68 2161-2168 (1994)
D868 u07108 partial gp105 env Grez M J Virol 68 2161-2168 (1994)
GH1 M30895 complete genome Hasegawa A ARHR5 593-604 (1989)
CBL21E U05350 env gp160 region Breuer J J Gen Virol 76, 333-345 (1995)
CBL22E U05351 env gp160 region Breuer J J Gen Virol 76, 333-345 (1995)
CBL23E U05352 env gpl160 region Breuer J J Gen Virol 76, 333-345 (1995)
CBL24E U05353 env gp160 region Breuer J J Gen Virol 76, 333-345 (1995)
MDS 748731 gag, pol, vif, tat, rev, nef, env Becker M Unpublished (1995)
CAM1E U05359 env gp160 region Breuer J J Gen Virol 76, 333-345 (1995)
CAM3E U05355 env gp160 region Breuer J J Gen Virol 76, 333-345 (1995)
CAM4E U05356 env gp160 region Breuer J J Gen Virol 76, 333-345 (1995)
CAMSE u05357 env gp160 region Breuer J J Gen Virol 76, 333-345 (1995)
CAMG6E u05358 env gp160 region Breuer J J Gen Virol 76, 333-345 (1995)
KR u22047 complete genome Kraus GK PNAS90(9) 4226-4230 (1993)
D1071 u07105 partial gp105 env Grez M J Virol 68 2161-2168 (1994)
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uc2 u38293 complete genome Barnett SW Unpublished (1997)

uUC3 U38294 C2-V4 of HIV2 env Barnett SW Unpublished (1997)

UC5 U38295 C2-V4 of HIV2 env Barnett SW Unpublished (1997)

uceé U38296 C2-V4 of HIV2 env Barnett SW Unpublished (1997)

uc7 u38297 C2-V4 of HIV2 env Barnett SW Unpublished (1997)

ucCs U38298 C2-V4 of HIV2 env Barnett SW Unpublished (1997)

uc9 u38299 C2-V4 of HIV2 env Barnett SW Unpublished (1997)

ucCi1o0 U38300 C2-V4 of HIV2 env Barnett SW Unpublished (1997)

ucC11 u38301 C2-V4 of HIV2 env Barnett SW Unpublished (1997)

uci1z U38302 C2-V4 of HIV2 env Barnett SW Unpublished (1997)

uci4 U38303 C2-V4 of HIV2 env Barnett SW Unpublished (1997)

5132E2 L16964 env partial Gao F ARHR9 703-704 (1993)

FA3 L33095 partial env gp41 v3 Gao F J Virol 68 74337477 (1994)
GB1222 L10637 env gp4l Otten RA AIDS 8(3) 297-306 (1994)
Cli71 X78505 partial gp36 env Cuoto-Fernandez JC ARHR10 1289-1294 (1994)
HIV2CI9 X78506 env Cuoto-Fernandez JC  ARHR10(9) 1157-1163 (1994)
HIV21SO53 X78507 env Cuoto-Fernandez JC  ARHR10(9) 1157-1163 (1994)
HIV2VI390 X78510 env Cuoto-Fernandez JC  ARHR10(9) 1157-1163 (1994)
HIV2VI905 X78511 env Cuoto-Fernandez JC  ARHR10(9) 1157-1163 (1994)
V11056 U67349 env Nyambi PN ARHR13(1)7-17 (1997)
V11415 U67350 env Nyambi PN ARHR13(1)7-17 (1997)

V1495 U67351 env Nyambi PN ARHR13(1)7-17 (1997)

V1884 U67352 env Nyambi PN ARHR13(1)7-17 (1997)
SL93F U75440 env Chen Z J Virol 71(5) 3953-3960 (1997)
UC1 LO7625 complete genome Barnett SW J Virol 67 1006-1014, (1993)
2D205 ALT X61240 complete genome Dietrich U ARHRS8 1619 (1992)

EHOA u27200 complete genome Rey-Cuille MA Virology 202(1) 471-476 (1994)
GH2P22 D10458 env Kawamura M Virology 188 850—-853 (1992)
JA3 L33096 partial env gp41 v3 Gao F J Virol 68 74337477 (1994)
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ONFT3 L33097 partial env gp41 v3 Gao F J Virol 68 7433-7477 (1994)
VI1011 U67348 env Nyambi PN ARHR13(1)7-17 (1997)

22381 L33077 pl6/p28 partial gag Gao F J Virol 68 74337477 (1994)
FO784 L33083 gag, pl6/p28 partial Gao F J Virol 68 7433—-7477 (1994)
SMCI2 X78508 env Peeters M ARHR10, 1289-1294 (1994)
SMCI8 X78509 env Peeters M ARHR10, 1289-1294 (1994)
7312A L33094 partial env gp41 v3 Gao F J Virol 68 7433-7447 (1994)
MM251 M19499 complete genome Franchini G Nature 328 539-543 (1987)
MM32H D01065 complete genome Rud EW J Gen Virol 75 529 (1994)
MM1A11 M76764 complete genome Luciw PA ARHRS8 395-402 (1992)
MM316ZQ L22814 env,nef Kodama T J Virol 67 6522—-6534 (1993)
MM132ZL L22809 env,nef Kodama T J Virol 67 65226534 (1993)
MM239 M33262 complete genome Regier DA ARHR6 1221-1231 (1990)
CTL7202 M61062 env Burns DP W J Virol 65 1843-1854 (1991)
MM142 M16403 complete genome Chakrabarti L Nature 328 543-547 (1987)
MM18101 U19595 env, partial Lane TE Virology 212(2) 458-465 (1995)
SEGA L26938 env Kodama T Unpublished (1994)

SEGE L26942 env Kodama T Unpublished (1994)

SEGJ L26947 env Kodama T Unpublished (1994)

7FBE2 u18019 env gpl20 partial Zhu GW J Neurovirol1(1) 78-91 (1995)
7TFLG1 u18023 env gpl20 partial Zhu GW J Neurovirol1(1) 78-91 (1995)
7FLN1 U18028 env gpl20 partial Zhu GW J Neurovirol 1(1) 78-91 (1995)
7FSE1 u18034 env gp120 partial Zhu GW J Neurovirol1(1) 78-91 (1995)
MNE M32741 complete genome Benveniste RE Unpublished (1990)
MNELN11 u06277 env partial Chackerian B J Virol 68(6) 4080—4085 (1994)
MNESPL17 U06352 env partial Chackerian B J Virol 68(6) 4080—-4085 (1994)
MNELIV25 u06377 env partial Chackerian B J Virol 68(6) 4080—4085 (1994)
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PHTBE1 u18039 env gpl120 complete Zhu GW J Neurovirol1(1) 78-91 (1995)
PHTLG1 U18046 env gpl20 complete Zhu GW J Neurovirol1(1) 78-91 (1995)
SMP209 L20008 env Hynes NA ARHR9 803-806 (1993)
P209C15 L20009 env Hynes NA ARHR9 803-806 (1993)
SMMPBJ14.15 L03295 complete genome Dewhurst S Nature 345 636—640 (1990)
SMMPBJB

SMMPBJ14.441 M31325 complete genome Dewhurst S Nature 345 636—640 (1990)
SMMPBJA

SMMPBJ6.6 L09212 env polyprotein gag nef Hirsch VMJ J Virol 67 2466-2474 (1993)
SIVSMMH9 M80194 complete genome Courgnaud V J Virol 66 414-419 (1992)
SMMH4 X14307 complete genome Hirsch VM Nature 339 389-391 (1989)
SM62A U04982 env, nef, tat, rev Hirsch VM J Virol 68 2649-2661 (1994)
HUMB670 S67406 env Khabbaz RF N Engl J Med330172-177 (1994)
SIVB670 M90048 env, nef, LTR Mullins JI Unpublished (1992)

ST™M M83293 complete genome Novembre FJ Virology 186 783—-787 (1992)
STMAK3 X60668 env Khan AS J Med Primatol20 167-171 (1991)
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CONSENSUS-A zw<<n_<6Z<§U=w<<__Q_Q<O<<_<<@__m_.x_<_<<<oB_m_u_xxo<_..~_u<ﬂwmu_u@<_oo_I_I_8_omoumqmmﬁmmU<@o:oo%o<<_u<<v_m<_2_=
A_ROD UO...Z ...... G-S-G--RY----mmmmmmme- Q------ R--S------- 778
A_NIHZ
AALI
AISY
A_ST
A_BEN ---IL. L---F
A_D194 A----L. L---m-- T-RG--N--rrev A-DDS- _um_....._.z..o H--T-
A_CAM2 -N----T: S V. S
A_CAM2BR -N----T S V.
A
1

A_GH1 V-V
ACBL21 R

ACBL22
ACBL23

W U...._U..> Zm_..wm
[ T-RG---N----G-A-DAS-YDF

Q--T S-V--RF

gG-ndg-YRS--Q-E-----2-Q-Rn--IW---g--t--| 711
--S-T---P-R-HRG---N----DEG-NEGAYRS---Q-E-A----Q-RN--IW---G--N--L 781
~=---§-T--P-R-RG-~N-—-GG-NDGDYRS Q£ L-Q-RN-W--G--T-L 780

CONSENSUS-C

C_22381 -

CONSENSUS-D

D_F0784

D_SMCI2

D_SMCI8

CONSENSUS-AB

AB_7312A 150

mmovzyw_,_w_w_mm..%m.mo -2 Q: m: ? - ._.x Ge- @ O..ﬂo Ew...o. ...... ...S\._uw:Lo | 767
SD_MM32H = - |----AK--Q---------- S-F

SD_MM1Al1l S-F

SD_MM316ZQ K--Q S

SD_MM132ZL S-F-

SD_MM239 S-F--

SD_MM142 S-F-$T- ._. L- ._._A O_A_AO O Omo NSS---

SD_MNE S-F-$T- mo QAL-TK-G--G-G-GSG-NSS---Q-E-------

SD_P209C19 Q A-V---P---GQ-P-TK-GE-GEG-DRG-SRS---Q-E:

SD_P209C15 L. Q A-V---PV--GQ-P-TK-GE-GEG-DRG-SRS---Q-E

SIVsmFr66 V- S-H----TL-GQG--TK-GI--GG-D-V-HRS

SIVsmFr74 V-L---A--mm-- G- Q- - SCH---RTL-GQ---TN-GI--GG-DSV-YRS

SIVsmFr85 V-L- GK--Q S-H--S-T-R-Q---IK-GI--GG-DSV-YRS

SD_SMMPBJ14.15 | L--L-V-G A---Q A-V--VP-QTGQ-L-TK-GE-G-G-GRG-NRS---Q-E------- Q------ W-FSS---W-L 802
SD_SMMPBJ14.441 ----| L--L-V-G A---Q A-V---P-QTGQ-L-TK-GE-G-G-GRG-NRS---Q-E------- Q

SD_SMMPBJ6.6 | L--L-V-G A---Q A-V-—-P- -QTGQ-L-TK-GE-G-G-GRG-NRS---Q-E

SD_SMMH9 “XX=XX==-X==-X L--L-V-G A---Q -AXVx--P> -XTGQ-L-TK-GE-G-G-XRG-NRS--xQ-

SD_SMMH4 A---Q A-V---P---GQ-P-TK-GE-G-G-DRG-SRS---Q-E------- --

SD_SM62A A---Q A-V---P---GQ-P-TK-GE-GEG-DRG-SRS---Q-E--

SD_SMMB670 A---Q A-V---P---GQ-P-T--GE-G-G-DRG-SRS---Q-E------- Q W- _umz..._.o _. 796
CONSENSUS- w._._<_ ?--VR-------L-|- o<_<_..<>..oo ) S$??---?---GQ--?TK-G---GG-DRG-INS---Q-E-T-----Q-V----W---NF-AC-- 774
STM_STM - ---GQ---TK-G---GG-DRG-INS---Q-E-T-----Q-V----W---NF-AC-- 795
STM_STMAK3 366

ANZ AIS/Z-NIH
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LE-G-1I

nef start -> *

<- rev cds *
CONSENSUS-A  r?f2tlgpi?q?1????t??RDwWIRI?aAyLQY GceeWIQeafgafar?trETlagawr?lwg?I?riGRglLavPRRIRQGAEiaLL$ 793
A_ROD -S-L---L-Y-N-.......-==---] RT-F--mmmmmeeeec, A--A-m-nenem C-G--RV-E---mmmmmmmmeeemeeeees 858
A_NIHZ -ISPI----F-S-QRAL-Al------ K L--T G-D--RA-Q L--- 856
AALI -I-Sl----F-S-QRAL-TI------ K---- 862
AISY =YL-L-P-. 846
A_ST .m -Q---L-S-S-RRAL-AV- 859
A_BEN KNSP-RRL-S-S-... 860
A_D194 KNSP-RRL-S-S-.... 851
A_CAM2 -1-Q-----L-N-....... 859
A_CAM2BR -[-Q-----L-N-... 843
A_GH1 851
A_CBL21 865
A_CBL22 -S- E..>. 850
A_CBL23 -ISL--R-VF-S-QRAL-AI-----TD 858
A_CBL24 -SSLI----L-S-QRAL-Al------E 866
A_MDS -l-L-----F-N-... 869
A_CAM1 -|-L-----L-N-.. 858
A_CAM3 860
A_CAM4 860
A_CAM5 849
A_CAM6 862
A_KR -S- v..._. F- m -Q 857
A_UC2 ANSP-RRL-S-N-. 865
A _GB1222 -I-L-----F-N- 347
CONSENSUS-B  KT-g?--- 781
B_UC1 KTSQI---A...-Q........ 857
B_D205 KT-QI-HQ- -STN- -Q........P-—-PV: ...._m F---LR-A--A- O....m Om.?.m> R- >> A- 859
B_EHOA KT-Q----V...-Q ---PP---R--IS-F---|--A--AAG----S-A-TS--V-R-AAGE-| 852
B_GH2 Q --LV----- ID-F---LR-A--V------S-GETF-EI-R-MAGA-V-| 461
CONSENSUS-SD  --yQi---vl-r-s-tLgR--EV?-?eit-----wsyf---v--?w--a?----s--gd--Et-g-v--w--- 846
SD_MM251 -AYQI----L-R-SATLRRV-EV--TELT-----WSYFH--V--GW-SAT--------D--ET-R-G--W--- 880
SD_MM32H -AYQI----L-R-SAALQRI-EV--TELT-----WSYF---V-VGW-SAT- 878
SD_MM1Al11l -VYQI----L-R-SATLRRI-EV--TELT-----WNYFH--V-VDW-SAT 876
SD_MM316ZQ  -VYQI----L-R-SATLQRI-EV--TELT-----WSYFH--V--VW-SAT 877
SD_MM132ZL  -VYQI----L-R-STTLQRI-EV--TELT-----WSYFH--V--VW-SAT 876
SD_MM239 -VYQI----L-R-SATLQRI-EV--TELT-----WSYFH--V--VW-SAT------- 879
SD_MM142 -AYQI----F-R-SATLRRI-EV---ELT-----WSYF---V--AQ-SAT------- 881
SD_MNE -AYQI----F-RFSTTLORI-EV--TELT-----WSYF---V-VAW-SAT------- 880
SD_P209C19  -SYQI---VL-R-STTLQRV-EVI-IEIT-----WSYF---V--WWKFA- 886
SD_P209C15  -1YQI---VL-R-SRTLQRV-EVI-IEIT----- 885
SD_SMMPBJ14.15 -NCQ----VL-S-SRTLQRA-EVI-VQI 889
SD_SMMPBJ14.441 - ZOO....<_. m mm._._.o_u> m<_ -VQI------WRYL---A--WWKFV ...m...D..m._. O <.... 889
SD_SMMPBJ6.6 889
SD_SMMH9 -WRYL---AxXXWWKFx-----S---D--ET- o <.. 886
SD_SMMH4 --WRYF---V--WWKLA-----S--GDI-ET-G-V- 885
SD_SM62A 886
SD_SMMB670  -IYQI---VF-R-FSILQRI- m<< TEIS------R-F---V--GW- >>O....m..oo..m._. G-V--WV-- 883
CONSENSUS-STM  -IYQ--H-TF-RISRILQRI-EVV--G------=-|---- A--AW-AAG----S-G-D--ET-G-V--R-G 861
STM_STM -IYQ--H-TF-RISRILQRI-EVV--G-------- |-----A--AW-AAG----S-G-D--ET-G-V--R-G-|------- L-LT-- 882
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