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Name Accession No. Region First Author Reference

CONSENSUS-A

U455 M62320 complete genome Oram, J.D. ARHR 6 (9), 1073-1078 (1990)
IBNG L39106 complete genome Howard, T.M. ARHR 12(15), 1413-1425 (1996)
IFA86 230637 vif Wieland, U. Virology 203 (1), 43-51 (1994)
92UG037 U51190 complete genome Gao, F. J. Virol. 70 (3), 1651-1657 (1996)
Q23 AF004885 complete genome Poss, M.,R.A. Unpublished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)

HXB2R

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

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

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

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

IFA19 730686 vif Wieland, U. Virology 203 (1), 43-51 (1994)

IFAG5 Z30630 vif Wieland, U. Virology 203 (1), 43-51 (1994)

P896 U39362 complete genome Collman, R. J. Virol. 66, 7517 (1992)

WEAU160 U21135 complete genome Ghosh, S.K. Unpublished (1995)

PA-3799 U24443 vif, vpu, tat, rev, env Michael, N.L. J. Virol. 69 (7), 4228—-4236 (1995)

U39-32 X91365 vif Wieland, U. Unpublished (1995)

3.7 u42234 vif complete Sova, P. J. Virol. 69 (4), 2557-2564 (1995)

8.18 U42258 vif complete Sova, P. J. Virol. 69 (4), 2557-2564 (1995)

GMK1 u42270 source vif complete Sova, P. J. Virol. 69 (4), 2557-2564 (1995)

12 u42278 source vif complete Sova, P. J. Virol. 69 (4), 2557-2564 (1995)

uU13-2 X91354 vif Wieland, U. Unpublished (1995)
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92BR025 U52953 complete genome Gao, F. J. Virol. 70 (3), 1651-1667 (1996)
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