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Name(s) Accession No. Region First Author Reference

AGMTYO X07805 complete genome Fukasawa, M. Nature 333 457-461 (1988)
AGM3 M30931 complete genome Baier, M. Virol. 176, 216-221 (1990)
AGM155 M29975 complete genome Johnson, P.R. J. Virol. 64, 108692 (1990)
SIVREV L40990 complete genome Hirsch, V.M. J. Virol. 69, 955-967 (1995)
AGM677 M66437 complete genome Fomsgaard, A. Virol. 182 397-402 (1991)
AGMT9 L19254 gag, pol Hirsch, V.M. Virol. 197, 426-430 (1993)
AGMT17 L19250 gag, pol Hirsch, V.M. Virol. 197, 426—430 (1993)
AGMT27 L19251 gag, pol Hirsch, V.M. Virol. 197, 426430 (1993)
AGMT40 L19252 gag, pol Hirsch, V.M. Virol. 197, 426-430 (1993)
AGMT49 L19253 gag, pol Hirsch, V.M. Virol. 197, 426-430 (1993)
TAN1 U58991 complete genome Soares, M.A. Virol. 228 394-399 (1997)
SAB1C u04005 complete genome Jin, M.J. EMBO J.13, 2935-2947 (1994)
SABD37P u04018 pol Jin, M.J. EMBO J.13, 2935-2947 (1994)
AGM266 M22974 pol Li, Y. J. Virol. 63, 1800-2 (1989)
AGM385 M21311 complete genome Daniel, M.D. J. Virol. 62, 4123-4128 (1988)
AGM381 M73537 complete genome Allan, J.S. J. Virol. 65, 28162828 (1991)
SYK LO6042 complete genome Hirsch, V.M. J. Virol. 67, 1517-28 (1993)
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AGM155 NTL P--K---R ~LK-Go-LKV---cl-Koroen-TLo-THL—-G-S-H---GD- 1047

SIVREV ~ --emv L-TL P-- [ I R S G-M--LR-P----RN------- 1049

GRIVET.CON  -L-----LNTL-NQ-r----K-mmoe T - S— +-IK-G-DIKV------|-K--GE--T-DS-GSM--VREANK--EGD-DLQ-QE 1057
AGM677  -L----LNTL-NQ--mrm-Kormeceen P--K---Roemenenv -IK-G-DIKV-------|-K--GE--T-DS-GSM--VREANK--EGD-DLQ-QE 1057
TANTALUS.CON --------- HI-QO-—S-Ker - P KoL K G LKV LKE GE- TV T-M- 1067

TANL e HI--QQ---S=-Kos-rme-EP-K o T-Loemeoe < K-G-LKV-s-ronc|-KE-GE--TV--KT-M-- 1067

SABAEUS.CON _|-H-E--TKTL-Q--S--Q---------- S S S— ~1Q-QG-LKTl------1-K--G..-ALDSQAPL--NGRTAGEVD 990

SABIC  I-H-E--TKTL-Q--S--Q-r-r-crenv P--Kne-Komemenen ~1Q-QG-LKTl-=---I-K--G..-ALDSQAPL--NGRTAGEVD 1039

SYKES.CON  -LY-E-QL-.QN-TSP-FS-------Q-KNE.-K---R-L------V--QT-EGDIFA-------|-T-HG..E--DSGSHV-NDPKT- 1036

SYK -LY-E-QL-.QN-TSP-FS-----~-Q-KNE.-K--R-L-----V--QT-EGDIFA------I-T-HG..E--DSGSHV-NDPKT- 1036

Amino Acids

1074

10d NOV



