COMMON NAME
SUBTYPE A:

U455
IBNG

SUBTYPE B:

SF2

LAI
HXB2R
NL43
NY5CG
LwW123
MN

SC
JRCSF
JRFL
NH52
ovI
CAM1
HAN
D31

RF

YU2
BCSG3C
YU10
P896
3202A12
3202A21
MANC
WEAU160

SUBTYPE D:

ELI
7276
Z6
NDK

SUBTYPE O:

ANT70C
MVP5180

SUBTYPE U:

MAL
CPZ:
CPZGAB
CPZANT

Sequences in th&/pr Alignment

LOCUS ACC # FIRST AUTHOR
HIVU455 M62320 Oram,J.D.
HIVIBNG L39106 Howard,R.M.
HIVSF2 K02007 Sanchez-Pescador,R.
HIVLAI K02013 Wain-Hobson,S.
HIVHXB2R K03455 Starcich,B.
HIVNL43 M19921 Buckler,C.E.
HIVNY5CG M38431 Theodore,T.
HIVLW123 U12055 Reitz,M.
HIVMN M17449 Gurgo,C.
HIVSC M17450 Gurgo,C.
HIVIRCSF M38429 Koyanagi,S.
HIVIRFL M74978 O’Brien,W.A.
HIVNH52 L07424 Weidt,G.
HIVOYI M26727 Wain-Hobson,S.
HIVCAM1 D10112 Mclntosh,A.
HIVHAN u43141 Sauermann,U.
HIVD31 U43096 Dietrich,U.
HIVRF M17451 Starcich,B.R.
HIVYU2 M93258 Li,Y.
HIVBCSG3C L02317 Ghosh,S.K.
HIVYU10 M93259 Li,Y.
HIVP896 M96155 Collman,R.
HIV3202A12 U34603 Guillon,C.
HIV3202A21 U34604 Guillon,C.
HIVMANC uU23487 Zhu,T.
HIVWEAU160 U21135 Ghosh,S.
HIVELI K03454 Alizon,M.
HIVZ2Z6 M22639 Theodore,T.
HIVZ6 K03458 Srinivasan,A.
HIVNDK M27323 Spire,B.
HIVANT70C L20587 Vanden Haesevelde,M.
HIVMVP5180 L20571 Gurtler,L.G.
HIVMAL K03456 Alizon,M.
SIVCPZGAB X52154 Huet,T.
SIVCPZANT u42720 Vanden Haesevelde,M.
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HIV1 VPR

Subtypes C and E-H are not currently represented in VPR. The sequence MAL could not easily be
assigned to any of the three VPR subtypes, A, B, and D.

<- vif cds
CONSENSUS-A  ATGGAA??A......GCCCCA...GAAGACCAGGGGCCACAGAGGGAGCCGT?C??TGAAT?G?CA?TAG 53
u4ss 0 e CA-......-——-- A-GC-----A-G--T--- 61
IBNG

CONSENSUS-B
SF2

LAI

HXB2R

NL43

NY5CG

Lw123

61

3202A12
3202A21
MANC
WEAU160

CONSENSUS-D  ATGGAACAA.....GCCCCA...GaAGACCAaGGGCCaCA?AGGgJAGCCATACAATGAATGGaCATTAG 60
ELI G G 61

7276 A 61

Z6 A---. 60

NDK G--G 61

CONSENSUS-O  ATGGAACAA......GC?C??...GA?AATCAGGGACCAGCTA??GAGCC?TTCAATGAATGG?CACTAG 53
ANT70 e ~A-CT..--G AA-----C G 61
MVP5180 e, ~C-TG...~-A GG----A Y N— 61

CONSENSUS-U  ATGGAACAA.....GCCCCA...GCAGACCAAGGGCCACAGAGGGAGCCACACAATGAATGGACATTAG 61
MAL e 61

CONSENSUS-CPZ ATGGAACAA......GC?CC?... 2AGGA??A?GG?CCAC??AGAGAACC?222?A?GA?TGG?2?TTAG 42
CPZGAB -, A--A...G--=-CC-A--T---CA-rmrmrev TTACC-G--A---GCA---- 61
[&1=77Y N} E—— -C--G...C---TG-G--G----AG------ AATGA-T--G---TTG---- 61
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HIV1 VPR

CONSENSUS-A A°°TGTTAGAAGAGCTTAA"CATGAAG’7TGTTAGACA’7TTTCCTAGGC’>GTGGCTCCATGGATTAGGACA 117
U455 -GT G A T A 131
IBNG -AC A C C C 131

CONSENSUS-B AGCTTTTagaggAgCTTAAGAgQIGAAGCTGTtAGaCATTTtCCtAGGataTGGCTcCaTagcTTAGgaCA 131
SF2 A CC 131

LAI A T G-ee-G-- 131
HXB2R A T Geeee-G-- 131
NL43 A A 131
NY5CG A A 131
LW123 A T G-e-G-- 140
MN A G--e-G-- 131
SC GAG-A Ge-G-- 131
JRCSF YN c G- 131
JRFL YN G-C G- 131
NH52 A G- 131
ovI A 131
CAM1 A G cc T-GCA 131
HAN C A 131
D31 c T 131

RF c C 131
YU2 A (o ORI N H— 131
BCSG3C YN N 131
YU10 A 131
P896 A G c 131
3202A12 A A 131
3202A21 A A 131
MANC 131
WEAU160 A G 131

CONSENSUS-D  AGCTTTtAGAGGAGCTTAAGAGTGAAGCTGTtAGACATTTTCCTAGGATATGGCTCCATAGCTTAGGACA 130
131

7276 131
6 e . 129

NDK C 131

CONSENSUS-O  AGCTC?T?GAAGAGCT?AAAG?AGAAGCAGTAAGACATTTCCCTAGGCCTTGG?TACA?GCCT??GG?CA 114
ANT70 - T-A A----C C---C--—-TG--A- 131

MVP5180 - C-G G----A T---A-GT--G-- 131

CONSENSUS-U  AACTTTTAGAGGAGCTTAAGCAAGAAGCTGTCAGACACTTTCCTAGGATATGGCTCCATAGTTTAGGACA 131
MAL 131

CONSENSUS-CPZ A’?AC”TT”GAAGAA”TAAAAAATGA”GCAGTAAGACATTTCCC'77'?7CC"”')’?TT?????????????CA 86
CPZGAB -G--C--G T A TAGA--ATGG--GCATCAATTAGGA-- 131
CPZANT -A--T--A------A G ACAG--TACA--A............ - 119
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HIV1 VPR

CONSENSUS-A  ACATATCTAT?A?AC?TATGGGGATACTTGGGA?GG?GTT?AAGCTATAATAAGAATTTTGCAACAA?TA 180

U455 A-C--C G--A—G T- 201
IBNG G-A-A A--G-—-A Cc- 201
CONSENSUS-B  ACATATCTATGAaACTTAtGGYGATaCtTGGGCAGGAGTgGAAGCCcaTAaTAAGAACTgCAACAACTG 201
SF2 T 201
LAI 201
HXB2R 201
NL43 C 201
NY5CG cC 201
LW123 210
MN A 201
SC 201
JRCSF T A G- 201
JRFL T A G- 201
NH52 T A 201
ovI -T A 201
CAM1 c T G 201
HAN T A A 201
D31 G Y. NSY N o S [y p— 201
RF A T 201
YU2 A 201
BCSG3C T C--G----C 201
YU10 A 201
P896 A T 201
3202A12 201
3202A21 201
MANC Sy (S T--G-Cor-AcmemeAcemeeT C 201
WEAU160 A c 201
CONSENSUS-D  A?ATATITATGAAACTTATGGGGATACCTGGG?AGGaGTTGAAGCT?TAATAAGAATI?TGCAACAAITA 196
ELI -C T A AC 201
7276 T C C T 201
Z6 T T C T 199
NDK -C--C C-- A c c- 201
CONSENSUS-O  ?TACATTTATGAGACTTATGG?GACACTTGGG?AGGAGTTATGGCAATTATAAGAATCTTACAACAA?T? 179
ANT70 A G T T-G 201
MVP5180 G A A CA 201
CONSENSUS-U  ACATATCTATGAAACTTATGGGGATACCTGGGAAGGAGTTGAAGCTATAATAAGAAGTCTGCAACAACTG 201
MAL 201
CONSENSUS-CPZ A?2C2T?2A??222222TAT?2222222222222222222222222222222222222222T2CAA2222T? 98
CPZGAB -TT-A-TT-TGACACT--GGAGATACATGGGTAGGAGTAGAGGCCATCATAAGAATCT-A--CACT-G 201
CPZANT “CA-T-GG-AATTGGG " ....veeoroereeeeoeereoeere A-G-—-..AT 147
I-A-140
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HIV1 VPR

\V 3 s
CONSENSUS-A ?TGTTT?TTCAT..TTCAGAATTGGGTG?CAACATAGCAGAATAGGCATTATT......... C?AGGGA 234
U455 C--—---A----- . Commmm o -C----- 259
IBNG T-----G----- . Tommmmmm e -A----- 259
CONSENSUS-B CTGTTTAtCaT..?TTCAGAATTGGQTGtCgaCAtAGCAGaATaGGCaTTACT......... C?aCagA 258
SF2 - A ) -A----- 259
LAI C--- 259
HXB2R C---..T 234
NL43 C--- 259
NY5CG . 259
LW123 CC--- 268
MN . 259
SC . 259
JRCSF . 259
JRFL . 259
NH52 . 259
oYl - 259
CAM1 . 259
HAN . 259
D31 v 259
RF . 259
YU2 . 259
BCSG3C C--T- 259
YU10 . 236
P896 236
3202A12 A T -A----- 259
3202A21 A T -A----- 259
MANC 236
WEAU160 oo -C----- 259
CONSENSUS-D CTGTTTATTCAT..TTCAGAATTGGGTGTCAACATAGCAGAATAQGIATTACT......... CGACAGA 254
ELI . C----T-uee. 259
2276 e 259
Z6 234
NDK A-mme 259
CONSENSUS-O CTGTTTACCCAT...TATAGAATTGGATGCCAACATAGTAGAATAGGAATT??C????2?2?????CAAGAG 234
ANT70 . AA-......... C------ 259
MVP5180 CT-CCATCTAACA------ 268
CONSENSUS-U CTGTTTATTCAT..TTCAGAATTGGGTGTCAACATAGCAGAATAGGCATTACT......... CGACAGA 259
MAL e 259
CONSENSUS-CPZ ??G???AT?CAT...????GA???G?GTGC??G??TAGCAGAATAGGCATCCTC......... CCACAAA 138

CPZGAB
CPZANT

CT-TTT--Con... TTTA=CTT-Grm-CA-CAormmememmemmmmecen.......omemmen
AC-GAG--T--...... G--GAG-A--AG-TT-

259
177
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HIV1 VPR

CONSENSUS-A
U455
IBNG

CONSENSUS-B
SF2

LAI

NL43
NY5CG
Lw123
MN

SC
JRCSF
JRFL
NH52
oyl
CAM1
HAN

D31

RF

YU2
BCSG3C
3202A12
3202A21
WEAU160

CONSENSUS-D
ELI

7276

NDK

CONSENSUS-O
ANT70
MVP5180

CONSENSUS-U
MAL

-> tat cds
GAAGAGGC...AGGAATGGAGC??GTAGATCCTAG
CA

TG

GgAGAgCA???AGaAATGGAgCCAGTAGATCCTAG
AGA

GAAGAGCA...AGAAATGGATCCAGTAGATCC

GAAGAGGAAGAAGAAATGGATCCAGTAGATCC

GAAGAGCA...AGAAATGGATCCAGTAGATCC

CONSENSUS-CPZ GAAGAAGA...TCCAATGGATCCAATAGATCC

CPZGAB

[-A-142
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288
291

291
288
288
288

288
288
288
288
288
288
288
288
288
288
291
288
294
294
291

288
288
288

291
300

288

288

264

290

283

266

288

167



CONSENSUS-A
CONSENSUS-B
CONSENSUS-D
CONSENSUS-O
CONSENSUS-U

CONSENSUS-CPZ

CONSENSUS-A
CONSENSUS-B
CONSENSUS-D
CONSENSUS-O
CONSENSUS-U

CONSENSUS-CPZ

CONSENSUS-A
CONSENSUS-B
CONSENSUS-D
CONSENSUS-O
CONSENSUS-U

CONSENSUS-CPZ

CONSENSUS-A
CONSENSUS-B
CONSENSUS-D

HIV1 VPR CONSENSUS

<- vif cds
ATGGAA??A......GCCCCA...GAAGACCAGGGGCCACAGAGGGAGCCGT?C??TGAAT?G?CA?TAG 53
—————— ca-??????------2?7? A a-A-AA-----G-a--C--- 61
a ? A-A-AA-----G-a--T--- 60
------ CA-.....-?-22...~-?A-T----A---GCT-??-----?-T-AA-----G----C--- 53
------ CA-. eroiiCome- Ao ACA-AA-----G-A--T--- 61
______ CA-._”“--?--’) 2-GmPP-2- P PP Ae- A= PP-2-AP--P-G=-?? T --- 42

A??TGTTAGAAGAGCTTAA?CATGAAG?TGTTAGACA?TTTCCTAGGC?GTGGCTCCATGGATTAGGACA 117
C 131

cTom (. o Euu—- 7.\ TN o S—— y p— Y - S— Y\ A— 130
-GC-C?-?-----?--AG?2A---CA--A-r--T=-Corer-CT--2-A--2-CC-22--7-- 114
Y o P c— G--A---C---C---C ATA AT 131
-AC?--2----AP-A--AA----2-CA--A----T--C--2222-C2222T-2222222222277-- 86
ACATATCTAT?A?AC?TATGGGGATACTTGGGA?GG?GTT?AAGCTATAATAAGAATTTTGCAACAA?TA 180
G-a--T CA--A--gGrm--Crrmmemmmmeee P c-G 201
Peeete-G-A-T C----2A—-ar-G----? ? t- 196
?T-Co-T---G-G-Trme-?=-Crmmeme-PAc-Ane-AT G oA T-ommemen (o W— 2 179
G-A-T C--A-A--G G-C Cc-G 201
“PPC2-2?-2-2-2?---07?207??7?7?7???-2?2-02??-2?????7?????7??????7?-2---277--? 98

V 3 s
7TGTTT’7TTCAT TTCAGAATTGGGTG”CAACATAGCAGAATAGGCATTATT ......... C?AGGGA 234

CONSENSUS-O C----- ACC---...-AT A--C T 234
CONSENSUS-U C----- A----- T
CONSENSUS-CPZ -?-???A-?---...2?2?7?--2??2-2---C??G?? 138
-> tat cds
CONSENSUS-A  GAAGAGGC...AGGAATGGAGC??GTAGATCCTAG 264
CONSENSUS-B -g----CA???--a-------- CA----------- 290
CONSENSUS-D  --—---- CA...--A------ T-CA---—---- 283
CONSENSUS-O  ------- AAGA--A------ T-CA-------- 266
CONSENSUS-U  ------ CA...--A-—--- T-CA-------- 288
CONSENSUS-CPZ ----- A-A...TCC------ T-CAA------- 167

[-A-143
NOV 95



