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Figure 1A. WT-Vif Consensus sequence
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Figure 1B. Consensus sequence alignments
B I T B I N i N I
é | is | 25 | 35 45 55
HXB2 MENRWQVMIV WQVDRMRIRT WKSLVKHHMY VSGKARGWFY RHHYESPHPR ISSEVHIPLG
BRU MENRWQVMIV WQVDRMRIRT WKSLVKHHMY VSGKARGWFY RHHYESPHPR ISSEVHIPLG
SF2 MENRWQVMIV WQVDRMRIRT WKSLVKHHMY ISKKAKGWFY RHHYESTHPR VSSEVHIPLG
PV22 MENRWOVMIV WOVDRMRIRT WKSLVKHHMY VSGKARGWFY RHHYESPHPR ISSEVHIPLG
MN MENRRQVMIV WQADRMRIRT WKSLVKHHMY ISKKAKGRFY RHHYESTHPR ISSEVHIPLG
F12Vif MENRWQVMIV WQVDRMRIRT WISLVKHHIY ISKKAKGWFY KHHYESTNPR ISSEVHIPLG
Consensus MENRWQVMIV WQVDRMRIRT WKSLVKHHMY VSGKARGWFY RHHYESPHPR ISSEVHIPLG
e R I N I A IR T A I
és 75 85 95 105 115
HXB2 DARLVITTYW GLHTGERDWH LGQGVSIEWR KKRYSTQVDP ELADQLIHLY YFDCFSDSAT
BRU DARLVITTYW GLHTGERDWH LGQGVSIEWR KKRYSTQVDP ELADQLIHLY YFDCFSDSAT
SF2 DAKLVITTYW GLHTGEREWH LGQGVAIEWR KKKYSTQVDP GLADQLTHLE YFDCFSESAI
PV22 DARLVITTYW GLHTGERDWH LGQGVSIEWR KKRYSTQVDP ELADQLIHLY YFDCFSDSAI
MN DARLVITTYW GLHTGERDWH LGQGVSIEWR KKRYSTQVDP DLADHLIHLH YFDCFSDSAI
F12Vif DARLVVTTYW GLHTGERDWN LGQGVSIEWR KKRYSTQVDP GLADQLIHRY YFDCFSESAI
Consensus DARLVITTYW GLHTGERDWH LGQGVSIEWR KKRYSTQVDP ELADQLIHLY YFDCFSDSAT
UV TN R IR R S O T Y EEE TS EERRRY
125 135 145 155 165 175
HXB2 RKALLGHIVS PRCEYQAGHN KVGSLQYLAL AALITPKKIK PPLPSVTKLT EDRWNKPQOKT
BRU RKALLGHIVS PRCEYQAGHN KVGSLQYLAL AALITPKKIK PPLPSVTKLT EDRWNKPQKT
SF2 KNAILGYRVS PRCEYQAGHN KVGSLQYLAL AALITPKKTK PPLPSVKKLT EDRWNKPQKT
PV22 RKALLGHIVS PRCEYQAGHN KVGSLQYLAL AALITPKKIK PPLPSVIKLT EDRWNKPQKT
MN RKATLGHRVS PICEFPQAGHN KVGPLQYLAL TALITPKKIK PPLPSVKKLT EDRWNKPQKT
F12Vif RNATLGNVVR LSCEYQAGHN KIGSLOYLAL AALITPKKIK PPLPSVTKLT EDRWNKPQKT
Consensus RKALLGHIVS PRCEYQAGHN KVGSLQYLAL AALITPKKIK PPLPSVTIKLT EDRWNKPQKT
ool
185
HXB2 KGHRGSHTIMN GH
BRU KGHRGSHTMN GH
SF2 KGHRGSHTMN GH
PV22 KGHRGSHTMN GH
MN KGHRGSHTIN GH
F12Vif KGHRRNHTMN GH
Consensus KGHRGSHTMN GH

Figure 1C. NL4-3 Vif sequence

MENRWQUMIVWQUDRMR INTWKRLVKHHMY ISRKAKDWFYRAHYESTNPKISSEVHIPLGDAKLVITTYWGLHTGERDWH
LGOGVS IEWRKKRYSTQVDPDLADQLIHLEYFDCFSESATRNTILGRIVSPRCEYQAGHNKVGSLOYLALAALTKPKOIK
PPLPSVRKLTEDRWNKPQKTKGHRGSHTMNGH
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Figure 2. F12-Vif
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Figure 3A. Chim1
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Figure 3B. Chiml

Trp Gln

Trp Ile

Gly Trp

Ser Glu

Tyr Trp
70

Val Ser
85

Asp Leu

Glu Ser

Cys Glu

Ala Leu
150

Ser Vval
165

Lys Gly

val

Ser

Phe

Val

55

Gly

Ile

Ala

Ala

Tyr

135

Ala

Arg

His

Met

Leu

Tyr

40

Leu

Glu

Asp

Tle

120

Gln

Ala

Lys

Arg

Ile

Val

25

Lys

Ile

His

Trp

Gln

105

Arg

Ala

Leu

Leu

Gly
185

4/19

Val

10

Lys

His

Pro

Thr

Arg

90

Leu

Asn

Gly

Ile

Thr

170

ser

Trp

His

His

Len

Gly

75

Lys

Ile

Thxr

His

Lys

155

Glu

His

Tyr
Gly
60

Glu

Lys

Ile
Asn
140
Pro

Asp

Thr

Val

Ile

Glu

45

Asp

Arg

Arg

Leu

Leu

125

Lys

Lys

Arg

Met

Asp

Tyr

30

Ser

Ala

Asp

Tyr

His

110

Gly

Val

Gln

Trp

Asn
190

Arg

15

Ile

Thx

Arg

Trp

Ser

95

Tyr

Arg

Gly

Ile

Asn

175

Gly

PCT/IB2006/001519

Met

Ser

Asn

Leu

Asn

80

Thr

Phe

Ile

Ser

Lys

160

Lys

MENRWQVMIVWQVDRMRIRTWISLVKHHIYISKKAK GWFYKHHYESTNPRISSEVHIPLGDAR
LVYVITYWGLHTGERDWNLGQGVSIEWRKKRYSTQVDPDLADQLIHLHYFDCFSESAIRNTI
LGRIVSPRCEYQAGHNKVGSLQYLALAALIKPKQIKPPLPSVRKLTEDRWNKPQKTKGHR
GSHTMNGH



Figure 4A. Chim2
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Figure 4B. Chim2
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Figure 5A. Chim3
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Figure SB. Chim3
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Figure 6. Schematic representation of the PAN, WT-VifPAN, F12-VifPAN, Chim1PAN,
Chim2PAN, and Chim3PAN lentiviral vectors in their proviral forms.
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CHIM3

ATCGATGGGATTATGGAAAACAGATGGCAGGTGATGATTGTGTGGCAAGTAGACAGGA
TGAGGATTAACACATGGAAAAGATTAGTAAAACACCATATGTATATTTCAAGGAAAGC
TAAGGACTGGTTTTATAGACATCACTATGAAAGTACTAATCCAAAAATAAGTTCAGAA
GTACACATCCCACTAGGGGATGCTAAATTAGTAATAACAACATATTGGGGTCTGCATA
CAGGAGAAAGAGACTGGCATTTGGGTCAGGGAGTCTCCATAGAATGGAGGAAAAAGA
GATATAGCACACAAGTAGACCCTGACCTAGCAGACCAACTAATTCATCTGCACTATTTT
GATTGTTTTTCAGAATCTGCTATAAGAAATACCATATTAGGAAATGTAGTTAGACTTAG
TTGTGAATATCAAGCAGGACATAACAAGATAGGATCTCTACAATACTTGGCACTAGCA
GCATTAATAACACCAAAAAAGATAAAGCCACCTTTGCCTAGTGTTACGAAACTGACAG
AGGACAGATGGAACAAGCCCCAGAAGACCAAGGGCCACAGAGGGAGCCATACAATGA
ATGGACACTAGCATCGAT

FIGURE 15
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Chim2

TATCGATGGGATTATGGARAACACGATGGCAGGTGATGATTGTGTGGCAAGTAGACAGGATCAGGATTAACACATGGAAAA
GATTAGTAAAACACCATATGTATATTTCAAGGAAAGCTAAGGACTGETTTTATAGACATCACTATGAAACGTACTAATCCA
ARRATARGTTCAGAAGTACACATCCCACTAGGGEATGCTAAAT TAGTAATAACAACATATTGGGEGTCTGCATACAGGAGA
AAGAGACTGGCATTTGGGTCAGGGAGTCTCCATAGAatggaggaaaaagagatatagcacacaagtagaccctggcctag
cagaccaactaattcatcggtattattttgattgtttttcagaatctgctataagaaatgccatactaggaaatgtagtt
agacttagttgtgaatatcaagcaggacataacaagataggatctctacaatacttggcactagcagcattaataacacc
aaaaaagataaagccacctttgcctagtgttacgaaactgacagaggatagatggaacaagccccagaagaccaagggcc
acagaaggaaccatacaatgaatggacactagatcgata

ATCGATGGGATTATGGAARACAGATGGCAGGTGATGATTCTGTGGCARGTAGACAGGATGAGGATTAACACATCGAMALG
ATTAGTARRACACCATATGTATATTTCAAGGAAAGCTAAGGACTGGTTTTATAGACATCACTATGAAAGTACTAATCCAR
ARATAAGTTCAGAAGTACACATCCCACTAGGGGATGCTAAATTAGTAATAACAACATATTGGEETCTGCATACAGGAGAA
AGAGACTGGCATTTGGGTCAGCGAGTCTCCATAGAATGGAGCGAARAAGAGATATAGCACACAAGTAGACCCTGGCCTAGE
AGACCAACTAATTCATCGGTATTATTTTGAT TGTTTTTCAGAATCTGCTATAAGAAATGCCATACTAGGAAATGTAGTTA
GACTTAGTTGTGAATATCAAGCAGGACATAACAAGATAGGATCTCTACAATACTTGGCACTAGCAGCATTAATAACACCA
ARAARGATAAAGCCACCTTTGCCTAGTGTTACGAAACTGACAGAGGATAGATGGAACAAGCCCCAGAAGACCAAGGGRCCA
CAGARGGAACCATACAATGAATGGACACTAGATCGATA

Figure 16
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ATCGATGGGATTATGGAAAACAGATGGCAGGTGATGATTGTGTGGCAAGTAGACAGG
ATGAGGATTAACACATGGAAAAGATTAGTAAAACACCATATGTATATTTCAAGGAAAG
CTAAGGACTGGTTTTATAGACATCACTATGAAAGTACTAATCCAAAAATAAGTTCAGAA
GTACACATCCCACTAGGGGATGCTAAATTAGTAATAACAACATATTGGGGTCTGCATA
CAGGAGAAAGAGACTGGCATTTGGGTCAGGGAGTCTCCATAGAATGGAGGAAAAAGA
GATATAGCACACAAGTAGACCCTGACCTAGCAGACCAACTAATTCATCTGCACTATTT
TGATTGTTTTTCAGAATCTGCTATAAGAAATACCATATTAGGACGTATAGTTAGTCCTA
GGTGTGAATATCAAGCAGGACATAACAAGGTAGGATCTCTACAGTACTTGGCACTAG
CAGCATTAATAAAACCAAAACAGATAAAGCCACCTTTGCCTAGTGTTAGGAAACTGAC
AGAGGACAGATGGAACAAGCCCCAGAAGACCAAGGGCCACAGAGGGAGCCATACAA
TGAATGGACACTAGCATCGAT

Figure 17 — NL4-3
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ATCGATGGGATTATGGAAAACAGATGGCAGGTGATGATTGTGTGGCAAGTAGACAGGAT
GAGGATTAGAACATGGATAAGTTTAGTAAAACACCATATATATATTTCAAAGAAAGCTAAG
GGATGGTTTTATAAACATCACTATGAAAGCACTAATCCAAGAATAAGTTCAGAAGTACACA
TCCCACTAGGGGATGCTAGATTGGTAGTAACAACATATTGGGGTCTGCATACAGGAGAA
AGAGACTGGAATTTAGGCCAGGGAGTCTCCATAGAATGGAGGAAAAAGAGATATAGCAC
ACAAGTAGACCCTGGCCTAGCAGACCAACTAATTCATCGGTATTATTTTGATTGTTTTTCA
GAATCTGCTATAAGAAATGCCATACTAGGAAATGTAGTTAGACTTAGTTGTGAATATCAAG
CAGGACATAACAAGATAGGATCTCTACAATACTTGGCACTAGCAGCATTAATAACACCAA
AAAAGATAAAGCCACCTTTGCCTAGTGTTACGAAACTGACAGAGGATAGATGGAACAAG
CCCCAGAAGACCAAGGGCCACAGAAGGAACCATACAATGAATGGACACTAG

Figure 18 F12-Vif



