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Gag_AFllUSGé_Bmeod {SEQ ID NO: 63)

ATGGGCGCCCGLECCAGCATCOTCCGCEGECEECARGCTEGEACGCCTGEEAGCGCATCCGCC
TGCGCCCCGECEGCAAGAAGTGCTACATGATGAAGCACCTGGTATGGGCCAGCCGCGAGCT
GGAGAAGTTCGCCCTGAACCCCRGCCTECTGGAGACCACCGAGGGCTGCARGCAGATCATC
CGCCAGCTGCACCCCGCCCTGCACACCGGCAGCGAGGAGCTGAAGAGCCTATTCARCACCG
TGECCACCCTGTACTGCGTECACGAGRAGATCGAGGTCCGCCEACACCAAGGAGECCCTGEA
CAAGATCGAGGAGGAGCAGAACAAGTGCCAGCAGRAGATCCAGCAGGCCGAGGCCECCGAT
AAGéGCAAGGTGAGcCAGAACTACCCCATCGTGCAGAACCTGCAGGGCCAGAIGGTGCACC
AGGCCATCAGCCCCCGCACCCTGRACGCCTGEGTGARGGTGATCCAGGAGAAGGCCTTCAG
CCCCEAGGTEATCCCTATETTCACCGCOCTGAGCGAGGECGCCACCOCCCAGEACCTORAC
ACGATETTGARCACCGTGGGECGECCACCAGGCCGCCATGCAGATGCTGRAGRACACCATCA
ACCGAGEAGGCCGCCGAGTGEEACCGCETGCACCCCGTGCACGCCGGCCCCATCGCCCCCGE
CCAGATGCGCGAGCCCCGCGGCAGCEACATCGCCGGCACCACCAGCACCCTCCAGGAGCAG
ATCGCCTGEATGACCAGCARCCCCCCCATCCCCETGGECEACATCTACRRAGCGETEGATCA
TCCTGGGCCTGAACARGATCGTGCGEATETACAGCCCCGTGAGCATCCTGGACETCARGCA
GEGCCCCARGEAGCCCTTCCGCGACTACGTGERCCECTTCTTCARGACCCTECGCECOGAR
CAGRGCACCCAGGAGGTGAAGAACTGEATGACCCACACCCTGCTGETGCAGARCGCCAACT
CCGRCTGCARGACCATCCTECGCECTCTCGGCCCCEGCECCAGCCTGEAGGAGATGATGAC
CGCCTGCCAGGECETEGECERCCCCACCCACRAGECCCGOETECTEECEGAGECGATGAGC
CAGGCCAACACCAGCGTGATCATGCAGARGAGCARCTTCAAGGGECCCCCGGCECATCETCR
AGTGCTTCAACTGCGGCAAGGAGGGCCACATCGCCCGCARCTGCCGCECCCCCCGUARGRR
GGGCTGCTGGAAGTGCGGCAAGGAGGGCCACCAGATGAAGGACTGCACCGAGCGCCAGGCc
ARCTTCCTGEGCARGATCTGECCCAGCCACRAGGECCGUCCCGGCAACTTCCTECACAGCD
GCCCCGA@CCCACCGCCccccéCGCCGAGAGCTTCCGCTTCGAGGAGACCACCCCCGGCCA
GRAGCAGGRAGBGCAAGGACCGCGAGACCCTGACCAGCCTGAAGAGCCTGT TCEECARCGAC

CCCCTGAGCCRGTAR
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Gag AF110867 BW mod (8EQ ID NO: £4)

ATGGBGCGCCCECGCCAGCATCCTGCGUGGCGAGRAGCTGCACAAGTGEGAGARAGATCCGLC
TGCGCCCCEGELEGCAACAAGCACTACATGCTCAAGCACCTGETETGGECCAGCCGLGAGTT
GGAGGGCTTCGCCCTCAACCCCGEGCCTECTGGAGRCCBCCCAGGECTECALGCAGATCATS
AAGCAGCTGCAGCCCGCCCTGCAGACCGECACCGAGGAGCTEGCGCAGCCTGTACARCACCG
TGGCCACCCTGTACTGC@TGCACGCCGGCATCGAGGTCCGCGACACCAAGGAGGCCCTGGA
CAAGATCCAGGAGGAGCAGAACAACGTCCCAGCAGAAGACCCAGCAGGCCARGGAGECCGAL
GGCAAGGTGAGCCAGAACTACCCCATCGTGCAGAACCTGCAGGGCCAGATGGTGCACCAGG
CCATCAGCCCCCGCACCCTCRACGCCTCGETCGAAGCGTGATCGAGCGAGAACGGCCTTCAGCCC
CGAGGTGATCCCCATETTCACCCCCCTEAGCGAGGECECCACCCCCCAGCACCTGARCRLG |
ATCTTCAACACCGTGGGECGCECCACCAGGCCECCATGCAGATGCTGARGGACRCCATCRAACE
AGGAGGCCGCCGAGTGGGACCGCCTGCACCCCGTGCAGGCCGGCCCCGTGGCCCCCGGCCA
GATGCGCGACCCCOGCGGCAGCGACATCGCCGGCGICACCAGCACCCTGUAGGAGCAGATC
GCCTGGATGRACCAGCAACCCLCCCCOTGCLCGTGGCCCGRACATCTACAAGCEETGGATCATCC
TGGGCCTGARCAAGATCGTGCGGATGTACAGCCCCCTCGAGCATCCTGEACATCUGCCAGES
CCCCRAGGACGCCCTTCCCCGACTACGTEGGACCGCTTCTTCAAGACCCTCGCCCGUCGAGCRG
CCCACCCAGGRACGTGAAGAACTEGATCGACCGACGACCCTGCTGGTGCAGARCGCCAACCLCG
ACTGUCAACARCCATCCTGLGCGCTCTCEGCCCCGRCGUCACCCTGGAGCAGATGATGACCGEC
CTGCCACGECGTEBGCEECUCIGECCACAAGGCCUGCETECTEGCCGAGGCGATGAGCCAG
GCCAACAGCGTEAACATCATGATGCAGAAGAGCAACTTCAAGGECCCCCEGCGCAACGTCA
7AGTGCTTCAACTGCGGCAAGGAGGGCCACATCGCCAAGAACTGCCGCGCCCCCCGCAAGAA
GEGCTGCTGGARGTGCGGCRAGGAGEGCCACCAGATGARGGACTGCACCGAGCGCCAGGLC -
AACTTCCTGGGCAAGATCTGGCCCAGCCACAAGGGCCGCCCCGGCAACTTCCTGCAGAAC?
GCAGCGAGCCCECCECCCCCACCETECCCACCECCCCCCCCGCCGAGAGCTTCCGCTTCGA

GGRGACCACCCCCGCCCCCARGCAGGAGCCCARGGRACCGCGAGCCCTACCGLGAGCCLCTE

ACCGCCCTGCGCAGCCTETTUGGCAGCGGCCCCCTGAGCCAGTAA
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Env_AF110968_C BW_opt (SEQ ID NO 65)

— —> signal peptide (1-81)
ATGCGCETGATEEECATCCTCRACARCTACCAGCAGTECTEEATGTCGGGCAT CTEGECT TOTGGATGCTGATCA

\ /—~~> gpl20/140/1606 (82}
TCAGCAGCGTGGTEGECARCCTETGEETGACCETGTACTACGECGTGCCCOTETGEARSGAGGCCARGALCACCCT
GTTCTGCACCAGCGACGCCARGGCCTACGAGACCGAGETGCACRACETETGEECCRCCCACGCCTGOGTGCOCACT
GACCCCARCCCCCAGGAGRTCETGOTGGAGRACGTGACCGAGARCTTCRACATGTGEARGARCEACRTGETGGACT
RCATGCACGAGEACATCATCAGCCTETGGGACCAGAGCCTGARGCCCTECGTEARGC TGACCCCCCTETGCGTGAL
CCTGRAGTGCCGCARCGTEAACGCCACCAACARCATCARCAGCATGATCGACAACAGCARCARGGGCERGETGARG
AACTGCAGCTTCRARCGTGACCACCGAGCTGLGCGACCECARGCAGGAGETGCACGCCCTGTTCTACCECCTEEACG
TGETGCCCCTGCAGRGTARCARCAGIAACGRGTACCGCCTGATCARCTECARCACCAGCGLCATCACCCAGACCTE
CCCCRAGETGAGCTTCGACCCTATCCOCATCCACTACTGCACCCCCECCGGCTACGCCATCCTGEAGTGCARCAAL
CAGRCCTTCRACGGCACCGECCCCTRCPACAACGTGAGCAGCATGCAGTGLGCCCACGGCATCAAGCCCGTEETCA
GCACCCAGCTGCTGCTGARCGGUAGCCTEECCARGEGCEAGRTCATCATCCGCAGCGAGAACCTGGCCARCARCET
CAAGATCATCATCGTGCAGCTGRACAAGCCCETGARGATCGTETGLGTECGCCCCARCARCARCACCCGCRAGAGE
GTOCGCATCGGCCCCEGUCAGATCTTCTACGUCECLGEOGAGATCATCEGCGACATCCGCCAGGCCTACTCCATCA
TCARCARGACCGRGTGRAACAGUACCCTRCAGGECETEAGCAAGARGCTGEACCAGCACTTCAGCARGARGGUCAT
CARETTCGAGCCCAECAGTEGCEGCEACCTEEAGRTCACCACCCACAGCTTCARCTGCCECGGCEAGTTCTTCTAC
TGCGACACCAGCCAGCTGTTCARCAGCACCTACAGCCCCAGCTT CAACGECACCCAGRACRAGCTERACGECACCA
TCACCATCACCTGCCGCATCRAGCAGRTCATCARCATGTGGCAGARGETGEGCCGCGCCATETACGCCCCOCCCAT
CGCCBECARCCTEACC TECEAGAGCARCATCACCERCCTCCTCCTEACCCGCEACGEUCECARGRCCEGLCCCRAL
GACECCGAGRTCTTCCGCCCCEECGELCECEACATGOGCERCIACTGECGCARUGRGCTGTACAAGTACRAGATES
gp120 {151z)\ /->(1513) gp4al
TGGRGATLARGCCCCTGEGCGTGECCCCCACCEAGGCCARGCGCCEIGTGETCEREOGUGAGRAGCGCECCETEES
CATCBGCECCETGT TCCTGEECTTCOTEEGOGCCECCGECAGTACCRTEGCCGCCGUCAGCATCACCCTEACCGTR
CAGGCCCGCCTGCTGCTGAGCRECATCETGCAGCAGCAGAACAACCTGCTGCECGCCATCEAGGCCCAGCABCACT
TGCTGECAGCIGACCETGTEEECCATCARGCAGCTGCAGRLCCGUATCOTGGCCETEAAGCECTACCTGRRGGRCCA
GCAGCTGECTEEECATCTREGECTECRGCEECARGCTEATCTOCACCAC CECCETECCCTGEARCAGCAGCTGRAGT
ARCCGCAGCCACGRCGAGRTUTGEGACARCATGACCTGGATGCAGTEGCACCECGAGRTCARCARCTACACCERIA
CCATCTACCECCTGCTGEAGGAGRCCCAGRACCAGCAGGACRAGAACGAGRAGGACCTGCTGECCCTGEACAGETS
gp146 {2025)¢-\ /

GCAGARCCTETEEARCTGETTCAGCATCACCARC TEECTGTGETACATCARGRTCTTCATCATGATCETEGGCAGE
CTGATCEECCTGCGCATCATCTTCROCETECTGASCATCGTGRRCCGCETECECTAGGRCTACAGCCCCCTEGCCCT
TCCAGACCCTGACCCCCARCCCCCGCGRGLCOGACCECCTHEGOCGCATCEACEAGEAGGECEECEAGIAGERALCG
CGGCOGTAGUATCCGCCTGETEAGCEGLTTCCTAGCCCTGECCTEEERCGACCTECECAGCCTGTGCCTGTTCAGE
TACCRCCGCCTGCECGACTTCATCCTGAT CGCCECCCECETGCTCGAGCTGCTGAECCAGLGCEECTGEEAGECET
TCAAGTACCTGEGCAGCCIGETGCAGTAC TGGGGCCTGERGCTGAAGAACAGCHCCATCAGCCTGCTREACACCAT
CGCCATCECCGTEECCEAGREIACCEACCECATCATCEAGTTCATCCAGUGCATCTECCGCGCCATCCEEARCATC

gplé0, gp4l {25470 -\
CCCCGCCGCATCCGCCAGGBCTTCGAGECCGCCCTGCAGTAA F I G 3
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Env_AF1l105875%_C_BW_opt (SEQ ID NO: 66)

— —> gignal peptide (1-72) N/
ATGCGCETGCGCEECATCCTGCGCAGCTGGCAGCAGTGETGGATCTEGEGCATCCTEGGCTTCTGEGATCTGCAGCE
gpiz0/140/160 (72)
GCCTGGECAACCTGTEEETGACCGTGTACGACCELETGCCCGTCTGECGCGAGGCCAGCACCACCCTGTTCTGCGC
CAGCGACGCCAAGGCCTACGAGAAGGAGGTGCACARCGTETGGGCCACCCACCCCTGCGTGCCCACCGACCCCARC
CCCCAGGAGATCGAGCTGGACAACGTGACCCAGAACTTCARCATGTGGAAGARCGACATGETGGACCAGATECACG
AGGACATCATCAGCCTGTGGGACCAGAGCTTGAAGCCCCGCETGAAGCTGACCCCCCTATECGTGACCCTGAAGTS
CACCAACTACAGCACCAACTACAGCAACACCATGAACGCCACCAGCTACAACAACAACACCACCGAGGAGATCARG
AACTGCACCTTCAACATGACCACCGAGCTGLGCGACAAGAAGCAGCAGGTCTACGLCCTETTCTACARGCTGGACA
TCGTGCCCCTGAACAGCAACAGCAGCGAGTACCGCCTGATCAACTGCAACACCAGCGCCATCACCCAGGCCTGCCC
CARGGTGAGCTTCGACCCCATCCCCATCCACTACTECGCCCCCECCGECTACGCCATCCTGAAGTGCAAGAACARC
ACCAGCAACGGCACCEGCCCCTGCCAGARCGTGAGCACCGTECAGTGCACCCACGGCATCAAGCCCGTEETGAGCA
CCCCCCTGCTGCTGARCGGCAGCCTGGCUGAGGGCGGCGAGATCATCATCCGCAGCARGAACCTCAGCAACAACGT
CTACACCATCATCGTGCACCTEARCGACAGCATAGAGAT CGTGTGCACCCGCCCCARCAACARACACCCGCAAGGGT
ATCCGCATCGGCCCCEGCCAGACCT TCTACGCCACCGAGAACATCATCGGCGACATCCECCAGGECCCACTGCARCA
TCAGCGCCGECEAGTEEAACAAGGCCETECAGCGCGTGAGCGCCARGCTGCGCGAGCACTTCCCCAACAAGACCAT
CGAGTTCCAGCCCAGCAGCGGCEGCGACCTGGAGATCACCACCCACAGCTTCAACTGCCGCGGCGAGTTCTTCTAL
TGCARCACCAGCAAGCTGTTCAACAGCAGCTACAACGGLACCAGCTACCGOGGCACCGAGAGCAACAGCAGCATCA
TCACCCTGCCCTIGCCGCATCARGCAGATCATCGACATGTGEGCAGAAGGTGEECCGCGCCATCTACGCCCCCCCCAT

CGAGGGCAACATCACCTGCAGCAGCAGCATCACCGECCTECTGCTCECCCGCEACCGLGGCCTGCACAACATCALC

ACCGAGATCTTCCECCCCCAGGECEGCCRACATGARGGACAACTCECECARCGAGCTGTACARGTACARGETGOTGE

gpl20(1509)&-\ /- {1510} gp4l

AGATCAAGCCCCTGGACGTEECCCCCACCGAGGCCARGCECCGCGTCATCEAGCGCGAGARGCECGCCETAGGCAT
CGGCECCGTEATCTTCEGCTTCCTERGCGCCECCGECAGCARCATGEGCECCGCCAGCATCACCCTGACCGCCCAG
GCCCGCCAGCTGCTGAGCGGCATCETGCAGCAGCAGAGCAACCTGCTGCGCGCCATCGAGGCCCAGCAGCACATEC
TGCAGCTGACCGTGTGGEECATCAAGCAGCTGCAGGCCCRCETECTEGCCATCGAGCGCTACCTGARGGACCAGCA
GCTGCTGGECATCIGEGGCTGCAGCGGCAAGC TGATCTGCACCACCACCATECCCTGGARCAGCAGCTGGAGCAAC
ARGACCCAGGGCGAGATCTGEGAGAACATGACCTCGATGCAGTGGGACAAGGAGATCAGCAACTACACCGGCATCA
TCTACCGCCTGCTGGAGGAGAGCCAGAACCAGCAGGAGCAGAACGAGRAGGACCTGCTGECCCTGGACAGCCGCAR
gp140 (2022)& -\ /
CAACCTGTGGAGCTGATTCAACATCAGCAACTGGCTGTGETACATCAAGATCTTCATCATGAT CGTGGECAGCCTG
ATCGGCCTGCGCATCATCTTCGCCGTGCTGAGCATCETGARCCGCGTGCECCAGGGCTACAGCCCCCTGAGCTTCC
AGACCCTGACCCCCAACCCCCGCGECCTGRACCECC TGGECCACATCOAGGAGGAGGECGECGAGCAGGACCECGA
CCGCAGCATCCRCCTGRTGCAGEGCTTCCTGECCCTGECCTEGGACGACCTGCGCAGCCTETGCCTGTTCAGCTAC
CACCGCCTGCECGACCTGATCCTEGTEACCGCCCECETEETERAGCTGCTGRGCCECAGCAGCCCCCGEGECCTET
AGCGCGUECTACGAGGCCCTGAAGTACCTGGECAGCCTGETGCAGTACTGEGGCCTCRAGCTGAAGARGAGCGCCAC
CAGCCTGCTGRACAGCATCGCCATCACCOTEECCOAGEGCACCGACCGCATCATCGAGGTGATCCAGCGCATCTAC

gpled, gpdl(2565)e—\
CGCGCCTTCTECAACATCCCCCECCEOGTECECCARGECTTCGARGCCECCCTGCAGTAA

FIG. 4
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Gag AF110965 BW opt (SEQ ID NO: 67)
ATGGGCGCCCECECCACCATCCTGCECEGCGECAAGCTGEACGCCTEEGAGCECATCCGCCTGCGCICCEE

CGGCARGAAGTSCTACATGATGAAGCACCTGETETCGECCAGCCGCCAGCTGGAGAAGTTCGCCCTGRALC
CCGGCCTRECTECACACCAGCCAGGECTGCARGCAGATCATCCGCCAGLTEGCACCCCGCICTGCAGACCGGT
AGCGAGGAGCTGAAGAGCCTGTTCAACACCGTGGCCACCCTGTACTGCGTGCACGAGAAGATCGAGGT%%G
CGACACCAAGGAGGCCCTGGACAAGATCGAGGAGGAGCAGAACAAGTGCCAGCAGAAGATCCAGCAGGSCG
AGGUCGCOGACAMGEGCARCETCAGCCRGAACTACCCCATCGTEGCAGRACCTGCAGEGCCAGATGGTGECAL
CAGGCCATCAGCCCOCCGCRCCCTOARCECCTCECTEARGCTCATCGRAGGAGREAGGCCTTCRAGCCCCGRABET
GATCCCCATCTTCACCGCCCTGAGCGAGGGLGC CACCCCCCAGGACCTGAACAGAACACCGTGG
GCGGCCACCAGGCCGCCATGCAGATGCTGAAGGACACCATCARCGAGGAGGCCGCCGAGTGGGACCGCGTG
CACCCCGTGCACGECTCEUCCCATCGCCCCCEECCRARTGCOCERGLCCCOCGECACCCRCATCGCCGECAL
CACCAGCACCCTGCAGGAGCAGATCGCCTGGATGACCAGCAACCCCCCCRTCCCCGTGGGCCACATCTACA
AGCﬁ;iGGATCATCCTGGGCCTGAACAAGATCGTGCGl%TGTACAGCCCCG CAGCATCCTGGACATCRERG
CAGCEEGCCCCARGGAGCCCTTCCGCGACTACGTGBACCGCTTCTTCAAGRCCCTECCCELCGAGCRGACGCAL
CCAGGAGCTEARGRACTGCATGACCGACACCCTECTCATGCAGARCGCCARCCCCGACTGCAAGACCATCC

c!
CACAAGGCCCECGTECTGECCGAGGOCATCAGCCAGECCARCACCAGCGTCGATGATECAGARGRECARALTT

TGCGCGqCCTGFGCCCCGGCGCCAGCCTGGAGGAGATGATGACCGCCTGCCAGGGCGTGGGCGGCCCCAGC

CAAGGGCCCCCGEFGCATCGﬁé%AGTGCTTCAACTGCGGCAAGGAGGGCCACATCGCCCGCAACTGCCGCG
CCCCCCGCARCEAGGECTCOTCGARGTCCGGCARAGCAGGECCACCAGATGAAGEACTGCACCEAGCGLCAG
GCCRACTTCCTGGECARGATCTGGCCCAGTCACARGEECCECCCCEECAACTTCCTGCAGAGCCCCCCIGA
GCCCACCGCCCCCCCCGCCGAGAGCTTCCOLTITCCAGEAGACCACCCCOGGCCAGAAGCAGCRAGAGCRAGE

ACCCGCGRAGACCCTGACCAGCCTGARGAGCCTGTTCEGCARCGACCCCCTGRGCCACGTAA
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Gag AF1i0567_EW Opt {SEQ ID NO: €8}
ATGGECGCCCGLACCAGCATCCTGCGUEECEAGARGCTEEGRCARCTGEEAGRAGATCCGLCTGCGLCCCGG

CCGCAAGRAGCACTACATGC TGARGCACCTEGTGTGEGCCAGLCGCGAGLTGSAGEGCTTCGCCCTGAACT
CCGGECCTCCTGEACACCGCCBREEECTGCARGCACATCATGARGCAGCTGCRGCCCGCCCTECAGACCGEL
ACCGAGGAGCTGCGCAGCCTGTACAACACCGTGGCCACCCTGTACTGCGTGCACGCCGGCATCGAGGTEFG
CGACACCAAGGAGGCCCTGGACAAGATCGAGGAGGAGCAGAACAA%%EFCAGCAGAAGACCCAGCAGGCCA
AGGAGGCCGACGGCAAGGTGAGCCAGAACTACCCCATCGTGCAGAAE;TGCAGGGCCAGATGGTGCACCAG

GCCATCAGCCCCCGCACCCTGAACGCCTGGGTGAAGGTGATCGAGGAGAAGG¢CTTCAGCCCCGAGGTGAT

CCCCATCTTCACCGCCCTGAGCERBEECECCACCCCCCAGCACCTGAACACCATGUIGAACACCGTGEGGCG
] T
GCCACCRGGCCBCCATCCACATGECTCAACGACACCATCRACGAGGAGGCCGCCGRAGTGGGACCGCCTGCAC

CCCGTECAGGCCEGCCCCETEGCCCCCCECCABRTECEUGRCCCCCGCEGCAGCGACATCECCEGCGCCAL
CAGCACCCTGCAGGAGCAGRTCGCCTCEATSACCACCARCCCCCCCETECCOGTEEECGACATCTACARGT
%%FGGATCATCCTGGGCCTGAACAAGATCGTGC%ﬂATGTACAGCCCCGTGAGCATCCTGGACATCCGCCAG
GgCCCCAAGGAGCCCTTCCGCGACTACGTGGACCGCTTCTTCAAGACCCTGCGCGCCGAGCAGGCCACCCA

GGRCGTCGRACGRACTEGATGACCBACGACCCTECTERTGCAGEACGCCARCCCCEACTGCARGECTCATCCTGC

CGCOCLCTEEGCCCCGECECCACLCTECAGGAGATGATGACCCCCTGUCAGEGLETEGRLGECCCCEECCAT
T G
AAGGCCCGCGTGCTGGCCGAGG&E&TGAGCCAGGCCAACAGCGTGAACATCATGATGCAGAAGAGCAACTT

- Gl
CAAGGGECCCCCL GCAACGTE%AGTGCTTCAACTGCGGCAAGGAGGGCCACATCGCCAAGAACTGCCGCG
= .

&

CCCCCCGUAAGAAGGGLTCLTGEAAGTGCGGCAAGCAGGECCACCAGATGARAGGACTGCACCGAGIGCCAG
CCCARCTTCCTEGGCAAGATCTEBCCCAGCCACEAGGGCCGCCCCEECRACTTCLTGCAGRACCECAGCEA
GCCCECCECCCCTACCETGCCCACCBCCCCOLCCECCERGRAGCTTCCECTTCGAGGAGACCACCCCCECCT
CCAAGCAGOAGCCCARGGRCCECGACCCCTALCGCGAGCCOCTGACCECCCTECECAGLCTGTTCGRECAGE

CGCCCCCTCAGCCAGTAR

FIG. 6



