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FIGURE 4

AA’

Nucleotide sequence (996 bp).
ATGCEEGTTCTUATCATCATCATCATCA TEG TATEGCTAGCATGACT GET GRAUAGUAR

ATQGETOSCEATC TS TACCACGATGACRATAAGCATCCGATOGCACRAGTCATTAATACA

ARCAGCCTGTEGC TS TIGACCCAGAATARCCTGAACAAATCTCAGTCCTCACTGAGTTCN
GCTATTGAGCGTCTGTCCTC TEETCTGCGTATCARCAGCECGAAAGACGAT GCRGCAGGT

CAGGUGAT TGCTRACCGUTTCACTTOTARTATCAARGECCTCACTCAGGCTTCOOGTAAL
GOTRACGACGGUATTTCTATTGEGCAGACTACTRAAGRTGOGCTSAATGARATCARLARL
AACCTEUAGCITCTSCGTGAGTTGICTGTTCAGGLCACTAALGGGACTAACTCTGATTCY
GATCTGAAATCTATCCAGHATGARATTCAGCRACGTC TGEAAGAAATCGRTCGUGTTTCT
AATCAGACTCARTTTAACSGTGT TRARGTC CTCTCTCAGBACRACCAGATGARRATCCAG

GTTGRTGC TRACAATEGTGARAC CATTACCATCHATC TGCARARARTTGATGTBARAAGE
CTTGECOTTCATEOGTTCARTGTTRAATTCCCCGGGAATTTCCGE TG TEG TGGTGGAATT
CTAGACTCCATGGGTACATTAATCAATGAAGRCECTECCECAGECAAGRAARGTACCGCT
AACCCACTGOCTTCAATTGATTCTGCAT TG TCAAMMG TGO ACGCAGT TOETTCTTCICT G
GGAGCAATTCARRACCETTTIGATICAGCCATTACCAACCTTGGUARTACGGTAACLAAT
CTGAACTCCGCHCGTAGCEGTATCGARGATGCTGACTATGCAAUGGAAGTTTCTARTATG

TCTAARGCGCAGAT TCTHCABCAGGCTBGTACTTCCETTCTEGCGCAGBUTRACCAGGTT
CCGCARARCGTCCTCTCTTTACTSCGTTAG

Protein sequence (329 AAY:
MRGSHHAEAEGMASMTSCQOMERDL YPDRDKD PMAGVINTNSLSLLTONNLNRSGSSLISATERLES
GLRINAAKDDAAGRATANRFTENIKGLIQASRNANDGGI STAQTTEGALNE INNNLORVRELSVQATN
GINSDSDLES IGUEIQQRLEE IDRVSNQTOFNGVEVLSQDNOMKIOQVGANDGETIT IDLOKIDVESL
GLOGFNVNSPGISGGGGGILDSMGT LINEDAARRKKSTANPLASIDSALSKVIAVRSSLGATONRED
SAITNLENTVINLNSARSRIEDADYRATEVINMEKAQILOOAGT SVLAGANQVEQNVLSLLK

b4

AB’

Nucleotide sequence (825 bpk
ATGOGEGETICTCATCATCATCATCA TRA TRG TATG GO TAGCAT GACT GET GEACAGUAA

ATGGCTOGEGEATCTE TACCACHATRACGA TAAGGATCCGATASCACRAGT CAT TAATACA

ARCAGUCTETCECTET TEACCCAGAATAACCTGAACAARTCTCAGTCCTCACTGAGTTCRD
GUTATTGAGCGTCTGTCCTCTGG TCTHORTATCRAACAGCECGARAGRUGATGCBGCRGEC

CAGGCEATTGCTARGE GCTICACTTCTAATATCARAGGCC TGACTCAGGC TTCCGTALT
GCTAACHACGECATTTCTATIGCGCAGACCACTGAAGRTGCECTGARTGARATCARCRAC
BACCTGUAGCBTETECGTGAGTTGICTGTTCAGELUACTAACGGGACTAACTCTGATTICT
GATCTGAARTICTATCCAGGATGARAT TCAGCAACGTCTRCRAAGARRTCGATCGCGTTTCT
AATCAGACTCAATTTARCGGTGTITAARGTCCTCTCTCAGGACAACCAGAT GAAARTCUAG

GITGGTGC TRAACHATHGIGARACCATTACCATCGATCTGC AAAARATTGATGTGARAAGC

CTTGRCC TTGATGGETICARTG T TAAT TCCCCGRGAATTTCCGE TG TG TGGTGGAATT

CTAGACTCCATGGG TACATTARATCAATGAAGRCGUTGOUGCAGCCRAGRARAGTACCGLT

AACCCACTERNT TCARTTRATTC TRCATTG TOAAAR GTACACGCART TCG TTR T TRTCTA
GEGGCAATICARRACCGTITTGATTCAGCCATTACCARCCTTTAG

Protein sequence (274 AA):
MRGSHHHHEEEGMASMTGGEROMGROLYDDDDRKDPMAGVINTNSLSLLTQNNLNKSQESLESATERLSS
GLEINSAKDDAAGQATANRFTENIKGLTQASRNANDGI STAQT TEGALNETINNNLORVEELSVOQATN
GINSDADLESIQDEIQURLEE IDRVANQTOFNGYVRVLSODNOMKTQVGANDGET ITIDLQRIDVESL
GLDGEFNVNSPGISGGGGGILDSMGT LINEDAARAARKKSTANPLASIDSALSEVDAVRS SLGAIGNRED
SATTNL
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FIGURE 4, CONTINUED
cotide sequence (831 bpy:
G T T AT AT AT D AT ATCA TGS TAT G e TAGCAT CAC TER TERALAGLAA

MGATCTGTACCACGATRACGATAR
CTGACTCAGCCTTCCCCTAACGCTAACGRACGECATT ICTAT TGCGCAGACCACTGAAGGT
GCGCTGAATGARATCAACAACAACCTGCAGCGTGIGCE TGAGTISTCIGTICACGCCACT
ABCGGEACTAACTCTGATTLCEATNTGAAATCTATS CAGGATCARATTCAGCAACGTCTS
CAAGAAATCGATCGCETTTCTAATCAGACTCAATTTAACGGTST TAAAGTCC T TCTCAR
GACRACCAGATGARAATCCAGG TTGGTGR TARCGAT GG TRAAACCATTACCATCEATSTE
CAAARAATTCATLTCAARAECCT TEGCCTTBATCOET TCAATCT T AATTCCCCGGRAATT
TCCGETGHTRETGETHGAATTCTAGACTC CATGHATACATTAATC AR TGARGACECTECT
GUAGOCAAGAARAGTACCGUTAACCCACTEGCTTCART TGATTC TECAT TSTCARAAGTG
GACGCACTTCGTTCTTCTCTEEGEGCARTTCAARACCCTTTTGAT TCAGCCAT TACLARL
CTTGGCAATACGETAACCARATCTGAACTCCECECETAGCOCTATCCAAGATGCTGACTAT
GCAACGGRAGTTTCTAATATCTC TAAAGCECAGATTCTSCACCACECTECTACTICCCTT

CTGEECGCAGGE TARCHAGETTCCGCARAACGTCLTCTCTTTACTACITTAG

Protein sequence {276 AA)

MRESHEAHRHGMASMT GEQOMERDE YDDDDRDPF TSNIKGLTQASENANDGI STAQTTEGALNE TN
NLQRVRELSVOATNGTHSDSDLKSTOGDE TOORLEE TDRVSNUTOFNGVEVL SODHOME TOVGANDGE
TITIDLQEIDVESLGLDGENVNSPGISGGCGGCILDESMGT LINEDAAAAKKSTANPLAS IDSALSKVE
AVRSSLGAIQNREDSATTNLGNTVINLNSARSRIEDADYATEVSNMSKAQI LODAGTEVLAGANOVE
ONVLSLLE

CATCCETTCACTTCTARTATUARAGSET

it

BB
Nucleotide sequence (666 bpy;

AT G T T AT AT AT AT AT AT G TAT RGN TAGUAT RAUT RETCRAUAEIAA
e T GE G A T T R T A A AT RACGAT AL GATCOCTTCRETTCTAATATC AR AGSC

CTGEACTCRGGITTUCCETRALGCTARCGACEGCATTTCTAT TSUECAGAUCACUTZAALGT
GUGUTGRATSAAAT CARCAACAACCTGUAGCGTGTECETGAGTIGTCTAT TOAGGLCACT
AACCGGGACTARCTCTGATTCCGATCTGARATCTATICAGGATGSAATTCAGCAACGTC T
GAAGARATCGATCECGITTCTRATCAGAC TCAATTTRACGCETHTTARAGTCCTCICTLAS
GRCAMCTAGATGRARATCCAGGTTEGTECTAACGATGGTGAARCCATTACCATLGATCTS
CARABRARTTGATGTGAARAGCCTTGICCTTGATGGET TCAATGTTAATTCOCCRGHAATT
TCLGETGRTGHTEETCCARTTCTAGACTCCATGR S TACATTAATCARTGAAGRCECTECT
GUAGCCARGRAARGTANCGUTARCICACTEGCTTLAAT TGAT TCTGCAT TGTCARRACTS
GACGCRGTTOSTTUTTCTOTGEGEGUAATTCARRACCCTTTTGATTRAGUCATTACCARD

CTTTAG
Frotein soquence (221 AAy
MRESHHHHHHGKMASMT GGROMGRDLYDDODKDPF TSNIKGLTOASRNANDGT STAQTTEGALNE THN

MLORVRELSVQATNGTNEDSDLKSIQDEIQORLEET DRVSI‘JQ'EQE‘NGVKV LIQINQMETQVEANDGE
TITIBLOKIDVESLGLDGENVNSPGISGEREEILDSMGT L INEDAAAARKSTANPLASIDSALSEVT
AVRESLGAIGNREFDSAITHL

CA'

Nucleotide sequence (603 bpy:

ATECEGRETTCTCATCATC AT AT ATCAT G TATCOCTAGCAT AU TERTGRACAGLAA
| TECETOCOAATCTETACCACS ATGACCATAAGGAT CCSTTCAC T TCTARTATCARRGEL

CTGACTCACGCCTTCCUCTAACGC TAACGACGECAT T TAT TGO GCAGACCACTEAARGT
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FIGURE 4, CONTINUED

GUGCTGAATGARATCAACAACARUCTCOASCRTETGCGTGAGTTGICTGTTCAGGICACT
TCCCCGGGAATTTCCEGTEETEG PGETEGRAATTCTAGACTCCATGGGTACATTRATCAAT

GABGACHC TECCACAGCCARGRRRRGTACCHCTAACCCACTGGUTTCARTTAATT CTGCA
TTGTCARRAGTEGACGCAGTICETICTICTCTGGEGGCART TCARBACCGTTITGATTCA
GCCATTACCAACCTTGGUAATACGETAAC CAATCTGRACTCOGCGOGTAGCC GTATIGAR
GATGCTGACTATGCARCGHARGTTTC TARTATG TCTARAGCGCAGATTCTGCAGCAGGCT

GATACTTCCGTTC TGECGCAGEC TAACCAGHTTCCEL ARARCGTUCTUTCT T TAUTGLGT

TAS

Protein sequence (200 AA):

MRGSEHHIHHEGMASMTGEEOMGROLYDDRDKDPEY TENIKGLTRQASENANDGI STAQTTEGALNE TINN
NLORVRELSVQATSPGISGGGGGILDSMGT LINEDARARKKS TANPLASIDSALSKVDAVRESLGAT
ONRFDSAITNLGNTVTNLNSARSEIEDADYATEVSNMSKAQILOGAGT SVLAQANQVPONVLSLLR

CB

Nucleotide sequencs (438 bp):

ATBCEGRETTOTUATCATCATCATCATCA TRGTATOEC TAGCATGACT GETGRACAGCRA

ATBGGTOREOATU TETACCACAATAACGATAAGEATCOST TCACT TCTAATATCAAAGGT

CTGAC TCAGGC TTOCCETARCGC TARC GACGGCATTTC AT TECGCAGACCACTGARGGT
SUCCTGARTCARATCAACRATBACCTGCAGUGTCTECGTGAGTTGTCTGTTCAGGCCALT
TCCCCGGGARTTTCCEGTEOTEETGETGCARTTCTAGACTCCATGGGTACATTAATCAAT

GAAGACGE TGCCECAGCCAAGRAARGTACCGU TARCCCRCTGECTTCAATTGATTCTGCA

TTGTCABRAGTGGAC GLAGTTCGTTC T TCTCTGGRGGUARTTCARAACCGTTITGATTCA

GCCATTACCRAACCTTTAG

Protein sequence {145 AAY

MRGSEAHAREGMASMTGGEOOMGRDLYDODDKDPF TSNIKGLTQASRNANDGISIAQTTEGALNE ITNN
NLORVRELSVOATSPGISGGGGGILDSMGT LINEDARARKKSTANPLASIDSALSRKVDAVRSSLGAT

GNRFDSAITNL

A

Nucleotide sequense (639 bp)
ATEUGEGGTTUTCATCA T ATUATCATCAT GG TATFGCTAGIAT GALT GLTEGACAGCAS

ATEGRTCRGEATC T TACGACHATGACCATARGRATCCEATGGUACAAGTCATTAATACA
BACRAGCCTRTCGOTGTTCACCCAGRATARNCTCRACARRTOTCAGTCO TCACTGAGTTCC

GCTATTGAGCETC TS TCU TCTHGTCTEUGTATCARCAGCGCLARAGACEGATGUCGIAGGL

CAGHCGATTGI TAACCGCTTCACTTC TARTATCARRGETCTGRCTAGHU TTCCCHTAAL
GCTARCGRCGECATT ICTATTACGCAGAC CRCTGARGGT ACGCTGAATGARATCAACIAC
ARCCTHCAGCGTOTGCGTGAGTTGTCTCT TCAGHCCACTARCGRGACTRANT CTGATTCC
GBRTCTGARATCTATCCAGGATGARRT TCAGCRACGTCTGGAAGAARTCGATCGLGTTTCT
RATCAGACTCAATTTAALGGTGTTRAAASTCCTGTCTCAGGACAACCAGATGAAAATCCAL

STTEE TGO TAACGATGAT G AAACCATTACCATCCATCTACAARZARATTGATGTGARAAGT
CTTRECCTTGATGEGT TCAATGT TAATTCCCCGGGATGA

Protein sequence (212 AA), last three amino acids are derived from primer and pRSETh polylinker:
MRGSHAREHEGHMASMTGGQQMGROLYLDDDRDPMAGVINTNELELLTOHNNLNKSQIESLEEAIERLES
GLRINSAKDDAAGQAIANRFTENIKGLTQASRNANDGE SIAQT TEGALNEINNNLORVRELSVQATN
GINSDSDLESTODEIQORLEE IDRVSHNQTOFNGVEVLSQDNOMKIOVGCANDGETITIDLOKIDVESL
GLDGFNVNSPG
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B
NuﬁaoudcquMJnc(4Sthi
G TN T AT AT AT CATCATCATGETAT U TAGUATGACTGET GGAT A4

GATCTGTACGACGATGAL \aﬂilg_‘ﬂurb: TOOGTTCACTTC TR%TATC’%}?«_
GOTTCCCGTAACGO TAACGACGGCATTTCTATTGCHUAGRUCAUTGAAL
?«Tt"“ AATCARCAACRACCTGCAGCGTGTGCETCAGTT GTCTGTTCAGGT ACT

ACGHOACTARC TCTGATTCCGATCTGARATC TATCC AGGATGRAN TCAGCABCGTC TG
RAGRARTCGATCGUGTTICTARTCAGRCTCARTTTAACGGTGT TARAGTU CTGTCTCR
GRCARCCAGATGRARRTCCAGGTTGGTGCTARCAATGGTGARACCAT TACCRATCGATC Tu
CARAAAATTGATGIGRAARGCCTTGGCCTTGATGEGTTCARTGT TAR T TCCCCGGGAT A

Prolein sequence (159 AA), last three amine acids are derived from primer and pRSETb polylinker:
MRGENHHEREGMASMTGGEOOMGROLYDDRDRDRPF TENIKGLTOASKNANDG LS EAQTTEGALNE INN
NLORVRELSVOATNGTNSDSDLKSIQDEIQORLEE IDRVENQTQFNGVEVLSGUNOMEIQVEANDGE
TITIDLRKIDVESLGLDGFNVNSPG

¢
Nucleotide sequence (232 bp):
FCGGRGTTOTCATCATOATCAT ATCATGOTATCGE TAGEAT GACTGGT GRECAGCAA
SGTLGREATCTGTACGACGATEACSATAAGGATCCTITCACTICTARTATCAAAGET
£ TGACTCAGGE TTCLCETAACGUTAACGACERUATTTCTATTGUGCAGALUACTGAAGGT
(OGO TGAATGARATCAACAACARCCTECAGCATGTECGTHAGTTGTUTGTT CAGGCCACT
TCCCCGGGATRA

Protein sequence (83 AAY, last three amino aeids are derived from primer and pRSETb polylinker:
MRGSFHEEEEGMASHMTGGQOMERDLYDDRDERPF TANIKGLTQASKNANDG IS TAGTTEGALNE T NN
MLORVRELSVQATSPG

GST-A'
Nucleotide sequence (L1038 bp), GST highlighted:

& AR e : ;
7 ;TCCCCGGGAATTTCCGGTGGTGGTGG GGAATTCTAGACTCCATG
GETACATTAATCARTRARGACOUTGCCGCAGCCARGRARRGTACCGCTARCCCACTGGCT

TCAATTGAT TCTGCATTGTCAARAGTRGACGCAGTICGTTC TN TCTGGEAGCARTTIAA
AACCGTTTTGATTCABCCATTACCARCCTIGGCAATACGH TARCCAATCTGRALTCTGTG

CTAGLCGTRICEARGRTGCTGACTATGCRACGSRAGTITCTARTATGTCTAAAGCGCRG
ATTCTACACCACECTAATACTTCOATTL TGACGLACGETRACCAGRTTRCCCARAACGTE
CTCTCTTIACTGCGTTAG

Protein sequence (343 AAY
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| GbHEEK G QHSPGISGGGGGILDSMGTLINEDQ&A&KYQT ANPLASIDSALSK
VDAVRSSLGATONREDSAITHLONTY TNLNSARSR IEDADYATEY SHMSKAQTLOQAGT SVLAQAND
VEQNVLSLLR

GST-B'
l}l’uc]got.i(

> (873 bp), GST highlighted:

1 A TCCCCGEGAATTTCCGGTGETEETERTGEAATTICTAGACTCCATS
ac TACATTAATCAHT AAGA CGUTECTRECARCCARAGARRARTAC GO TAALI'CALEGGOT
AL TTEATTC TR AT TO TCRAA AN TGGACGCAGTTOGTTCTTOTU TREGGETUARTTCAR
AP;C’CA"-ITTTTGATTCAGCL"ATTACCAAC,L.TTTA.a

Protein sequence { “’9(} A i\ ].

LhabaAd s g IR,

Lb&IpNPFDQaITNL

AANI-170
Nucleotide sequence (972 bp):
AR EG T T T AT AT AT AT AT A TG R TAT GG CTAGCATGALTGETGEACALGCIA
ARG e TG A T TG A RAL GAT G ACEA TAAGGAT CCEA TERUACAAGTUAT TAATACA
AACAGLCTOTCGO TG TTCACCCAGAATAACCTGARCAAATCTCAGTCOTCACTGRCTTCC
GCTATTSAGCGTOTGTCCTCTGRTCTGCGTATCRACA f?C'G‘““; AARGATGATECGRCAGST
CRGACGAT TN TAACCGI TTCACTTCTAATATCRARGGUCTEACTUAGHUTTECCETAAL
GrTARCGACGECATTTICTATTGCGCRAGACCACTECAMSGTGUGCTCRAATGAAAT CAACRAC
ABCCTECAGCGTOTECNGTEASTTCTCTGTTCAGGCCACTRACGOGACTAACTCTGATTCC
GATCTHARATCTATCCACGATGRAATTCAGCAACGTUTGGAAGARATUCGATUGCCEATTTCT
AATCAGACTIARTTTALCGATO TTAAAGTCCTCTOTUAGGACAACCAGATGARARTCIAG
GTTGETGUTAACGRTGETGARRCCATTACCATCGATC TGCARARRATTGATGT GRAAAGT
CTTHSCCTTATCCCGGGAAT TTCCOGTEGTGETGGTGEAATTC TAGACTCCATGGI TACA
TTAATCAATGARGACGUTACCACAGCCARGAARAGTACCGUTARCOCADTGGL TTCAATT
GRTTCTHCATTGTCARRAGTGGACGCAGTTCGTTCTTCTCTAGGHGCAART TUAAAACLIGT
TTTGATTCAGCCATTACCRACCTTOGCRATRCGGTAACCAATCTGRAACTCOGUEIGTAGC
COTATCGRAGATGC TRACTATGORACGAAAGTTTCTARTATGTCTAAARGCGIAGATTCTG
CAGCAGRUTGETACTICOGITCTGECCTAGGU TAMMAGGTTCCGCAAAACGTCCTUTCT

~
pEd
~
9
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TTACTGCGTTAG

Protein sequence (323 AA):
MRGSHHHEHHGMASMTGGQOMGRDL YDDRDKDPMAQVINTNS LSLLTONNLNKSQSELASATERLES
GLRINSAKDDAAGOAIANRE TSNIKGLTQASRNANDGI S TAQTTEGALNE INNNLGRVREL SVOQATN
GINSDSDLESIGDE IGQRLEE IDRVSNGTGENGYVRVLSQDNOMRKICGVGEGANDGET ITIDLOKIDVKSL
GLIPGISGGGGGILDSMGTLINEDAAAAKKS TANFLASIDSALSKVDAVRS SLGATONRFDEAT TNL
GNTVTNLNSARSRIEDADYATEVSNMEKAQILOOAGT SVLAQANOVEONVLSLLR

AAml-163

Nutleotide sequence (951 bp):
ATGCGGEETTOTUATCATCATUATCATCATGGTATGSCTAGCAT GANTGGRT GHACAGCAA

ARG CGCRATO TETACCGACGAT AN GATAAGRAT O CGATEGCACARGTCATTAATACA

ARCAGCCTGTCSC TETTOACCCAGARTARCCTGARCARATCTCAGECCTCACTGAGTICT

GCTATTGAGCGTC TETCCICTEGTCTGCGTATCAACAGUGCGAAAGRCGATGLGGLAGGT
CAGGCGATTGCTAACCGCTTCACTTCTAATATCARAGGCOTGACTCAGGL TTUCCETAAL
GCTAACGACGGCATTTCTATTGCGCAGACCACTGARGGTACGCTGAATGARATCARCAAL

SACC TG RGOS TRIGCETGAGTTHTCTGTTCAGGCCACTARC GLGACTAACTCTGATTIC

GATCIGARATC TATCCAGGATEAAATTCAGCARCGTCTSGAAGAALTCGATCGCGTTICT
BAATCAGACTCRATTIARCGGTGTTRAAGTCCTCTCTCAGGACRACCAGATGARAATCCAL

GTTGETGC TAACGATCGTGARRCCAT TACCATCGATCTHCAARAARTTATCCCGGGAATT
TCCGETGETGETEETEGAAT TCTAGACTCCATCGETRACATTARTCAATGARGACGTTGCT
GCABCCARGARARGTACCEUTAACCCACTGHCTTCARTTGAT TCTGCAT TG TCARAAGTG
GRCGCACTTCRTTCTTCTCTASGAACARTTCARARCCATTTIGAT TCAGCCATTACCART
CTTEGCARTACGGTAACCRATCTGAACTCCGCOCGTAGUCGTATCGARGATGCTGRCTAT
GCARCGGAAGTTTCTAATATGTCTAARGRGCAGAT TCTGCAGCAGGUTGHTARTTCIGTT
CTGGCGCAGECTARCCAGET TG CRARACG TCCTCTCTTTACTGCGTTAR

Piotein sequence (316 AA
MROSHABEHHGMASMTGGQOMGROLYDDPDKRPMAQVINTNSLSLLTONNLNKSQASSLASATIERLSS
GLRINSAKDDAAGOAIANRFTSNIKGLTQASRNANDGISIAQTTEGALNE INNNLORVRELSVQATH
GTNSDSDLESIQDEIGQRLEE I DRVENQTOFNGVEVLSQDNQMRIQVGANDGETITIDLOKIIPGIS
GOGEEILDSMGTLINEDAAAARKSTANPLASIDSALSKVDAVRS SLGATONRFDSAT TNLGNTVTNL
NERRSRIEDADYATEVSHMSKAQTLOOAGT SVLAQANQVPONVLSLLE

AA'n54-170

Nucleotide sequence (813 bp):

ATECHBEETTCTICATCATCATCATCATCATGG TATGOC TAGCAT GANTGRTGEACAGCAA
ATCHETCSCCATCTETACCACCATCACGATAAGGATCCGT TCACT TCTAATATCARAGGC
CTGACTCAGECTTCCCETAACGTTARCRACGGCATTTCTATTGCGCAGRCCACTGAAGST
GCGCTGARTGAAR TCAACARCARCCTGCAUCETGTHCGTGAGTIGTUTGT TCAGGLUACT
AACGAGACTAACTCTGATTUCGATCTRARATOTATCCAGRATGAAATTCAGCARCGTCTG
GARGAARTCGRTCGCETTTC TAATCAGACTCARTTTARCGGTGTTARAGTCCTCTCTCAG
GACAACCAGATGAAARTCCAGGTTAGTGCTARCGATGHTGARACUATTACOATCHATITG

M

ATTCTAGACTCCATEGETACATTARTCARTGARGACGCTECCACAGUCAAGARARGTACT
GCTAACCCACTGGCTTCARTTGATTC TGOATTGTCARARGTGGACGCAGTTCGTICTTICT
CTGGRGECAR TTCAMBRACCGTTTTGATTCAGCCATTACCAACCT TG CAATATGGTAACT
ZATUTGARCTCCGUGCETAGUCGTATCGRAGATGUTGACTAT GCARCGGAAGTTTCTAAT
ATETCTARAGCGUAGATTCTGUAGCAGEUTGETACT TACRTTCTGGCGLAGGCTARUCAG
GTTCCGCRAARCGTCCTCECTITACTGLGTTAS
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Protein sequence (270 AA)

MRGEEHHEEEGMASMTEGEOOMGRDLYDEDDRDPE TSN IKGLTQASRNANDGISTAGTTEGALNEINN
NLORVRELSVOATNGTHNSDEDLESTODEIGORLEE IDRVENOTOFNGVYEVL SQDNQMK I QVGANDGE
TITIDLOKIDVKSLGLIPGISGGGEGGILDSMGTLINEDAARAKKSTANFLAS IDSALSKVDAVRSSL
GATQNREDEATTNLGNTVINLNSARSRIELDADYATEVENMEKAD T LOGOAGT SVLAQANGVPONVLAL
LR

AA'NSS-163

Nucleotide sequence (792 bp):

TCATCAT A TCA T AT A TGE TATEEC TAGCATCACT GETGEACAGCAA
ATGEEGTCG6GATCTETACGACGATAACGATAAGGATCCSTTCACTTCTRATAT CARAGGC
CTGACTCAGGUTTCOLGTARC G TAACCALGGUATTTCTAT TG CCAGACCAC TGEAGGT

GCGU THARTGAAATCAAUARC AALCTGCAGLGTEIGCETEAGTTGTCTGT TCAGGUCACT

AACGGEACTAACTU TGATTCCGATC TEARATC TATCCABGATCAAATTUAGCARCHTCT
GAAGAAATCGATCGCGTTTCTAATCAGACTCRATTTAANGGTETTRARAGTCCTCTCTCAG
GACAACCAGATGARIATCCACATTAA TGO TARCGRTGSTGARACCATTACCATCGATCTG

CARARRAT TATCCCEGGAATTTCCHETGHTGETCGTGCAATTC TAGACTCCATGEGTACA
TTAATCEATCAAGRCGCTECCECAGCCAAGARARGTACCECTARCUCATUTGRUTTUAATT
GATTCTGCATTGTCARRAGTGGACGCAGTTCETTCTTCTCTEGGRGCARTTCARARCCET

TTTGATTCAGCCAT TACCRAACCTTAGCAATACGGTAACCAATCTGARL TCCGCGCGTAGS

3TATCGARGATGC TISACTATGCAACGGARGTTICTAATATGTU TARAGCHCABRITU TG

CAGCAGGC TGGTACTTCCATTUTEGUGCAGGCTAACCAGHTTUCGCAARACGTCCTCTCT

TTACTGCGTTAG

Protein sequence (263 AA):
MREFHEHATHEGMASKMTCGROMERDLYDDDDRDPFTENIRGLTOASKNANDG I STAQTTEGALNE INN
NLORVRELSYOATNGTNSDSDLKS IQDEIQORLEE IDRYSKOTOFNGVRVLSGDNOMK I QVGANDGE
TITIDLOKIIPGISGEGGGILDSMGTLINEDAAAAKKSTANPLASIDSALSKVDAVRASLGAIQNER
DSATTNLGNTVTNLNSARSRIEGADYATEVINMSEAQILOQAGTSVLAQANQVPGNVLSLLR

ABDL-176 (or AL nl-1700402-450)

Nucleotide sequence (807 bp:

ATGCEEGETTE TCATCATCATCATCATCA TG TATS GCTAGCATGACTGETGGACRGCAA

ATEEGTCRCEA T TRTACRACGATGACGATAAGRATCCGATEOC RCARGT R TTARTACA
ARCAGCCTRTCECTGTTGACCCAGRATAACCTGRATARATC TCAGTICTCACTGAGTTCC
GCTATTGAGLGTCTGTCUTCTHGTCTGUGTATCAACAGCGCGRAARGACGATGUGGUAGGT

P AGGCGAT TGO TARCCGC TTCACTTCTAATATCARAGGOCTRAC TOAGGC T TUCCGTAAD
GCTARCGACEECATTTCTATTRCGCAGACCAC TGARGETGCGCTGRATGRAAT CARCAAC
AACCTGCAGCGTETACGTEGAGTTGTC TGTTCAGGCEECTARCGAGAN TRAUTCTAGATTCC
GATCTGRARTCTATCCAGGATGRAATTCAGCAACGTOTGGRRGARATCCATCGCETTTCT
ARTCAGACTCAATTTARCGGTGTTAARGTCOTCTC T AGGACAACCAGATGRAARTCCAG

GTTEGTEC TAACOATGRTSAAARCHATTACCATCGATCTGCARARAATTGATGT GASRAGE

CTTAGCC TTATCOCGGRAATTTCUGCTRCTECTECTECAATTC TAGACTCCATGGRTACA
TTAATCAATGAAGACGCTHCCECAGCCALGARARGTACCHUTARCCCACTLGCTTCARTT
GATTCTGCATTETCARRAGTGGACGCAGTTCGTTCTTCTCTGGAGGIARTTCARRACCRT
TTTGATTCAGCCRTTACCRRCCTTTAR

Potein sequence (268 AA

MRGEBFHAEAEGMASMNTIGCOOMERDL YDDDDRD PMAQVINTNSLSLLTONNLNESOSSLSSAIERLES
GLRINSARKDDAAGOATIANEFTSNIKGLTOASENANDGIS IAQTTEGALNE INNNLORVRELEVRATN
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FIGURE 4, CONTINUED

GTNSDSDLKSIQDEIQOKLEE IDRVENQTOFNGVEYLSQDNOMKIQVGANDGET ITIDLOKIDVES L
GLIPGISGGEGGILDSMETLINEDARA AKKSTANPLAS IDSAL SKYDAVRS SLGATNRFDSAI TNL

AB'nl-163 (or AA"nl-[63¢402-450)

Nucleotide sequence (786 bp):
ATGOGEGETTUTCATCATCATOATCATCA TGS TA TEGUTAGUAT GRCT GETGGACAGCAR
ATGHGTLSGEATC TETACGACGATSACGATAAGEATCUGATEGUACRAGTCATTAATALA
ARCASCCTATCACTHTTOACCCAGAATAACCTGAACARATCTCAGTON TCACTGAGTTLC
SCTATTGASCGTICTGTCCTCTGATCTGCEGTATCAACASCECCARAGANCATGCGGECAGGC
CABGCHARTTHC TARCCHC TTCACTTCTARTATCARRGGUCTGACTUAGGUTTUCCGTAAL
GCTEACGACEGUATTTOTATTRCGCAGACCAC TCARGGT OGO TGAR TGARATCAACAAL
ARCCTGECAGOGTRTGCATGAGTTGTC TG TTCAGGC L ACTRAACGGEACTAACT CTGATTIL
GATCTGRARTCTATCCAGLHATGARATTCAGCAACCTCTGGAAGARATUGATOGEGTTTCE

AATCRGRCTCARTT TRACGGTGT TAAAGTCCTCTCTCAGGACAACCAGATGRAARTUCAG
GTTGETGCTAACGRTGGTGARACCATTACCATCOATCTGCARRAAATTATCCCRGGAATT
TCCGETGGTEGTECTCCAATTCTAGACTCCATGEG TACATTART CAATGARGACGUTGLT
HCAGCCAAGAARAGTACCGCTARCCCACTGGCTTCARTTAATTC TGUATTGTCARRAGTG

HBACHCAGTTCATTC TTCTCTEHGGEUAATTCARRACUGTTITGAT TCAGCUATTACCAAC

CTTTAG

Protein sequence (261 AA Y
MRGEEAHHHEGMASMTGGQOMERDLYDDRDKDPMAQVINTNS LELLTONNLNESQS SLSSATERLES
GLRINSAKDDAAGQATANRETSNIKGLTQASRNANDGGI STAQT TEGALNE INNNLQRVRELSVGATN
GINSLSDLESIQDEIQQRLEE IDRVSNQTCENGVEVLSODNOMRIGVGANDGETITIDLOKIIRPGEIS

GGGGGILDSMGT L INEDAAARKKSTANPLAS IDSALSKVDAVRSS LGAIQNREDS AT THL

AAnl-129

Nugleotide sequence (849 bp):

ATGOGEOETTCT A TCATCATCATCATCATOGTATEGC TAGC AT GACT GETGGACAGUAA
ATGGE CTGCTACCACGATSACGATAAGEGATCOGATEGCACBAGTCATTAATACA
ARCASCCTETCHCTHTTGACCTAGALTRACCTGRACARATCTCAGTCUTCACTGAGTTCC
GCTATTGABCGTCTRTCCTCTGATCTGCGTATCAACAGCGCGAARGAT GATGCGHCAGAC

CAGGCGATTGC TARCCGCTTCACTTCTAATATCARAGECCTGRACTCAGECT TCLCGTRAC

GUTARCGACGGIATT TUTATTGLRCRGACCACTRARGETGCGCTCARTGARATUARTRAC
ARCCTRCAGCGTETGCHRTCAGTTETICTGITCAGGUCACTAACGCCACTAACTCTGATTCC

HRTCTGARRTC TATCCAGHATGAAATTCALCAACGTCTGGARGAAATU GATUGCHTTTLT

&R TCAGATCCCGGGAATTTCCEGTGATGETGETGGAATTCTAGACTCCATGGGTACATTA

ATCARTCARGACGC TGRUCGCAGC UARGARRRGTACCGCTARCCCACTGGUTTCAATTGAT
TCTGCATTGTCAARAGTGEACGCAGTTCGTTCTTC TCTGOGHGCAATTCARAACCGTTTT

GATTCAGCCATTAC CAACCTTGGLERTACGGTARL CARTCTHRACTCCGCGCHTAGLCGT

ATCGRAGATGC TGAC TATGCARC GGARGTTICTRARTATGTCTARRGLGCAGATTCTGCAG

CAGGC TGGTACTTCCGTTCTGGC GCAGGITAACCAGGTTCCGCAARRUGTCCTCTCTTTA

CTGCGTTAC

Protein sequence (282 AA Y

MRGSHAREHBGMASMTGEROMERDL Y DDRDEDPMADVININSLSLLTQNNLNKSOSSLSSATERLES
GLRINSAKDDAAGQAIANRFTINIKGLTOASRNANDGIS IAQTTEGALNEINNNLQRVRELSVRATN
FTNSDSDLESIQDEIQCRLEE IRV INQIPGISGGGGGILISMGTLINEDARAARKKS TANPLAS DS
ALSKVDAVRSSLGAIONRFDSAI TNLGNTVTNLNSARSRIEDADYATEVSNMSKAQILOOAGTAVLA
GANQVEQNVLSLLE
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AA'nS4-129

Nucleotide sequence (690 bp):

ATGUGEGETTOTCATCATCATCATCATCATEG TATGEC TAGCAT GACTGETGEACAGCAA
ATOGETCEECATCTCTACGACCATOACGATAAGGAT CCTTCACTTCTRATATCARAGSE
CTEACTCAGHCTTCCCGTAACGE TAACGACGGCATTTC TATTGCGUAGRCCACTGAAGET

GUEG TGAATHARATCAACAACAALCTRCAGLGTGIACETCAGTTGTCTGTTCAGGRCACT
ARCOGGACTARCTCTGATTCCGATCTGARATCTATCUAGGATGAAATTCAGTAAUGTCTG
GRAGRAATCGATCECGITTCTARTCAGATCCCGGGAATTITCCEETGG TGETERGTEGAATT
CTAGACTCCATGGGTACATTAATCAATCARGBACAGCTHCCECAGLCAAGAAAAGTACEHCT
ARCCCACTGHLUTTCAATTGATTCTHCATTGTCARARGTGGACGCAGTTCGTTCTTCTCTA

GGEGCART TCAAAACCATTTTGATTCAGCCATTACCAACCTIGGUAATACGGTAACCAAT
CTGAARCTCCGCGCGTAGCCGTATCGAAGATGCTGACTATGCARACGGAAGTTTCTAATATG

TCTALRGLECASATTC TGEAGCAGGE TEGTACTTCCHTTC TGGLUGCAGGC TAALCAGHTT

COGCARARCGTCCTO TCTTTACTECHTTAL

Pratein sequence (229 AA):

MRGSHAHHEEGMASMTGEEQOMGRDLYDRDKDPF TANTKGLTOASRNANDGISTARQTTEGALNE INN
NLQEVRELSVQATNGTINSDSDLES IGDEIQORLEEIDRV SNQIPGISGHGGGILDEMGTLINEDRAR
AKKSTANFLASIDSALSKVDEVRESLGATONRFDEATTNLGNTVINLNSARSREEDADYATEVIANMS

KAQILOQAGT SVLADANOVPONVL ELLR

AB'nl-129
Nucleotide sequence (654 bp):
ATGCGGSGITCTCATCATCATCATCATCATRGTATGGCTAGCAT GACT GGT GGACAGUAS
ATGOGTCGGRATCTGTACGACGATCACCATAAGGATCC GATEORCACKAGTCATTAATACR

ACAGCCTETCHC TS TTGACCCAGAATAACCTGAACARATCTCAGTCCTCACTHAGTTCE
GCTATTGAGCGTCTATCETCTGATC TACGTATCARCAGCGCGAARGACGAT GLEGCAGHT
CAGGCGATTGCTAACCGOTTCACTTE TAATATCARARGCOTEALTCAGGCT TCECGTAAC
GCTRACGACGGCATTTCTATTGCECAGRCCACTGAAGRTGCHCTGAAT GAAATCAACAAL
AACCTGRUAGCGTRTECGTEAGTTETCTRTTCAGGCCACTAALGGGACTAACTUTGATTCU
GATCTOARATCTATCCAGGATARARTTCRGLARCATCTGAARGRAAT CGATCGCGTTTCT
RATCRGATCCCGGGART TTCCGETGEGTEGTGETGGAATTCTAGACTCCATGGGTACATTA
ATCAATGAMGACHCTECCGCAGCCARGRARAGTACCGCTARCCCACTGGUTTCAATTGAT
TCTGCATTGTCARAAGTGGACGCAGTTCGTTCTTCTCTGGSHGCART TCARAACLGTTTT
GATTCAGCCATTACCAACCTTTAG
Protein sequence (227 AA):
MRGEHHEHHHCMASMTGGOOMGROL YDRODRD PMAQGVINTNSLELLTONNLNKSQSSLESATERLSS
GLRINSAKDDAAGOATANRF TENTKGLTORSRNANDGT S TAQT TEGALNEINNNLORVRELSVQATN
GTNADSDLKSIGIEIQQRLEEIDRVSNGIPGISGGGGCILDSMGT L INEDAAARRKESTANPLASIDS
ALSKVDAVRESLGATONRFDSAITHL

AB'054-129

Nucleotide sequence {525 bp):

ATGLGCEETTCTCATCATCAT AT A TUATES TA ToGC TAGUATGACT G TGHACAGCAA
ATEGETCEECATCTGTACGACGATGACGATAAGGATCCCTTCACTTCTARATATCARAGRC
CTGACTCASGCTTCCCGTARCGC TAACGACGGCRATTICTATTGUGCAGACCACTARAGS
GCGCTGAATGAAATCAACAACAACCTGCASCGTGIGCATGAGTTCICTGTTCAGGCACT
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AACGGGRCTARCTCTEATTCCGATCTGAARTCTATCCAGGATGRARTTCAGCRACGTCTG
GAAGAAATCGATCEOGTTICTARTCAGATCCCGEGAAT TTCCGGE THGRTRGTGG TGGARTT
CTAGACTCCATGGETACATTAATCAATGRAGACGUTGUCGCAGCCARGAARAGTACCGCT
RRCCCACTGROTTCAATTHATTCTGUATTGTCARARGTEGACGUAGTTCGTTCTICTCTG
GGGECAATTCARRACCGTTTTGATTCAGCCATTACCRACCTTTAG

Pratein sequence (174 AA):
MRGSHARFHEGMASMTEEQQMGRDLYDRDORDPF TSN IKGLTOASENANDGIS TAQTTEGALNE INN
NLORVRELSVJATNGTNSDSDLKSIGBEIQORLEE IDRVSHUIPGISGGGGGILDSMGTLINEDARA
AKKSTANPLASIDSALSKVDAVRESELGAIQONEFLDSAITNL

AA'nl-100

Nucleotide sequence {762 bp):

ATEOGEGATTCTCATCATCA TCA TUATCATEETATAGC TAGCAT GAC TGRT GGACAGOAR
ATEEGTCAECATCTATACRACAATEACCATAAGEA TCCEATEEUACAAGTUATTAATACA

AACAGCUTETCGC TET TGACCCAGARTARCCTGARCARATCTCAGTCCTURC TGRGTTCC

GCTATTEAGCGTC TGTCCTCTGGTCTGEGTATCAACAGCGCGARAGRCGATGUGGCAGELE

CARGCGATTGCTAACCGCT TCACTICTARTATCARRGGCCTGACTURGGITTECCGTRAL
GCTARCGACGGECATTTCTATTRCGCAGACCACTGARGGTHCGCTGRATGABATCAACAAC
ARCCTGCAGCGTGTECGTHACTTE TUTGTTCAGGCCACTATCCCRGEARTTTCCGGTEGT
GETEETGEAATTCTACACTCCATCEGTACAT TAATCAATGARGACGCT GCUGCAGCCARG
AARRGTACCGUTAACCCACTGGCTICAATTGAT T TGCAT TG TCARRAGTGGACGLAGTT

CGTTCTTCTC TGHAGECARTICAARACCGTTTTGATT CAGCUAT TRUCARCCTTGHURAT

BCGGTARCCARTC TGARCTCLRCGLGTAGCCATATCGARCATAUTGACTATGCRACGGAA

GTTTC TAATATATCTARAGCGCAGATTCTRCAGCAGGCTEGTACTTCUGTTC TGHCGLAG
GCTARCCAABGTTCCHIAARACERTICCTCTUITTACTGUGTTAS

Protein sequence (233 AAY:

MRGSHHHEHHGMASHTGGRQMGRDL YDDRDKDPMAQVINTNILSLLTONNLNKSQS SLISATERLSS
GLRINSAKDDAAGQATANRFTENIKGLTQASRNANDGISIAQTTEGALNE INNNLORVRELAVQATI
PGISGGGGGILDSMGTLINEDAAAAKKSTANPLASIDSALAKVDAVRESLGAIQNRFDSATTNLGNT
VTHLNSARSRIEDADY ATEVSNMSKAQILOOAGT SVLADANGVEONVL SLLR

ABnl-100

Nueleotide sequence (597 bk

ATRCOCAETTCTCATCATCATCATCATCATASTATGGC TAGTAT CACT CET GRACA L

ATRGGTOGCGATCTE TACGACGATHACSA TAAGGA TCCBATFHCALRAGTCATTAATACA

ARCAGCCTGICGC TG TTRACCCAGARTARCCTGAACAARTCTCAGTCCTCAUTGAGTTCC

GCTAT TEAGCGTC TGTCOTCTGGTC TGO TATCAACAGLGCGRAAGAC GATGCRGTAGGE
CAGHGATTGCTRACCGCTTCACTTC TRATATCARAGGCITGACTCAGGCTTCCCGTARC

GCTAACGACGECATTTC TATIGCHCAGACCACTGARGHTGCHCTGAATGARATCAACAAC

ARCCTGRURGCGTE TECGTEAGTTS TCTETTCAGGU CAC TATCCOGGGAATTTCCGETGGT
GGTGGTGGAATTCTAGACTCCATGEUTACAT TAATCAATGAAGATGCTGICECAGOCRAG
ARARGTACCGCTARCCCACTGGCTTCAATTGATTCTGCAT TG TCARAAGTHHACHCAGTT

CBTTC TTCTCTGGGHSCAATTORARACCGTTTTUATTCAGCCATTACUAACCTTTAG

Protein sequence (198 AA):

MRGSHHHHHHEGMASMTGGQQMGRDLYDDDDKDPMAQVINTNS LILLTQNNLNKEQSSLISATERLSS
GLRINSAKDDAAGQATANRF TENIKGLTQASRNANDGIS IAQTTEGALNE INNNLORVRELSVQATT
PGISGGGGGILDSMGTLINEDAAARARKSTANPLASIDSALERKVDAVESSLGAIQNRFDSATITNL
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AAnl-70

Nucleotide sequenee (672 bp
ATGORSEGETTCTCAT LﬁT AT TC%; CATGETATGGCTAGCAY UTEETGEACAGUAA

ATGOG T GGEA T TeTACCGACGATCAUGATAAGGATCU CATGLUACAAGTCATTAATACA

ARACAGCCTSTCSC TG T TRACCURGAATARCC THAACARATCTUAGTUCTUAC TL:AGTTCC
GCTATTCAGECGTCTETCCTCTAATCTGC GTATCAACAGCHACGARAGACGATG UAGTAGET
CAGGCEATTECTARCESCTTCANTICTAATATCARAGHCCTGANTCAGHC T TCCNH TARL

GO TRRCGACATCCCGHEAATTTCCGETGETECTEGTEGART TCTAGACTCCA TGEETAUA
TTAATCAATGARGACGOTCOOLCACTCARGARAAATACCGOTRACCUACTEACTTCA ATT
CATTCTGCATTOTCAAARGTGRACGCAGTTCATTCTTCTCTGAGEGUAATTCARRALCGT

TTTEATTC AGCCATTACCRACCTTEECABTACHGTAACC AATCTCAACTUGCACGTAGE

CGTATCGRAGATGC TGACTATGCARCHGRAGCTTTCTARTATGTC TARRGCACAGRTTICTG
CAGOAGGLTGGETACTTCOGT TCTEGCGCAGGCTARCTAGHTTCCGUARARCGTCCTCTCT

TTACTECGTTAG

Protein sequence €223 AAR

MRGOEAHABHGMASMTGGQOMGRDLYDDDDEDPHAGV INTNISLSLLTONNLNRKSOS S LISALERLES
GLRINSAKDDAAGQATANRETSNIKGLTQASRNANDIPGISGGGGGILDSMGTLINERAAAARKSTA
NELASIDSALSKVDAVRSSLGAIQNRFDSAT TNLGNTVTNLNSARSRIBRDADYATEVSNMSKAQILY

CAGTSVLAQANDVPONVLSLLR

oA
(LY

AB'nl-70

Nucleolide sequence (307 bp):

ATGCCEEETTCTCATCATCATCATCATCATCETATGECTAGCATGACT GGTGGACAGCAA

ATEEETCOCEA T TOTACGACCATGACEATAAGGATCCGATECACARCTCATTRATACA

ARCAGUC THTCGE TGT TGACCCAGARTAACC TGARCARATC TCAGTCCT CACTGRGTTCE

GCTATTGAGCGIC TGTCCTC TEGTCTGUGTATCARCALCGE GAAAGACGATGCGGUAGHT
LAGGCG.-‘%TTt;L.-TA.ﬁ.CL\GL.TTCACTT\.»TPJ«.TATL}\?-.&GGC\. THACTCAGGCTTCCCGTAAC
GCTBACGACATCCCGRGAATTTCCGRTGGTGGTGETGGART TCTAGACTCCATGGGTACR
TTAATCAATGARGACGCTGCCECAGCCARGRARAGTACL GCTARCCCACTGGCTTCARTT
GATTCTGCATTGTCAARAGTGGACGCAGTTCGTTCITCTCTGGGGGCRATTCARRACLGT
TTTGATTCAGCCATTACCRRCCTTTAR

Protein sequence {168 AA):

MRGSHEHAHHEHGMASNTGEQOMGROL YDDDDKDPMAQVINTNSLSLLTONNLNESQASSLSSATERLES
GLRINSAKDDAAGQATANRE TSNIKGLTQASRNANDIPGISGGGGGILDSMGTLINELARARKKSTA

HEPLASIDSALSEVDAVRISLGATONREEDSAITNL
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FIGURE 5B
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FIGURE 6
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FIGURE 7, CONTINUED
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FIGURE 8, CONTINUED
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FIGURE 9, CONTINUED
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FIGURE 18
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FIGURE 23
A CT-26 5.c. tumors 3

o

] w

E o N

0 =10

£

0 CRLB0

>

'- CBLB502, 1 ug s

e Days 1,2,

m

F I

0 2 4 6 & 1
Days
C CT26 liver tumors D CT26 liver tumors
n 12.

. - Control,n=10 ' + Control, n=5
g1 - (BB, 1) 61 - CBLBSIR <
8 08 CBLBSC2, fugsc. @0 L. CBLBSRTpgsc
§ Days 1,2 . Days 5, 6, 7
8 06 Bl 8 061 Ll y
5 04 0
£ £
2 021 202

& $ oy
0.0 T T T T T | 0.0 T T T 1

W I
0 10 20 30 4 5 60 0 10 2 X 4 XN
Days Days

SUBSTITUTE SHEET (RULE 26)



WO 2012/097012

—
=
]

39/44

FIGURE 23 CONTINUED
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FIGURE 25
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FIGURE 26
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FIGURE 28
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