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FIGURE7
AA' :
Nucleotide sequence (990 bp):
ATGCGGGETICTCATCATCATCATCATCATGGTATGGCTAGCATGACTGGTGGACAGCAA
ATGGETCGGGATCTGTACGACGATGACGATAAGGA TCCGATEGCACARGTCAT TAATACK
AACAGCCTGTCGCTGTTGACCCAGAATAACC TGARCARRTCTCAGTCCTCACTGAGTTCC
GCTATTGAGCSICTGTCCTCTGGTCTGCGTATCAACAGCGCGARAGACGATGCGGCAGGC
CAGGCGATTGCTAACCGCTTCACTTCTAATATCARAGGCCTGACTCAGGCTTCCCGTAAC
CCTAACGECGGCATTICTATTGCGCAGACCACTGAAGGTGCGCTGAATGRARTCARCAAC
RACCTGCAGCGTGIGCGIGAGTIGTCTGTTCAGGCCACTAACGGGACTRACTCTGATTCC
GATCTGAAATCTATCCAGGATGAAATTCAGCAACGTCTGGAAGAAATCGRICGCGTTICT
AATCAGACTCAATTTAACGGTGTTAAAGTCCTCTCTCAGGACAACCAGATGARAATCCAG
GTTGGTGCTAACGATGGTGAAACCAT TACCATCGATCTGCAAAAAATTGATGTGARAAGC
CTTGGCCTTGATGGGITCAATGTTAATTCCCCGGGAATTTCCGGTGGTGGTGGTGGARTT
CTAGACTCCATGGGTACATTAATCAATGARGACGC TECCGCAGCCARGRARAGTACCGCT
RACCCACTGGCTTCARTIGATICIGCAT IGTCAARAGTGGACGCAGTTICGTICTICICIG
GGGGCAATTCARAACCGTTTTGATTCAGCCATTACCAACCTTGGCAATACGGTAACCAAT
CTGAAC TCCGCGCGTAGCCGTATCGARGATGCTGAC TATGCAACGGAAGTTTCTARTATG
TCTAAAGCGCAGATTCTGCAGCAGGCTGGTACT TCCGTTCTGGCECAGGCTAACCAGGTT
CCGCRARACGTCCTCTCITTACTGCGTTAG
Protein sequence (329 AA):
MRGSHERHRAGMASMTGGOCMGRDLYDDPDDRDPMAQVINTNSLSLLTONNLN
KSQS5LSSATERLSSGLRINSAKDDAAGOAIANRFTSNIKGLTQASRNANDG
ISTAQTTEGALNE INNNLQRVRELSVQATNGTNSDSDLKS IQDEIQQRLEET
DRVSNQTOFNGVEVLSOONOMKIQVGANDGET ITIDLOKIDVKSLGLDGENV
NSPGISGGGGGILDSMGTL.INEDAAAAKKSTANPLASIDSALSKVDAVRSSL
GAIQNRFDSATITNLGNTVINLNSARSRIEDADYATEVSNMSKAQILOQAGTS

VLAQANOVPONVLSLLR

AB’

Nucleotide sequence (825 bp):
ATGCGGGETICTCATCATCATCATCATCATGGTATGGCTAGCATGACTGGTGGACAGCAA
ATGGGTCGGGATCTGTACCACGATGACGATAAGGATCCGATCECACAAGTCAT TRATACA
AACAGCCTGTCGCTGTTGACCCAGAATAACCTGAACAARTCTCAGTCCTCACTGAGTTCC
GCTATIGAGCGTCIGTCCTCTIGGTCTGCGTATCAACAGCGCGAARGACGATGCGGCAGGE
CAGGCGATTGCTAACCGCTTCACTTCTAATATCARAGGCCTGACTCAGGCTTCCCGTAAC
GCTAACGACGGCATTICTATIGCGCAGACCACTGAAGGTGCGCTGARTGAAATCAACARC
AACCTGCAGCGTGIGCGIGAGTTGTCTGTTCAGGCCACTAACGGGACTAACTCTGATTCC
GATCTGARATCTATCCAGGATGAAATTCAGCAACGTC TGGAAGARATCGATCGCGITTCT
AATCAGACTCAATTTAACGGTGTTAAAGTCCTCTCTCAGGACAACCAGATGARAATCCAG
GTTGGIGCTARCGATGGTIGARACCATTACCATCGATC TGCARARAATTCATGTGAAAAGC
CTTGGCCTIGATGGGTTCAATGT TAATTCCCCGGGAATT TCCGGTGGTGGTGGTGGAATT
CTAGACTCCATGGGTACATTAATCAATGAAGACGC TGCCGCAGCCAAGARARGTACCGCT
RACCCACTGGCTTCAATTGATTICTGCATTGTCAAABGTGGACGCAGTICGTICTICTCTG
GGGGCAATTCAAAACCGTTTTGATTCAGCCATTACCAACCTTTAG

Protein sequence (274 AA):

MRGSHHHHHHGMA SMTGGQCOMGRDLYDDDDRDPMAQVINTNSLSLLTONNLN
KSQSSLSSATERLSSGLRINSAKDDAAGQATANRETSNIKGLTQASRNANDG
ISTAQTTEGALNEINNNLORVRELSVQATNGTNSDSDLKSIQDETQQRLEET
DRVSNQTQFNGVEVLSDDNOMKIQVGANDGETITIDLOKIBVKSLGLDGEFNV
NSPGISGGGGGILDSMGTLINEDAARAKKSTANPLASTDSALSKVDAVRSSL

GAIQNRFDSAITNL

SUBSTITUTE SHEET (RULE 26)
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FIGURE 7, CONTINUED
BA'
Nucleotide sequence (831 bp):
ATCCGEGETTCTCATCATCATCATCATCATGGTATGECTAGCATGACTGGTGGACAGCAA
ATGGGTCGEGATCTGTACGACGATCACGATAAGGATCCGTTCACTTCTARTATCARAGGC
CTGACTCAGGC TTCCCGTARCGCTARCGACGGCATTTCTATTGCGCAGECCACTGRAGGT
CCGCTGAATGARATCAACAACAACCTGCAGCGTGTGCGTGAGTTGTCTGTICAGGCCACT
AACGGGACTAACTCTGATTCCGATCTGAAATCTATCCAGGATGARATTCAGCAACGTCTG
GAAGRARTCGATCGCGTTTCTAATCAGACTCAATTITAACGGTGITARAGTCCTCICTCAG
GACAACCAGATGAARATCCAGGTIGGTGCTARCGATGGTGAAACCATTACCATCGATCTG
CARARAATTGATGTGARAAGCCITGGCCTIGATGGGT TCAATGT TAATTCCCCGGGAATT
TCCGGTGGTGGTGETGGAAT TCTAGACTCCATGGGTACATTAATCARTGAAGACGCTGEC
GCAGCCAAGAAAAGTACCGCTAACCCACTCGECT TCAATTGATTCTGCATTGTCARARGTG
CACGCAGTTCGTTCTICTCTGGGGGCAAT ICAARACCGT TTTGATTCAGCCATTACCAAL
CTTGGCAATACGG TARCCAATCTGARCTCCGCGCETAGCCGTATCGAAGATGCTGACTAT
GCAACGGRAGITICTARTATGTCTAAAGCGCAGATTCTGCAGCAGGCTGGTACTICCGTT
CTGGCGCAGGCTAACCAGGT TCCGCARAACGTCCTCTCTTTACTGCGTTAG
Protein sequence (276 AA):
MRGSHHHHHHGMA SMTGGQOMGROLYDDDDKDFFTSNIKGLTQASENANDGT
SIAQTTEGALNEINNNLOQRVRELSVOATNGTNSDSDLKSIQDEIQQRLEEID
RVSNQTCENGVKVLSQDNOMK TQVGANDGET ITIDLOKIDVKSLGLDGEFNVN
SPGISGGGGGILDSMGTLINEDAARAKKSTANPLASTIDSALSKVDAVRSSLG
ATONREDSATTNLGNTVTNLNSARSRIEDADYATEVSNMSKAQILQOAGTSV
LAQANQVPQNVLSLLR

BB

Nucleotide sequence (666 bp):
ATGCGGGETTCTCATCATCATCATCATCATGGTATGGCTAGCATGACTGGTGGACAGCAA
ATGGGTCGEGATCTETACGACGATGACGATAAGGATCCGTTCACTTCTAATATCARAGGE
CTGACTCAGGS TICCCETARCGCTAACGACGGCAT TTCTAT TGCGCAGACCACTGARGGT
GCGCTGAATGAAATCARCAACARCCTGCAGCGTGIGCGTGAGTTGTCTGTICAGGCCACT
AACGGGACTAACTCTGATTCCGATCTGARATCTATCCAGGATGAAATTCAGCAACGTCTG
GAAGARATCGATCGCGTITCTAATCAGACTCAATTTAACGGTGTTARAGTCCTCTCTCAG
GACARCCAGATGRARATCCAGGTIGGTGCTAACGATGGTGAALCCATTACCATCGATCTG
CAARAARTTGATGTGARAAGCCTIGGCC T TGATGGGT TCAATGTTAAT TCCCCGGGARTT
TCCGGTEGTGETGETGEAATTCTAGACTCCATGGG TACATTAATCAATGAAGACGCTGLC
GCAGCCAAGARLAGTACCGC TARCCCACTGGCTTCAATTGAT TCTGCATTGTCARBAGTE
GACGCAGTTCOTICTTCTCTGGGGGCAATTCAARACCGTTTTGATTCAGCCATTACCAAC
CTTTAG

Protein sequence (221 AA):
MRGSHEHHHHGMASMTGGOCMGRDLYDDDDKDPF TSR IKGLTOASRNANDGT
SIAQTTEGALNE INNNLQRVRELSVOQATNGTNSDSDLKSIQDEIQOURLEEID
RVSNQTQFNGVKVLSQDNOMKIQVGANDGETITIDLOKIDVKSLGLDGFNVN
SPGE1SGGGGGILDSMGTLINEDAAAAKKSTANPLAS I DSALSKVDAVRSSLG
ATQONRFDSAITNL

CA'

Nucleotide sequence (603 bp):
ATGCGGGGTTCICATCATCATCATCATCATGGTATGGCTAGCATGACTCETEGACAGCAA
ATGGCTCCEGATCTGTACGACGATGACGATAAGGATCCGT TCACT ICTARTATCARAGGE
CTGACTCAGGCTTCCCGTAACGCTARCGACGGCATTICTATIGCGCAGACCACTGARGGT
GCGCTGAATGRAATCAACAACAACCTGCAGCGTGIGCGTGAGTIGTCTGT TCAGGCCACT
TCCCCGGGAATTTCCGETGETGGTGGTGGRATTCTAGAC TCCATGGGTACATTAATCAAT
GAAGACGCTGCCGCAGCCARGAARAGTACCGCTAACCCACTGGCTTCARTTGATTCTGCA
TTGTCARAAGTGGACGCAGTICGITCTICTCIGGGGGCART TCARRACCGTTTIGATTICA

SUBSTITUTE SHEET (RULE 26)
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FIGURE 7, CONTINUED
GCCATTACCAACCTTGGCAATACGCTAACCAATCTGAACTCCGCGCGTAGCCGTATCGAL
GATGCTGACTATGCAACGGAAGTTTCTAATATGTCTARAGCGCAGATTCTGCAGCAGGCT
GGTACTTCCGTTCTGGCGCAGGCTARCCAGGTTCCGCARAACGTCCTCTCTTTACTGCGT
TAG
Protein sequence (200 AA);
MRGSHHEHHAGMASMTGGOCMGRDLYDDDDKDFE TSNIKGLTQASRNANDGT
SIAQTTEGALNEINNNLORVRELSVOATSPGISGGGGGILDSMGTLINEDAA
AAKKSTANPLASTIDSALSKEVDAVRSSLGAIQNRFDSAITNLGNTVINLNSAR
SRIEDADYATEVSNMSKAQILOOAGTSVLAQANQVPONVLSLLR

CB'

Nucleotide sequence (438 bp):
ATGCGEGGTTCTCATCATCATCATCATCATGGTATGECTAGCATGACTGGTGGACAGCAA
ATGGGTCGGGATCTGTACGACGATGACGATAAGGATCCGTTCACTICTAATATCARAGGC
CTGACTCAGGCTTECCGTAACGCTARCGACGGCATTTCTATTGCGCAGACCACTGARGET
GCGCTGAATGARATCAACAACAACCTGCAGCGTGIGCGIGAGTIGTCTGTTCAGGCCACT
TCCCCEGGAATTTCCGGTGGTGGTGGTGGAATTCTAGACTCCATGGGTACATTARTCAAT
GAAGACGCTGCCGCAGCCAAGRARAGTACCGCTARCCCACTGGCTTCARTTGATICTGCA
TTGICAARAGTGGACGCAGTICGTTCTTCTCTGGGGGCAATTCARAACCGTITIGATTCA
GCCATTACCAACCTTTAG

Protein sequence (145 AA):
MRGSHRHHHAGMASMTGGQOMGRDLYDDDDKDPFTSNTKGLTQASRNANDGT
SIAQTTEGALNE INNNLORVRELSVOATSPGISGGGGGILDSMGTL INEDAA
AAKKSTANPLASIDSALSEVDAVRSSLGAIQNRFDSAITNL

A

Nucleotide sequence {639 bp):
ATGCGGGETICTCATCATCATCATCATCATGGTATGGCTAGCATGACTGGTEGACAGCAA
ATGEGTCGEGATCTGTACCACGATGACGATAAGGATCCGATOGCACAAGTCATTAATACA
BACAGCCTGTCGCTGTTGACCCAGAATAACCTGAACAARTCTCAGTCCTCACTGAGTTCE
GCTATTGAGCGTCTGTCCTCTGETCTGCGTATCAACAGCGCGARAGACGATGCGGCAGGE
CAGGCGATTGCTAACCGCTTCACTTCTAATATCRAAAGGTCTGACTCAGGCTTCCCGTAAL
GCTAACGECGGCATTICTAT TGCGCAGACCACTGAAGGTGCGCTGAATGRARTCARCARC
RACCTGCAGCGTIGTGCGTGAGTIGTC TG TTCAGGCCACTAACGGGACTRACTCTGRTITCL
GATCTGABATCTATCCAGGATGARAT TCAGCAACGTCTGGAAGRARTCGATCGCGTITICT
AATCAGACTCAATTTAACGGTGTTAAAGTCCTGTC TCAGGACARCCAGATGAAARTCCAG
GTTGGTGCTRAACGATGGTIGARRCCATTACCATCGATC TGCAAAAAATTGATGTGARARGC
CTTGGCCTTGATGGG TTCAATGTTAATTCCCCGGGATGA

Protein sequence (212 AA), last three amino acids are derived from primer
and pRSETD polylinker;
MRGSHEHHHAGMASMTGGOCMGRDLYDDDDEDEMAQVINTNSLSLLTONNLN
KSQOSSLESSATERLSSGLRINSAKDDAAGQATANRFTSNIKGLTQASRNANDG
ISTAQTTEGALNEINNNLORVRELSVQATNGTNSDSDLKSIQDEIQQRLERET
DRVSNQTOFNGVEVLSODNOMKIQVGANDGETITIDLOKIDVESLGLDGENY
NSPG

B

Nucleotide sequence (480 bp):
ATGCGGEGTTCTCATCATCATCATCATCATGGTATGGCTAGCATGACTGGTGGACAGCAA
ATGEGTCGGGATCTGTACGACGATGACGATAAGEATCCGTICACTTCTARTATCARAGET
CTGACTCAGGCTTCCCGTAACGCTAACGACGGCATTTCTATTGCGCAGACCACTGAAGGT
GCGCTGAATGABATCAACAACAACCTGCAGCGTGTGCGTGAGTTGTCTGTTCAGGCCACT

SUBSTITUTE SHEET (RULE 26)



WO 2011/044246 PCT/US2010/651646
12/23

FIGURE 7, CONTINUED
AACGGGACTAACTCTGATTCCGATCTGARATCTATCCAGGATGAAATTCAGCAACGTICTG
CRAGAARTCGATCGCGTITCTAATCAGACTCAATITAACGCTGTTARAGTCCTGTCICAG
GACAACCAGATGAARATCCAGGTTGGTGCTAACGATGCTGAAACCATTACCATCGATCTG
CAARBRATIGATGTGARAAGCCTTGGCCTTGATGGGTICARTGTTAAT TCCCCGGGATGA

Protein sequence (159 AA), last three amino acids are derived from primer
and pRSETb polylinker:
MRGSHHHHHAGMASMTGGQCMGRDLYDDDDKDFFTSNIKGLTQASRNANDGT
STAQTTEGALNEINNNLOEVRELSVOATNGTNSDSDLESIQDEIQORLEEID
RVENQTOFNGVEVLSQDNOMKTQVGANDGETITIDLOKTDVKSLGLDGEFNVN
SPG

C

Nucleotide sequence (252 bp):
ATGCGEGGTTCTCATCATCATCATCATCATGGTATGGCTAGCATGACTGGTGGACAGCAA
ATGGGTCGGGATCTGTACGACGATGACGATAAGGATCCGTTCACTTCTAATATCARAGGT
CTGACTCAGGCTICCCGTAACGCTARCGACGGCATTTCTATTGCGCAGACCACTGRAGGT
GCGCTGAATGARATCRACAACARCCTGCAGCGTGTGCGTGAGTTGTCTGTTCAGGCCACT
TCCCCGGGATGA

Protein sequence (83 AA), last three amino acids are derived from primer and
pRSETb polylinker:
MRGSHHHHHAGMASMTGGQCMGRDLYDDDDRDPEFTENTKGLTQASRNANDGT
STAQTTEGALNEINNNLORVRELSVOATSPG

GST-A'
Nucleotide sequence (1038 bp), GST highlighted:

TCAATTGATTCTGCATTGICARARAGTGGACGCAGTTICGTTCTTICTCTGGGGGCAATICAL

AACCGTTTTGATTCAGCCATTACCAACCTTIGGCAATACGGTAACCAATCTGAACTCCGCG
CGTAGCCGTATCGARGATGCTGACTATGCARACGGAAGTTTCTAATATGTCTAAAGCGCAG
ATTCTGCAGCAGGCTGETACTTCCGTICTGECGCAGGCTAACCAGGTTCCGCAAARCGTC
CTCICTTTACTGCGTTAG

Protein sequence (345 AA):
Ma YRR TR VO

SPGISGGGGGILDSMGTLINEDARAAKKSTANPLA
SIDSALSKVDAVRSSLGAIQNRFDSAITNLGNTYTNLNSARSRIEDADYATE
VSNMSKAQTLQOAGTSVLAQANQVPONVLSLLR

SUBSTITUTE SHEET (RULE 26}
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GST-B’
Nucleotide sequence (873 bp), GST highlighted:

SR TCCCCGGEAATTTCCOGTGGTGGTGEGTCGAATTCTAGACTCCATG
TCAATGAAGACGCTGCCGCAGCCAAGAARAGTACCGCTAACCCACTGGCT
TCAATTCGATICTGCATTGTCAAARGTGGACGCAGITCGTITICTICTCTGGGGGCAATICAA
AACCGTTTIGATICAGCCATTACCAACCTITTAG

Prote (290 AL):

SIDSALSKVDAVRSSLGAIQNREDSAITNL

AA'nl-170

Nucleotide sequence (972 bp):
ATGCGGGETTCTCATCATCATCATCATCATEGTATCGCTAGCATGACTGETECACAGCAA
ATGGGTCGGGATCTGTACGACGATGACGATAAGGRTCCGATGRCRCAAGTCATTRAATACA
RACAGCCTGTCGCTIGTTGACCCAGAATAACCTGAACAARATCTCAGTCCTCACTGAGTTCC
GCTETTGAGCGTCTGTCCTCTGGTCTGCGTATCAACAGCGCGARAGACGATGCGECAGEE
CAGGCGATTGCTAACCGCTTCACTTC TAATATCARAGGCCTGACTCAGGC TTCCCGTAARS
CCTAACGRCGGCATTTCTAT TGCGCAGACCAC TGAAGGTGCGCTGAATGAAATCAACAAC
RACCTGCAGCGTGTGCETGAGTTGTC TG TTCAGGCCACTARCGGGACTAACTCTGATTCC
GATCTGARATCTATCCAGGATGARATTCAGCAACGTCTGGAAGARATCGATCGCGTTITCT
BATCAGACTCAATTTARCGGTGTTARAGTCCTCTCTCAGGACAACCAGATGAAAATCCAG
GTTGGTGCTARCGATGGTGARACCATTACCATCGATC TGCAARARATTGATGTGARRAGC
CTTGEGCCTTATCCCGGGAATTTCCGETEGTGETGETCCAATTCTAGACTCCATGGGTACA
TTAATCAATGARGACGCTGCCGCAGCCARGAAMAGTACCECTAACCCACTGGCTTCAATT
GATTCTGCATTGTCARAAGTGGACGCAGTTCGTTCTTCTCTGCGEGCARTTCARRACCGT
TTTGATTCAGCCATTACCAACCTTGGCARTACGGTAACCARTCTGAACTCCGCGCGTAGE
CGTATCGAAGATGCTGACTATGCAACGGRAGTT TCTAATATGTCTARAGCGCAGATTCTG
CAGCAGGCTGETACTICCGTTCTGECGCAGGCTARCCAGETTCCGCARRACGTCCTCTCT
TTACTGCGTTAG

Protein sequence (323 AA):

MRGSHHRHHHGMA SMTGGQUMGRDLYDDDDRKDPMAQVINTNSLSLLTONNLN
KSQOSSLSSATIERLSSGLRINSAKDDAAGOATANRFTSNIKGLTOASRNANDG
ISIAQTTEGALNE INNNLOQRVRELSVOATNGTNSDSDLKSIODEIQQRLEET
DRVSNQTQFNGVKVLSQDNOMKIQVGANDGETITIDLOQRIDVKSLGLIPGIS
GGEGEGILDSMGTL INEDAAAAKKSTANPLASIDSALSKVDAVRSSLGAIQNR
FDSATTNLGNTVTNLNSARSRIEDADYATEVSNMSKAQILQQAGTSVLAQAN

QVPONVLSLLR

SUBSTITUTE SHEET (RULE 26)
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AA'n1-163

Nucleotide sequence (951 bp):
ATGCGEGETTCTCATCATCATCATCATCATGGTATGGCTAGCATGACTCGTGGACAGCAA
ATGEGTCGEGATCTGTACGACGATGACGATAAGGATCCGATGGCACARGTCATTARTACA
AACAGCCTGTCGCTGTTGACCCAGAATAACCTGAACAAATCTCAGTCCTCACTGRGTTCC
GCTATTGAGCGTCIGTCCTCTGGICTGCGTATCAACAGC GCGARRGACGATGCGGCAGGT
CAGGCGATTGCTAACCGCTTCACTTCTAATATCARAGGCCTGACTCAGGCTICCCGTAAC
GCTRACGACGGCATTTCTAT TGCGCAGACCACTGAAGGTGCGCTGAATGAAATCARCAAC
BACCTGCAGCGTGIGCGTGAGTTGTCTETTCAGGCCACTARCGGRACTRACTCTGATICC
GATCTGARATCTATCCAGGATGAAATTCAGCAACGTCTGGAAGAARTCGATCGCGTTICT
BATCAGACTCALTTTAACGGTGTTAAAGTCCTCTCTCAGGACAACCAGATGAARRTCCAG
GTTGGTGCTAACGATGGTGARACCAT TACCATCGATCTGCARARRATTATCCCGGGAATT
TCCGGTGRTGGTGE TCCAAT TCTACACTCCATGEGTACATTAATCAATGAAGACGCTGCC
GCAGCCARGARAAGTACCGCTAACCCACTGGCTTCAATTGATTCTGCATIGICAARAGTG
CACGCAGTTCGITCTICTCTGGGGGCAATTCARAACCGT TTTCATTCAGCCATTACCARC
CTTGGCAATACGGTARCCAATC TGAACTCCGCGCGTAGCCGTATCGAAGATGCTGACTAT
GCAACGGRAGTTTCTAATATGTCTARAGCGEAGAT TCTGCAGCAGGCTGGTACTTCCGTT
CTGGCGCAGGCTAACCAGGTTCCGCAAAACGTCCTCTCTTTACTGCGTTAG

Protein sequence (316 AA):
MRGSHHHAHHGMASMTGGQOMGRDLYDDDDKDPMAQVINTNSLSLLTQNNLN
KSQSSLSSAIERLSSGLRINSAKDDAAGQATANRFTSNIKGLTQASRNANDG
ISTAQTTEGALNE INNNLORVRELSVQATNGTNSDSDLKSIQDEIQORLERT
DRVSNQTOFNGVKVLSODNOMKIQVGANDGETITIDLOKI IPGISGEGGGLL.
DSMGTLINEDAAAAKKS TANPLASTDSALSKVDAVRESLGATONRFDSALTN
LGNTVINLNSARSRIEDADYATEVSNMSKAQTLODAGTSVLAQANOVPONVL

SLLR

AA'N54-170

Nucleotide sequence (813 bp):
ATECGEGGTICTCATCATCATCATCATCATGGTATGGCTAGCATGACTGGTGGACAGCAA
ATGGGTCCCGATCTGTACGACGATGACGATAAGGATCCGTTCACTICTAATATCARAGGC
CTGACTCAGGCTTCCCGTARCGCTAACGACGGCATITCTATTGCGCAGECCACTGRAGET
GCGCTGAATGARATCARCAACAACCTGCAGCGTGIGCGTGAGTTGTCTGTTCAGGCCACT
AACGGGACTARCTCTGATTCCGATCTGAARTCTATCCAGGATGRARTICAGCARCGICTG
GAAGAAATCGATCGCGTITCTAATCAGACTCAATTTARCGGTGTTARAGTCCTCTCTCAG
GACAACCAGATGAAMATCCAGGTTGGTGCTAACGATGGTGARACCATTACCATCGATCTG
CRARAAATTGATGTGAARAGCCTTGGCC TTATCCCGEGAATTTCCGGTGGTGGTGGTGGA
ATTCTAGACTCCATGGGTACATTARTCAATGAAGACGCTGCCGCAGCCARGARRAGTACC
GCTAACCCACTGGCTTCAATTGATTCTGCATTGTCARRAGTGGACGCAGT TCGTTCTTCT
CTGGGGGCAAT TCARRACCGTTTTGATTCAGCCATTACCAACCTTGGCAATACGGTAACC
AATCTGAACTCCGCGCGTAGCCGTATCGARGATGCTGACTATGCARCGGARGTTTCTAAT
ATGTCTARAGCGCAGATICTGCAGCAGGCTGGTACTTCCGTTCTGECGCAGCCTAACCAG
GTTCCGCAAAACGTCCTCTCTTTACTGCGTTAG

Protein sequence (270 AA):

MRGSHEBHHAGMA SMTGGQCOMGRDLYDPDDKDPF TSNIKGLTQASRNANDGL
SIAQTTEGALNE INNNLORVRELSVOATNGTNSDSDLKSIODEIQQORLEEED
RVSNQTOFNGVKVLSQDNOMKIQVGANDGETITIDLOQKIDVESLGLIPGISG
GGGGILDSMGTLINEDAAAAKKSTANPLASIDSALSKVDAVRSSLGATQNRE
DSATITNLGNTVTNLNSARSRIEDADYATEVSNMSKAQILQQAGTSVLAQANQ
VPONVLSLLR

AA'n54-163
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Nucleotide sequence (792 bp):
ATGCGGGGTTCTCATCATCATCATCATCATEGTATGGCTAGCATGACTGGTGGACAGCAA
ATGGGTCGEGATC TG TACGACGATGACGATAAGGATCCGTTCACTTCTAATATCARAGGC
CTGACTCAGGCTTCCCGTARCGCTAACGACGGCATTTCTATTGCGCAGACCACTGARGET
GCGCTGAATGAAATCARCAACAACCIGCAGCGTGIGCGIGAGT IGTCTGT ICAGGCCACT
AACGGGACTAACTCTGATTCCGATCTGABATCTATCCAGGATGAAATTCAGCAACGTICTG
GAAGRAATCGATCGCGTTTCTAATCAGACTCARTT TAACGGTGITARAGTCCTCICTICAG
GACAACCRAGATGRAARTCCAGGTTGGTGCTAACGATGGT GAAACCATTACCATCGATCIG
CAAARAATTATCCCGGGAAT TTCCCGTGCTGETGGTGGAATTCTAGACTCCATGGGTACA
TTAATCARTGAAGACGCTGCCGCAGCCARGARAACTACCGCTAACCCACTEGCTTCAATT
GATTCTGCATTGTCARAAGTGGACGCAGTTCGTTCTICTCTGGGGGCART TCAARACCGT
TTTGATTCAGCCATTACCAACCTTGGCARTACGGTAACCAATCTGAACTCCGCGCGTAGC
CGTATCGRAGATGCTGAC TATGCAACGGAAGTTTCTAATATGTCTARAGCGCAGATICTG
CAGCAGGCTGSTACTTCCGTTCTGGCGCAGGCTAACCAGGTTCCGCARRACGTCCTCTCT
TTACTGCGTTAG

Protein sequence (263 AA):

MRGSHEAHHAGMA SMTGGQGMGRDLYDDDDKDFF TSNIKGLTOASRNANDGT
STAQTTEGALNEINNNLQRVRELSVOATNGTNSDSDLKSIQDEIQORLEEID
RVSNQTQFNGVKVLSQDNOMKIQVGANDGETITIDLGKI IPGISGGGGEILD
SMGTLINEDAAAAKKSTANPLASIDSALSKVDAVRSSLGATIQNRFDSAT TNL
GNTVTNLNSARSRIEDADYATEVSNMSKAQILQQAGT SVLACANQVPONVLS

LLR

AB'ni-170 (or AA'n1-170c402-450)

Nucleotide sequence (807 bp):
ATGCGGGETTCTCATCATCATCATCATCATGGTATGGCTAGCATGACTGGTGGACAGCAR
ATGGGTCGGGATCTGTACGACGATGACGATAAGGATCCGATGGCACAAGTCATTAATACR
AACAGCCTGTCGCTGTTGACCCAGAATAACCTGAACARATCTCAGTCCTCACTGAGTTCC
GCTATIGAGCGTCTGTCCTCIGGTCTGCGTATCARCAGCGCGAAAGACGRTGCGGCAGGE
CAGGCGATTGCTAACCGCTTCACTTCTAATATCAAAGGCCTGACTCAGGCTICCCGIAAL
GCTAACGACGGCATTTCTATTGCGCAGACCACTGAAGGTGCGCTGAATGAAATCAACAAL
ARCCTGCAGCGTGIGCGIGAGT TGTCTGTTCAGGCCACTAACGGGACTARCTCTGATTCE
GATCTGAAATCTATCCAGGATGAAATTCAGCAACGTCTGGAAGAAATCGATCGCGTTTCT
AATCAGACTCAAT TTARCGGTGTTAAAGTCCTCTCTCAGGACAACCAGATGARARTCCAG
CTTGGTGCTAACCATGGTGARACCATTACCATCGATC TGCARARRATTGATGTGARAAGC
CTTGGCCTTATCCCGGGAATTTCCGGTGGTGGTGGTGGAATTCTAGACTCCATGGGTACE
TTAATCAATGRAGACGCTGCCGCAGCCARGAARAGTACCGCTARCCCACTGGCTTCAATT
GATTCTGCATTGTCAAAAGTGGACGCAGTTCGTTCTTCTCTGGEGGCARTTCARAACCGT
TTTGATTCAGCCATTACCAACCTTTAG

Protein sequence (268 AA):

MRGSHEHHRHGMA SMTGGQCMGRDLYDDDDRDFMAQVINTNSLSLL TONNLN
KSQSSLSSAIERLSSGLRINSAKDDAAGQATANRFTENIKGLTQASRNANDG
ISTAQTTEGALNE INNNLORVRELSVQATNGTNSDSDLKSIQDETQORLEET
DRVSNQTQOFNGVEVLSQODNOMKIQVGANDGETITIDLOKIDVKSLGLIPGIS
GGEGGILDSMGTL INEDAAAAKKSTANPLASIDSALSKVDAVRSSLGALIQNR

FDSAITNL

AB'nl-163 (or AA’'n1-163¢402-450)

Nucleotide sequence (786 bp):
ATGCGGGGETTCTCATCATCATCATCATCATGCTATGGCTAGCATGACTGCTCGACACCAA
ATGEGTCGEGATCTGTACGACGATGACGATAAGGATCCGATGGCACAAGTCATTAATACE
AACAGCCTGTCGCTGTTGACCCAGAATARCCTGAACAAATCTCAGTCCTCACTGAGTTCC
GCTATTGAGCGTCTGTCCTCTEGTCTGCGTATCAACAGCGCGARAGACGATGCGGCAGGE
CAGGCGATTGCTAACCGCTTCACTTCTAATATCAAAGGCCTGACTCAGGCTICCCGTAAC
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GCTAACGACGGCATTICTATTGCGCAGACCACTGAAGGT GCGCTGARTGAAATCARCARC
AACCTGCAGCGTGIGCGIGAGTTGTC TG TICAGGCCACTAACGEEACTARCTCTGATTCC
GATCTGARATCTATCCAGGATGARATTCAGCAACGTC TGGAAGAAATCGATCGCGTTTCT
AATCAGACTCAATITAACGGTGTTAAAGTCCTCTC TCAGGACAACCAGATGAARATCCAG
CTTGGTIGCTAACGATGGTGARACCATTACCATCGATCTGCARAAALTTATCCCGGGAATT
TCCGGTGGTGGTGGTGGAAT TCTAGACTCCATGGGTACATTAATCAAT GAAGACGCIGEE
GCAGCCAAGARARGTACCGCTAACCCACTGGCTICAATTGATTCTGCATIGTCARARGTG
GACGCAGITCGTTCTICTCTGGGGGCARTTCARAACCGTTTTGATTCAGCCATTACCAAC
CTTTAG
Protein sequence (261 AA):

MRGSHEHHHHGMA SMTGGQQMGRDLYDDDDKDPMAQVINTNSLSLLTONNLN
KSQSSLSSATERLSSGLRINSAKDDAAGQATANRETSNIKGLTQASRNANDG
ISIAQTTEGALNE INNNLORVRELSVQATNGTNSDSDLKSIQDEIQQRLEEL
DRVSNQTOFNGVEVLSODNOMEIQVGANDGETITIDLOKI IPGISGGGGGIL
DSMGTLINEDAAAAKKSTANPLASTDSALSKVDAVRSSLGAIQNRFDSAITN

L

AA'nl-129

Nucleotide sequence (849 bp):
ATGCGGGETTCTCATCATCATCATCATCATGETATGGCTAGCATGACTEGTGGACAGCAA
ATGGETCGEGATCTGTACGACGATGACGATAAGGATCCCATGGCACAAGTCATTARTACA
AACEGCCTGICGCTCTTGACCCACGARTARCS TGARCARATC TCAGTCCTCACTGAGTTCC
GCTATTGAGCGICIGTCCTCTGGTCTGCGTATCARCAGCGUGAAAGACGATGCGGCAGGT
CAGGCEATTGETAACCGCTTCACTTC TARTATCARAGGCCTGACTCAGGC TTCCCGTAAC
GCTAACGACGGCATTTCTAT TGCGCAGACCACTGAAGGTGCGCTGAATGARATCAACAAC
AACCTGCAGCSTGTGCGIGAGTIGTCIG Y TCAGGCCACTARCGGGACTRACTCTGATTICC
GATCTGARATCTATCCAGGATGARATTCAGCAACGTCTGGARGARATCGATCGCGTITICT
AR TCAGATCCCGGRAATT TCCGETGETEGTEGTGEAATTC TAGACTCCATGGG TACATTA
ATCAATGAAGACGCTGCLGCAGCCARGARAAGTACCACTAACCCAC TGGCTTCAATIGAT
TCTGCATTGTCAAAAGTGGACGCAGTTCGT TCTTC TC TGCGEGCAATTCAAAACCGTTTT
CATTCAGCCATTACCAACCTTGGCAATACGGTARCCAATCTGAACTCCGCGCGTAGCCGT
ATCGAAGATGCTGACTATGCAACGGARGTTTCTAATATGTCTARAGCGCAGATTCTGCAG
CAGGCTGGTACTTCCGTTCTGGCGCAGGCTAACCAGETTCCGCARRACGTCCTCTCTTTA
CTGCGTTRAG

Protein sequence (282 AA):
MRGSHEEBHHAGMASMTGGQOMGROLYDDDDRDPMAQVINTNSLELLTONNLN
KSQSSLSSATIERLSSGLRINSAKDDAAGQAIANRETSNIKGLTOASRNANDG
ISTAQTTEGALNE TNNNLQRVRELSVOATNGTNSDSDLKSIQDEIQORLEET
DRVSNOIPGISGGGGGILDSMGTLINEDAAAAKKSTANPLASIDSALSKVDA
VRSSLGATQNRFDSAITNLGNTVTNLNSARSRIEDADYATEVSNMSEAQTILO
QAGTSVLAQANQVPONVLSLLR

AA'n54-129

Nucleotide sequence (690 bp):
ATGCGEGETTCTCATCATCATCATCATCATGGTATGGCTAGCATGACTCGTCGACAGCAA
ATGGGTCECEATCTGTACGACGATGACGATAAGGATCCGTTCACTICTARTATCARAGGC
CTGACTCAGECTTCCCGTAACGCTAACGACGGCATTTCTATTGCGCAGACCACTGARGGT
GCGCTGAATGRAATCAACAACAACCTGCAGCGTGIGCGTGAGTISTCIGT TCAGGCCACT
AACGGGACTAACTCTGATTCCGATCTGAAATCTATCCAGGATGAAATTCAGCAACGTCTG
GAAGRAATCGATCGCGTTTC TAATCAGATCCCGGGAATTTCCGGTGGTGGTGGTGGARTT
CTAGACTCCATGGCTACATTAATCAATGAAGACGCIGCCCCAGCCARGARAAGTACCGCT
AACCCACTGGCTTCRATTGATTCTGCATTGTCAARAGTGGACGCAGTTICGTICTICTCTG
GGGGCAATTCARRACCGTTTTGATTCAGCCATTACCAACCTTGGCAARTACGGTARCCAAT
CTGAACTCCGCGCGTAGCCGTATCGAAGATGCTGACTATGCARCGGAAGTTTCTRATATG
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TCTAARGCGCAGATTCTGCAGCAGGCTGGTACT ICCGTICTGGCGCAGGC TARCCAGGTT
CCGCAARRCGTCCICTCTTTACTGCGTTAG

Protein sequence (229 AA);

MRGSHERHBHGMA SMTGGQOMGRELYDDDDKDPFTSNIKGLTOASRNANDGT
STAQTTECALNE INNNLOQRVRELSVOATNGTNSDSDLKSIQDEIQQRLEEID
RVSNQIPGISGGGGGILDSMGTLINEDAAAAKKSTANPLASIDSALSKVDAV
RSSLGATIQNREFDSATITNLGNTVTINLNSARSRIEDADYATEVSNMSKAQILOOQ
AGTSVLAQANQVPONVLSLLR

AB'nl-129

Nucleotide sequence (684 bp):
ATGCGGGGTTCICATCATCATCATCATCATGGTATGGCTAGCATGACTGGTGGACAGCAA
ATGGGTCGGGATCTGTACGACGATGACGATAAGGA TCCGATGGCACARGTCATTAATACA
AACAGCCTGTCGCTGTTIGACCCAGAATAACCTGAACAAATCTCAGTCCTCACTGAGTTCC
GCTATTGAGCGTCIGTCCTCTGGTCTGCGTATCAACAGCGCGAAAGACGATGCGGCAGGC
CAGGCGATTGCTAACCGCTTCACTTCTAATATCARAGGCCTGACTCAGGCTTCCCGTAAC
GCTAACGACGGCATTTCTATTGCGCAGACCAC TGAAGGTGCGCTGAATGAAATCAACAAC
EACCTGCAGCGTGTGCGIGAGTTGTC TG TTCAGGCCAC TAACGGGACTAACTCTGATTCC
GATCTGAAATCTATCCAGGATGAAAT TCAGCAACGTCTGGAAGARATCGATCGCGTTICT
AATCAGATCCCGGGARTTTCCGGTGGTEGTGGTGGAATTCTAGACTCCATGGGTACATTA
ATCAATGAAGACGCTGCCGCAGCCARGARARGTACCGCTAACCCACTGGCTTCAATTIGAT
TCTGCATTGTCAARAGTGGACGCAGTTCGT TCTTCTCTGGGGGCAA TTCAAAACCGTTTT
GATTCAGCCATTACCAACCTTTAG

Protein sequence (227 AA):
MRGSHEHHHHGMA SMTGGQOMGRDL YDDDDKDPMAQVINTNSLSLLTQNNLN
KSQSSLSSAIERLSSGLRINSAKDDAAGQAIANRFTSNIKGLTQASRNANDG
ISIAQTTEGALNE INNNLQRVRELSVQATNGTNSDSDLKSIQDEIQQRLEET
DRVSNQIPGISGGGECILDSMGTLINEDAAAAKKSTANPLASIDSALSKVDA
VRSSLGAIQNRFDSAITNL

AB'n54-129

Nucleotide sequence (525 bp):
ATGCGGEGTICTCATCATCATCATCATCATGGTATGECTAGCATGACT GG TGGACAGCAA
ATGGGTCGGGATCTGTACGACGATGACGATAAGGATCCGTTCACTICTAATATCARAGGC
CTGACTCAGGCTTCCCGTAACGCTARCGACGGCAT TTCTATTGCGCAGACCACTGRAGET
GCGCTGAATGARATCAACAACAACCTGCAGCGTGTGCGTGAGTTGTCTGT TCAGGCCACT
PACGGGACTAACTCTGATTCCGATCTGARATCTATCCAGGATGAAATTCAGCAACGTCTG
GAAGAAATCGATCGCGTTTCTAATCAGATCCCGGGAATTTCCGGTGGTGGTGGTGGAATT
CTAGACTCCATGGGTACATTAATCAATGARGACGC TGCCGCAGCCAAGRAAAGTACCGCT
AACCCACTGGCTTCAATTGATTCTGCATTGTCARAAGTGGACGCAGTICGITCTICTCTG
GGGGCAATTCAAAACCGTTTIGAT TCAGCCATTACCAACCTTTAG

Protein sequence (174 AA):

MRGSHEHHBAGMA SMTGGQOMGRDLYDDDDKDPFTSNIKGLTQASENANDGT
STAQTTEGALNE INNNLORVRELSVOATNGTNSDSDLKSTODEIQORLEEID
RVENQIPGISGGGGGILDSMGTLINEDAAAAKKSTANPLASIDSALSKVDAV

RSSLGATQNRFDSATTNL

AA'n1-100

Nucleotide sequence (762 bp):

ATGCGEGETTCTCATCATCATCATCA TCATGGTATGGCTAGCATGACTGGTCGACAGCAA
ATGCGTCGGGATCTGTACGACGATGACGATAAGGA TCCGATGECACAAGTCAT TARTACA
AACAGCCTGTCGCIGTIGACCCAGAATAACCTGAACAAATCTCAGTCCTCACTGAGTTCC
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GCTATTGAGCGTCTGTCCTCTGETCTGCGTATCAACAGCGCGAAAGACGATGCGGCAGGE
CAGGCGATTGCTAACCGCTTCACTTCTAATATCAAAGGCCTGACTCAGGCTICCCGTARC
GCTAACGACGGCATTTCTATTGCGCAGACCACTGAAGGTGCGCTGAATGARATCAACAAC
BACCTGCAGCGTGTGCGTGAGT TGTCTGTTCAGGCCACTATCCCGGGART TTCCGGTGGT
GGTGETGCAATTCTACACTCCATCCGTACATTAATCAATGAAGACGCTGCCGCAGCCAAG
BAAAGTACCGCTAACCCACTGECTTCAATTGATTCTGCATTGTCARRAGTGGACGCAGTT
CGTTCTTCTCTIGGGGGCAAT TCARRACCGTTTIGATTCAGCCAT TACCARCCTTGGCAAT
ACGGTAACCAATCTGAACTCCGCGCGTAGCCGTATCGAAGATGCTGACTATGCAACGGAA
GITTCTAATATGTCTAAAGCGCAGAT TCTGCAGCAGGCTGGTACTTCCGTTCTGGCGCAG
GCTAACCAGGTTCCGCAARACGTCCTCTCTTTACTGCGTTAG
Protein sequence (253 AA):

MRGSHEHHHHGMA SMTGGOCOMGRDLYDDDDKDEMAQVINTNSLSLLTORNLN
KSQS8SLSSAIERLSSGLRINSAKDDAAGQATANRFTENIKGLTOASRNANDG
ISTAQTTEGALNE INNNLORVRELSVQATIPGISGGGGGILDSMGTLINEDA
AAAKKSTANPLASTDSALSKVDAVRSSLGAIQNRFDSAT TNLGNTVINLNSA

RSRIEDADYATEVSNMSKAQI LOQAGTSVLAQANQVPONVLSLLR

AB'n1-100

Nucleotide sequence (597 bp):
ATGCGGGETTCTCATCATCATCATCATCATECTATEGCTAGCATGACTGGTCGACAGCAA
ATGEGTCGGGATCTGTACGACGATGACGATAAGGATCCGATGGCACRAGTCATTAATACA
AACAGCCTGTCGCTGTTGACCCAGRATAACCTGARCARATCTCAGTCCTCACTGAGTTCG
GCTATTGAGCGTCTGTCCTCTGGTCTGCGTATCARCAGCGCGARAGACGATGCGGCAGEC
CAGGCGATTGC TAACCGCTTCACTTCTAATATCARAGGCETGACTCAGGCTTCCCGTAAC
GCTAACGACGGCATTTCTAT TGCGCAGACCACTGAAGGT GCGCTGAATGARATCARCAAC
AACCTGCAGCGTGTGCGIGAGT IGTCTGT TCAGGCCACTATCCCEECAATTTCCGETGET
GGTGGTGGAATTCTAGACTCCATGGGTACATTAATCAATGAAGACGCTGCCGCAGCCAAG
AARAGTACCGC TAACCCACTGGCTTCAATTGATTICTGCATTGTCARRAGTGGACGCAGTT
CGTTCTTCTCTGGGGGCAAT TCARAACCGTTTTGATTCAGCCATTACCARCCTTTAG
Protein sequence (198 AA}):
MRGSHHHHHHGMASMTGGOCOMGROLYDDDDKDPMAQVINTNSLSLLTONNLN
KSQSSLSSAIERLSSGLRINSAKDDAAGQATANRF TSNIKGLTQASRNANDG
ISTAQTTEGALNE INNNLQRVRELSVOATIPGISGGGGGILDSMGTLINEDA

AMAKKSTANPLASIDSALSKVDAVRSSLGATONRFDSAITNL

AA'nl-70

Nucleotide sequence (672 bp):
ATGCGGGGTTCTCATCATCATCATCATCATGGTATGGCTAGCATGACTCGTCGACAGCAA
ATGGGTCGGGATCTGTACGACGATGACGATAAGGA TCCGATGGCACAAGTICATIAATACA
BACAGCCTGTCGCTGTTGACCCAGRATARCCTGAACARATCTCAGTCCICACTGAGTTCC
GCTATTGAGCGTCTGTCCTCTGGTCTGCGTATCAACAGCGCGARAGACGATGCEGCAGEC
CAGGCGATTGCTAACCGCTTCACTICTAATATCARAGGCCTGACTCAGGCTTCCCETAAC
GCTAACGACATCCCGGGAATTTCCGGIGETGETEGTGGAATTCTAGACTCCATGGGTACA
TTAATCAATGAAGACGC TGCCGCAGCCARGARAAGTACCGCTAACCCACTGGCTTCAATT
GATTCTGCATTGTCARRAGTGGACGCAGTTCGTICTTCTCTGGGEGCART TCAAAACCGT
TTTGATTCAGCCATTACCAACCTTGGCAATACGGTAACCAATCTGARCTCCECGCETAGC
CGTATCGAAGATGCTGACTATGCARCGGAAGTTTCTARTATGTC TAAAGCGCAGATICTG
CAGCAGGCTGETACTTCCGT TCTGGCGCAGGCTAACCAGGTTCCGCAARACGTCCTCTCT
TTACTGCGTTAG

Protein sequence (223 AA):

MRGSHEHHHHGMA SMTGGQOMGRDLYDDDDKDPMAQVINTNSLSLLTONNLN
KSQSSLSSAIERLSSGLRINSAKDDAAGQATANRFTSNIXKGLTQASRNANDI

PGISGGGEGILDSMGTLINEDAAAAKKSTANPLASTIDSALSKVDAVRSSLGA
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IONRFOSAITNLGNTVINLNSARSRIEDADYATEVSNMSKAQILQQAGTSVL
AQANQVPONVLSLLR

AB'nl-70

Nucleotide sequence (507 bp):
ATGCGEGETTCTCATCATCATCATCATCATGGTATGGCTAGCATCACTGGTGGACAGCAA
ATGGGTCGGGATCTGTACGACGATGACGATAAGGATCCGATGGCACARGTCATTAATACA
BACAGCCTGICGCTGTTGACCCAGARTARCCTGARCARATCTCAGTCCTCACTGAGTTCE
GCTATTGAGCGTCTGTCCTCTGGTCTGCGTATCAACAGCGCGARAGACGATGCGGCAGGT
CAGGCGATTGCTAACCGCTTCACTTCTARTATCARAGGCCTGACTCAGGCTICCCGTARC
GCTAACGACATCCCGEGAATTTCCGETEGTGETGGTGGAATTCTAGACTCCATGGGTACA
TTARTCAATGAAGACGCTGCCGCAGCCAAGAARAGTACCGC TAACCCACTGGCTTCAATT
GATTCTGCATTGTCARAAGTGGACGCAGTTCGTTCTTCTCTGGGGGCRATTCAARACCGT
TTTGATTCAGCCATTACCAACCTTTAG

Protein sequence (168 AA):
MRGSHERHEHHGMASMTGGCOMGRDLYDDDDKDPMAQVINTNSLSLLTONNLN
KSQSSLSSATERLSSGLRINSAKDDAAGQATANRFTSNIKGLTQASRNANDI
PGISGGGGGILDSMGTLINEDAAAAKKSTANPLASIDSALSKVDAVRSSLGA

IQNRFDSAITNL
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FIGURE 8A
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MAQV INTHSLSLLTQNNLNKSQSSLESATERLS SGLRINSAKDDAAGQAT ANRF TENIKGLTQASRIAND
MALTVHNINIASLHTORNLNASSHDLNTSLORLTTGYRINSARDDAAGLOI SNRLENQISGLNVATRNAND
MAQVINTINVASLTRQRNLGVSGNMMOTS IQRLSSGLRINGEKDDAAGLAT SQRMTAQIRGMNQAVRIATID
MAQVINTHUSLSLLTONNLNKSQSSLSSAIERLSSGLRINSAKDDAAGQATANRE TANITRGLTQASRNAND
MAQVININSLSLMAQNNLNKSQSSLETAIERLSSGLRINSAKDDAAGQAT SNRETANIKGLTQASRNAND
——MRINHNTAALNTSRQLNAGSNSAAKNMEKLS SGLRINRAGDDAAGLAI SEKMRSQIRGLDMASKNAQD
~wMRVNINIISLKIQEY LRENNEGHTQAQERLASGKRINSES LODAAGLAVVTRMIVES TCLDAASKNS SM
MAQVINTHSLSLLTONNLNKSQSSLSSAIERLSSGLRINSARKDDAAGQAIANRE TANIKGLTQASRNAND
MAQVINTNSLSLMAQNNLNKSQSALGTAIERLSSGLRINSARDDALRGQAISHRE TENINGLTQASRMAND
MASTINTHVSSLTAQRNLSLSQSSLNTSIGRLSSGLRINSAKDDAAGLAISERFTSQIRGLNQAVRNAND
MA-VINTHSLSLLTONNLNKSOSSLGTATERLSSGLRINSAKDDAAGQA TANRE TSHIKGLTQARRNAND
MAQVINTNSLSLLTONNLNRSQGTLGEAIERLSSCGLRINSARDDAAGQA TANREF TANVRGLTQAARNAND
-MTITINTHIGAIARQANMTKVNDOFNTAMIRLSTGLRINAARKDDAAGMATIGEKMTAQVMGLNQATRNAGD
MASVINTHDSALLAQNNLIKSKGILGSAIERLSSGLRINSAKDDAAGQAIANRE TANVRGLTQAARMAND
MAQVINTHYLSLVTQWNLNRSQSALGHAIERLSSGMRINSAKDDAAGQATANRF TSNINGLTQASRNAND
——MVVQHENMQAANASRMLGITTGDOSKSTEXKLSSGFKINRAADDAAGLSISEKMRKQIRGLDQASTNASD
MAAVINTHYLSLVAQNUNLNKSQSALGSATERLSSGLRINSAKDDAAGQAIANRE TANVRGLTQAARNAND
~~MI INBNMNALNAHRNMMGHN IATAGKSMEXLSSGLRINRAGDDAAGLAT SEKMRGQIRGLDOASRNEQD
MAQVINTHNVMSLMAQRNLNTNSSSMALSIQQLSSGRKRITSASVDAAGLATSERFTITQIRGLDVASRNAND
MPQVINTHIASLNAQRNLNVSQNSLSTALQRLSSGLRINSAKDDAAGLAISERMTSQIRGMIQAARNAND

~GFRI NINGASLNAQVNAGLNuRNLDSSLARLSSGLRZNSAADDASGLAIADaLKTQANSLGQAINNPND
L.k . . skoak sk 4 kEkLk .k k.

I ! I

71l GISIAQTITEGELNEINNINMEIXN I®ATH IQQRLEEIDRVSNQIQFNGVEVLSQ
71 GISLAQTAEGALOQSTNIBMEIRD i BGSHS VARQQAELTRISDITIFGGRELLDG
71 GISLAQVAEGAMQETTHIMEMRE A LIRS { L5 ISQLESELERIAQNTEFHNGQRILEG
71 GISVAQTITEGALHEINNIROIRVRE & T ITQRLEEIDRVSEQTQFNGVEVLAE
71 GISLAQTITEGALNEVMDNHEGRIR 7 ORIGE N ITORLSEINRISEQIDFNGVKVLSE
69 GISLIQTISEGALNETHSIHeNRS { ; MDQLASEVIRISTDIEFNTIKKLLDG
71 GIDLLQTADSALSSMSS IiRey %5 5 FGSLIKELDHVADTTINYNNIKLLDQ
69 GISVAQITEGALSEINNNEGIIRE|RSY \ e ITORLSEIDRVINQIQFNGVKVLAS
71 GISLAQITEGALNEVNDNESRIR le. ITQRLSEIDRISQQTDENGVEVLSK
7l GISLAQTAEGALKSIGDIH X GOLLSEMDRIAGNTIEFNGOKLLDG
70 GISIAQTTEGSLNEINNNHeEY { ISLRLAEIDRVSDOIQFNGKKVLAE
71 GISTAQITEGALNEINTN; TORLEKEIDRISEQTQFNGVRVLRE
70 GERLVDTITEGAHVEVSSMEONLRE V GROLIAEINRVAESTIFHNGMEVLDG
71 GISIAQTTEGALNEINNN#es TQRLEEIDRISTQTQFNGIKVLNG
71 GISVSQITEGALMEINNN NORLDEINRVSEQTQFNGVREVLEG
£9 GISAVQTAEGALTEVIHSH INQLTTEIDRVAETTKFNETYLLKG
71 GISIAQTTEGALWEINNNEMUIRE! QERN 'NQRLEEINRIREQTDFNGIKVLES
69 GISLIQTAEGELAETHS IHSEMRE INSLTEEINRISGDIEFHNTQRLLDG
71 GISLAQTAEGAMVEIGHN KQLTSEIDRVANQISFNGTKLLIG
71 GISLAQTAEGALVEIGHNN TQLIDEIQRVGEQTSFNGTKLLDG
70 ANSMLQTADKAMDEQLKIMEN{IKV IR0 3 INKLMEELDNIANTITYNGKQLLSG

R B LS D L

SUBSTITUTE SHEET (RULE 26}



WO 2011/044246 PCT/US2010/051646

053970
P72151
Q5%5M6
QEVMVE
P13713
Q93RK8
092551
009012
QBGNTS
QYFAET
Q8ZF76
QTN554
033578
056826
P42273
031059
Q7VIC2
Q9F4ad
Q8P9C4
Q82UA3
Q84ICS

141
141
141
141
141
139
139
141
141
141
140
141
140
141
141
139
141
139
141
141
140

21723
FIGURE 8A, CONTINUED
| | [
DHG~ME--IQVGANDG~~—-~-——m—mm———— EFITIDLQ——————-——— KID-VEKSLG—-—-LDGEFN
SFGETTS—--FQVGENAY ——————————————— ETIDISLONASASAIGSYQVG-SNGAGTVASVAGTA
SFSGAS—-PQVGANSHN-——-——-————————— QTINFSIG-—————-——- STR-ASSIGGIATATGTE
HMHE-MK--IQVGANDG-———-~——————————~ ETITIRLA-————————— KID-AKTLG--—-LDGEHN
DQK-LT—-IQVGANDG————————-—————— ETTDIDLK-————————- KID-AKQLG———~-MDTEF -~
TAQNLT = FQIGANEG = s e s v e QTMSLSIN—mmmme - KMD-S5E————————- SLK
TATGAATQVSIQASDHAN-—-————-—————- DLINIDLENAKGLSAGTITLGSGSTVAGYSALSVAD
DQT-MK—-IQVGANDG—————-———————— ETIEIALD-————————- KID-AKTLG--——-LDNF &
DOK-LI--IQVGANDG-—————————————= ETIDIPLR-————————= NIN-AQSLG-——-LDKFH
SFGSAT--FQVGANAN-——-——————— = QTITATTGNFRTHNY-GCAQLT-ASASG—-AATSGAS
NET-MS5--IQVGANDG——————————— =~ ETIDINLQ----——~~=~ KID-5K5LG--—-LGSYS
DSK-MT--IQVGANDN-—————————————~ EVIDIDLE e rro oo o i KID-KEALN-—-—-LGKFT
SFTGRQ—-LQIGADSG—————————————— QTMAINVDSRAARTDIGAHKISSASTVVADAALTDTT
DYV TEMR—-IQVGANDH————-—————————— ETIGIKLG-————-—— KIN-SEKLN--—-LKEEFS
EKSKMT--IQVGTNDN~———~————=—————— EVIEFNLD-—————-——- KID-NDTLG--—-VAGDK
GHGDRT--VRVYAHDAGLVGSLSQNTTKATFQMRRKLEIGDSYTIGGTIYKIG-AETVK--EAMTALK
HATDMTLS IQVGAKDN ———-—————————— ETIDIKID-————————— RNS—HWNLY--—-DAVGT
GFRG~E~~FQIGANGNww = = = et e QIVKLDIG-——m=mm—r— HMS-AA————————— SL.G
DFSGAL--FQVGADAG—————————————~ CTIGINS-———mmm IVDAN-VDSLG--KANFALS
SFASQI--FOVGANEG——-—-————————~ BT TDE T D e o e st s ot i o s s

SFSNAQ--FQIGDKAN—--——-————————— QIVHNATIG-————-———— STN-5AKVGQTRFETGAV

SUBSTITUTE SHEET (RULE 26)



Q23070
12151
Q545M6
,gﬁ g

B13713 2
QIIRKE 2

002551
§0odi2
(BGNT8
QIFEET
oRiFl

QINdH 2

WO 2011/044246

033518 405
(26326 26

P42273
0314059

Qwici 3

¢IFdAd
GBp9cd
Q8243
(084185

PCT/US2010/651646
22/23

FIGURE 8B

| I I ! i |
HEEDSAT THLGHTYTHLNG Rshls:)?ov TEK'.)E%MQILQQ:\GTS LPQE\HQ\'PQWLS..LR--

] E‘IT».I{\:LME?-YEIMQESE!SRIRLJ‘@"EW SLT“.'I*.QIL"QSGTAbELAQAdePi 5V LK..LQQI

NCAVORE TSTIB]LAHSENLTASRSRInJ’EZ)YAKITnELTRTQILQQnGTAMLéQA[&aYPQIFv LSuLQ--

R ““?«IPHLQTS%EHL“ASRSRI QDRDE’%ET‘ A LTRAQILQQ%G‘J?«MLSQRH E\LPHHVLSLLR—-

IR SETE T A 1 + ed ko o gt « 0ok
I I " e P

SUBSTITUTE SHEET (RULE 26)



PCT/US2010/051646

WO 2011/044246

23/23

SYATThbsTY
TozbbeAsTI®
SABIPTUATT
AQTTIWTITI
1AUYUTMUT
AJTIUSUTST
1¥ThaTsdus
ydr3iaTyubs
d1bAIUSSAT
AZBUSTOTUZ
AIMBUDSADT
USSIPISHTS
yrTbbrepdy
IITAUISTTT

yTymbapbip
2TOoMbPITIY
rubamilIpys
TIAJIOATITS
J1STo08013
baTeltysia
sdabpbsogs
TITedisdrs
ebTTuAsTUT
ASsIeTbeIz
ToTAWUXIdU
uTybrsdytA
TIATYssDTD
I13uTAabda

admaTAEDYD
ISATOATHIS
SIoTARPAYA
FATSHTADOD
JUYITPTAST
bddtsutdiuy
FaubulTtTTh
YTI2TRUPIT
AbTupTbAze
ubpdpyTuyz
WoNbmpasa
TSITOUYSTP
TTaITudiuxy
batuozaize

ATbaTSbuyu
umTepbTURT
updaabbduyp
pobeasTsIT
sajapdudet
UTATAbTUST
TUdazTTIAT
PTIbTASTIY
SPRTHUTHUA
Srbeburtyye
sAisueeTsT
T33TBq1uad
esypPTITdlA
Tibpisosdr

6 HANODIA

st1ealbT
TbAbsTsban
Iusbdazpas
yFaTabelyk
sabsyspdAa
ThuasIiprT®
LRIADMDTDS
ITPTUSTIUSS
FabpbrTRTY
BTUTAHTRIYT
TTISFebsys
FsT3ix¥bb1da
ADpYTARPST
bsb1eT1bth
bradbewTan

dTuupyyysy TIv8
AITTESUTPS 8L
930TUFIUbD 1ZL
OTIOFHIAINL 199
oAtpeddbet 109
Tuedipuyst T¥G
smeThbTwusb 18%
TUTTURITUT TZ¥
uvbTpTiAeAay T9¢
I9JAISUTST T0€
Teusyubltp 1¥Z
ToUS2ATITD 18T
bogAtTatest 121
atidIssela T9
bitIpTUPBW T

YL suardes owoy



