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Fig. 1
SEQ ID NO: 4: AMINO ACID SEQUENCE OF No.76 LIGHT CHAIN VARIABLE

REGION

MESQTLVFISILLWLYGADGNIVMTQSPESMSMSVGERVT LS CKASENVETSVENYQEXPEQSPELL
IFGASNRY TGVEDRFTGSGESATDFTLT ISSVOAEDLADYHCGOSYSYPYTFGGRTELEIERA

SIGNAL SEQUENCE (1-20), VARIABLE REGION (21-129)

SEQ ID NO: 5: AMINO ACID SEQUENCE OF No.76 LIGHT CHAIN CDRI1
FASENVGETSVS

SEQ ID NO: 6: AMINO ACID SEQUENCE OF No.76 LIGHT CHAIN CDRZ2
GASNRYT

SEQ ID NO: 7: AMINO ACID SEQUENCE OF No.76 LIGHT CHAIN CDR3
COSYSYPYT

SEQ ID NO: 8: AMINO ACID SEQUENCE OF No.76 HEAVY CHAIN VARIABLE

REGION

MEWSCIILFLVARATGVHSOVOLOOPGAELYEPCGASVNLECKESGY TEF TN YW INWVEQRPGOGLEWL
GDIYPETETTNYNEKFENKATLTVDTSSETAYMOLESLTSDDEAVY Y CTRIY Y DYDGY Y FDYWGQGET
TLTVSE

SIGNAL SEQUENCE (1-19), VARIABLE REGION (20-140)

SEQ ID NO: 9: AMINO ACID SEQUENCE OF No.76 HEAVY CHAIN CDRI1
NYWIN

SEQ ID NO: 10: AMINO ACID SEQUENCE OF No.76 HEAVY CHAIN CDRZ2
DI¥PETETTNYNEKFEN

SEQ ID NO: 11: AMINO ACID SEQUENCE OF No.76 HEAVY CHAIN CDR13

INYDYDGYYFDY
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Fig. 2
SEQ ID NO: 12: AMINO ACID SEQUENCE OF #1G5 LIGHT CHAIN VARIABLE

REGION

MESOTLVFISILLWLY GSDAN IVM TS PESMEMSVEERVTLE CKASENYVCN SV EWY QOKARQSPEPL

IYGASNRY TGVPDRFTGSGEATDFTLTISSVOAEDLADYHOGOSYSYRYTFGGETELEIERA

SIGNAL SEQUENCE (1-20), VARIABLE REGION (21-129)

SEQ ID NO: 13: AMINO ACID SEQUENCE OF #1G5 LIGHT CHAIN CDR1
FASENWVGHNISVE

SEQ ID NO: 14: AMINO ACID SEQUENCE OF #1G5 LIGHT CHAIN CDR2
GASNEYT

SEQ ID NO: 15: AMINO ACID SEQUENCE OF #1G5 LIGHT CHAIN CDR3
GOSYEYPYT

SEQ ID NO: 16: AMINO ACID SEQUENCE OF #1G5 HEAVY CHAIN VARIABLE

REGION

MEWECIILFLVARRTEVHSOVOLOOPGAELVEPGASVELSCEASGY TFTSYWINWVEQRPGOGLEWT
GHN LY PGSEE INYNERFESEATLTVDTSESTAYMOLESLTEDDEAVY Y CSRTIYNYGSSGYNYAMD YW
GoETSVIVES

SIGNAL SEQUENCE (1-19), VARIABLE REGION (20-144)

SEQ ID NO: 17: AMINO ACID SEQUENCE OF #1G5 HEAVY CHAIN CDR1
SYWIN

SEQ ID NO: 18: AMINO ACID SEQUENCE OF #1G5 HEAVY CHAIN CDR2
NIYEGSSSINYNEKFES

SEQ ID NO: 19: AMINO ACID SEQUENCE OF #1G5 HEAVY CHAIN CDR3

TIYNYGSEEYNYRMDY
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Fig. 3
SEQ ID NO: 20: AMINO ACID SEQUENCE OF #4C12 LIGHT CHAIN VARIABLE

REGION

MESOTLVFISILLWLY GADGN ITVMT QS PESMEMESVGERVT LS CEASENVEVEVENY QQKPEQS PELL
IYGASNRCTGVEDRFTGSRESATDFTLTVENVOARDLADYHOGOSY SYPYTFGGETRELEIRRA

SIGNAL SEQUENCE (1-20), VARIABLE REGION (21-129)

SEQ ID NO: 21: AMINO ACID SEQUENCE OF #4C12 LIGHT CHAIN CDR1
KASENVGVEVE

SEQ ID NO: 22: AMINO ACID SEQUENCE OF #4C12 LIGHT CHAIN CDR2
GASNECT

SEQ ID NO: 23: AMINO ACID SEQUENCE OF #4C12 LIGHT CHAIN CDR3
GOSYSYPYT

SEQ ID NO: 24: AMINO ACID SEQUENCE OF #4C12 HEAVY CHAIN VARIABLE
REGION
MOWSCLILFLYVARATGVOSOVOLOOPGAELVEPGASVELECEASEYTFTTYWINWMOORPEOELEWL
GHIYPGTRSSNYNEEFFNFEATLTVDTS SSTAYMOLNSLTSDDSAVY YCTRVY YDHVEY YFDYWEDGET
TLTVSS

SIGNAL SEQUENCE (1-19), VARIABLE REGION (20-140)

SEQ ID NO: 25: AMINO ACID SEQUENCE OF #4Cl12 HEAVY CHAIN CDR1
TEWIN

SEQ ID NO: 26: AMINO ACID SEQUENCE OF #4Cl12 HEAVY CHAIN CDR2
NIYPGTRSSHYNEEFXIN

SEQ ID NO: 27: AMINO ACID SEQUENCE OF #4Cl12 HEAVY CHAIN CDR3

YYYDHVGYYFDY
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Fig. 9
SEQ ID NO: 56: NUCLEOTIDE SEQUENCE OF h#1G5-H1

atgaaacacctgbggttottectoctgctggtggeagctocccagatygggtgotgagecaggtge
agctggtgeagtetggegecgaagtgaagaaaccaggegecagegtgaaggtgtecigoaagge
cagcggctacacctttacoagetactggatoaactgggigeogecaggecectggacagggectyg
gaatggatgggraacatdtaccocggeagoageagoatcaactacaargagaagtteaagagec
gogtgaccatcacegoocgacaccagoacaagoacegectacatggaactgageagectgogyay
cgaggacaccgcogigtactactgogeocoggacratctacaactacggeageteceggetacaat
tacgcoccoatggactactggggocagggraccotegtgacoegtgagetcagectcoaccaagggoce
caagegteottoccocotggoacectactocaagagracctoctggoggeacagacgocatgyggety
coctggtcaaggactacttoccoocgaaccegtgaccgtgagetggaacticagyegocctgaccage
ggogtgcacaccttoccogotgtooctgeagtocetcaggactctactoccotcagoagogtggtga
cogbgoootocageagettgggoacocagacetacatoctgeaacgtgaatcacaagoocageaa
caccaaggtggacaagagagttgagoocaaatettgtgacaaaactcacacatgoecacectyge
ccagcacctgaactoctggggggacoctocagtettoectoltecocdcaaaacccaaggacacae
teatgatcbeccggacecctgaggtracatgogtggtggtggacygtgagocacgaagacoectga
ggteoaagtteaactggtacgtggacggegtggaggtgeataatgocaagacaaagoeooogggag
gagceagtacaacageacgtacegagtygtoagegtecteacogtoctycaccaggactggetga
atggeaaggagtacaagtgoaaggtotocaacaaagecoteccagooeccatogagaaaaceat
ctocaaagocaaaggocageoecgggaaceacaggtgtacaccetgeoeccat cecgggaggay
atgaccaagaaccaggtoagectgacctgectggteaaaggottetatcoragegacategeoy
tggagtgggagageaatggocagoocogagaacaactacaagaccaccooctecoghgetggacto
cgacggetecdtbettocbetacagoaagetcacogtggacaagagraggtggeagcagggoaac
gtottetcatgetecgtgatgeatgaggototgoacaaccactacacecagaagagoectobeoe

tgtctedegygcaaa

SIGNAL SEQUENCE (1-57), VARIABLE REGION (58-432),

REGION (433-1422)

SEQ ID NO: 57: AMINO ACID SEQUENCE OF h#1G5-H1

MEHLWFFLLLVAAPRWVLSOVOLVQSGAEVERPCASVEVSCKASGYTFTSYWINWVRQAPGQOGL
EWMGNIYPGSSSINYNERFKSEVIITADTETSTAYMELSSLESEDTAVY YCARTIYNYGSSGYN
YAMDYWGOGTLVIVSSASTRGPSVFPLAPSSKSTSGETAALGCLVEDY FPEPVIVSWNSGALTS
GVHTFPAVLYSSGLYSLESVVTVPSSELETOTY ICNVNHEPSNTEVDKRVEPESCOKTHTCFEC
PAPELLGCGPSVFLFPPKPEDTLMISRTPEVTCVVVDVSHED PEVEFNWYVDGVEVHNAKTKPRE
EOYNSTYRVVSVLTVLHODWLNGEEYKCKVSNKALPAPTIEKTISKARGQPREPQVYTLPPSREE
MTENQVSLTCLVEGFYPSDIAVEWESNGOPENNY KTTPPVLDSDGSFFLYSKLTVDESEWOOGN
VFSCSVMHEALHNHY TQESLELSPGK

SIGNAL SEQUENCE (1-19), VARIABLE REGION (20-144),

REGION (145-474)

CONSTANT

CONSTANT
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Fig. 10

SEQ ID NO: 58: NUCLEOTIDE SEQUENCE OF h#1G5-H2

atgaaacacctgtggbtettoctectgetggtggoageotocecagatgggtgoctgagocaggtge
agehggtgeagtctggogoocgaagtgaagaaaccaggogocagegtgaaggtgbcoctgoaagge
cagoggotacacctttaccageoctactggatcaactgggtgogocaggooccctggacagggecty
gaatggﬁtgggcaacatccaccccggcagcagcagcatcaactacaacgagaagttcaagagcc
goghgaccotgacegbggacaccageoacaagecaccgoctacatggaactgageagoctgoggag
cgaggacaccgeogtgtactactgeageeggaccatectacaactacggeocagectocoggetacaat
tacgocatggactactgaggocagggcaccoctegtgacecgtgagetcagectcocaccaagggoc
caagcgtcttecoocctggoaccootectoccaagagcaccictggeggecacageocogeoctgggoetg
cotggbeaaggactactbococogaaccegtgaccgbgageotggaactcaggegocctgacoage
ggcgtgeacacctbecoccogetgtectgoagbcctecaggactoctactcooctcagoagegtggtga
cogbgocctocagoagetbtgggoacocagacctacatectgeaacgtgaatcacaageoccagcaa
caccaaggtggacaagagagttgagoccaaatecttgtgacaaaactcacacatgoccaceetge
crcagcacctgaactoctggggggaccctecagtcttoctcttoccccoccaaaacccaaggacacec
Lcatgatctococggaccoctgaggtocacatgogtggtggtggacgtgagocacgaagaceotga
ggtraagttcaactggtacgtggacggogtggaggigeataatgocaagacaaagococcgggayg
gagcagtacaacageacgtaccgggtggtocageogtocctcaccgtoctgecaccaggactggetga
atggrcaaggagtacaagtgcaaggtoteocaacaaageoocctococagococceatogagaaaaceat
ctocaaagccaaaggocagoccocgggaaccacaggtgtacacoctgecceccatcccgggaggag
atgaccaagaaccaggtcagoctgacctgootggtcaaaggcttotatcoccagegacatocgoog
tggagtgggagagoaatggocagocoogagaacaactacaagaccaccoctcocogbgetggacte
cgacggotocticttoctctacagoaagetcaccgtggacaagagoaggtggragecagggoaac
gtottoctoatgoctoogtgatgocatgaggctoctgoacaaccactacacoccagaagagecctotooe

tgtetcooggeaaa

SIGNAL SEQUENCE (1-57), VARIABLE REGION (58-432),

REGION (433-1422)

SEQ ID NO: 59: AMINO ACID SEQUENCE OF h#1G5-H2

MEHLWFFLLLVAAPRWVLSOVOLVOSGAEVEK PGASVEVSCKASGY TFTSYWINWVROAPGOGL
EWMGNIYPEESSINYNEKFESRYTLTVD TS TS TAYMELSSLRSEDTAVYYCSRTIYNYGSSGYN
YAMDYWGOGETLVIVSSASTEGPSVEFPLAPSSKSTSGETAALGCLVEDYFPEEVTVSWNSGALTS
GVHTFPAVLOSSGLYSLESVVTVESSSLETOTY ICNVNHEPSNTEKVDKRVEPKSCDKTHTCPRPC
PAPELLGGPSVFLFPPEPKDTLMISRTPEVICVVVDVSHEDPEVEFNWYVDGVEVHNAKTKPRE
EQ¥NSTYRVVSVLIVLHODWLNGEEY KCEVSNFALPAPTEKTISEAKGOPREPOVYTLPESREE
MTENQVELTCLVEGFY PSDIAVEWESHNGOPENNYKTTPPVLDSDESFFLY SKLTVDESREWOOGN
VFSCSVMHEATLHNHY TQESLSLEPGK

SIGNAL SEQUENCE (1-19), VARIABLE REGION (20-144),

REGION (145-474)

CONSTANT

CONSTANT
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Fig. 11

SEQ ID NO: 60: NUCLEOTIDE SEQUENCE OF h#1G5-H3

atgaaacacctgtggttettectectgetggtggeagetoccagatgggtgetgagecaggtge
agctgcagragootggogocgaagtgaaaaagoocaggegocagogtgaaggtgtoctgeaagge
cagoggotacacctttacecagetactyggatecaactgggtgogocaggooccotggacagggoctyg
gaatggatgggcaacatctaceooggragoagecagqoatcaactacaacgagaagticaagageco
gggocaccctgaccgtggacaccageacaageacogoctacatggaactgagecageotgaceay
cgaggacaccgcocgtgtactactgeageoggaccatetacaactacggeagetocggotacaat
tacgocatggactactggggeocagggeoacoetogtgacegtgagetcagoctocaccaaggygoc
caagegtettococooctggoaccotecteraagageacctetggeggracageocgoeecctgggaetyg
cotggtcaaggactacttocoogaaceoghbgacegtgagetggaactcaggegecotgaccago
ggcgtgoacaccttococgotgtoctgeagtectcaggactoetactcoctcageagogtggtiga
cogtgooctocagoageottgggeacocagacctacatoctgocaacgtgaatcacaagooocageaa
caccaaggtggacaagagagttgagoocaaatoetigtgacaaaactoacacatgooccacooctgo
coageacctgaactoctggggggaccotcagtettoctcttoccococcaaaacooaaggacacoo
teatgatcteococggaccoctgaggtoacatgogtggtggtggacgtgagocacgaagaccctga
ggtcaagttcaactggtacgtggacggegtggaggtgeataatgocaagacaaagoooccggyay
gagoagtacaacageacgtaccgggtggtcagegtectecacegtectgeaccaggactggetga
atggcaaggagtacaagtgoaaggtectecaacaaagecoctoocagoceccategagaaaaceat
ctocaaagocaaaggecagooocgggaaccacaggtgtacaccoctgeoecoratecogggaggay
atgaccaagaaccaggtcagoctgacctgoctggbcaaaggettetateccagegacategeog
tggagtgggagagoaatggocagoccgagaacaactacaagaccaccoctocegbtgotggacte
cgacggotecttottectotacagoaagotcacogtggacaagageaggtggoagocagggoaac
gtottoteatgotoogtgatgeatgaggetotgoacaaccactacacecagaagagoctetooc

tgtoctoocggoaaa

SIGNAL SEQUENCE (1-57), VARIABLE REGION (58-432),

REGION (433-1422)

SEQ ID NO: 61: AMINO ACID SEQUENCE OF h#1G5-H3

MEHLWFFLLLVARPRWVLSOVOLOQPGAEVEKPGASVEVSCRASGY TFTSYWINWVRQAPGOGL
EWMGNIYEGSSSINYNEKFKSRATLTVDTSTSTAYMELSSLTSEDTAVYYCSRTIYNYGSSGYN
YAMDYWEQATLVIVSSASTEGPSVEFPLAPSSKSTSGGTAALGCLVEDYFPEPVIVSWNSGALTS
GVHTFPAVLQSSGLYSLSSVVIVPSSSLGTQTY ICNVHNHEKPSNTEVDERVEPESCDETHTCPRC
BAPELLGGESVFLFPPEFKDTLMISRTPEVTCVVVDVSHEDPEVEFNWY VDGVEVHNAETEFRE
EQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPTEKTISEARGOPREPOVYTLPPSREE
MTENQVSLTCLVEGFYPSDIAVEWESNGOPENNYKTTPPVLDSDGSFFLYSELTVDKERWQQGN
VEFSCSVMHEALHNHY TOKSLSLS PGK

SIGNAL SEQUENCE (1-19), VARIABLE REGION (20-144),

REGION (145-474)

CONSTANT

CONSTANT
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Fig. 12

SEQ ID NO: 62: NUCLEOTIDE SEQUENCE OF h#1G5-H4

atgaaacacctgtggttottoctectgotggtggcagetcccagatgggtgetgagecaggtge
agctgocageagoctggogocgagetgaaaaaacctggogectocgtgaaggtgtioctgcaagge
cagoggotacacetttaccagotacktggatcaactgggtgogocaggeeccctggacagggootg
gaatggatcggeaacatctaccccggeagoageagoatcaactacaacgagaagttcaagagea
aggocaccctgaccgtggacaccageagetocacagectacatgeagetgtocagectgacoay
cgacgacagcgccgtgtactactgcagccggaccatctacaactacggcagctccggctacaat
tacgocatggactactggggoocagggeaccctegtgaccgtgagetcagecticcaccaaggygoo
caagogbteottoccooctggeaccotoctocaagageacctotggeggoacagecogecctgggetg
cotggteaaggactacttoocogaacoegtgacegbtgagotggaacteaggogoootgacoage
ggegtgeacacctteccegotgbectgeagtectecaggactotactoceteageagegtggtga
cogtgocctocagoagettgggeacecagacctacatctgoaacgtgaatcacaagococagoas
caccaaggtggacaagagagttgagoccaaatettgtgacaaaacteacacatgeccaccetge
coagracctgaactoctggggggacaecteagtctioctottooocoocaaaacccaaggacacee
teatgatotocoggacoootgaggteacatgegbggtggbtggacglgagecacgaagaccotga
ggkcaagttcaactggtacgtyggacggoegtggaggtgrataatgecaagacaaagecocccgggay
gagcagtacaacagcacgtaccgggbggtocagogtococbcaccgtactygoaccaggactggotga
atggoaaggagtacaagtgoaaggtetecaacaaagecctooccageccceategagaaaaceat
ctoraaagecaaaggoragoccegggaaccacaggtgbacacaectgoooecatcocogggaggayg
atgaccaagaaccaggtecagectgacctgoctggteaaaggelietateccageogacatogoog
tggagtgggagageaatyggccagoccgagaacaactacaagaccaccocteccegtgotggacte
cgacggetocttettoctetacageaagetecacegtggacaagageaggtggecagocagggeaac
gtotteotcatgetecgtgatgoatgaggototgeacaaccactacaccecagaagagectotooo

tgtctoocoggoaaa

SIGNAL SEQUENCE (1-57), VARIABLE REGION (58-432), CONSTANT
REGION (433-1422)

SEQ ID NO: 63: AMINO ACID SEQUENCE OF h#1G5-H4

MKHLWFFLLLVAAPRWVLSQVOLOOPCAELKK PGASVEVSCKASGY TFTSYWINWVROAPGOGL
EWIGNIYPESSSINYNEKFESKATLIVDTSSS TAYMOLSSLTSDDSAVY YCSETIYNYGSSGYN
¥AMDYWEOGTLYTVSSASTHOPSVIFPLAPSSKESTSGGETARLGCLVEDYFPEPVIVISWNSGALTS
GVHTFPAVLOSSCLYSLESVVIVPSESLETQTY ICNVNHEPSNTEVDERVEPESCODETHTCRERC
PAPELLGEESVFLFPPEFPEDTLMISRTPEVTCVVVDVSHEDPEVEFNWY VDGVEVHNAKTEPRE
EOYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEETISKAKGOPREPQVYTLPPSEEE
MTENQVELTCLVEGFY PSDIAVEWESNGOPENNY KTTPPVLDSDGEFFLY SKLTVDESRWQOGN
VFSCSVMHEALHNHY TQESLELSPGE

SIGNAL SEQUENCE (1-19), VARIABLE REGION (20-144), CONSTANT

REGION (145-474)



10/24

Fig. 13

SEQ ID NO: 64: NUCLEOTIDE SEQUENCE OF h#1G5-H5

atgaaacacctgtggttctteocteococtgetggtggoagectoccagatgggbtgetgagecaggtge
agetgroageagectggegoogagetgaaaaaacctggoegectoacgtgaaggtgtectgeaagge
cagecggctacacctttaccagetactggatcaactgggtcaageageggocaggocagggoctyg
gaatggatcggcaatatctacccoggecagoageagoatcaactacaacgagaagttecaagagea
aggocacoctgaccgtggacaccagecagetocacagectacatgeoagetbgtecagectgaceag
cgacgacagegeogbgtactactgeageoggaccatcetacaactacggeagetoceggetacaat
tacgeoeatggactactggggecagggeaccagegtgategtgagetcagoectocoaccaagggoc
caagegtettoococtggeaccctectccaagagoacctctggoggoacageogoocctgggotyg
cotggtcoaaggactacttococecgaaccegtgacegtgagetggaactoaggogocctgacoago
ggogtgeacacctteccegetgtectgeagtecteaggactectacteoctecageagegtiggtga
cogtgocctocageagettgggoacccagacctacatctgoaacgtgaatcacaageccageaa
caccaaggtggacaagagagttgageccaaatcttgtgacaaaacteoacacatgeccaceotge
ccagraccotgaactoctggggggacectcagicttoctettocococcaaaaccoaaggacacoco
tecatgatctececggaccectgaggbcacatgegtggtggtggacgtgagaecacgaagaceotga
ggtcaagttcaactggtacgtggacggogtggaggtgcataatgocaagacaaagececocgggag
gagoagtacaacagcacgtaccgggtggtoagegtoctecacegtectgeaccaggactggetga
atggoaaggagtacaagtgeaaggtctcroaacaaageccteccageocoecategagaaaaccat
ctcooaaagcraaaggocagoocogggaaccacaggtgtacacoctgoococatocogggaggag
atgaccaagaaccaggtcagcoctgacctgoctggteaaaggctictatooccagegacategeeg
tggagtgggagagcaatggocagoocgagaacaactacaagaceaceoctoccogtgeotggacte
cgacggoctocttettoctetacageaagotcacegtggacaagageaggbggoageagggcaac
gtcttoctecatgectocogtgatgoatgaggototgoacaaccactacacoragaagagoctotoos

tgtotococggcaaa

SIGNAL SEQUENCE (1-57), VARIABLE REGION (58-432),

REGION (433-1422)

SEQ ID NO: 65: AMINO ACID SEQUENCE OF h#1G5-H5

MEHLWFFLLLVAAPRWVLSQVOLOOPGAELKKPGASVEVSCRASGY TFTSYWINWVKQRPGOGL
EWIGNIYPGSSSINYNEKFKSKATLTVDTSSSTAYMOLSSLTSODSAVYYCSRTIYNYGSSGYN
YAMDYWGOGTSVIVS SASTKGPEVFPLAPSSKSTSGETAALGCLVKDYFPEPVTVSWNESGALTS
GVHTFPAVLOSSGLY SLASVVTVPSSSLETQTY ICNVNHEPSNTEVDERVEPKSCDKTHTCERPC
PAPELLGGPSVFLFPPKPEDTIMISRTPEVTCVVVDVSHEDPEVEFNWY VDGVEVHNAKTEPRE
EQYNSTYRVVEVLTVLHODWLNGEEYKCKVSNKALPAPIEKTISKAKGOPREPQVYTLPPSEER
MTKNOVELTCLVKGFYPSDIAVEWESNGOPENNYKTTPPVLDSDGEFFLY SKLTVDESRWOOQGN
VFSCEVMHEALHNHYTOESLSLSPGK

SIGNAL SEQUENCE (1-19), VARIABLE REGION (20-144),

REGION (145-474)

CONSTANT

CONSTANT
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Fig. 14

SEQ ID NO: 66: NUCLEOTIDE SEQUENCE OF h#1G5-L1

atggtgctgeoagacccaggtgtteatetecctgetgetgtggatciocggogogtacggegaca
togtgatgaccoagagooctgacagoctggeogigtetoctgggagagagagecaccatcaactyg
caaggcocagogagaacgtgggeaacagoegtgtocctggtatcagragaagoococggocagooooao
aagctgotgatctacggogocageoaacagatacacoggogtgoocgatagattocagoggoagay
goetetggeacegactteocacocotgacaatcagetoecctgeaggoogaggacgtiggeogtgtacta
cbtgtggeocagagetacagectaccoctacacettoggocagggeaccaaggtggaaatcaagogt
acggtggecgococctocogtgitoatettooccocootcegacgageagotgaagtocoggeaceg
cotecgbtggtgtgoctgotgaataactictaccocagagaggecaaggtgeagtggaaggtgga
caacgcoctgoagtoocgggaactocraggagagegtgacegagoaggacagoaaggacagoacc
tacagoctgagoagecaccctgaccotgagoaaagoeogactacgagaagoacaaggbgtacgoot

gogaggtgaccocaccagggoctgagotooccegteaccaagagoettcaacaggggggagtgt

SIGNAL SEQUENCE (1-60), VARIABLE REGION (61-387), CONSTANT
REGION (388-702)

SEQ ID NO: 67: AMINO ACID SEQUENCE OF h#1G5-L1

MVLOTQVFISLLLWISGAYGDIVMTOS PDSLAVSLAERAT INCKASENVGNSVSWYQOKPGOPP
KLLIYGASNRYTGVPDRFSGSGSGTDFTLTISSLOAEDVAVYYCOQSYSYPYTFGOGTKVEIER
TVARPSVFIFPPSDEQLESGTASVVCLLNNFY PREAKVOWKVDNALQSGNSQESVTEQDSEDST
YSLESTLTLSKADYEFHEVYACEVTHOGLSSPVIKSFNRGEC

SIGNAL SEQUENCE (1-20), VARIABLE REGION (21-129), CONSTANT

REGION (130-234)
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Fig. 15

SEQ ID NO: 68: NUCLEOTIDE SEQUENCE OF h#1G5-L2

atggtgetgeagaccoaggtgttcatctocctgotgebgtggatctocggegogtacggcaaca
tocgtgatgaccocagagoococgacagoectggoogtgtoctotgggagagagagocaccatoagetyg
caaggcecagogagaacgbtgggraacagegtgtoctggtatcagecagaagococggocagageoct
aagoococctgatoetacggogoragoaacagatacacceggogtgecocgatagattcagoggeagog
gotoctgocaccgacttocacococtgacaatecageteocctgocaggocgaggacgtggoogtgtatca
ctgtggecagagectacagotaccectacacctteggoggaggeaccaaggtggaaatcaagegt
acggtggcogecoccctoogtgttoatettocooccacoctococgacgageagectgaagtcaggeoaceyg
cctoocgtggbgtgoctgotgaataacttctacoocagagaggocaaggtgoagbggaaggtgga
caacgococtgeagtecgggaactcoccaggagagogtgacogagoaggacagoaaggacagcace
tacagcoctgageagoaccotgacoctgagraaagocgactacgagaageacaaggtgtacgoot

gogaggtgaccoaccagggoctgagetcococogbcaccaagaget toaacagggoggagtgt

SIGNAL SEQUENCE (1-60), VARIABLE REGION (61-387),

REGION (388-702)

SEQ ID NO: 69: AMINO ACID SEQUENCE OF h#1G5-L2

MVLOTOVFISLLLWISGAYGNIVMTOSPDSLAVSLGERATISCKASENVGHNSVSWY QOKPGOSE
KPLIYGASNRYTGVPDRFSGSGSATDFTLTISSLOAEDVAVYHCGOSYSYPYTFGGGTEVEIKR
TWVARPSVEFIFPPSDEQLESGTASVVCLLNNFY PREAKVOWEVDHNALOSGHNSQESVTEQDSKDST
YSLSSTLTLSFADYEKHEVYACEVTHQGLSSPVTESFNRGEC

SIGNAL SEQUENCE (1-20), VARIABLE REGION (21-129),

REGION (130-234)

CONSTANT

CONSTANT
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Fig. 16

SEQ ID NO: 70: NUCLEOTIDE SEQUENCE OF h#1G5-L3

atggtgctgeagacococaggtgtbcatcteocctgotgotgtggatctcocggeogogtacggoaaca
tcgtgatgacccocagagoccocogacagocctggocogtgbctctgggagagagageocaccatcagetyg
caaggccagogagaacgtgggoaacagogbtgtootggtatocagocagaagoooggocagagooct
aagcccctgatctacggogooagecaacagatacaceggegtgoccgatagattocageggoageg
goteotgeocaccgactteacecoctgacaatoagetococtgoaggecgaggacgtggocgattatea
ctgoggocagtcctacagectacococtacacctttggoggaggeaccaaggtggaaatcaagogt
acggtggeocgococccteocgtgticatettoccocococotccgacgageagetgaagtocggoaccyg
cctoogbggtgtgoctgetgaataacttictacocococagagaggocaaggtgoagtggaaggtgga
caacgcoctgoagtcogggaactoccaggagageogtgacocgagoaggacagcaaggacagoace
tacagceotgagecagoaccchgacooctgagoaaagocogactacgagaagoacaaggtgtacgect

gogaggtgacccaccagggoctgagoctcooococgtcaccaagagettcaacaggggggagtgt

SIGNAL SEQUENCE (1-60), VARIABLE REGION (61-387), CONSTANT
REGION (388-702)

SEQ ID NO: 71: AMINO ACID SEQUENCE OF h#1G5-L3

MVLOTOVFLSLLLWISGAYGNIVMTQSPDSLAVSLGERATISCKASENVGHNSVSWYQQEPGQSE
KPLIYGASNRY TGVPDRFSGESGSATDFTLTISELOAEDVADYHOGOSYSYPYTFGGGTEVEIFR
TVAAPSVFIFPPSDEQLESGTASVVCLLNNFY PREAXVOWEVDNALOSGNSOESVITEQDSEDST
YELSSTLTLSKADYEKHEVYACEVTHOQGLSSPVTESFNRGEC

SIGNAL SEQUENCE (1-20), VARIABLE REGION (21-129), CONSTANT

REGION (130-234)
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Fig. 17

SEQ ID NO: 72: NUCLEOTIDE SEQUENCE OF h#1G5-L4

atggtgotgocagacceaggtgttoatotococtgotgeotgtggatetoeoggogogtacggoaaca
tocgtgatgacocagagocoogacadgeatgagceatgagoegtgggoegagagagccacoctgagetyg
caaggoctetgagaacgtgggeaacagegtgtoctggtatocagoagaaggoogagcagagoooo
aagcooctgatotacggogocagoaacagatacaceggegtgoocogatagat teaccggecagog
goagogocacogacttoaccotgacaatcageteoctgoaggodgaggacotggocgattatca
ctgoggocagagoetacagetacecctacacctbbggeggaggeaccaagoetggaaatecaagegt
acggtggeagececetoogtgtteatettocecccctecgacgageagetgaagtcoggeacoyg
cocboocgtggtgtgectygotgaataacttotacooragagagygooaaggtgoagtggaaggtgga
caacgcoctgecagtocgggaactocoraggagagegbgacogagoaggacagoaaggacageaca
tacagcctgagcageaccotgacectgageaaagecgactacgagaagecacaaggtgtacgeot

gogaggtgaccoraccagggectgagotocecegteaccaagaget teaacaggggggagtgt

SIGNAL SEQUENCE (1-60), VARIABLE REGION (61-387)
REGION (388-702)

SEQ ID NO: 73: AMINO ACID SEQUENCE OF h#1G5-L14

MYVLOQTOVFISLLLMISGAYGNIVMIQS PDSMEMSVGERATLSCKASENVGNSVSWYQOKAEQSP
KPLIYGASNRY TGVPDRFTGSGEATDFTLTISSLOAEDLADYHCGOSYSYPYTFGGGTELEIKR
TVRAPEVFIFPPEDEQLESGTASVVCLLNNFY PREAKVOWNKVDNALQSGHSQESVTEQDSKDST
YSLSSTLTLSKADYEKHEVYACEVTHOGLSSPVTKSFNREGEC

SIGNAL SEQUENCE (1-20), VARIABLE REGION (21-129)

REGION (130-234)

’

14

CONSTANT

CONSTANT
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Fig. 18

SEQ ID NO: 74: NUCLEOTIDE SEQUENCE OF h#1G5-L5

atggtgotgragacccaggtgttecatetecetgetgotgtggatocteoggogogtacggeaaca
togtgatgacoccagagoocoogacageatgageatgagegtgggegagagagtgaceccktgagetg
caaggccagcgagaacgbgggeaacagoegtgtoctggtatcagoagaaggoogagoagagoooo
aageccctgatctacggogecagoaacagabacacocggegtgococgatagattcacoggoagey
gcagogocacogacttoacoectgacaatocagetococtgraggoogaggacetggoecgattatea
ctgocggecagagetacagotaccooatacacctbtggeoggaggoaccaagetggaaatcaagegt
acggtggocgococctocghgtteatocttcccococooctoogacgagecagetgaagtecoggoacog
cctoocgtggtgtgoctgotgaataacttctaccocagagaggecocaaggtgeaghggaaggtgga
caacgooctgeagtocgggaactoocagyagagogtgaccgagraggacagoaaggacageace
tacagcctgageagcacectgacoectgageaaagoogactacgagaageacaaggtgtacgoot

gocgagdgtgaccoaccagggoctgagetcoccocogtocaccaagaget tcaacagggygagaglbgt

SIGNAL SEQUENCE (1-60), VARIABLE REGION (61-387),
REGION (388-702)

SEQ ID NO: 75: AMINO ACID SEQUENCE OF h#1G5-L5

MVLOTOVFISLLLWISGRAYGN IVMTOS PDEMSMSVGERVTILSCKASENVGNSVSWYQQKAREQSP
KPLIYGASNRYTGVPDRFTGSGSATDFTLTISSLOAEDLADYHCGOSYSYPYTFGGETKLELKR
TVAAPSVFIFPPEDEQLESGTASVVCLLNNFYPREAKVOWEVDNALQSGNSQESVTEQDSKDET
YELESSTLTLSKADYEFHEVYACEVTHOGLSSPVTESFNRGEC

SIGNAL SEQUENCE (1-20), VARIABLE REGION (21-129),

REGION (130-234)

CONSTANT

CONSTANT
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Fig. 19
SEQ ID NO: 76: NUCLEOTIDE SEQUENCE OF h#4C13K-H1

atgaaacacctgtggttocttectootgetggtggeagoetooccagatgggtgetgagocaggtge
agectggtgeagtetggogocgaagtgaagaaaccaggogocagegtgaaggtgtoctgeaagge
cagocggotacacctibtaccacctactggatcaactgggtgogecaggeceectggacagggectg
gaatggatgggcaacatctacccocoggeaccagaagecageaactacaacgagaagticaagaacc
gogtgaccateacogoogacaccagoaccagoacagectacatggaactgageagectgeggayg
cgaggacaccgoagbgtactactgogocagagtgtactacgaccacgtgggetactacttegac
tactggggocagygeacectegtgacegtgagetcagoctoccaccaagggoccaagegtetbtoo
coctggraccotoctcecaagageacctotggoggoacagoogooctgggotygoctggtocaagga
ctactteoocogaaccogtgacegtgagetggaactcaggogeoctgacoagoggogigcacaca
ttocococogotgtootgragbectecaggactetactcoctcageoagegtggtgacegtgeecteea
geagottgggracecagacctacatetgeaacgtgaatcacaagoccageaacaccaaggtgga
caagagagttgagocraaatecttgtgacaaaactcacacatgoccaccetygoocagecacctgaa
cteooctggggggacoctoaghecttectettocccoccaaaacccaaggacacecteatgateteee
ggaccootgaggtoacatgegtggtggtggacgtgagoccacgaagacoctgaggteaagttcaa
ctggtacgtggacggcgtggaggtgeataatgocaagacaaagocoaogggaggageagtacaac
agracgtaccggygtgghbcagegtectecacegtoctgeaccaggactggoetgaatggcaaggagt
acaagtgcaaggbctocaacaaagecctooccageocccatogagaaaaccatetocaaagocaa
aggocagoeoocgggaaccacaggtgtacaccoctgoocecrat cocgggaggagatgaccaagaac
caggtcagocctgacctgectggtocaaaggettotateccagegacategoegbtggagtgggaga
goaatggeocagecogagaacaactacaagaccacacetoocgtgetggactecgacggotactt
cttectctacagcaagetcacogtggacaagagoaggtggecageagggcaacgtcttotoatge
tocogtgatgecatgaggetoctgeoacaaccactacacceagaagagoectotoocctgtotoooggoa

ad
SIGNAL SEQUENCE (1-57), VARIABLE REGION (58-420),
REGION (421-1410)

SEQ ID NO: 77: AMINO ACID SEQUENCE OF h#4C13K-H1

MEHLWFFLLLVAAPREWVLSQVOLVQSGAEVEKPGASVEVSCRASGYTFTTYWINWVEQAPGQGL
EWMGNIYPGTRESNYNEKFENRVTITADTSTSTAYMELSSLRSEDTAVY YCARVYYDHVGYYFD
YWEOETLVTVESASTEGPSVFPLAPSSKSTSCGETAALGCLVEDYFPEPVIVSWNSGALTSGVHT
FEAVLOSSELYSLSSVVTVESSSLGTOTY ICNVNHK PSNTEVDERVEPESCDETHTCPPCPAPE
LLEGPSVFLFPRPEPKDTLMISRTEEVTCVVVDVSHEDPEVEFNWY VDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHODWLNGKEY KCKVSNEALPAPTEKTISEAKGOPREPOQVY TLPPSREEMTEN
QVSLTCLVEGFYPSDIAVEWESNGOPENNYKTTEPEVLDSDGSFFLY SKLTVDESRWQQGNVESC
SVMHEALHNHY TQKSLSLSPGK

SIGNAL SEQUENCE (1-19), VARIABLE REGION (20-140),

REGION (141-470)

CONSTANT

CONSTANT
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Fig. 20
SEQ ID NO: 78: NUCLEOTIDE SEQUENCE OF h#4C13K-H2

atgaaacacctgtggttettocctectgotggtggoagetecccagatgggtgetgagecaggtge
agrtggtgragtotggogocgaagtgaagaaaccaggogocagogtgaaggtgtoctgeaagge
cagoggotacacctttaccacctactggatcaactgggtgogocaggecocctggacagggecty
gaatggatgggeaacatctaccooggoaccagaageagoaactacaacgagaagticaagaace
gogtgacootgacegtggacaccagoaccageacagoctacatggaactgagoagoectgoggag
cgaggacaccgocgtgtactactgtaceogggtgtactacgaccacgtgggotactacticgac
tactggggoeoagggracectegbgacegtgagetcageoctccaccaaggygocraagegtetitee
coctggoacoctootocaagageacctotggeoggeacagoocgoootgggoebgooctggtcaagga
ctacttoooogaaccogtgacegtgagetggaactcaggogocotgaccageggegtgeacace
ttocccogotgtectgoagtoctecaggactetactooctoagecagogtggtgacegtgoocticoa
goagcttgggeacccagacctacatotgoaacgtgaatocacaagoocragoaacaccaaggtigga
caagagagttgagoecaaatettgtgacaaaactocacacatgocracoctgocragoacetgaa
ctocotggggugacocteagtettoctotboccoocoaaaaccocaagyacacocteatgatetooo
ggaccccetgaggtcacatgegtggtggtggacgtgagocacgaagacoectgaggteaagttoaa
ctggtacgtggacggegtggaggtgcataatgceaagacaaagoeocegggaggageagtacaac
agoacgtacogggtggtcagegtectoacegtectgoaccaggactggetgaatggocaaggagt
acaagtgcaaggtotocaacaaagecoctoocagecccratogagaaaaccatotccaaagocaa
aggocagococgggaaccacaggtgtacaccectgeccocatcoocgggaggagatgaccaagaac
caggtcagoctgacctgoctggtcaaaggettectatooccagegacategeecgbggagtgggaga
goaatggocagecoogagaacaactacaagaccaccoctocogtgetggactocgacggetectt
cttectectacageaagectocacogtggacaagageaggtggeageagggcaacgtettoteatge
tccgtgatgoatgaggetotgeoacaaccactacaccecagaagagecteteoctgtetoccggea

==

SIGNAL SEQUENCE (1-57), VARIABLE REGION (58-420)
REGION (421-1410)

SEQ ID NO: 79: AMINO ACID SEQUENCE OF h#4C13K-H2

MEHLWFFLLLVAAPRWVLSQVOLVOSGAEVEKPGASVEVS CKASGY TFTTYWINWVRQAPGOGL
EWMGNIYPGTRSSNYNEKFENRVTLTVDTSTSTAYMELSSLRSEDTAVYYCTRVYYDHVGYYFD
YWEOGTLVIVSSASTRKGPSVFPLARPSSKSTSGETAALGCLVEDYFPEPVTVSWNSGALTSGVHT
FPAVLQSSGLYSLSSVVTVESSSLGTOTY ICNVNHEPSNTEVDEKRVEPKSCDETHTCPPCPAPE
LLGGPSVFLFPPEPKDTLMISRTPEVTCVVVDVSHED PEVEFNWY VDGVEVHNAKTEPREEEQYN
STYRVVAVLTVLHODWLNGKEYKCKVENKALPAPTIEKTISFAKGOPREPOVYTLEPSEEEMTEN
OVeSLTCLVEGFY PSDIAVEWESHNGOPENNYKTTPPVLDSDGESFFLY SELTVDESRWOQGHVESC
SVMHEALHNHYTOKSLELSPGK

SIGNAL SEQUENCE (1-19), VARIABLE REGION (20-140)

REGION (141-470)

14

’

CONSTANT

CONSTANT
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Fig. 21
SEQ ID NO: 80: NUCLEOTIDE SEQUENCE OF h#4C13K-H3

atgaaacacctgtggttettectectgotggtggeagetoccagatgggigotgagecaggtige
agctgeageagectggogoecgaagtgaaaaagocaggegocagegtgaaggtgtoctgoaagge
cagcggctacacctttaccacctactggatcaactggatgeageagoggececaggocagggoctg
gaatggatgggcaatatctaccooggcaccagaageageaactacaacgagaagttcaagaace
gggccaccetgaccgtggacadoagcacaagoacogoectacatggaactgagecagoctgaccag
cgaggacaccgecgtgtactactgeaccagagtgtactacgaccacgtgggotactacttogac
tactggggccoagggoaccoctogtgacoegtgagotecagecteccaccaagggoccaagegtebtoo
coctggeacoctoctocaagagoacctotggegygeacageocgooctgggotgoctggtcaagga
ctactteococogaaccogtgacogbgagotggaactecaggogoococtgaccageggogtgoacace
ttcoccgetgtoctgeoagtoctecaggactetactecctcageagogtggtgaccgtgoooctoca
geagettgggeoaccoagacctacatctgeaacgtgaatcacaageocagcaacaccaaggtgga
caagagagttgagcoccaaatcttgtgacaaaactecacacatgeccaccotgoocagocacctgaa
ctocotggggggacccteagtettectottoccoocaaaaccocaaggacaccctcatgatetooe
ggacccctgaggtecacatgoegtggtggtggacgtgagecacgaagaccctgaggtcaagticaa
ctggtacgtggacggegtggaggtgcataatgocaagacaaageocoogggaggagecagtacaac
agcacgtaccgggtggtcagogtocteacegtectgeaccaggactggotgaatggoaaggagt
acaagtgoaaggtoctocaacaaagoccteccagoccccatocgagaaaaccatctoccaaagocaa
aggocagooccgggaaccacaggtgtacacocetgocccoccateccegggaggagatgaccaagaac
caggtcagoctgaccbtgooctggteoaaaggettetatoccagegacatcgocgbggagtgggaga
graatggooagocogagaacaactacaagaccaccecctoocgtgotggactecgacggetoct
cttoctotacagraagetoacegtggacaagagcaggtggecageoagggeaacgboctioteatge
tcoghtgatgeatgaggototgeacaaccactacacccagaagagoctoctocctgtoteccgyea

=8
SIGNAL SEQUENCE (1-57), VARIABLE REGION (58-420)
REGION (421-1410)

SEQ ID NO: 81: AMINO ACID SEQUENCE OF h#4C13K-H3

MEHLWFFLLLVAADRWVLSOVOLOQPGAEVERE FGASVEVSCEASGY TFTTYWINWMOORPGOGL
EWMGNIYPGTRSSNYNEKFKNRATLTVDTSTSTAYMELSSLTSEDTAVY YCTRVYYDHVGYYFD
YWEQGTLY VS SASTKEPSVEPLAPSSKSTSGGTAALGCLVKDY FEEEVTVEWNSGALTSGVHT
FPAVLOSSELYSLESVVIVESSSLOTOTY ICNVNHE PENTKVDKRVEPKSCDKTHTCEECPAPE
LLEGPSVFLFPPEPKDTLMISRTPEVTCVVVDVSHEDPEVEFNWY VDEVEVHNAKTKPREEQYN
STYRVVSVLTVLHODWLNGKEYKCKVSNEALPAPIEKTISKAKGOPREPQVYTLPPSREEMTEN
OVSLTCLVEGFYPSDIAVEWESNGOPENNY KT TEEPVLDSDGSFFLYSKLTVDESRWOQGNVESC
SVMHEALHNHYTQESLSLEPGE

SIGNAL SEQUENCE (1-19), VARIABLE REGION (20-140)

REGION (141-470)

14

’

CONSTANT

CONSTANT
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Fig. 22
SEQ ID NO: 82: NUCLEOTIDE SEQUENCE OF h#4C13K-H4

atgaaacacctgtggttcttoctoctgotggtggoagetcccagatgggtgetgagoocaggge
agctgeoagragoctggogocgagetgaaaaaacctggegoctocgbtgaaggtgtococtgoaagge
cagoggetacacctttaccacctactggatcaactggatgeagecageggccaggocagggoectg
gaatggatcggeaatatctaccocoggecaccagaagoagecaactacaacgagaagttcaagaaca
aggccaccoctgacocgtggacaccagecagoteocacegoctacatggaactgageagoectgacoay
cgacgacagogocgtgtactactgoaccagagtgtactacgaccacgtgggctactacttogac
tactggggccagggcacoctogtgacogtgagetecagoctoccaccaagygoccaagogbettoo
cococtggoaccoctoctococaagageoacectetggoggeacageegecctggyetgoectggbocaagga
ctacttococcgaacocgtgacocgtgagetggaactocaggogooctgaccagoggegtgoacace
ttcoccegeotgteoctgeoagteoctocaggactoctactooctoagecagogbggtgacoegtgoactoca
goagcttgggcacccagacctacatotgoaacgtgaatcacaagoccagoaacaccaadgtgya
caagagagttgagcocaaatctigtgacaaaactcacacatgeccaccotgoccageacctgaa
ctcoctggggggaccooctecagtcttoctecttcocococaaaacoccaaggacaceckeatgatetooe
ggaccocctgaggtocacatgogtggtggtggacgtgagecacgaagacoectgaggtbecaagtteaa
ctggtacgtggacggcgtggaggtgeoataatgocroaagacaaagooccocgggagygageagtacaac
agcacgtaccgggtggtcageogtoctcacegtoctgeaccaggactggoetbtgaatggeaaggagt
acaagtgcaaggtctcooaacaaagecctoccagococcatocgagaaaacocatotocaaageocaa
aggccagoccogggaaccacaggtgtacacocotgooccecatccogggaggagatgacoaagaac
caggtoagoectgacctgoctggtocaaaggottotatoocagegacatecgoogtggagtgggaga
geaatggocagooogagaacaactacaagaccaccocctoccegtgetggactecgacggetoctt
cttocctotacageoaagectoacegtggacaagagoaggtggeagecagggcaacgtocttocteatge
tecogtgatgeatgaggctctgoacaaccactacacoccagaagagectctcoctgtctocoggea

aa
SIGNAL SEQUENCE (1-57), VARIABLE REGION (58-420)
REGION (421-1410)

SEQ ID NO: 83: AMINO ACID SEQUENCE OF h#4C13K-H4

MEHLWFEFLLLVARPRWVLSOQVOLOQPGAELEKPCASVEVSCKASGY TFTTYWINWMOORPGOGL
EWIGNIYPGTRSSNYNEKFKNKATLTVDTSSSTAYMELSSLTSDDSAVY Y CTRVYYDHVGEYYFD
YWGQGTLVTVSSASTKGPEVEFPLAPSSKSTSGGTAALGCLVEKDYFPEPVTVSWNSGALTSGVHT
FPAVLOSSGLYSLESVVIVPSSSLGTQTY ICNVNHEPSNTEVDERVEPESCDETHTCPPCPAPE
LLGGPSVFLFPPEPKDTLMISRTPEVTCVVVDYSHEDPEVEFNWYVDGVEVHENAETEPREEQYH
STYRVVSVLTVLHOQDWLNGEEYKCKVSNKATLPAPTEKTISKAKGOPREPQVY TLPPSREEMTEI
OVSLTCLVEGFYPSDIAVEWESNGOPENNYKTTPPVLDSDGSFFLY SKLTVDESRWOQGNVESC
SVMHEALHNHEY TOFSLSLSPGE

SIGNAL SEQUENCE (1-19), VARIABLE REGION (20-140)

REGION (141-470)

14

’

CONSTANT

CONSTANT
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Fig. 23

SEQ ID NO: 84: NUCLEOTIDE SEQUENCE OF h#4C13K-H5

atgasacacctgtggttettoctectgetggtggeagetocccagatgggtgetgagecaggtge
agctgcagecagoctggogoogagetgaaaaaacctggegoctecgtgaaggtgtectgoaagge
cagoggetacacotttaccacctactggatecaactggatgoageagoggocaggecagggocotyg
gaatggatoggeaatatcetacocoggoaccagaagoagoaactacaacgagaagttcaagaaca
aggcraccotgacogtggacaccageagetocacagoctacatgeagetgaacteoctgacoayg
cgacgacagogocgtgtactactgecaccagagtgtactacgaccacgtgggetactacttegac
tactggggccagggeacoctegtgacegtgagetocagectocaccaagggeccaagegtotice
ccoctggeaccetoctocaagageacctoctggeggracagoegecetgggetgoctggtcaagga
ctacttoccogaaccegtgacegtgagoetyggaacteaggegeecbgaccageggegbgeacace
ttocoogotgtoctgeagtectoaggactetactococtcagoagegtggtgacegbgoectaca
gecagottgggeaccocagacctacatotgraacgtgaatcacaagoccageaacaccaaggtgga
caagagagttgagooccaaatettgtgacaaaactoacacatgoccacoectgecrageaceltgaa
ctooctggggggacoctcagbet tochebiococodcaaaacocaaggacacaeccatgattctoco
ggaccoctgaggtoacatgogtggtggtggacgtgagecacgaagaceotgaggtoaagttcaa
ctggtacgtggacggegtggaggtgoataatgocaagacaaagocoogggaggageagtacaac
ageacgtacogggtbggteagegtocbcacogtoectgeaccaggactggetgaatggoaaggagt
acaagtgcaagglbctocaacaaagecctoccagecoccategagaaaaccatecteccaaagecaa
aggccagooccgggaaccacaggtgtacaccetgeecccatecoocgggaggagatgaccaagaac
caggtcagoctgacctgootggtocaaaggettectatcecagegacatcgoogtggagbgggaga
goaatggocagooocgagaacaactacaagaccaccectocogtgotggactcogacggetoctt
ctteocteotacagoaagotocaccgtggacaagageaggtggcageagggecaacgtettotecatge
tococgtgatgecatgaggetoctgcacaaccactacacocagaagageootectecctgbctocococggea

ada
SIGNAL SEQUENCE (1-57), VARIABLE REGION (58-420)
REGION (421-1410)

SEQ ID NO: 85: AMINO ACID SEQUENCE OF h#4C13K-H5

MEHLWFFLLLVAAPRWVLSQVQLOQPGAELKK PGASVEVS CKASGY TFTTYWINWMOQRPGOGL
EWIGNIYPGTRSSNYNEKFENKATLTVDTSSSTAYMOLNSLTSDDSAVYYCTRVYYDHVGYYFD
YWGQOTLVTVSSASTEGPSVFPLAPSSKSTSGGTARLGCLVEDYFPEPVTVSHNSGALTSGVHT
FRAVLOSSGLYSLESSVVTVPSSSLGTOTY ICNVNHEFSNTEVDERVEFKSCDETHTCFPCPAPE
LLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWY VDGVEVHNAKTEPREEQYN
STYRVVEVLTVLEHODWLNGKEYKCKVENKALPAP I EKTISKAKGOPREPOVY TLPPSREEMTEN
OVSLTCLVKGFY PEDIAVEWESNGOPENNYKTTPPVLDSDGEFFLY SKLTVDKSRUOOGNVESC
SVMHEALHNHYTQKSLELSPGK

SIGNAL SEQUENCE (1-19), VARIABLE REGION (20-140)

REGION (141-470)

14

’

CONSTANT

CONSTANT
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Fig. 24
SEQ ID NO: 123: AMINO ACID SEQUENCE OF #4C13
KASENVGVSVS

SEQ ID NO: 124: AMINO ACID SEQUENCE OF #4C13

GASNEYT

SEQ ID NO: 125: AMINO ACID SEQUENCE OF #4C13

GQSYSYPYT

SEQ ID NO: 86: AMINO ACID SEQUENCE OF #4C13

TYWIN

SEQ ID NO: 87: AMINO ACID SEQUENCE OF #4C13

NIYPGTRSSNYNEEKFEN

SEQ ID NO: 88: AMINO ACID SEQUENCE OF #4C13

VYYDHVGYYFDY

LIGHT

LIGHT

LIGHT

HEAVY

HEAVY

HEAVY

CHAIN CDR1

CHAIN CDR2

CHAIN CDR3

CHAIN CDR1

CHAIN CDRZ

CHAIN CDR3
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ATCC
ATCC
ATCC
.ATCC
ATCC
ATCC
ATCC
ATCC
ATCC
ATCC
ATCC
ATCC
ATCC
ATCC
ATCC
ATCC
ATCC
ATCC
ATCC
ATC

ATCC

33348 (0O1)

33349 (02)

33350 (O3)

33351 (0O4)

33352 (0O5)

33354 (O86)

33353 (O7)

33355 (08)

33356 (09)

33357
333568
33360
33361
33362
33363
33364
43390
43731

43732

(010}
(O11)
(O13)
(O14)
(O15)
(0O186)
(01 7)
(018)
(019)
(020)

C 21638 (M)

29260

{(011)

ATCC 25922 (E. col)

Luminescence (x1068)

10

Oce#1G5
Bc#4C13
Eﬂh#IGS—HE/LE
Bh#1G5-H3,/ L3

Bh#4C13K—-H2, /L2
Hh#4ClSK—H3/L%Ji

20

S —— .!I
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Fig.
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Fig.
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<110>
<120>
<130>

<150>
<151>

<160>
<170>
<210> 1
<211>

<212>
<213>

125

DNA
<220>
<223>

<400> 1
tagttattaa

cgttacataa
gacgtcaata
atgggtggag
aagtacgccc
catgacctta
catggtgatg
atttccaagt
ggactttcca
acggtgggag
tgcagtcgac
acctgccgtt
aaaaaggcaa
acagatagat
caaacaaaag
gaaaagtaaa
ggcaaagtgt
aactaacttg
aaaaaaggag
ctttactacc
aaagccatat

ccctgaacag

6007

DAIICHI SANKYO COMPANY,

tagtaatcaa
cttacggtaa
atgacgtatg
tatttacggt
cctattgacg
tgggactttc
cggttttggc
ctccacccca
aaatgtcgta
gtctatataa
ggtaccgcgg
cactattatt
ctttatgccc
tttttagttc
aggaaaatag
tcgcgegggt
atactttggc
ccatcttcaa
acatgaacga
gcactgctgg
aaggaaacat

caaaaaaatg

SEQUENCE LISTING

Anti-LPS 011 antibodies
FP1430

Jp2013-203297
2013-09-30

PatentIn version 3.5

Artificial Sequence

Nucleotide coding of pJON

ttacggggtc
atggcccgec
ttcccatagt
aaactgccca
tcaatgacgg
ctacttggca
agtacatcaa
ttgacgtcaa
acaactccgc
gcagagctgg
gcccgggatc
tagtgaaatg
atgcaacaga
tttaggcccg
accagttgca
ttgttactga
gtcacccctt
acaggagggc
tgaacatcaa
caggaggcgc
acggcatttc

aaaaatatca

LIMITED

mIgG2a

attagttcat
tggctgaccg
aacgccaata
cttggcagta
taaatggccc
gtacatctac
tgggcgtgga
tgggagtttg
cccattgacg
tttagtgaac
cccececccecc
agatattatg
aactataaaa
tagtctgcaa
atccaaacga
taaagcaggc
acatatttta
tggaagaagc
aaagtttgca
aactcaagcg
ccatattaca
agttcctgag

Page 1

agcccatata
cccaacgacc
gggactttcc
catcaagtgt
gcctggcatt
gtattagtca
tagcggtttg
ttttggcacc
caaatgggcg
cgtcagatcc
ccgatgggac
atattttctg
aatacagaga
atccttttat
gagtctaata
aagacctaaa
ggtctttttt
agaccgctaa
aaacaagcaa
tttgcgaaag
cgccatgata

ttcgattcgt

FP1430PCT_Sequence Listing(6125567_1)

tggagttccg
cccgeccatt
attgacgtca
atcatatgcc
atgcccagta
tcgctattac
actcacgggg
aaaatcaacg
gtaggcgtgt
gctagaattc
gtccacatat
aattgtgatt
atgaaaagaa
gattttctat
gaatgaggtc
atgtgtaaag
tattgtgcgt
cacagtacat
cagtattaac
aaacgaacca
tgctgcaaat

ccacaattaa

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320



aaatatctct
cggcactgtc
aaatgcggat
cagctggaaa
tatcctaaaa
aatccgttta
tgcacaagtt
taaatcaatc
aggcaactac
aggccacaaa
agaatcttta
tcaaaaactt
tatgattgag
taacacagta
cctgttcact
ttacatgctt
tggccttgtg
cgctgtacct
attctacgca
gaaaacatct
aaaacgcaaa
gaaatgtgcg
tcatgagaca
ttcaacattt
ctcacccaga
gttacatcga
gttttccaat
acgccgggcea
actcaccagt
ctgccataac
cgaaggagct
gggaaccgga
caatggcaac

aacaattaat

tctgcaaaag
gcaaactatc
gacacatcga
aacgctggcc
gaccaaacac
ttctacactg
aacgtatcag
tttgacggtg
agctcaggcg
tacttagtat
tttaacaaag
ctgcaaagcg
ctaaacgatg
acagatgaaa
gactcccgcg
ggttatgttt
ttaaaaatgg
caagcgaaag
gacaaacaat
gttgtcaaag
agaaaatgcc
cggaacccct
ataaccctga
ccgtgtcgec
aacgctggtg
actggatctc
gatgagcact
agagcaactc
cacagaaaag
catgagtgat
aaccgctttt
gctgaatgaa
aacgttgcgc

agactggatg

FP1430PCT_Sequence Listing(6125567_1)

gcctggacgt
acggctacca
tttacatgtt
gcgtctttaa
aagaatggtc
atttctccgg
catcagacag
acggaaaaac
acaaccatac
ttgaagcaaa
catactatgg
ataaaaaacg
attacacact
ttgaacgcgc
gatcaaaaat
ctaattcttt
atcttgatcc
gaaacaatgt
caacgtttgc
acagcatcct
gatatcctat
atttgtttat
taaatgcttc
cttattccct
aaagtaaaag
aacagcggta
tttaaagttc
ggtcgccgea
catcttacgg
aacactgcgg
ttgcacaaca
gccataccaa

aaactattaa

gaggcggata

ttgggacagc
catcgtcttt
ctatcaaaaa
agacagcgac
aggttcagcc
taaacattac
ctctttgaac
gtatcaaaat
gctgagagat
cactggaact
caaaagcaca
cacggctgag
gaaaaaagtg
gaacgtcttt
gacgattgac
aactggccca
taacgatgta
cgtgattaca
gcctagcettc
tgaacaagga
tggcattgac
ttttctaaat
aataatattg
tttttgcggce
atgctgaaga
agatccttga
tgctatgtgg
tacactattc
atggcatgac
ccaacttact
tgggggatca
acgacgagcg
ctggcgaact
aagttgcagg

Page 2

tggccattac
gcattagccg
gtcggcgaaa
aaattcgatg
acatttacat
ggcaaacaaa
atcaacggtg
gtacagcagt
cctcactacg
gaagatggct
tcattcttcc
ttagcaaacg
atgaaaccgc
aaaatgaacg
ggcattacgt
tacaagccgc
acctttactt
agctatatga
ctgctgaaca
caattaacag
gtcaggtggc
acattcaaat
aaaaaggaag
attttgcctt
tcagttgggt
gagttttcgc
cgcggtatta
tcagaatgac
agtaagagaa
tctgacaacg
tgtaactcgc
tgacaccacg
acttactcta

accacttctg

aaaacgctga
gagatcctaa
cttctattga
caaatgattc
ctgacggaaa
cactgacaac
tagaggatta
tcatcgatga
tagaagataa
accaaggcga
gtcaagaaag
gcgctctcgg
tgattgcatc
gcaaatggta
ctaacgatat
tgaacaaaac
actcacactt
caaacagagg
tcaaaggcaa
ttaacaaata
acttttcggg
atgtatccgc
agtatgagta
cctgtttttg
gcacgagtgg
cccgaagaac
tcccgtattg
ttggttgagt
ttatgcagtg
atcggaggac
cttgatcgtt
atgcctgtag
gcttcccggce

cgctcggecc

1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3060
3120
3180
3240
3300
3360



ttccggctgg
tcattgcagc
ggagtcaggc
ttaagcattg
ttcattttta
tcccttaacg
cttcttgaga
taccagcggt
gcttcagcag
acttcaagaa
ctgctgccag
ataaggcgca
cgacctacac
aagggagaaa
gggagcttcc
gacttgagcg
gcaacgcggc
ttccctgagce
ttcccagctg
agcacctggc
gtggacaaga
ccagcaccta
gtactcatga
gacccagatg
caaacccata
caccaggact
gcgcccatcg
gtcttgcctc
acagacttca
aactacaaga
ctgagagtgg
gagggtctgc
agcggccaag

ggttttactt

ctggtttatt
actggggcca
aactatggat
gtaactgtca
atttaaaagg
tgagttttcg
tcecttttttt
ggtttgtttg
agcgcagata
ctctgtagca
tggcgataag
gcggtcggge
cgaactgaga
ggcggacagg

agggggaaac
tcgatttttg

ctttttacgg
cagtgacctt
tcctgcagtc
ccagccagtc
aaattgagcc
acctcttggg
tctccctgag
tccagatcag
gagaggatta
ggatgagtgg
agagaaccat
caccagaaga
tgcctgaaga
acactgaacc
aaaagaagaa
acaatcacca
tcgacttggc

gctttaaaaa

FP1430PCT_Sequence Listing(6125567_1)

gctgataaat
gatggtaagc
gaacgaaata
gaccaagttt
atctaggtga
ttccactgag
ctgcgcgtaa
ccggatcaag
ccaaatactg
ccgcctacat
tcgtgtctta
tgaacggggg
tacctacagc
tatccggtaa
gcctggtatc
tgatgctcgt
ttcctggecc
gacctggaac
tgacctctac
catcacctgc
cagagggccc
tggaccatcc
ccccatagtc
ctggtttgtg
caacagtact
caaggagttc
ctcaaaaccc
agagatgact
catttacgtg
agtcctggac
ctgggtggaa
cacgactaag
cgcgactcta

acctcccaca

ctggagccgg
cctcccgtat
gacagatcgc
actcatatat
agatcctttt
cgtcagaccc
tctgctgcett
agctaccaac
ttcttctagt
acctcgctct
ccgggttgga
gttcgtgcac
gtgagctatg
gcggcagggt
tttatagtcc
€aggggggcyg
atcacgtgcg
tctggatccc
accctcagca
aatgtggccc
acaatcaagc
gtcttcatct
acatgtgtgg
aacaacgtgg
ctccgggtgg
aaatgcaagg
aaagggtcag
aagaaacagg
gagtggacca
tctgatggtt
agaaatagct
agcttctccc
gatcataatc

cctccccctg

Page 3

tgagcgtggg
cgtagttatc
tgagataggt
actttagatt
tgataatctc
cgtagaaaag
gcaaacaaaa
tctttttccg
gtagccgtag
gctaatcctg
ctcaagacga
acagcccagc
agaaagcgcc
cggaacagga
tgtcgggttt
gagcctatgg
catgcctggt
tgtccagtgg
gctcagtgac
acccggcaag
cctgtcctcc
tccctccaaa
tggtggatgt
aagtacacac
tcagtgccct
tcaacaacaa
taagagctcc
tcactctgac
acaacgggaa
cttacttcat
actcctgttc
ggactccggg
agccatacca

aacctgaaac

tctcgecggta
tacacgacgg
gcctcactga
gatttaaaac
atgaccaaaa
atcaaaggat
aaaccaccgc
aaggtaactg
ttaggccacc
ttaccagtgg
tagttaccgg
ttggagcgaa
acgcttcccg
gagcgcacga
cgccacctct
aaaaacgcca
caagggttat
tgtgcacacc
tgtaacctcg
cagcaccaag
atgcaaatgc
gatcaaggat
gagcgaggat
agctcagaca
ccccatccag
agacctccca
acaggtatat
ctgcatggtc
aacagagcta
gtacagcaag
agtggtccac
taaatgatcc
catttgtaga

ataaaatgaa

3420
3480
3540
3600
3660
3720
3780
3840
3900
3960
4020
4080
4140
4200
4260
4320
4380
4440
4500
4560
4620
4680
4740
4800
4860
4920
4980
5040
5100
5160
5220
5280
5340
5400



tgcaattgtt
catcacaaat
actcatcaat
taaatttttg
ataaatcaaa
cactattaaa
gcccactacg
taaatcggaa
tggcgagaaa
cggtcacgct
cagatct

<210> 2

<211>

<212>
<213>

DNA
<220>
<223>

<400> 2
tagttattaa

cgttacataa
gacgtcaata
atgggtggag
aagtacgccc
catgacctta
catggtgatg
atttccaagt
ggactttcca
acggtgggag
tgcagtcgac
acctgccgtt
aaaaaggcaa
acagatagat
caaacaaaat
gaaaagtaaa
ggcaaagtgt

aactaacttg

6004

gttgttaact
ttcacaaata
gtatcttaag
ttaaatcagc
agaatagacc
gaacgtggac
tgaaccatca
ccctaaaggg

ggaagggaag

gcgcgtaacc

tagtaatcaa
cttacggtaa
atgacgtatg
tatttacggt
cctattgacg
tgggactttc
cggttttggc
ctccacccca
aaatgtcgta
gtctatataa
ggtaccgcgg
cactattatt
ctttatgccc
tttttagttc
aggaaaatag
tcgcgegggt
atactttggc

ccatcttcaa

FP1430PCT_Sequence Listing(6125567_1)

tgtttattgc
aagcattttt
gcgtaaattg
tcatttttta
gagatagggt
tccaacgtca
ccctaatcaa
agcccccgat
aaagcgaaag

accacacccg

Artificial Sequence

Nucleotide coding of pJON

ttacggggtc
atggcccgcec
ttcccatagt
aaactgccca
tcaatgacgg
ctacttggca
agtacatcaa
ttgacgtcaa
acaactccgc
gcagagctgg
gcccgggatc
tagtgaaatg
atgcaacaga
tttaggcccg
accagttgca
ttgttactga

gtcacccctt

acaggagggc

agcttataat
ttcactgcat
taagcgttaa
accaataggc
tgagtgttgt
aagggcgaaa
gttttttggg
ttagagcttg
gagcgggege

ccgcgcttaa

ggttacaaat
tctagttgtg
tattttgtta
cgaaatcggc
tccagtttgg
aaccgtctat
gtcgaggtgc
acggggaaag
tagggcgctg
tgcgccgceta

mIgG2a-hIigGl

attagttcat
tggctgaccg
aacgccaata
cttggcagta
taaatggccc
gtacatctac
tgggcgtgga
tgggagtttg
cccattgacg
tttagtgaac
ccceececcecc
agatattatg
aactataaaa
tagtctgcaa
atccaaacga
taaagcaggc
acatatttta
tggaagaagc

Page 4

agcccatata
cccaacgacc
gggactttcc
catcaagtgt
gcctggcatt
gtattagtca
tagcggtttg
ttttggcacc
caaatgggcg
cgtcagatcc
ccgatgggac
atattttctg
aatacagaga
atccttttat
gagtctaata
aagacctaaa
ggtctttttt

agaccgctaa

aaagcaatag
gtttgtccaa
aaattcgcgt
aaaatccctt
aacaagagtc
cagggcgatg
cgtaaagcac
ccggcgaacg
gcaagtgtag
cagggcgcgt

tggagttccg
cccgeccatt
attgacgtca
atcatatgcc
atgcccagta
tcgctattac
actcacgggg
aaaatcaacg
gtaggcgtgt
gctagaattc
gtccacatat
aattgtgatt
atgaaaagaa
gattttctat
gaatgaggtc
atgtgtaaag
tattgtgcgt

cacagtacat

5460
5520
5580
5640
5700
5760
5820
5880
5940
6000
6007

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080



aaaaaaggag
ctttactacc
aaagccatat
ccctgaacag
aaatatctct
cggcactgtc
aaatgcggat
cagctggaaa
tatcctaaaa
aatccgttta
tgcacaagtt
taaatcaatc
aggcaactac
aggccacaaa
agaatcttta
tcaaaaactt
tatgattgag
taacacagta
cctgttcact
ttacatgctt
tggccttgtg
cgctgtacct
attctacgca
gaaaacatct
aaaacgcaaa
gaaatgtgcg
tcatgagaca
ttcaacattt
ctcacccaga
gttacatcga
gttttccaat
acgccgggcea
actcaccagt

ctgccataac

acatgaacga
gcactgctgg
aaggaaacat
caaaaaaatg
tctgcaaaag
gcaaactatc
gacacatcga
aacgctggcc
gaccaaacac
ttctacactg
aacgtatcag
tttgacggtg
agctcaggcg
tacttagtat
tttaacaaag
ctgcaaagcg
ctaaacgatg
acagatgaaa
gactcccgcg
ggttatgttt
ttaaaaatgg
caagcgaaag
gacaaacaat
gttgtcaaag
agaaaatgcc
cggaacccct
ataaccctga
ccgtgtcgec
aacgctggtg
actggatctc
gatgagcact
agagcaactc
cacagaaaag

catgagtgat

FP1430PCT_Sequence Listing(6125567_1)

tgaacatcaa
caggaggcgc
acggcatttc
aaaaatataa
gcctggacgt
acggctacca
tttacatgtt
gcgtctttaa
aagaatggtc
atttctccgg
catcagacag
acggaaaaac
acaaccatac
ttgaagcaaa
catactatgg
ataaaaaacg
attacacact
ttgaacgcgc
gatcaaaaat
ctaattcttt
atcttgatcc
gaaacaatgt
caacgtttgc
acagcatcct
gatatcctat
atttgtttat
taaatgcttc
cttattccct
aaagtaaaag
aacagcggta
tttaaagttc
ggtcgccgea
catcttacgg

aacactgcgg

aaagtttgca
aactcaagcg
ccatattaca
agttcctgag
ttgggacagc
catcgtcttt
ctatcaaaaa
agacagcgac
aggttcagcc
taaacattac
ctctttgaac
gtatcaaaat
gctgagagat
cactggaact
caaaagcaca
cacggctgag
gaaaaaagtg
gaacgtcttt
gacgattgac
aactggccca
taacgatgta
cgtgattaca
gcctagcettc
tgaacaagga
tggcattgat
ttttctaaat
aataatattg
tttttgcgge
atgctgaaga
agatccttga
tgctatgtgg
tacactattc
atggcatgac

ccaacttact

Page 5

aaacaagcaa
tttgcgaaag
cgccatgata
ttcgattcgt
tggccattac
gcattagccg
gtcggcgaaa
aaattcgatg
acatttacat
ggcaaacaaa
atcaacggtg
gtacagcagt
cctcactacg
gaagatggct
tcattcttcc
ttagcaaacg
atgaaaccgc
aaaatgaacg
ggcattacgt
tacaagccgc
acctttactt
agctatatga
ctgctgaaca
caattaacag
ttcaggtggc
acattcaaat
aaaaaggaag
attttgcctt
tcagttgggt
gagttttcgc
cgcggtatta
tcagaatgac
agtaagagaa

tctgacaacg

cagtattaac
aaacgaacca
tgctgcaaat
ccacaattaa
aaaacactga
gagatcctaa
cttctattga
caaatgattc
ctgacggaaa
cactgacaac
tagaggatta
tcatcgatga
tagaagataa
accaaggcga
gtcaagaaag
gcgctctcgg
tgattgcatc
gcaaatggta
ctaacgatat
tgaacaaaac
actcacactt
caaacagagg
tcaaaggcaa
ttaacaaata
acttttcggg
atgtatccgc
agtatgagta
cctgtttttg
gcacgagtgg
cccgaagaac
tcccgtattg
ttggttgagt
ttatgcagtg
atcggaggac

1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3060
3120



cgaaggagct
gggaaccgga
caatggcaac
aacaattaat
ttccggctgg
tcattgcagc
ggagtcaggc
ttaagcattg
ttcattttta
tcccttaacg
cttcttgaga
taccagcggt
gcttcagcag
acttcaagaa
ctgctgccag
ataaggcgca
cgacctacac
aagggagaaa
gggagcttcc
gacttgagcg
gcaacgcggc
ttccctgagce
ttcccagctg
agcacctggc
gtggacaaga
gcacctgaac
ctcatgatct
cctgaggtca
ccgcgggagg
caggactggc
cccatcgaga
ctgcccccat
ggcttctatc

tacaagacca

aaccgctttt
gctgaatgaa
aacgttgcgc
agactggatg
ctggtttatt
actggggcca
aactatggat
gtaactgtca
atttaaaagg
tgagttttcg
tcecttttttt
ggtttgtttg
agcgcagata
ctctgtagca
tggcgataag
gcggtcgggc
cgaactgaga
ggcggacagg

agggggaaac
tcgatttttg

ctttttacgg
cagtgacctt
tcctgcagtc
ccagccagtc
aaattgagcc
tcctgggggg
cccggacccc
agttcaactg
agcagtacaa
tgaatggcaa
aaaccatctc
cccgggatga
ccagcgacat

cgcctccegt

FP1430PCT_Sequence Listing(6125567_1)

ttgcacaaca
gccataccaa
aaactattaa
gaggcggata
gctgataaat
gatggtaagc
gaacgaaata
gaccaagttt
atctaggtga
ttccactgag
ctgcgcgtaa
ccggatcaag
ccaaatactg
ccgcctacat
tcgtgtctta
tgaacggggg
tacctacagc
tatccggtaa
gcctggtatc
tgatgctcgt
ttcctggecc
gacctggaac
tgacctctac
catcacctgc
caaatcttgt
accgtcagtc
tgaggtcaca
gtacgtggac
cagcacgtac
ggagtacaag
caaagccaaa
gctgaccaag
cgccgtggag
gctggactcc

tgggggatca
acgacgagcg
ctggcgaact
aagttgcagg
ctggagccgg
cctcccgtat
gacagatcgc
actcatatat
agatcctttt
cgtcagaccc
tctgctgett
agctaccaac
ttcttctagt
acctcgctct
ccgggttgga
gttcgtgcac
gtgagctatg
gcggcagggt
tttatagtcc
caggggggcyg
atcacgtgcg
tctggatccc
accctcagca
aatgtggccc
gacaaaactc
ttcctcttcc
tgcgtggtgg
ggcgtggagg
cgtgtggtca
tgcaaggtct
gggcagcccc
aaccaggtca
tgggagagca
gacggctcct
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tgtaactcgc
tgacaccacg
acttactcta
accacttctg
tgagcgtggg
cgtagttatc
tgagataggt
actttagatt
tgataatctc
cgtagaaaag
gcaaacaaaa
tctttttccg
gtagccgtag
gctaatcctg
ctcaagacga
acagcccagc
agaaagcgcc
cggaacagga
tgtcgggttt
gagcctatgg
catgcctggt
tgtccagtgg
gctcagtgac
acccggcaag
acacatgccc
ccccaaaacc
tggacgtgag
tgcataatgc
gcgtcctcac
ccaacaaagc
gagaaccaca
gcctgacctg
atgggcagcc

tcttcctcta

cttgatcgtt
atgcctgtag
gcttcccggce
cgctcggecc
tctcgecggta
tacacgacgg
gcctcactga
gatttaaaac
atgaccaaaa
atcaaaggat
aaaccaccgc
aaggtaactg
ttaggccacc
ttaccagtgg
tagttaccgg
ttggagcgaa
acgcttcccg
gagcgcacga
cgccacctct
aaaaacgcca
caagggttat
tgtgcacacc
tgtaacctcg
cagcaccaag
accgtgccca
caaggacacc
ccacgaagac
caagacaaag
cgtcctgcac
cctcccagcec
ggtgtacacc
cctggtcaaa
ggagaacaac

cagcaagctc

3180
3240
3300
3360
3420
3480
3540
3600
3660
3720
3780
3840
3900
3960
4020
4080
4140
4200
4260
4320
4380
4440
4500
4560
4620
4680
4740
4800
4860
4920
4980
5040
5100
5160



accgtggaca
gctctgcaca
ggccaagtcg
tttacttgct
aattgttgtt
cacaaatttc
catcaatgta
atttttgtta
aatcaaaaga
tattaaagaa
cactacgtga
atcggaaccc
cgagaaagga
tcacgctgcg
atct

<210> 3
<211>

<212>
<213>

DNA
<220>
<223>

<400> 3
tagttattaa

cgttacataa
gacgtcaata
atgggtggag
aagtacgccc
catgacctta
catggtgatg
atttccaagt
ggactttcca
acggtgggag
tgcagtcgac
aaaaggccgc
atcgacgctc

cccctggaag

5394

agagcaggtg
accactacac
acttggccgc
ttaaaaaacc
gttaacttgt
acaaataaag
tcttaaggcg
aatcagctca
atagaccgag
cgtggactcc
accatcaccc
taaagggagc
agggaagaaa

cgtaaccacc

tagtaatcaa
cttacggtaa
atgacgtatg
tatttacggt
cctattgacg
tgggactttc
cggttttggc
ctccacccca
aaatgtcgta
gtctatataa
ggtaccgcgg
gttgctggeg
aagtcagagg

ctccctegtg

FP1430PCT_Sequence Listing(6125567_1)

gcagcagggg
gcagaagagc
gactctagat
tcccacacct
ttattgcagc
catttttttc
taaattgtaa
ttttttaacc
atagggttga
aacgtcaaag
taatcaagtt
ccccgattta
gcgaaaggag

acacccgccg

Artificial Sequence

Nucleotide coding of pJON

ttacggggtc
atggcccgcec
ttcccatagt
aaactgccca
tcaatgacgg
ctacttggca
agtacatcaa
ttgacgtcaa
acaactccgc
gcagagctgg
gcccgggatc
tttttccata
tggcgaaacc

cgctctcctg

aacgtcttct
ctctccctgt
cataatcagc
ccccctgaac
ttataatggt
actgcattct
gcgttaatat
aataggccga
gtgttgttcc
ggcgaaaaac
ttttggggtc
gagcttgacg
cgggcgctag
cgcttaatgc

mIgkappa

attagttcat
tggctgaccg
aacgccaata
cttggcagta
taaatggccc
gtacatctac
tgggcgtgga
tgggagtttg
cccattgacg
tttagtgaac
ddddddddde
ggctccgcecc
cgacaggact

ttccgaccct

Page 7

catgctccgt
ctccgggtaa
cataccacat
ctgaaacata
tacaaataaa
agttgtggtt
tttgttaaaa
aatcggcaaa
agtttggaac
cgtctatcag
gaggtgccgt
gggaaagccg
ggcgctggea

gccgctacag

agcccatata
cccaacgacc
gggactttcc
catcaagtgt
gcctggcatt
gtattagtca
tagcggtttg
ttttggcacc
caaatgggcg
cgtcagatcc
ccgatgggcc
ccctgacgag
ataaagatac

gccgcttacc

gatgcatgag
atgatccagc
ttgtagaggt
aaatgaatgc
gcaatagcat
tgtccaaact
ttcgcgttaa
atcccttata
aagagtccac
ggcgatggcc
aaagcactaa
gcgaacgtgg
agtgtagcgg
ggcgcgtcag

tggagttccg
cccgeccatt
attgacgtca
atcatatgcc
atgcccagta
tcgctattac
actcacgggg
aaaatcaacg
gtaggcgtgt
gctagaattc
aggaaccgta
catcacaaaa
caggcgtttc

ggatacctgt

5220
5280
5340
5400
5460
5520
5580
5640
5700
5760
5820
5880
5940
6000
6004

60
120
180
240
300
360
420
480
540
600
660
720
780
840



ccgectttect
gttcggtgta
accgctgegce
cgccactggc
cagagttctt
gcgctctget
aaaccaccgc
aaggatctca
actcacgtta
taaattaaaa
gttaccaatg
tagttgcctg
ccagtgctgc
accagccagc
agtctattaa
acgttgttgc
tcagctccgg
cggttagctc
tcatggttat
ctgtgactgg
gctcttgccc
tcatcattgg
ccagttcgat
gcgtttctgg
cacggaaatg
gttattgtct
ttccgcgeac
tttcttttgc
acaacagatg
ttgtctgcgt
gcttgaggta
tttaacacaa
taaccaagca

gagtcagtga

cccttcggga
ggtcgttcgc
cttatccggt
agcagccact
gaagtggtgg
gaagccagtt
tggtagcggt
agaagatcct
agggattttg
atgaagtttt
cttaatcagt
actccccgtc
aatgataccg
cggaagggcc
ttgttgccgg
cattgctaca
ttcccaacga
cttcggtcct
ggcagcactg
tgagtactca
ggcgtcaata
aaaacgttct
gtaacccact
gtgagcaaaa
ttgaatactc
catgagcgga
atttccccga
gtttttattt
ttttcttgec
agaatcctct
cagcgaagtg
ggccagtttt
tgtaaatatc

acaggtacca

FP1430PCT_Sequence Listing(6125567_1)

agcgtggcegce
tccaagctgg
aactatcgtc
ggtaacagga
cctaactacg
accttcggaa
ggtttttttg
ttgatctttt
gtcatgagat
aaatcaatct
gaggcaccta
gtgtagataa
cgagacccac
gagcgcagaa
gaagctagag
ggcatcgtgg
tcaaggcgag
ccgatcgttg
cataattctc
accaagtcat
cgggataata
tcggggcgaa
cgtgcaccca
acaggaaggc
atactcttcc
tacatatttg
aaagtgccac
gttaactgtt
tttgatgttc
gtttgtcata
tgagtaagta
gttcagcggc
gttagacgta

tttgccgttc

tttctcatag
gctgtgtgca
ttgagtccaa
ttagcagagc
gctacactag
aaagagttgg
tttgcaagca
ctacggggtc
tatcaaaaag
aaagtatata
tctcagcgat
ctacgatacg
gctcaccggc
gtggtcctgc
taagtagttc
tgtcacgctc
ttacatgatc
tcagaagtaa
ttactgtcat
tctgagaata
ccgcgcecaca
aactctcaag
actgatcttc
aaaatgccgc
tttttcaata
aatgtattta
ctgacgtcaa
aattgtcctt
agcaggaagc
tagcttgtaa
aaggttacat
ttgtatgggc
atgccgtcaa

attttaaaga

Page 8

ctcacgctgt
cgaacccccc
cccggtaaga
gaggtatgta
aagaacagta
tagctcttga
gcagattacg
tgacgctcag
gatcttcacc
tgagtaaact
ctgtctattt
ggagggctta
tccagattta
aactttatcc
gccagttaat
gtcgtttggt
ccccatgttg
gttggccgea
gccatccgta
gtgtatgcgg
tagcagaact
gatcttaccg
agcatctttt
aaaaaaggga
ttattgaagc
gaaaaataaa
tgccaatagg
gttcaaggat
taggcgcaaa
tcacgacatt
cgttaggatc
cagttaaaga
tcgtcatttt

cgttcgcgeg

aggtatctca
gttcagcccg
cacgacttat
ggcggtgcta
tttggtatct
tccggcaaac
cgcagaaaaa
tggaacgaaa
tagatccttt
tggtctgaca
cgttcatcca
ccatctggcc
tcagcaataa
gcctccatcc
agtttgcgca
atggcttcat
tgcaaaaaag
gtgttatcac
agatgctttt
cgaccgagtt
ttaaaagtgc
ctgttgagat
actttcacca
ataagggcga
atttatcagg
caaatagggg
atatcggcat
gctgtctttg
cgttgattgt
gtttcctttc
aagatccatt
attagaaaca
tgatccgcgg

ttcaatttca

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880



tctgttactg
tttagctcaa
tgcagaagtt
ttaaataaag
aagtatttgt
gagctgtagt
tcaaagattg
acgttaactt
tagaataaac
tggtctttta
gcgtttttcc
gtgtcatccg
tttgcgacag
gcagaagaga
ttttgctgtt
tccttatatg
agtgcggtag
catgtctcct
gatggcaagt
agtatacact
cgcgatttac
ttcctectttt
aaaaaatcta
taaagttgcc
tagtgaacgg
cagtgagcag
caaagacatc
cagttggact
gaccaaggac
aacttcaccc
acttggccgc
ttaaaaaacc
gttaacttgt

acaaataaag

tgttagatgc
tcataccgag
tttgactttc
attcttcgcec
ggcctttatc
tgccttcatc
atttataatc
gtgcagttgt
ggatttttcc
ggatagaatc
agctgtcaat
catttttagg
tgccgtcagce
tatttttaat
cagggatttg
gcttttggtt
taaaggttaa
tttttatgta
tagttacgca
ttgcccttta
ttttcgacct
gtttgataga
tctgtttctt
tttttaatca
caggtatatg
ttaacatctg
aatgtcaagt
gatcaggaca
gagtatgaac
attgtcaaga
gactctagat
tcccacacct
ttattgcagc

catttttttc

FP1430PCT_Sequence Listing(6125567_1)

aatcagcggt
agcgececgttt
ttgacggaag
ttggtagcca
ttctacgtag
gatgaactgc
ctctacaccg
cagtgtttgt
gtcagatgta
atttgcatcg
agaagtttcg
atctccggct
gttttgtaat
tgtggacgaa
cagcatatca
cgtttctttc
tactgttgct
ctgtgttagc
caataaaaaa
cacattttag
cattctatta
aaatcataaa
ttcattctct
caattcagaa
tggacgtccc
gaggtgcctc
ggaagattga
gcaaagacag
gacataacag
gcttcaacag
cataatcagc
ccccctgaac
ttataatggt

actgcattct

ttcatcactt
gctaactcag
aatgatgtgc
tcttcagttc
tgaggatctc
tgtacatttt
ttgatgttca
ttgccgtaat
aatgtggctg
aatttgtcgc
ccgacttttt
aatgcaaaga
ggccagctgt
tcgaactcag
tggcgtgtaa
gcaaacgctt
tgttttgcaa
ggtctgcttc
agacctaaaa
gtcttgcctg
gactctcgtt
aggatttgca
gtatttttta
aatatcataa
atcacgtgct
agtcgtgtgc
tggcagtgaa
cacctacagc
ctatacctgt
gaatgagtgt
cataccacat
ctgaaacata
tacaaataaa
agttgtggtt
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ttttcagtgt
ccgtgegttt
ttttgccata
cagtgtttgc
tcagcgtatg
gatacgtttt
aagagctgtc
gtttaccgga
aacctgacca
tgtctttaaa
gatagaacat
cgatgtggta
cccaaacgtc
gaacttgata
tatgggaaat
gagttgcgcc
actttttgat
ttccagccct
tatgtaaggg
ctttatcagt
tggattgcaa
gactacgggc
tagtttctgt
tatctcattt
gtatccatct
ttcttgaaca
cgacaaaatg
atgagcagca
gaggccactc
tagagacagc
ttgtagaggt
aaatgaatgc
gcaatagcat

tgtccaaact

gtaatcatcg
tttatcgctt
gtatgctttg
ttcaaatact
gttgtcgect
tccgtcaccg
tgatgctgat
gaaatcagtg
ttcttgtgtt
gacgcggcca
gtaaatcgat
gccgtgatag
caggcctttt
tttttcattt
gccgtatgtt
tcctgccagce
gttcatcgtt
cctgtttgaa
gtgacgccaa
aacaaacccg
ctggtctatt
ctaaagaact
tgcatgggca
cactaaataa
tcccaccatc
acttctaccc
gcgtcctgaa
ccctcacgtt
acaagacatc
ggccaagtcg
tttacttgct
aattgttgtt
cacaaatttc

catcaatgta

2940
3000
3060
3120
3180
3240
3300
3360
3420
3480
3540
3600
3660
3720
3780
3840
3900
3960
4020
4080
4140
4200
4260
4320
4380
4440
4500
4560
4620
4680
4740
4800
4860
4920



tcttaaggcg

aatcagctca

atagaccgag

cgtggactcc

accatcaccc

taaagggagc

agggaagaaa

cgtaaccacc

<210>
<211>
<212>
<213>

<220>
<223>

<400>

Met Glu Ser Gln Thr
1

Gly

Met

val

Lys

65

Arg

sSer

sSer

Ala

Ala

Ser

Gly

50

Leu

Phe

val

Tyr

<210>
<211>
<212>
<213>

4
129
PRT

taaattgtaa
ttttttaacc
atagggttga
aacgtcaaag
taatcaagtt
ccccgattta
gcgaaaggag

acacccgccg

FP1430PCT_Sequence Listing(6125567_1)

gcgttaatat

aataggccga

Artificial Sequence

Light chain variable

4

Asp

val

35

Thr

Leu

Thr

Gln

Pro

115

5
11
PRT

Gly
20

Gly

Ser

Gly

Ala
100

TYyr

5

Asn

Glu

val

Phe

ser

85

Glu

Thr

Leu

Ile

Arg

Ser

Gly

70

Gly

Asp

Phe

val

val

val

Trp

55

Ala

Ser

Leu

Gly

Artificial Sequence

gtgttgttcc agtttggaac
ggcgaaaaac cgtctatcag
ttttggggtc gaggtgccgt
gagcttgacg gggaaagccg
cgggcgctag ggcgctggea
cgcttaatgc gccgctacag

of No.76

Phe Ile Ser Ile
10

Met Thr Gln Ser
25

Thr Leu Ser Cys
40

Tyr GIn Glu Lys

Sser Asn Arg Tyr
75

Ala Thr Asp Phe
90

Ala Asp Tyr His

Gly Arg Thr Lys

Page 10

aagagtccac

ggcgatggcc

aaagcactaa

gcgaacgtgg
agtgtagcgg
ggcgcgtcag

Leu

Pro

Lys

Pro

60

Thr

Thr

Cys

Leu

Leu

Lys

Ala

45

Glu

Gly

Leu

Gly

Glu
125

Trp

ser

30

Ser

Gln

val

Thr

Gln
110

tattaaagaa
cactacgtga
atcggaaccc
cgagaaagga

tcacgctgcg

atct

Leu

15

Met

Glu

Ser

Pro

Ile

95

Ser

Lys

tttgttaaaa ttcgcgttaa atttttgtta

aatcggcaaa atcccttata aatcaaaaga

Tyr

Ser

Asn

Pro

Asp

80

Ser

TYyr

Arg

4980
5040
5100
5160
5220
5280
5340
5394



<220>
<223>

<400>
Lys Ala
1

<210>
<211>
<212>
<213>

<220>
<223>

<400>
Gly Ala
1

<210>
<211>
<212>
<213>

<220>
<223>

<400>
Gly GIn
1

<210>
<211>
<212>
<213>

<220>
<223>

<400>
Met Gly
1

val His
Pro Gly

Thr Asn
50

Glu Trp
65

Glu Lys

FP1430PCT_Sequence Listing(6125567_1)

CDRL1 of No.76

5
Ser Glu Asn val Gly Thr Ser val Ser
5 10
6
7
PRT
Artificial Sequence

CDRL2 of No0.76
6

Ser Asn Arg Tyr Thr
5

7

9

PRT

Artificial Sequence

CDRL3 of No0.76

7

Ser Tyr Ser Tyr Pro Tyr Thr
5

8

140

PRT

Artificial Sequence

Heavy chain variable of No.76

8

Trp Ser Cys Ile Ile Leu Phe Leu val Ala
5 10

Ser Gln val Gln Leu Gln Gln Pro Gly Ala
20 25

Ala Ser val Asn Leu Ser Cys Lys Ser Ser
35 40

Tyr Trp ITe Asn Trp val Lys Gln Arg Pro
55 60

ITe Gly Asp Ile Tyr Pro Gly Thr Ser Thr
70 75

Phe Lys Asn Lys Ala Thr Leu Thr val Asp
Page 11

Ala

Glu

Gly

45

Gly

Thr

Thr

Ala

Leu

30

Tyr

Gln

Asn

ser

Thr

15

val

Thr

Gly

TYyr

Ser

Gly

Lys

Phe

Leu

Asn

80

Ser



FP1430PCT_Sequence Listing(6125567_1)
85 90 95

Thr Ala Tyr Met Gln Leu Ser Ser Leu Thr Ser Asp Asp Ser Ala val
100 105 110

Tyr Tyr Cys Thr Arg Ile Tyr Tyr Asp Tyr Asp Gly Tyr Tyr Phe Asp
115 120 125

Tyr Trp Gly Gln Gly Thr Thr Leu Thr val Ser Ser

130 135 140
<210> 9
<211> 5
<212> PRT
<213> Artificial Sequence
<220>
<223> CDRH1 of No.76
<400> 9
Asn Tyr Trp Ile Asn
1 5
<210> 10
<211> 17
<212> PRT
<213> Artificial Sequence
<220>
<223> CDRH2 of No0.76
<400> 10
Asp Ile Tyr Pro Gly Thr Ser Thr Thr Asn Tyr Asn Glu Lys Phe Lys
1 5 10 15
Asn
<210> 11
<211> 12
<212> PRT
<213> Artificial Sequence
<220>
<223> CDRH3 of No.76
<400> 11

Ile Tyr Tyr Asp Tyr Asp Gly Tyr Tyr Phe Asp Tyr
1 5 10

<210> 12
<211> 129
<212> PRT

<213> Artificial Sequence

<220>
<223> Light chain variable of #1G5

Page 12



<400>

Met Glu
1

Gly Ser
Met Ser

val Gly
50

Lys Pro
65

Arg Phe
Ser val
Ser Tyr
Ala

<210>
<211>
<212>
<213>

<220>
<223>

<400>

12

Ser

Asp

val

35

Asn

Leu

Thr

Gln

Pro

115

13
11
PRT

Gln
Gly
20

Gly

Ser

Gly

Ala
100

Tyr

Thr

Asn

Glu

val

TYyr

ser

85

Thr

FP1430PCT_Sequence Listing(6125567_1)

Leu val Phe ITe Ser

Ile

Arg

Ser

Gly

70

Gly

Asp

Phe

val

val

Trp

55

Ala

Ser

Leu

Gly

Artificial Sequence

CDRL1 of #1G5

13

Met

Thr

40

Tyr

Ser

Ala

Ala

Gly

Thr

25

Leu

Gln

Asn

Thr

Asp

Gly

10

Gln

ser

Gln

Arg

Asp

90

Tyr

Thr

ITe Leu

Ser Pro

Cys Lys

Lys Ala

60

Tyr Thr
75
Phe Thr

His Cys

Lys Leu

Lys Ala Ser Glu Asn val Gly Asn Ser val Ser
1 1

<210>
<211>
<212>
<213>

<220>
<223>

<400>

14
7
PRT

5

Artificial Sequence

CDRL2 of #1G5

14

Gly Ala Ser Asn Arg Tyr Thr
1 5

<210>

15

Page 13

Leu Trp Leu

Lys

Ala

45

Glu

Gly

Leu

Gly

Glu
125

ser

30

sSer

Gln

val

Thr

Gln
110

15

Met

Glu

Ser

Pro

Ile

95

Ser

Lys

Tyr

Ser

Asn

Pro

Asp

80

Ser

Tyr

Arg



<211>
<212>
<213>

<220>
<223>

<400>

9
PRT

FP1430PCT_Sequence Listing(6125567_1)

Artificial Sequence

CDRL3 of #1G5

15

Gly Gln Ser Tyr Ser Tyr Pro
1 5

<210>
<211>
<212>
<213>

<220>
<223>

<400>

16
144
PRT

Artificial Sequence

Heavy chain variable

16

Met Gly Trp Ser

1

val

Pro

Thr

Glu

65

Glu

Thr

Tyr

Tyr

His

Gly

ser

50

Trp

Lys

Ala

Tyr

Ala
130

<210>
<211>
<212>
<213>

<220>
<223>

<400>

Ser Gln
20

Ala Ser
35

Tyr Trp

Ile Gly

Phe Lys

Tyr Met
100

Cys Ser
115

Met Asp

17
5
PRT

Cys Ile 1Ile
5

val

val

Asn

ser

85

Gln

Arg

TYyr

Gln

Lys

Asn

Ile

70

Lys

Leu

Thr

Trp

Leu

Leu

Trp

55

Tyr

Ala

Ser

Ile

Artificial Sequence

CDRH1 of #1G5

17

Tyr

Thr

of #1G5

Leu

Gln

ser

40

val

Pro

Thr

ser

Tyr

120

Gln

Phe

Gln

25

Cys

Lys

Gly

Leu

Leu

105

Asn

Gly

Leu

10

Pro

Lys

Gln

Ser

Thr

90

Thr

Tyr

Thr

Page 14

val

Gly

Ala

Arg

ser

75

val

Ser

Gly

Ser

Ala

Ala

Ser

Pro

60

Ser

Asp

Asp

Ser

val
140

Ala

Gly

45

Gly

Ile

Thr

Asp

sSer
125

Ala

Leu

30

Tyr

Gln

Asn

Ser

Ser

110

Gly

val

Thr

15

val

Thr

Gly

TYyr

ser

95

Ala

TYyr

Ser

Gly

Lys

Phe

Leu

Asn

80

Ser

val

Asn

Ser



FP1430PCT_Sequence Listing(6125567_1)

Ser Tyr Trp Ile Asn
1

5
<210> 18
<211> 17
<212> PRT
<213> Artificial Sequence
<220>
<223> CDRH2 of #1G5
<400> 18

Asn Ile Tyr Pro Gly Ser Ser
1 5

Ser

<210> 19

<211> 16

<212> PRT

<213> Artificial Sequence
<220>

<223> CDRH3 of #1G5

<400> 19

Thr Ile Tyr Asn Tyr Gly Ser
1 5

<210> 20

<211> 129

<212> PRT

<213> Artificial Sequence

<220>

<223> Light chain variable

<400> 20

Met Glu Ser GIn Thr Leu val

1 5

Gly Ala Asp Gly Asn Ile val

20

Met Ser val Gly Glu Arg val
35

val Gly val Ser val Ser Trp

50 55

Lys Leu Leu Ile Tyr Gly Ala

65 70

Arg Phe Thr Gly Ser Arg Ser

Ser Ile Asn Tyr Asn Glu Lys Phe Lys
10 15

Ser Gly Tyr Asn Tyr Ala Met Asp Tyr
10 15

of #4cC12

Phe Ile Ser Ile Leu Leu

10

Leu
15

Trp Tyr

Thr
25

Met Ser Pro Ser Met Ser

30

Lys

Ala Glu

45

Thr
40

Leu Ser Cys Lys Ser Asn

Gln Gln Pro Glu Gln

60

Tyr Lys ser Pro

Ser Asn Arg Cys Thr val

75

Gly Pro Asp

80

Ala Thr Asp Phe Thr Thr val

Page 15

Leu Ser



FP1430PCT_Sequence Listing(6125567_1)
85 90 95

Asn val GIn Ala Glu Asp Leu Ala Asp Tyr His Cys Gly Gln Ser Tyr
100 105 110

Ser Tyr Pro Tyr Thr Phe Gly Gly Gly Thr Arg Leu Glu Ile Lys Arg

115 120 125
Ala
<210> 21
<211> 11
<212> PRT
<213> Artificial Sequence
<220>
<223> CDRL1 of #4c12
<400> 21
Lys Ala Ser Glu Asn val Gly val Ser val Ser
1 5 1
<210> 22
<211> 7
<212> PRT
<213> Artificial Sequence
<220>
<223> CDRL2 of #4cC12
<400> 22

Gly Ala Ser Asn Arg Cys Thr
1 5

<210> 23

<211> 9

<212> PRT

<213> Artificial Sequence

<220>

<223> CDRL3 of #4C12

<400> 23

Gly GIn Ser Tyr Ser Tyr Pro Tyr Thr
1 5

<210> 24

<211> 140

<212> PRT

<213> Artificial Sequence

<220>

<223> Heavy chain variable of #4C12
<400> 24

Met Gly Trp Ser Cys Ile ITe Leu Phe Leu val Ala Ala Ala Thr Gly
Page 16



val

Pro

Thr

Glu

65

Glu

Thr

Tyr

Tyr

Gln

Gly

Thr

50

Trp

Lys

Ala

Tyr

Trp
130

<210>
<211>
<212>
<213>

<220>
<223>

<400>

1

<210>
<211>
<212>
<213>

<220>
<223>

<400>

1

Asn

<210>

Ser

Ala

35

Tyr

Ile

Phe

Tyr

Cys

115

Gly

25

PRT
Artificial Sequence

26
17
PRT
Artificial Sequence

27

Gln

20

Ser

Trp

Gly

Lys

Met

100

Thr

Gln

val

val

Asn

Asn

85

Gln

Arg

Gly

Thr Tyr Trp Ile Asn
5

FP1430PCT_Sequence Listing(6125567_1)
0

Gln Leu

Lys

Asn

Ile

70

Lys

Leu

val

Thr

CDRH1 of #4cC12
25

CDRH2 of #4cC12
26

Gly Ala

Ala Ser

Arg Pro

60

Arg Ser

75

val Asp

Ser Asp

val Gly

Ser Ser
140

Page 17

Glu

Gly

45

Gly

Ser

Thr

Asp

Tyr
125

15

val

Thr

Gly

Tyr

ser

95

Ala

Phe

15

Lys

Phe

Leu

Asn

80

Ser

val

Asp

Asn Ile Tyr Pro Gly Thr Arg Ser Ser Asn Tyr Asn Glu Lys Phe Lys
5



<211> 12
<212> PRT
<213>

<220>

<223> CDRH
<400> 27

3 of #4cCl12

Artificial Sequence

val Tyr Tyr Asp His val Gly Tyr Tyr Phe Asp Tyr
1 5 10

<210> 28

<211> 449
<212> DNA
<213>

<220>
<223>

<400> 28
gcctccggac

gtggatctcc
cgtgttcatc
cctgctgaat
gcagtccggg
cctgagcagc
cgaggtgacc
ttaggggccc
<210> 29

<211> 1132
<212> DNA
<213>

<220>
<223>

<400> 29
gcctcecggac

tcccagatgg
ggcccaagcg
ctgggctgcc
gccctgacca
ctcagcagcg
gtgaatcaca
aaaactcaca

ctcttccccc

gtggtggtgg

Artificial Sequence

Nuc of signal and constant of Tight chain

tctagagcca ccatggtgct gcagacccag gtgttcatct

ggcgcgtacg
ttcccccect
aacttctacc
aactcccagg
accctgaccc
caccagggcc

gtttaaacgg

gcgatatcgt
ccgacgagca
ccagagaggc
agagcgtgac
tgagcaaagc
tgagctcccc

gggaggcta

Artificial Sequence

gatgattaaa
gctgaagtcc
caaggtgcag
cgagcaggac
cgactacgag

cgtcaccaag

cgtacggtgg
ggcaccgcct
tggaaggtgg
agcaaggaca
aagcacaagg

agcttcaaca

Nuc of signal and constant of IgGl chain

tctagagcca ccatgaaaca cctgtggttc ttcctcctgce

gtgctgagcc
tcttcccect
tggtcaagga
gcggcgtgea
tggtgaccgt
agcccagcaa
catgcccacc
caaaacccaa

acgtgagcca

aggtgcaatt
ggcaccctcc
ctacttcccc
caccttcccc
gccctccagce
caccaaggtg
ctgcccagca
ggacaccctc

cgaagaccct

gtgcaggcgg
tccaagagca
gaacccgtga
gctgtcctgce
agcttgggca
gacaagagag
cctgaactcc
atgatctccc

gaggtcaagt

Page 18

ttagctcagc
cctctggcegg
ccgtgagctg
agtcctcagg
cccagaccta
ttgagcccaa
tggggggacc
ggacccctga

tcaactggta

FP1430PCT_Sequence Listing(6125567_1)

ccctgetget
ccgcecccctce
ccgtggtgtg
acaacgccct
gcacctacag
tgtacgcctg

ggggggagtg

tggtggcagc
ctccaccaag
cacagccgcc
gaactcaggc
actctactcc
catctgcaac
atcttgtgac
ctcagtcttc

ggtcacatgc

cgtggacggc

60
120
180
240
300
360
420
449

60
120
180
240
300
360
420
480
540
600



gtggaggtgc
gtggtcagcg
aaggtctcca
cagccccggg
caggtcagcc
gagagcaatg
ggctccttct
gtcttctcat

tccctgtctc

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg gtg ctg

Met
1

ggc
Gly

atg
Met

gtg
val

ada
Lys
65

cgc
Arg

agt
ser

agt
ser

gct
Ala

val

gcg
Ala

tca
Ser

ggt
Gly
50

ctg
Leu

ttc
Phe

gtg
val

tat
Tyr

gtg
val
130

30
702
DNA

ataatgccaa
tcctcaccgt
acaaagccct
aaccacaggt
tgacctgcct
gccagcccga
tcctctacag
gctccgtgat

ccggcaaatg

FP1430PCT_Sequence Listing(6125567_1)

Artificial Sequence

cccagccccc
gtacaccctg
ggtcaaaggc
gaacaactac
caagctcacc
gcatgaggct
agatatcggg

atcgagaaaa
ccceccateccc
ttctatccca
aagaccaccc
gtggacaaga
ctgcacaacc

cccgtttaaa

Nucleotide coding 1light chain of

(@)
..

30

Leu

tac
TYyr

gta
val
35

act
Thr

ctg
Leu

aca
Thr

cag
Gln

ccg
Pro
115

gcc
Ala

(702)

cag
Gln

ggc
20

gga
Gly

tct
Ser

ata
Ile

gct
Ala
100

tac
Tyr

gcc
Ala

acc
Thr

aac
Asn

Glu

gta
val

ttc
Phe

agt
Ser
85

gaa
Glu

acg
Thr

CCcC
Pro

cag
Gln

att
Ile

agg
Arg

tcc
Ser

999
Gly
70

gga
Gly

gac
Asp

ttc
Phe

tcc
Ser

gta
val

gtc
val

tgg
Trp
55

gca
Ala

tct
ser

ctt
Leu

gga
Gly

gtg
val
135

ttc
Phe

atg
Met

acc
Thr
40

tat
Tyr

tcc
Ser

gca
Ala

gca
Ala

999
120

ttc
Phe

atc
Ile

acc
Thr
25

ttg
Leu

caa
Gln

aac
Asn

aca
Thr

gat
Asp
105

agg
Arg

atc
Ile

tcc
Ser
10

caa
Gln

agc
ser

gag
Glu

cgc
Arg

gat
Asp
90

tat
Tyr

acc
Thr

ttc
Phe

chimeric No.

ctg ctg
Leu Leu

tct ccc
Ser Pro

tgc aag
Cys Lys

aaa cca
Lys Pro
60

tac act
Tyr Thr
75

ttc act
Phe Thr

cac tgt
His Cys

aag ctg
Lys Leu

ccc ccc
Pro Pro
140

Page 19

ctg
Leu

adad
Lys

gcc
Ala
45

gag
Glu

gaa
Glu
125

tcc
Ser

76

tgg
Trp

tcc
ser
30

agt
ser

cag
Gln

gtc
val

acc
Thr

cag
Gln
110

ata
Ile

gac
Asp

cgggggaggc ta

atc
Ile
15

atg
Met

Glu

tct
Ser

CcCccC
Pro

atc
Ile
95

agt
ser

aada
Lys

Glu

gacaaagccc cgggaggagc agtacaacag cacgtaccgg
cctgcaccag gactggctga atggcaagga gtacaagtgc
ccatctccaa agccaaaggc
gggaggagat gaccaagaac
gcgacatcgc cgtggagtgg
ctcccgtget ggactccgac

gcaggtggca gcagggcaac

actacaccca gaagagcctc

tcc
Ser

tcc
Ser

aat
Asn

cct
Pro

gat
Asp
80

agc
ser

tac
TYyr

cgg
Arg

cag
Gln

660
720
780
840
900
960
1020
1080
1132

48

96

144

192

240

288

336

384

432



ctg
Leu
145

CCcC
Pro

999
Gly

tac
Tyr

cac
H1s

gtc
val
225

aag
Lys

aga
Arg

aac
Asn

agc
ser
aag
Lys
210

acc
Thr

<210>
<211>
<212>
<213>

<220>
<223>

<400>

tcc
Ser

gag
Glu

tcc
Ser

ctg
Leu
195

gtg
val

aag
Lys

31
234
PRT

Gly

gcc
Ala

cag
Gln
180

agc
Ser

tac
Tyr

agc
Ser

acc
Thr

aag
Lys
165

gag
Glu

agc
Ser

gcc
Ala

ttc
Phe

FP1430PCT_Sequence Listing(6125567_1)

gcc
Ala
150

gtg
val

agc
Ser

acc
Thr

tgc
cys

aac
Asn
230

tcc
Ser

cag
Gln

gtg
val

ctg
Leu

gag
Glu
215

agg
Arg

Artificial Sequence

Synthetic Construct

31

Met val Leu

1

Gly

Met

val

Arg

Ser

Ser

Ala

Ser

Gly

50

Leu

Phe

val

Tyr

Tyr

val

35

Thr

Leu

Thr

Gln

Pro
115

Gln
Gly
20

Gly

Ser

Gly

Ala
100

Tyr

Thr

5

Asn

Glu

val

Phe

Ser

85

Glu

Thr

Gln

Ile

Arg

Ser

Gly

70

Gly

Asp

Phe

val

val

val

Trp

55

Ala

Ser

Leu

Gly

gtg
val

tgg
Trp

acc
Thr

acc
Thr
200

gtg
val

999

Phe

Met

Thr

40

Tyr

Ser

Ala

Ala

Gly

gtg tgc ctg ctg

val

aag
Lys

gag
Glu
185

ctg
Leu

acc
Thr

gag
Glu

Thr

25

Leu

Gln

Asn

Thr

Cys

gtg
val
170

cag
Gln

agc
ser

cac
H1s

tgt
cys

Ser

10

Gln

Ser

Glu

Arg

Asp

90

Tyr

Thr

Page 20

Leu
155

gac
Asp

gac
Asp

aaa
Lys

cag
Gln

Leu

Ser

Cys

Lys

Tyr

75

Phe

Lys

Leu

daac
Asn

agc
ser

gcc
Ala

ggc
Gly
220

Leu

Pro

Lys

Pro

60

Thr

Thr

Cys

Leu

aat
Asn

gcc
Ala

aag
Lys

gac
Asp
205

ctg
Leu

Leu

Lys

Ala

45

Glu

Gly

Leu

Gly

Glu
125

aac
Asn

ctg
Leu

gac
Asp
190

tac
Tyr

agc
ser

Trp
Ser

30

Ser

val

Thr

Gln
110

ttc
Phe

cag
Gln
175

agc
ser

gag
Glu

tcc
Ser

Ile

15

Met

Glu

Ser

Pro

Ile

95

Ser

Lys

tac
Tyr
160

tcc
Ser

acc
Thr

aag
Lys

CcCcC
Pro

Ser

Ser

Asn

Pro

Asp

80

Ser

Tyr

Arg

480

528

576

624

672

702



Ala

Leu
145

Pro

val
225

val

130

Lys

Arg

Asn

Ser

Lys

210

Thr

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg aaa cac ctg

Met
1

gtg
val

cct
Pro

acc
Thr

gag
Glu
65

gag
Glu

aca
Thr

Lys

ctg
Leu

999
Gly

aac
Asn
50

tgg
Trp

aag
Lys

gcc
Ala

Ala Ala

Ser Gly

Glu Ala

Ser Gln
180

Leu Ser
195

val Tyr

Lys Ser

32
1410
DNA

Pro

Thr

Lys

Glu

Ser

Ala

Phe

FP1430PCT_Sequence Listing(6125567_1)
Ser val Phe Ile Phe Pro Pro Ser Asp Glu

Ala

150

val

Ser

Thr

cys

Asn
230

135

Ser

Gln

val

Leu

Glu

215

Arg

Artificial Sequence

val

Trp

Thr

Thr

200

val

Gly

val

Lys

Glu

185

Leu

Thr

Glu

Cys

val

170

Gln

Ser

His

Cys

Nucleotide coding heavy chain of

CDS

(1)..(1410)

32

His Leu

agc cag
Ser Gln
20

gcc tca
Ala Ser
35

tac tgg
Tyr Trp

att gga
Ile Gly

ttc aag
Phe Lys

tac atg
Tyr Met

tgg
Trp

gtc
val

ata
Ile

gat
Asp

aac
Asn
85

cag
Gln

ttc
Phe

caa
Gln

aat
Asn

aac
Asn

att
Ile
70

aag
Lys

ctc
Leu

ttc
Phe

ctg
Leu

ctg
Leu

tgg
Trp
55

tat
Tyr

gcc
Ala

agc
Ser

ctc
Leu

cag
Gln

tcc
sSer
40

gtg
val

cct
Pro

aca
Thr

agc
Ser

ctg
Leu

cag
Gln
25

tgc
Cys

aag
Lys

ctg
Leu

ctg
Leu

ctg
Leu
10

cct
Pro

aag
Lys

cag
Gln

act
Thr

act
Thr
90

aca
Thr

Page 21

Leu

155

Asp

Asp

Lys

Gln

chimeric No.

tct
Ser

agg
Arg

agt
ser
75

gta
val

tct
Ser

140

Leu

Asn

Ser

Ala

gca
Ala

gct
Ala

tct
Ser

cct
Pro
60

act
Thr

gac
Asp

gac
Asp

Asn

Ala

Lys

205

Leu

gct
Ala

gag
Glu

ggc
Gly
45

gga
Gly

act
Thr

aca
Thr

gac
Asp

Asn
Leu
Asp
1

Tyr

Ser

76

CCC
Pro

ctt
Leu
30

tac
Tyr

caa
Gln

aac
Asn

tcc
ser

tct
Ser

Phe

Gln
175

Ser

Glu

Ser

aga
Arg
15

gtg
val

act
Thr

ggc
Gly

tac
Tyr

tcc
ser
95

gcg
Ala

Tyr
160

Ser

Thr

Lys

Pro

tgg
Trp

aag
Lys

ttc
Phe

ctt
Leu

aat
Asn
80

agc
Ser

gtc
val

48

96

144

192

240

288

336



tat
Tyr

tac
Tyr

ggc
Gly
145

ggc
Gly

val

ttc
Phe

gtg
val
225

aaa
Lys

ctc
Leu

acc
Thr

gtg
val
305

agc
Ser

ctg
Leu

gcc
Ala

cca
Pro

tat
Tyr

tgg
Trp
130

cca
Pro

aca
Thr

acc
Thr

Cccc
Pro

acc
Thr
210

aat
Asn

tct
Ser

ctg
Leu

ctc
Leu

agc
Ser
290

gag
Glu

acg
Thr

aat
Asn

Cccc
Pro

cag
Gln

tgt
Cys
115

ggc
Gly

agc
Ser

gcc
Ala

gtg
val

gct
Ala
195

gtg
val

cac
H1s

tgt
Cys

999
Gly

atg
Met
275

cac
H1s

atc
Ile
355

gtg
val

100

aca
Thr

caa
Gln

gtc
val

gcc
Ala

agc
Ser
180

gtc
val

CCcC
Pro

aag
Lys

gac
Asp

gga
Gly
260

atc
Ile

gaa
Glu

ce_at
H1s

cgg
Arg

aag
Lys
340

gag
Glu

tac
Tyr

aga
Arg

ggc
Gly

ttc
Phe

ctg
Leu
165

tgg
Trp

ctg
Leu

tcc
Ser

CCcC
Pro

aaa
Lys
245

CCcC
Pro

tcc
Ser

gac
Asp

aat
Asn

gtg
val
325

gag
Glu

aaa
Lys

acc
Thr

FP1430PCT_Sequence Listing(6125567_1)

atc
Ile

acc
Thr

ccc
Pro
150

ggc
Gly

aac
Asn

cag
Gln

agc
Ser

agc
Ser
230

act
Thr

tca
Ser

cgg
Arg

cct
Pro

gcc
Ala
310

gtc
val

tac
Tyr

acc
Thr

ctg
Leu

tac
Tyr

act
Thr
135

ctg
Leu

tgc
Cys

tca
Ser

tcc
Ser

agc
Ser
215

aac
Asn

cac
H1s

gtc
val

acc
Thr

gag
Glu
295

aag
Lys

agc
Ser

aag
Lys

atc
Ile

CCcC
Pro

tat
Tyr
120

ctc
Leu

gca
Ala

ctg
Leu

ggc
Gly

tca
Ser
200

ttg
Leu

acc
Thr

aca
Thr

ttc
Phe

cct
Pro
280

gtc
val

aca
Thr

gtc
val

tgc
Cys

tcc
Ser
360

cca
Pro

105

gat
Asp

aca
Thr

CCcC
Pro

gtc
val

gcc
Ala
185

gga
Gly

g9c

aag
Lys

tgc
Cys

ctc
Leu
265

gag
Glu

aag
Lys

aag
Lys

ctc
Leu

aag
Lys
345

aaa
Lys

tcc
Ser

tac
Tyr

gtc
val

tcc
Ser

aag
Lys
170

ctg
Leu

ctc
Leu

acc
Thr

gtg
val

cca
Pro
250

ttc
Phe

gtc
val

ttc
Phe

CCcC
Pro

acc
Thr
330

gtc
val

gcc
Ala

cgg
Arg

Page 22

gac
Asp

agc
Ser

tcc
Ser
155

gac
Asp

acc
Thr

tac
Tyr

cag
Gln

gac
Asp
235

CCC
Pro

CCcC
Pro

aca
Thr

aac
Asn

cgg
Arg
315

gtc
val

tcc
Ser

aaa
Lys

gag
Glu

999
Gly

tca
ser
140

aag
Lys

tac
Tyr

agc
ser

tcc
Ser

acc
Thr
220

aag
Lys

tgc
Cys

cca
Pro

tgc
Cys

tgg
Trp
300

gag
Glu

ctg
Leu

aac
Asn

ggc
Gly

gag
Glu

tac
Tyr
125

gcc
Ala

agc
Ser

ttc
Phe

ggc
Gly

ctc
Leu
205

tac
Tyr

aga
Arg

cca
Pro

aaa
Lys

gtg
val
285

tac
Tyr

gag
Glu

cac
H1s

aaa
Lys

cag
Gln
365

atg
Met

110

tac
Tyr

tcc
sSer

acc
Thr

CCC
Pro

gtg
val
190

agc
Ser

atc
Ile

gtt
val

gca
Ala

ccc
Pro
270

gtg
val

cag
Gln

cag
Gln

gcc
Ala
350

CCC
Pro

acc
Thr

ttt
Phe

acc
Thr

tct
Ser

gaa
Glu
175

cac
H1s

agc
Ser

tgc
Cys

gag
Glu

cct
Pro
255

aag
Lys

gtg
val

gac
Asp

tac
TYyr

gac
Asp
335

ctc
Leu

cgg
Arg

aag
Lys

gac
Asp

aag
Lys

ggc
Gly
160

CcccC
Pro

acc
Thr

aac
Asn

ccc
Pro
240

gaa
Glu

gac
Asp

gac
Asp

aac
Asn
320

tgg
Trp

cca
Pro

gaa
Glu

aac
Asn

384

432

480

528

576

624

672

720

768

816

864

912

960

1008

1056

1104

1152



cag
Gln
385

gcc
Ala

acc
Thr

ctc
Leu

tcc
ser

tcc
ser
465

370

gtc
val

val

cct
Pro

acc
Thr

gtg
val
450

ctg
Leu

<210>
<211>
<212>
<213>

<220>
<223>

<400>

agc
Ser

gag
Glu

Cccc
Pro

gtg
val
435

atg
Met

tct
Ser

33
470
PRT

ctg
Leu

tgg
Trp

gtg
val
420

gac
Asp

ce_at
H1s

CCcC
Pro

acc
Thr

gag
Glu
405

ctg
Leu

aag
Lys

gag
Glu

FP1430PCT_Sequence Listing(6125567_1)

tgc
Cys
390

agc
Ser

gac
Asp

agc
Ser

gct
Ala

aaa
Lys
470

375

ctg
Leu

aat
Asn

tcc
Ser

agg
Arg

ctg
Leu
455

Artificial Sequence

Synthetic Construct

33

Met Lys His Leu
1

val

Pro

Thr

Glu

65

Thr

Tyr

Leu

Gly

Asn

50

Trp

Lys

Ala

Tyr

Ser

Ala

35

Tyr

Ile

Phe

Tyr

Cys
115

Gln

20

Ser

Trp

Gly

Lys

Met

100

Thr

Trp Phe Phe

5

val

val

Asp

Asn

85

Gln

Arg

Gln

Asn

Asn

Ile

70

Lys

Leu

Ile

Leu

Leu

Trp

55

Tyr

Ala

Ser

Tyr

gtc
val

ggc
Gly

gac
Asp

tgg
Trp
440

cac
H1s

Leu

Gln

ser

40

val

Pro

Thr

Ser

Tyr
120

aaa
Lys

cag
Gln

ggc
Gly
425

cag
Gln

aac
Asn

Leu

Gln

25

Cys

Lys

Gly

Leu

Leu

105

Asp

ggc ttc
Gly Phe
395

ccc gag
Pro Glu
410

tcc ttc
Ser Phe

cag ggc
GIn Gly

cac tac
His Tyr

Leu val
10

Pro Gly

Lys Ser

Gln Arg

Thr Ser
75

Thr val
90

Thr Ser

Tyr Asp

Page 23

380
tat
Tyr

aac
Asn

ttc
Phe

aac
Asn

acc
Thr
460

Ala

Ala

Ser

Pro

60

Thr

Asp

Asp

Gly

CCcC
Pro

aac
Asn

ctc
Leu

gtc
val
445

cag
Gln

Ala

Glu

Gly

45

Gly

Thr

Thr

Asp

Tyr
125

agc
Ser

tac
Tyr

tac
Tyr
430

ttc
Phe

aag
Lys

Pro

Leu

30

Tyr

Gln

Asn

sSer

Ser

110

Tyr

gac
Asp

aag
Lys
415

agc
Ser

tca
Ser

agc
Ser

Arg

15

val

Thr

Gly

TYyr

ser

95

Ala

Phe

atc
Ile
400

acc
Thr

aag
Lys

tgc
Cys

ctc
Leu

Trp

Lys

Phe

Leu

Asn

80

Ser

val

Asp

1200

1248

1296

1344

1392

1410



Gly

val

Phe

val

val

225

Lys

Leu

Thr

val

val

305

sSer

Leu

Ala

Pro

Gln
385

Thr

Thr

Pro

Thr

210

Asn

Ser

Leu

Leu

Ser

290

Thr

Asn

Pro

Gln

370

val

Gly

Ser

Ala

val

Ala

195

val

Cys

Gly

Met

275

His

val

Tyr

Gly

Ile

355

val

Ser

Gln

val

Ala

Ser

180

val

Pro

Lys

Asp

Glu

His

Arg

Lys

340

Tyr

Leu

Gly

Phe

Leu

165

Trp

Leu

Ser

Pro

Lys

245

Pro

Ser

Asp

Asn

val

325

Glu

Lys

Thr

Thr

FP1430PCT_Sequence Listing(6125567_1)

Thr Thr Leu Thr val Ser Ser

Pro

150

Gly

Asn

Gln

Ser

Ser

230

Thr

Ser

Arg

Pro

Ala

310

val

Tyr

Thr

Leu

Cys
390

135

Leu

Cys

Ser

Ser

ser

215

Asn

His

val

Thr

Glu

295

Lys

Ser

Lys

Ile

Pro

375

Leu

Ala

Leu

Gly

ser

200

Leu

Thr

Thr

Phe

Pro

280

val

Thr

val

Cys

ser

360

Pro

val

Pro

val

Ala

185

Gly

Gly

Lys

Cys

Leu

265

Glu

Lys

Lys

Leu

Lys

Lys

Ser

Lys

Ser Ser

155

Lys Asp

Leu Thr

Leu Tyr

Thr Gln

val Asp

Pro Pro

250

Phe Pro

val Thr

Phe Asn

Pro Arg

Thr val

330

val Ser

Ala Lys

Arg Glu

Gly Phe
395

Page 24

140

Lys

Tyr

Ser

Ser

Thr

220

Lys

Cys

Pro

Cys

Leu

Asn

Gly

Glu

380

Tyr

Ala Ser Thr

Ser

Phe

Gly

Leu

205

Tyr

Arg

Pro

Lys

val

285

Tyr

Lys
Gln
365

Met

Pro

Thr

Pro

val

190

Ser

Ile

val

Ala

Pro

270

val

val

Gln

Gln

Ala

350

Pro

Thr

ser

Ser

Glu

175

Ser

Cys

Glu

Pro

255

Lys

val

Asp

Tyr

Asp

335

Leu

Arg

Lys

Asp

Lys

Gly

Pro

Thr

val

Asn

Pro

240

Asp

Asp

Gly

Asn

320

Trp

Pro

Asn

Ile
400



Ala

Thr

Leu

ser

ser
465

val

Pro

Thr

val

450

Leu

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
ccagcctccg gactctagag ccacc

agc
ser
10

cag
Gln

agc
ser

cag
Gln

aga
Arg

gac
Asp
90

tat
Tyr

acc

ctg
Leu

agc
ser

tgc
cys

aag
Lys

tac
Tyr
75

ttc
Phe

cac
H1s

aag

Glu

Pro

val

435

Met

Ser

34
752
DNA

Trp

val

420

Asp

Pro

Glu

405

Leu

Lys

Glu

Gly

FP1430PCT_Sequence Listing(6125567_1)

Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys

Asp

Ser

Ala

Lys
470

410

Ser Asp Gly Ser Phe Phe Leu Tyr

425

430

Arg Trp Gln GIn Gly Asn val Phe

440

445

Leu His Asn His Tyr Thr GIn Lys

455

Artificial Sequence

Nucleotide coding 1light chain of

CDS

(26)..(727)

34

ctg
Leu

cccC
Pro

aag
Lys

gcc
Ala
60

acc
Thr

acc
Thr

tgc
cys

ctg

ctg
Leu

aag
Lys

gcc
Ala
45

gag
Glu

ggc
Gly

ctg
Leu

tgg
Trp

agc
Ser
30

agc
Ser

cag
Gln

gtg
val

aca
Thr

cag
Gln
110

atc

atc
Ile
15

atg
Met

Glu

tcc
Ser

CCcC
Pro

atc
Ile
95

agc
Ser

aag

agc
Ser

agc
Ser

aac
Asn

CCcC
Pro

gat
Asp
80

agc
Ser

tac
Tyr

cgg

aag
Lys
65

aga
Arg

agc
Ser

agc
ser

gct

gcc
Ala

tcc
Ser

ggc
Gly
50

CCC
Pro

ttc
Phe

tac
Tyr

gtg

ctg
Leu

tac
Tyr

gtg
val
35

aac
Asn

ctg
Leu

acc
Thr

cag
Gln

ccc
Pro
115

gcc

Page 25

460

chimeric #1G5

cag
Gln

ggc
Gly
20

ggc
Gly

agc
ser

atc
Ile

ggc
Gly

gcc
Ala
100

tac
Tyr

gct

acc
Thr

daac
Asn

gag
Glu

tac
Tyr

agc
ser
85

gag
Glu

acc
Thr

CCC

cag
Gln

atc
Ile

aga
Arg

tcc
Ser

ggc
Gly
70

ggc
Gly

gac
Asp

ttt
Phe

tcc

tgg
Trp
55

gcc
Ala

agc
ser

ctg
Leu

415

Ser

Ser

Ser

ttc
Phe

atg
Met

acc
Thr
40

tat
Tyr

agc
ser

gcc
Ala

gcc
Ala

gga
Gly
120

ttc

Thr

Lys

Cys

Leu

atc
Ile

acc
Thr
25

ctg
Leu

cag
Gln

aac
Asn

acc
Thr

gat
Asp
105

ggc
Gly

atc

52

100

148

196

244

292

340

388

436



Thr

ttt
Phe

tgc
Cys

gtg
val
170

cag
Gln

tcc
Ser

cac
H1s

tgt
cys

Lys

cCa
Pro

ctg
Leu
155

gac
Asp

gac
Asp

aag
Lys

cag
Gln

Leu

ccc
Pro
140

ctg
Leu

aat
Asn

agc
ser

gcc
Ala

ggc
Gly
220

Glu
125

agc
Ser

aac
Asn

gcc
Ala

aag
Lys

gac
Asp
205

ctg
Leu

Ile

gac
Asp

aac
Asn

ctg
Leu

gac
Asp
190

tac
Tyr

tct
Ser

FP1430PCT_Sequence Listing(6125567_1)
Ala Ala Pro Ser val Phe

Lys

gag
Glu

ttc
Phe

cag
Gln
175

tcc
Ser

gag
Glu

agc
Ser

Arg

cag
Gln

tac
Tyr
160

agc
Ser

acc
Thr

aag
Lys

CCcC
Pro

Ala

ctg
Leu
145

CCcC
Pro

ggc
Gly

tac
Tyr

cac
H1s

gtg
val
225

tgagtttaaa cgggggaggc taact

<210>
<211>
<212>
<213>

<220>
<223>

<400>

35
234
PRT

Artificial Sequence

Synthetic Construct

35

Met val Leu

1

Gly

Met

val

Arg

Ser

Ala

Ser

Gly

50

Pro

Phe

val

Tyr

val

35

Asn

Leu

Thr

Gln

Gln
Gly
20

Gly

Ser

Gly

Ala
100

Thr

5

Asn

Glu

val

Tyr

Ser

85

Glu

Gln

Ile

Arg

Ser

Gly

70

Gly

Asp

val

val

val

Trp

55

Ala

Ser

Leu

Phe

Met

Thr

40

Tyr

Ser

Ala

Ala

val
130

aag
Lys

cgc
Arg

aac
Asn

agc
ser

aag
Lys
210

acc
Thr

Thr

25

Leu

Gln

Asn

Thr

Asp
105

tcc ggc
Ser Gly

gag gcc
Glu Ala

tcc cag
ser Gln
180

ctg agc
Leu Ser
195

gtg tac
val Tyr

aag agc
Lys Ser

Ser Leu
10

Gln Ser

Ser Cys

GIn Lys

Arg Tyr
75

Asp Phe
90

Tyr His

Page 26

aca
Thr

aag
Lys
165

gaa
Glu

agc
ser

gcc
Ala

ttc
Phe

Leu

Pro

Lys

Ala

60

Thr

Thr

Cys

gct
Ala
150

gtg
val

agc
ser

acc
Thr

tgc
Cys

aac
Asn
230

Leu

Lys

Ala

45

Glu

Gly

Leu

Gly

135
agc
ser

cag
Gln

gtg
val

ctg
Leu

gaa
Glu
215

cgg
Arg

Trp

Ser

30

Ser

Gln

val

Thr

Gln
110

gtc
val

tgg
Trp

acc
Thr

acc
Thr
200

gtg
val

Ile

15

Met

Glu

Ser

Pro

Ile

95

Ser

aag
Lys

gag
Glu
185

ctg
Leu

acc

Thr

Glu

Ser

Ser

Asn

Pro

Asp

80

Ser

Tyr

484

532

580

628

676

724

752



Ser

Ala

Leu

145

Pro

val
225

Tyr

val

130

Lys

Arg

Asn

Ser

Lys

210

Thr

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg aaa cac ctg
Met Lys His Leu
1

gtg
val

cct
Pro

acc
Thr

gaa
Glu
65

ctg
Leu

ggc
Gly

agc
ser
50

tgg
Trp

Pro Tyr
115

Ala Ala

Ser Gly

Glu Ala

Ser Gln
180

Leu Ser
195

val Tyr

Lys Ser

36
1422
DNA

Thr

Pro

Thr

Lys

Glu

Ser

Ala

Phe

FP1430PCT_Sequence Listing(6125567_1)

Phe

Ser

Ala

150

val

Ser

Thr

cys

Asn
230

Gly

val

135

Ser

Gln

val

Leu

Glu

215

Arg

Artificial Sequence

Gly Gly Thr Lys Leu
120

Phe

val

Trp

Thr

Thr

200

val

Gly

Ile

val

Lys

Glu

185

Leu

Thr

Glu

Phe

Cys

val

170

Gln

Ser

His

Cys

Nucleotide coding heavy chain of

CDS

(1)..(1422)

36

agc cag
Ser Gln
20

gcc tct
Ala Ser
35

tac tgg
Tyr Trp

atc ggc
Ile Gly

tgg
Trp

gtg
val

gtg

atc
Ile

aat
Asn

ttc
Phe

cag
Gln

aag
Lys

aac
Asn

atc
Ile
70

ttc
Phe

ctg
Leu

ctg
Leu

tgg
Trp
55

tac
Tyr

ctc
Leu

cag
Gln

agc
Ser
40

gtc
val

CCcC
Pro

ctg
Leu

cag
Gln
25

tgc
Cys

aag
Lys

ctg
Leu
10

cct
Pro

aag
Lys

cag
Gln

agc
Ser

Page 27

Pro

Leu

155

Asp

Asp

Lys

Gln

Pro

140

Leu

Asn

Ser

Ala

Glu ITe Lys

125

Ser

Asn

Ala

Lys

Asp

205

Leu

Asp

Asn

Leu

Asp

Tyr

Ser

chimeric #1G5

gcc
Ala

cgg
Arg

agc
ser
75

gca
Ala

gcc
Ala

agc
ser

cca
Pro
60

agc
Ser

gct
Ala

gaa
Glu

ggc
Gly
45

ggc
Gly

atc
Ile

CCC
Pro

ctc
Leu
30

tac
Tyr

cag
Gln

aac
Asn

Glu

Phe

Gln
175

Ser

Glu

Ser

aga
Arg
15

gtg
val

acc
Thr

ggc
Gly

tac
TYyr

Arg

Tyr
160

Ser

Thr

Lys

Pro

tgg
Trp

ada
Lys

ttc
Phe

ctg
Leu

aac
Asn
80

48

96

144

192

240



gag
Glu

aca
Thr

tac
Tyr

tac
Tyr

gcc
Ala
145

agc
Ser

ttc
Phe

ctc
Leu

tac
Tyr
225

aga
Arg

cca
Pro

aaa
Lys

tac
Tyr
305

gag
Glu

cac
H1s

aag
Lys

gcc
Ala

tac
Tyr

gcc
Ala
130

tcc
Ser

acc
Thr

CcccC
Pro

gtg

agc
Ser
210

atc
Ile

gtt
val

gca
Ala

CcccC
Pro

gtg
val
290

gtg
val

cag
Gln

cag
Gln

ttc
Phe

tac
Tyr

tgc
Cys
115

atg
Met

acc
Thr

tct
Ser

gaa
Glu

cac
His
195

agc
Ser

tgc
Cys

gag
Glu

cct
Pro

aag
Lys
275

gtg
val

gac
Asp

tac
Tyr

gac
Asp

aag
Lys

atg
Met
100

agc
Ser

gac
Asp

aag
Lys

ccc
Pro
180

acc
Thr

aac
Asn

CCcC
Pro

gaa
Glu
260

gac
Asp

gac
Asp

aac
Asn

tgg
Trp
340

agc
Ser
85

cag
Gln

cgg
Arg

tac
TYyr

ggc
Gly

ggc
Gly
165

gtg
val

ttc
Phe

gtg

gtg
val

aaa
Lys
245

ctc
Leu

acc
Thr

agc
Ser
325

ctg
Leu

FP1430PCT_Sequence Listing(6125567_1)
gtg gac acc

aag
Lys

ctg
Leu

acc
Thr

tgg
Trp

cca
Pro
150

aca
Thr

acc
Thr

CCcC
Pro

acc
Thr

aat
Asn
230

tct
Ser

ctg
Leu

ctc
Leu

agc
Ser

gag
Glu
310

acg
Thr

aat
Asn

gcc
Ala

tcc
Ser

atc
Ile

ggc
Gly
135

agc
Ser

gcc
Ala

gtg
val

gct
Ala

gtg
val
215

cac
H1s

tgt
cys

g99
Gly

atg
Met

cac
His
295

gtg
val

tac
Tyr

acc
Thr

agc
Ser

tac
Tyr
120

cag
Gln

gtc
val

gcc
Ala

agc
Ser

gtc
val
200

CCcC
Pro

aag
Lys

gac
Asp

Gly

atc
Ile
280

gaa
Glu

Cé?.t
H1s

cgg
Arg

aag
Lys

ctg
Leu

ctg
Leu
105

aac
Asn

ggc
Gly

ttc
Phe

ctg
Leu

tgg
Trp
185

ctg
Leu

tcc
Ser

CCcC
Pro

aaa
Lys

ccc
Pro
265

tcc
Ser

gac
Asp

aat
Asn

gag
Glu
345

acc
Thr
90

acc
Thr

tac
Tyr

acc
Thr

CCcC
Pro

ggc
Gly
170

aac
Asn

cag
Gln

agc
Ser

agc
Ser

act
Thr
250

tca
ser

cgg
Arg

cct
Pro

gcc
Ala

gtc
val
330

tac
Tyr

Page 28

val

agc
Ser

ggc
Gly

agc
Ser

ctg
Leu
155

tgc
Cys

tca
Ser

tcc
Ser

agc
Ser

aac
Asn
235

cac
H1s

gtc
val

acc
Thr

gag
Glu

aag
Lys
315

agc
ser

aag
Lys

Asp

gac
Asp

agc
ser

gtg
val
140

gca
Ala

ctg
Leu

ggc
Gly

tca
Ser

ttg
Leu
220

acc
Thr

aca
Thr

ttc
Phe

cct
Pro

gtc
val
300

aca
Thr

gtc
val

tgc
Cys

Thr

gac
Asp

tcc
sSer
125

atc
Ile

CCC
Pro

gtc
val

gcc
Ala

gga
Gly
205

ggc
Gly

aag
Lys

tgc
Cys

ctc
Leu

gag
Glu
285

aag
Lys

aag
Lys

ctc
Leu

aag
Lys

agc
Ser

agc
Ser
110

ggc
Gly

gtc
val

tcc
ser

aag
Lys

ctg
Leu
190

ctc
Leu

acc
Thr

val

cca
Pro

ttc
Phe
270

gtc
val

ttc
Phe

CCC
Pro

acc
Thr

gtc
val
350

agc
Ser
95

gcc
Ala

tac
TYyr

agc
Ser

tcc
Ser

gac
Asp
175

acc
Thr

tac
Tyr

cag
Gln

gac
Asp

ccc
Pro
255

CcccC
Pro

aca
Thr

aac
Asn

cgg
Arg

gtc
val
335

tcc
Ser

tcc
Ser

aat
Asn

tca
Ser

aag
Lys
160

tac
TYyr

agc
Ser

tcc
Ser

acc
Thr

aag
Lys
240

tgc
Cys

cca
Pro

tgc
Cys

tgg
Trp

gag
Glu
320

ctg
Leu

aac
Asn

288

336

384

432

480

528

576

624

672

720

768

816

864

912

960

1008

1056



aaa
Lys

cag
Gln

atg
Met
385

CCC
Pro

aac
Asn

ctc
Leu

gtc
val

cag
Gln
465

gcc
Ala

ccc
Pro
370

acc
Thr

agc
Ser

tac
Tyr

tac
Tyr

ttc
Phe
450

aag
Lys

<210>
<211>
<212>
<213>

<220>
<223>

<400>

ctc cca
Leu Pro
355

Cgg gaa
Arg Glu

aag aac
Lys Asn

gac atc
Asp Ile

aag acc
Lys Thr
420

agc aag
ser Lys
435

tca tgc
Ser Cys

agc ctc
ser Leu

37
474
PRT

gcc
Ala

cCa
Pro

cag
Gln

gcc
Ala
405

acc
Thr

ctc
Leu

tcc
Ser

tcc
Ser

FP1430PCT_Sequence Listing(6125567_1)

CCcC
Pro

cag
Gln

gtc
val
390

gtg
val

cct
Pro

acc
Thr

gtg
val

ctg
Leu
470

atc
Ile

gtg
val
375

agc
Ser

gag
Glu

CCcC
Pro

atg
Met
455

tct
Ser

Artificial Sequence

Synthetic Construct

37

Met Lys His Leu
1

val

Pro

Thr

Glu

65

Thr

Leu

Gly

ser

50

Trp

Lys

Ala

Ser Gln
20

Ala Ser

35

Tyr Trp

Ile Gly

Phe Lys

Tyr Met

Trp Phe Phe

5

val

val

Ile

Asn

ser

85

Gln

Gln

Lys

Asn

Ile

70

Lys

Leu

Leu

Leu

Trp

55

Tyr

Ala

Ser

gag
Glu
360

tac
Tyr

ctg
Leu

tgg
Trp

gtg
val

gac
Asp
440

C@t
H1s

CCcC
Pro

Leu

Gln

ser

40

val

Pro

Thr

ser

aaa
Lys

acc
Thr

acc
Thr

gag
Glu

ctg
Leu
425

aag
Lys

gag
Glu

Leu

Gln

25

Cys

Lys

Gly

Leu

Leu

acc
Thr

ctg
Leu

tgc
Cys

agc
Ser
410

gac
Asp

agc
Ser

gct
Ala

aaa
Lys

Leu

10

Pro

Lys

Gln

sSer

Thr
90

atc
Ile

CCC
Pro

ctg
Leu
395

aat
Asn

tcc
Ser

agg
Arg

ctg
Leu

val

Gly

Ala

Arg

ser

75

val

tcc
Ser

cca
Pro
380

gtc
val

g9c

gac
Asp

tgg
Trp

cac
His
460

Ala

Ala

Ser

Pro

60

Ser

Asp

Thr Ser Asp

Page 29

aaa
Lys
365

tcc
Ser

aaa
Lys

cag
Gln

Gly
cag

Gln
445

aac
Asn

Ala

Glu

Gly

45

Gly

Ile

Thr

Asp

gcc aaa
Ala Lys

C€gg 9ag
Arg Glu

ggc ttc
Gly Phe

ccc gag
Pro Glu
415

tcc ttc
Ser Phe
430

cag ggc
Gln Gly

cac tac
His Tyr

Pro Arg
15

Leu val
30

Tyr Thr

Gln Gly

Asn Tyr

Ser Ser

95

Ser Ala

Gly

gag
Glu

tat
Tyr
400

aac
Asn

ttc
Phe

aac
Asn

acc
Thr

Trp

Lys

Phe

Leu

Asn

80

Ser

val

1104

1152

1200

1248

1296

1344

1392

1422



Tyr

Tyr

Ala

145

ser

Phe

Leu

TYyr

225

Arg

Pro

Lys

val

Tyr

305

Glu

His

Lys

Gln

Tyr

Ala

130

Ser

Thr

Pro

val

Ser

210

val

Ala

Pro

val

290

val

Gln

Gln

Ala

Pro

Cys

115

Met

Thr

Ser

Glu

His

195

Ser

Cys

Glu

Pro

Lys

275

val

Asp

Tyr

Asp

Leu

355

Arg

100

Ser

Asp

Lys

Gly

Pro

180

Thr

val

Asn

Pro

Glu

260

Asp

Asp

Gly

Asn

Trp

Pro

Glu

Arg

TYyr

Gly

Phe

val

val

Lys

245

Leu

Thr

val

val

ser

325

Leu

Ala

Pro

FP1430PCT_Sequence Listing(6125567_1)

Thr

Trp

Pro

150

Thr

Thr

Pro

Thr

Asn

230

Ser

Leu

Leu

Ser

Glu

310

Thr

Asn

Pro

Gln

105

Ile Tyr Asn

Ala

val

Ala

val

215

His

Cys

Gly

Met

His

295

val

Tyr

Gly

Ile

val

120

Gln

val

Ala

Ser

val

200

Pro

Lys

Asp

Gly

Ile

280

Glu

His

Arg

Lys

Glu

360

Tyr

Gly

Phe

Leu

Trp

Leu

Ser

Pro

Lys

Pro

265

Ser

Asp

Asn

val

Glu

345

Lys

Thr

Tyr Gly

Thr Ser

Pro Leu

155

Gly Cys

Asn Ser

Gln Ser

Ser Ser

Ser Asn

235

Thr His

250

Ser val

Arg Thr

Pro Glu

Ala Lys

val Ser

330

Tyr Lys

Thr Ile

Leu Pro
Page 30

Ser

val

140

Ala

Leu

Gly

Ser

Leu

220

Thr

Thr

Phe

Pro

val

300

Thr

val

Cys

Ser

Pro

110

Ser Gly Tyr

125

Ile

Pro

val

Ala

Gly

Gly

Lys

Cys

Leu

Glu

285

Lys

Lys

Leu

Lys

Lys

ser

val

Ser

Lys

Leu

190

Leu

Thr

val

Pro

Phe

270

val

Phe

Pro

Thr

val

350

Ala

Arg

Ser

Ser

Asp

Thr

Tyr

Gln

Asp

Pro

255

Pro

Thr

Asn

Arg

val

335

Ser

Lys

Glu

Asn

Ser

Lys

TYyr

Ser

Ser

Thr

Lys

240

Cys

Pro

Cys

Trp

Glu

320

Leu

Asn

Gly

Glu



370

Met Thr
385

Pro Ser

Asn Tyr

Leu Tyr

val Phe
450

Gln Lys
465

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>

Lys

Asp

Lys

ser

435

Ser

Ser

38
752
DNA

Asn

Thr

420

Lys

Cys

Leu

Gln

Ala

405

Thr

Leu

Ser

Ser

FP1430PCT_Sequence Listing(6125567_1)

375

val Ser Leu Thr

390

val

Pro

Thr

val

Leu
470

Glu

Pro

val

Met

455

Ser

Artificial Sequence

Trp

val

Asp

440

His

Pro

Glu

Leu

425

Lys

Glu

Gly

Cys

ser

410

Asp

Ser

Ala

Lys

Nucleotide coding 1light chain of

CDS

(26)..(727)

38

ccagcctccg gactctagag ccacc

agc ctg
Ser Leu
10

cag agc
Gln Ser

agc tgc
ser Cys

cag aag
Gln Lys

aga tac
Arg Tyr
75

gac ttc
Asp Phe
90

ctg
Leu

cccC
Pro

aag
Lys

ccc
Pro
60

acc
Thr

acc
Thr

ctg
Leu

aag
Lys

gcc
Ala
45

gag
Glu

ggc
Gly

ctg
Leu

tgg
Trp

agc
Ser
30

agc
Ser

cag
Gln

val

acc
Thr

atc
Ile
15

atg
Met

Glu

tcc
Ser

CCcC
Pro

gtg
val
95

agc
Ser

agc
Ser

aac
Asn

CCcC
Pro

gat
Asp
80

tcc
Ser

aag
Lys
65

cgg
Arg

aat
Asn

gcc
Ala

tcc
Ser

ggc
Gly
50

ctg
Leu

ttc
Phe

ctg
Leu

tac
Tyr

gtg
val
35

gtg
val

ctg
Leu

acc
Thr

cag
Gln

Page 31

Leu

395

Asn

Ser

Arg

Leu

380

val Lys Gly Phe

Gly GIn Pro

Asp Gly Ser

430

Trp Gln Gln

445

His Asn His

460

chimeric #4cC13

cag
Gln

ggc
Gly
20

ggc
Gly

tcc
Ser

atc
Ile

ggc

gcc
Ala
100

acc
Thr

daac
Asn

gag
Glu

tac
Tyr

tct
Ser
85

gag
Glu

cag
Gln

atc
Ile

aga
Arg

tcc
Ser

ggc
Gly
70

aga
Arg

gac
Asp

tgg
Trp
55

gcc
Ala

agc
ser

ctg
Leu

Glu
415

Phe

Gly

Tyr

ttc
Phe

atg
Met

acc
Thr
40

tat
Tyr

agc
ser

gcc
Ala

gcc
Ala

Tyr
400

Asn

Phe

Asn

Thr

atc
Ile

acc
Thr
25

ctg
Leu

cag
Gln

aac
Asn

acc
Thr

gat
Asp
105

52

100

148

196

244

292

340



tac
Tyr

acc
Thr

ttc
Phe

tgc
Cys

gtg
val
170

cag
Gln

agc
ser

cac
H1s

tgt
Cys

cac
H1s

cgg
Arg

cCa
Pro

ctg
Leu
155

gac
Asp

gac
Asp

aag
Lys

cag
Gln

tgt
cys

ctg
Leu

cct
Pro
140

ctg
Leu

aat
Asn

agc
ser

gcc
Ala

ggc
Gly
220

ggc
Gly

gaa
Glu
125

agc
Ser

aac
Asn

gcc
Ala

aag
Lys

gac
Asp
205

ctg
Leu

cag
Gln
110

atc
Ile

gac
Asp

aac
Asn

ctg
Leu

gac
Asp
190

tac
Tyr

tct
Ser

FP1430PCT_Sequence Listing(6125567_1)

agc
Ser

aag
Lys

gag
Glu

ttc
Phe

cag
Gln
175

tcc
Ser

gag
Glu

agc
Ser

tac
Tyr

aga
Arg

cag
Gln

tac
Tyr
160

agc
Ser

acc
Thr

aag
Lys

CCcC
Pro

agc
ser

gct
Ala

ctg
Leu
145

CCC
Pro

ggc
Gly

tac
Tyr

cac
H1s

gtg
val
225

tgagtttaaa cgggggaggc taact

<210>
<211>
<212>
<213>

<220>
<223>

<400>

39
234
PRT

Artificial Sequence

Synthetic Construct

39

Met val Leu Gln Thr GIn val

1

Gly Ala Tyr

Met Ser Vval

35

val Gly val

50

Lys Leu Leu

65

5

Gly Asn ITe val

20

Gly Glu Arg val

Ser val Ser Trp

55

Ile Tyr Gly Ala
70

Phe

Met

Thr

40

Tyr

Ser

tac
Tyr

gtg
val
130
aag
Lys

cgc
Arg

aac
Asn

agc
ser

aag
Lys
210

acc
Thr

Thr

25

Leu

Gln

Asn

ccc
Pro
115

gcc
Ala

tcc
Ser

gag
Glu

agc
ser

ctg
Leu
195

gtg
val

aag
Lys

Ser

10

Gln

Ser

Gln

Arg

Page 32

tac
Tyr

gct
Ala

ggc
Gly

gcc
Ala

cag
Gln
180

agc
ser

tac
Tyr

agc
ser

Leu

Ser

Cys

Lys

Tyr
75

acc
Thr

CCC
Pro

aca
Thr

aag
Lys
165

gaa
Glu

agc
ser

gcc
Ala

ttc
Phe

Leu

Pro

Lys

Pro

60

Thr

ttc
Phe

tcc
Ser

gcc
Ala
150

gtg
val

agc
ser

acc
Thr

tgc
Cys

aac
Asn
230

Leu

Lys

Ala

45

Glu

Gly

ggc
Gly

gtg
val
135

tct
Ser

cag
Gln

gtg
val

ctg
Leu

gaa
Glu
215

cgg
Arg

Trp

Ser

30

Ser

Gln

val

gga
Gly
120

ttc
Phe

gtc
val

tgg
Trp

acc
Thr

aca
Thr
200

gtg
val

Ile

15

Met

Glu

Ser

Pro

Gly

atc
Ile

aag
Lys

gag
Glu
185

ctg
Leu

acc

Thr

Glu

Ser

Ser

Asn

Pro

Asp
80

388

436

484

532

580

628

676

724

752



Arg

Asn

Ser

Ala

Leu

145

Pro

val
225

Phe

val

Tyr

val

130

Lys

Arg

Asn

Ser

Lys

210

Thr

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg aaa cac
Met Lys His
1

gtg
val

cct
Pro

acc
Thr

ctg
Leu

ggc
Gly

acc
Thr

Thr

Gln

Pro

115

Ala

Ser

Glu

Ser

Leu

195

val

Lys

40
1410
DNA

Gly

Ala

100

Tyr

Ala

Gly

Ala

Gln

180

Ser

Tyr

Ser

Ser

85

Glu

Thr

Pro

Thr

Lys

Glu

Ser

Ala

Phe

FP1430PCT_Sequence Listing(6125567_1)
Arg Ser Ala Thr Asp Phe Thr Leu Thr val

Asp

Phe

Ser

Ala

150

val

Ser

Thr

cys

Asn
230

Leu

Gly

val

135

Ser

Gln

val

Leu

Glu

215

Arg

Artificial Sequence

Ala

val

Trp

Thr

Thr

200

val

Gly

Asp

105

Gly

Ile

val

Lys

Glu

185

Leu

Thr

Glu

Tyr

Thr

Phe

Cys

val

170

Gln

Ser

Cys

Nucleotide coding heavy chain of

CDS
..

40

agc
Ser

gcc
Ala
35

tac
Tyr

(1410)

ctg
Leu

cag
Gln
20

tct
Ser

tgg
Trp

tgg
Trp

gtg
val

gtg

atc
Ile

ttc
Phe

cag
Gln

aag
Lys

aac
Asn

ttc
Phe

ctg
Leu

ctg
Leu

tgg
Trp

ctc
Leu

cag
Gln

agc
Ser
40

atg
Met

ctg
Leu

cag
Gln
25

tgc
Cys

cag
Gln

ctg
Leu
10

cct
Pro

aag
Lys

cag
Gln

Page 33

His

Arg

Pro

Leu

155

Asp

Asp

Lys

Gln

cys

Leu

Pro

140

Leu

Asn

Ser

Ala

Gly

Glu

125

Ser

Asn

Ala

Lys

205

Leu

Gln

110

Ile

Asp

Asn

Leu

Asp

Tyr

Ser

chimeric #4c13

gcc
Ala

cgg
Arg

gca
Ala

gcc
Ala

agc
ser

cca
Pro

gct
Ala

gaa
Glu

ggc
Gly
45

ggc
Gly

CCC
Pro

ctc
Leu
30

tac
Tyr

cag
Gln

95

Ser

Lys

Glu

Phe

Gln

175

Ser

Glu

Ser

aga
Arg
15

gtg
val

acc
Thr

Gly

Ser

Tyr

Arg

Gln

Tyr
160

Ser

Thr

Lys

Pro

tgg
Trp

aaa
Lys

ttc
Phe

ctg
Leu

48

96

144

192



gaa
Glu
65

gag
Glu

aca
Thr

tac
Tyr

tac
Tyr

ggc
Gly
145

ggc
Gly

val

ttc
Phe

gtg
val
225

aaa
Lys

ctc
Leu

acc
Thr

gtg
val
305

agc
Ser

50

tgg
Trp

aag
Lys

gcc
Ala

tac
TYyr

tgg
Trp
130

cca
Pro

aca
Thr

acc
Thr

Cccc
Pro

acc
Thr
210

aat
Asn

tct
Ser

ctg
Leu

ctc
Leu

agc
Ser
290

gag
Glu

acg
Thr

atc
Ile

ttc
Phe

tac
Tyr

tgc
Cys
115

ggc
Gly

agc
Ser

gcc
Ala

gtg
val

gct
Ala
195

gtg
val

cac
H1s

tgt
Cys

999
Gly

atg
Met
275

cac
H1s

gtg

tac
Tyr

aag
Lys

atg
Met
100

acc
Thr

cag
Gln

gtc
val

gcc
Ala

agc
Ser
180

gtc
val

CCcC
Pro

aag
Lys

gac
Asp

gga
Gly
260

atc
Ile

gaa
Glu

ce_at
H1s

cgg
Arg

aat
Asn

aac
Asn
85

cag
Gln

aga
Arg

Gly

ttc
Phe

ctg
Leu
165

tgg
Trp

ctg
Leu

tcc
Ser

CCcC
Pro

aaa
Lys
245

CCcC
Pro

tcc
Ser

gac
Asp

aat
Asn

gtg
val

FP1430PCT_Sequence Listing(6125567_1)
60

atc
Ile
70

aag
Lys

ctg
Leu

gtg
val

aca
Thr

ccc
Pro
150

ggc
Gly

aac
Asn

cag
Gln

agc
Ser

agc
Ser
230

act
Thr

tca
Ser

cgg
Arg

cct
Pro

gcc
Ala
310

gtc
val

55

tac
Tyr

gcc
Ala

aac
Asn

tac
Tyr

aca
Thr
135

ctg
Leu

tgc
Cys

tca
Ser

tcc
Ser

agc
Ser
215

aac
Asn

cac
H1s

gtc
val

acc
Thr

gag
Glu
295

aag
Lys

agc
Ser

CCcC
Pro

acc
Thr

tcc
Ser

tac
Tyr
120

ctg
Leu

gca
Ala

ctg
Leu

ggc
Gly

tca
Ser
200

ttg
Leu

acc
Thr

aca
Thr

ttc
Phe

cct
Pro
280

gtc
val

aca
Thr

gtc
val

ggc
Gly

ctg
Leu

ctg
Leu
105

gac
Asp

acc
Thr

CCcC
Pro

gtc
val

gcc
Ala
185

gga
Gly

g9c

aag
Lys

tgc
Cys

ctc
Leu
265

gag
Glu

aag
Lys

aag
Lys

ctc
Leu

acc
Thr

acc
Thr
90

acc
Thr

cac
H1s

gtc
val

tcc
ser

aag
Lys
170

ctg
Leu

ctc
Leu

acc
Thr

cca
Pro
250

ttc
Phe

gtc
val

ttc
Phe

CCcC
Pro

acc
Thr

Page 34

aga
Arg
75

gtg
val

agc
Ser

gtg
val

agc
Ser

tcc
sSer
155

gac
Asp

acc
Thr

tac
Tyr

cag
Gln

gac
Asp
235

CCC
Pro

CCcC
Pro

aca
Thr

aac
Asn

cgg
Arg
315

gtc
val

agc
ser

gac
Asp

gac
Asp

ggc
Gly

tca
ser
140

aag
Lys

tac
Tyr

agc
ser

tcc
Ser

acc
Thr
220

aag
Lys

tgc
Cys

cca
Pro

tgc
Cys

tgg
Trp
300

gag
Glu

ctg
Leu

agc
Ser

acc
Thr

gac
Asp

tac
TYyr
125

gcc
Ala

agc
Ser

ttc
Phe

g9c

ctc
Leu
205

tac
Tyr

aga
Arg

cca
Pro

aaa
Lys

gtg
val
285

tac
Tyr

gag
Glu

cac
H1s

aac
Asn

agc
Ser

agc
Ser
110

tac
Tyr

tcc
ser

acc
Thr

CCC
Pro

gtg
val
190

agc
Ser

atc
Ile

gtt
val

gca
Ala

ccc
Pro
270

gtg
val

cag
Gln

cag
Gln

tac
TYyr

agc
Ser
95

gcc
Ala

ttc
Phe

acc
Thr

tct
Ser

gaa
Glu
175

cac
H1s

agc
Ser

tgc
Cys

gag
Glu

cct
Pro
255

aag
Lys

val

gac
Asp

tac
Tyr

gac
Asp

aac
Asn
80

tcc
Ser

gac
Asp

aag
Lys

ggc
Gly
160

CcccC
Pro

acc
Thr

aac
Asn

ccc
Pro
240

gaa
Glu

gac
Asp

gac
Asp

aac
Asn
320

tgg
Trp

240

288

336

384

432

480

528

576

624

672

720

768

816

864

912

960

1008



ctg
Leu

gcc
Ala

cca
Pro

cag
Gln
385

gcc
Ala

acc
Thr

ctc
Leu

tcc
ser

tcc
ser
465

aat
Asn

CcccC
Pro

cag
Gln
370

gtc
val

gtg
val

cct
Pro

acc
Thr

gtg
val
450

ctg
Leu

<210>
<211>
<212>
<213>

<220>
<223>

<400>

Gly

atc
Ile
355

gtg
val

agc
Ser

gag
Glu

CcccC
Pro

gtg
val
435

atg
Met

tct
Ser

41
470
PRT

aag
Lys
340

gag
Glu

tac
Tyr

ctg
Leu

tgg
Trp

gtg
val
420

gac
Asp

ce_at
H1s

CCcC
Pro

325

gag
Glu

aaa
Lys

acc
Thr

acc
Thr

gag
Glu
405

ctg
Leu

aag
Lys

gag
Glu

FP1430PCT_Sequence Listing(6125567_1)

tac
Tyr

acc
Thr

ctg
Leu

tgc
Cys
390

agc
Ser

gac
Asp

agc
Ser

gct
Ala

aaa
Lys
470

aag
Lys

atc
Ile

ccc
Pro
375

ctg
Leu

aat
Asn

tcc
Ser

agg
Arg

ctg
Leu
455

Artificial Sequence

Synthetic Construct

41

Met Lys His Leu
1

val Leu Ser GIn

20

Pro Gly Ala Ser
35

Thr Thr Tyr Trp

50

Glu Trp Ile Gly

65

Trp Phe Phe

5

val

val

Ile

Asn

Gln

Lys

Asn

Ile
70

Leu

Leu

Trp

55

Tyr

tgc
Cys

tcc
Ser
360

cca
Pro

gtc
val

ggc
Gly

gac
Asp

tgg
Trp
440

cac
H1s

Leu

Gln

ser

40

Met

Pro

aag
Lys
345
aaa
Lys

tcc
Ser

aaa
Lys

cag
Gln

ggc
Gly
425

cag
Gln

aac
Asn

Leu

Gln

25

Cys

Gln

Gly

330

gtc
val

gcc
Ala

cgg
Arg

ggc
Gly

ccc
Pro
410

tcc
ser

cag
Gln

cac
H1s

Leu

10

Pro

Lys

Gln

Thr

Page 35

tcc
Ser

aaa
Lys

gag
Glu

ttc
Phe
395

gag
Glu

ttc
Phe

g9c

tac
Tyr

val

Gly

Ala

Arg

Arg
75

aac
Asn

ggc
Gly

gag
Glu
380

tat
Tyr

aac
Asn

ttc
Phe

aac
Asn

acc
Thr
460

Ala

Ala

Ser

Pro

60

Ser

aaa
Lys

cag
Gln
365

atg
Met

CCcC
Pro

aac
Asn

ctc
Leu

gtc
val
445

cag
Gln

Ala

Glu

Gly

45

Gly

Ser

gcc
Ala
350
ccc
Pro

acc
Thr

agc
Ser

tac
Tyr

tac
Tyr
430

ttc
Phe

aag
Lys

Pro

Leu

30

Tyr

Gln

Asn

335

ctc
Leu

cgg
Arg

aag
Lys

gac
Asp

aag
Lys
415

agc
Ser

tca
Ser

agc
Ser

Arg

15

val

Thr

Gly

TYyr

cca
Pro

gaa
Glu

aac
Asn

atc
Ile
400

acc
Thr

aag
Lys

tgc
Cys

ctc
Leu

Trp

Lys

Phe

Leu

Asn
80

1056

1104

1152

1200

1248

1296

1344

1392

1410



Glu

Thr

Tyr

Tyr

Gly

Gly

val

Phe

val

val

225

Lys

Leu

Thr

val

val

305

Ser

Leu

Lys

Ala

Tyr

Thr

Thr

Pro

Thr

210

Asn

Ser

Leu

Leu

Ser

290

Thr

Asn

Phe

Tyr

Cys

115

Gly

Ser

Ala

val

Ala

195

val

Cys

Gly

Met

275

His

val

Tyr

Gly

Lys

Met

100

Thr

Gln

val

Ala

Ser

180

val

Pro

Lys

Asp

Glu

His

Arg

Lys
340

Asn

85

Gln

Arg

Gly

Phe

Leu

165

Trp

Leu

Ser

Pro

Lys

245

Pro

Ser

Asp

Asn

val

325

Glu

FP1430PCT_Sequence Listing(6125567_1)

Lys Ala Thr Leu Thr val Asp Thr Ser Ser
90

Leu

val

Thr

Pro

150

Gly

Asn

Gln

Ser

Ser

230

Thr

Ser

Arg

Pro

Ala

310

val

Tyr

Asn

Tyr

Thr

135

Leu

Cys

Ser

Ser

ser

215

Asn

His

val

Thr

Glu

295

Lys

Ser

Lys

Ser

Tyr

120

Leu

Ala

Leu

Gly

ser

200

Leu

Thr

Thr

Phe

Pro

280

val

Thr

val

Cys

Leu

105

Asp

Thr

Pro

val

Ala

185

Gly

Gly

Lys

Cys

Leu

265

Glu

Lys

Lys

Leu

Lys

Thr Ser

His val

val Ser

Ser Ser

155

Lys Asp

Leu Thr

Leu Tyr

Thr Gln

val Asp

Pro Pro

250

Phe Pro

val Thr

Phe Asn

Pro Arg

Thr val

330

val Ser

Page 36

Asp

Gly

Ser

140

Lys

Tyr

Ser

Ser

Thr

220

Lys

Cys

Pro

Cys

Leu

Asn

Asp

Tyr

125

Ala

Ser

Phe

Gly

Leu

205

Tyr

Arg

Pro

Lys

val

285

Tyr

Lys

Ser

110

Tyr

Ser

Thr

Pro

val

190

Ser

Ile

val

Ala

Pro

270

val

val

Gln

Gln

Ala
350

95

Ala

Phe

Thr

Ser

Glu

175

Ser

Cys

Glu

Pro

255

Lys

val

Asp

Tyr

Asp

335

Leu

Ser

val

Asp

Lys

Gly

Pro

Thr

val

Asn

Pro

240

Asp

Asp

Gly

Asn

320

Trp

Pro



Ala

Pro

Gln

385

Ala

Thr

Leu

ser

ser
465

Pro

Gln

370

val

val

Pro

Thr

val

450

Leu

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg gtg ctg
Met Val Leu

1

ggc
Gly

gcc
Ala

atc
Ile

aag
Lys
65

aga

gcg
Ala

agc
ser

ggc
Gly
50

ctg
Leu

ttt

Ile

355

val

Ser

Glu

Pro

val

435

Met

Ser

42
708
DNA

Glu

Tyr

Leu

Trp

val

420

Asp

Pro

Lys

Thr

Thr

Glu

405

Leu

Lys

Glu

Gly

FP1430PCT_Sequence Listing(6125567_1)

Thr

Leu

Cys

390

Ser

Asp

Ser

Ala

Lys
470

Ile

Pro

375

Leu

Asn

Ser

Arg

Leu
455

Artificial Sequence

Ser Lys Ala Lys Gly Gln Pro Arg

360

Pro

val

Gly

Asp

Trp

His

Ser

Lys

Gln

Gly

Gln

Asn

Arg

Gly

Pro

410

Ser

Gln

His

Nucleotide coding 1light chain of

(@)
..

42

tac
TYyr

gtg
val
35

aag
Lys

ctg
Leu

ggc

(708)

cag
Gln

ggc
Gly
20

ggc
Gly

tac
Tyr

atc
Ile

ggc

acc
Thr

gac
Asp

gac
Asp

ctg
Leu

tac
Tyr

agc

cag
Gln

atc
Ile

aga
Arg

aac
Asn

gcc
Ala
70

ggc

tgg
Trp
55

gcc
Ala

tcc

ttc
Phe

atg
Met

acc
Thr
40

tat
Tyr

agc
ser

ggc

atc
Ile

acc
Thr
25

atc
Ile

cag
Gln

aac
Asn

acc

tcc
Ser
10

cag
Gln

acc
Thr

cag
Gln

ctg
Leu

gac

Glu Glu
380

Phe Tyr

395

Glu Asn

Phe Phe

Gly Asn

Tyr Thr
460

365

Met

Pro

Asn

Leu

val

445

Gln

Meiji1640

ctg ctg
Leu Leu

agc ccc
ser Pro

tgt cgg
Cys Arg

aag ccc
Lys Pro
60

cag agc
Gln Ser
75

ttc acc

Page 37

ctg
Leu

agc
ser

gcc
Ala
45

ggc
Gly

Thr

sSer

Tyr

Tyr
430

Phe

Lys

tgg
Trp

agc
ser
30

agc
ser

aag
Lys

acc

Lys

Asp

Lys

Ser

Ser

Ser

atc
Ile
15

ctg
Leu

cag
Gln

gcc
Ala

CcccC
Pro

atc

Asn

Ile
400

Thr

Lys

Cys

Leu

tcc
Ser

agc
ser

agc
ser

cccC
Pro

agc
ser
80

agc

48

96

144

192

240

288



Arg Phe

agc ctg
Ser Leu

acc gcc
Thr Ala

aag cgt
Lys Arg
130

gag cag
Glu Gln
145

ttc tac
Phe Tyr

cag tcc
Gln Ser

agc acc
Ser Thr

gag aag
Glu Lys

210
tcc ccc

Ser Pro
225

<210>
<211>
<212>
<213>

<220>
<223>

<400>
Met val
1

Gly Ala
Ala Ser

Ile Gly
50

Lys Leu
65

Gly

cag
Gln

cct
Pro
115

acg
Thr

ctg
Leu

CcccC
Pro

tac
Tyr
195

cac
H1s

gtc
val

43
236
PRT

Gly

ccc
Pro
100

cag
Gln

aag
Lys

aga
Arg

aac
Asn
180

agc
Ser

aag
Lys

acc
Thr

Ser
85

gag
Glu

aag
Lys

gcc
Ala

tcc
Ser

gag
Glu
165

tcc
Ser

ctg
Leu

gtg
val

aag
Lys

FP1430PCT_Sequence Listing(6125567_1)

Gly Ser Gly

gac
Asp

tac
Tyr

gcc
Ala

ggc
Gly
150

gcc
Ala

cag
Gln

agc
Ser

tac
Tyr

agc
Ser
230

tgc
Cys

acc
Thr

ccc
Pro
135

acc
Thr

aag
Lys

Glu

agc
Ser

gcc
Ala
215

ttc
Phe

Artificial Sequence

Synthetic Construct

43

Leu

Tyr

val

35

Lys

Leu

Gln
Gly
20

Gly
Tyr

Ile

Thr
5

Asp
Asp
Leu

Tyr

Gln

Ile

Arg

Asn

Ala
70

val
Gln
val
Trp
55

Ala

gcc
Ala

ttc
Phe
120

tcc
Ser

gcc
Ala

gtg
val

agc
ser

acc
Thr
200

tgc
Cys

aac
Asn

Phe

Met

Thr

40

Tyr

Ser

Thr

acc
Thr
105

ggc
Gly

gtg
val

tcc
Ser

cag
Gln

gtg
val
185

ctg
Leu

gag
Glu

agg
Arg

Ile

Thr

25

Ile

Gln

Asn

Asp Phe Thr Leu

90

tac tac
Tyr Tyr

cag ggc
Gln Gly

ttc atc
Phe Ile

gtg gtg
val val
155

tgg aag
Trp Lys
170

acc gag
Thr Glu

acc ctg
Thr Leu

gtg acc
val Thr

999 9ag
Gly Glu

235

Ser Leu
10

Gln Ser

Thr Cys

GIn Lys

Leu Gln
75

Page 38

tgc
Cys

acc
Thr

ttc
Phe
140
tgc
cys

gtg
val

cag
Gln

agc
ser

cac
His
220

tgt
Cys

Leu

Pro

Arg

Pro

60

Ser

cag
Gln

aag
Lys
125

CCC
Pro

ctg
Leu

gac
Asp

gac
Asp

adad
Lys
205

cag
Gln

Leu

Ser

Ala

45

Gly

Gly

Thr

cag
Gln
110

ctg
Leu

CCC
Pro

ctg
Leu

aac
Asn

agc
ser
190

gcc
Ala

Gly

Trp

Ser

30

Ser

Lys

val

Ile
95

agc
ser

gaa
Glu

tcc
Ser

aat
Asn

gcc
Ala
175

aag
Lys

gac
Asp

ctg
Leu

Ile

15

Leu

Gln

Ala

Pro

Ser

ttc
Phe

atc
Ile

gac
Asp

aac
Asn
160

ctg
Leu

gac
Asp

tac
TYyr

agc
ser

Ser

Ser

Ser

Pro

ser
80

336

384

432

480

528

576

624

672

708



Arg Phe
Ser Leu
Thr Ala
Lys Arg

Glu Gln
145

Phe Tyr
Gln Ser
Ser Thr

Glu Lys
210

Ser Pro
225

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg aaa
Met Lys
1

gtg ctg
val Leu

cct ggc
Pro Gly

Gly

Gln

Pro

115

Thr

Leu

Pro

Gly

Tyr

195

His

val

44
1431
DNA

Gly

Pro

100

Gln

val

Lys

Arg

Asn

180

Ser

Lys

Thr

Ser

85

Glu

Lys

Ala

Ser

Glu

165

Ser

Leu

val

Lys

FP1430PCT_Sequence Listing(6125567_1)

Gly ser Gly Thr Sgp Phe Thr Leu Thr Ile

Asp

Tyr

Ala

Gln

Ser

Tyr

Ser
230

Cys

Thr

Pro

135

Thr

Lys

Glu

Ser

Ala

215

Phe

Artificial Sequence

Ala

Phe

120

Ser

Ala

val

Ser

Thr

200

Cys

Asn

Thr

105

Gly

val

Ser

Gln

val

185

Leu

Glu

Arg

Tyr

Gln

Phe

val

Trp

Thr

Thr

val

Gly

Nucleotide coding heavy chain of

CDS
..

44
Ca_.C
H1s

agc
Ser

ggc
Gly
35

(143D

ctg
Leu

gag
Glu
20

agc
Ser

tgg
Trp
5

gtg
val

ctg
Leu

ttc
Phe

cag
Gln

aga
Arg

ttc
Phe

ctg
Leu

ctg
Leu

ctc
Leu

gtg
val

tct
Ser
40

ctg
Leu

gaa
Glu
25

tgc
Cys

ctg
Leu
10

agc
Ser

gcc
Ala

Page 39

Tyr

Gly

Ile

val

155

Lys

Glu

Leu

Thr

Glu
235

cys

Thr

Phe

140

cys

val

Gln

Ser

His

220

cys

Gln

Lys

Pro

Leu

Asp

Asp

Meiji1640

gcc
Ala

gca
Ala

gga

agc
ser

gct
Ala

ggc
Gly
45

Gln
110

Leu

Pro

Leu

Asn

ser
190

Ala

Gly

CCC
Pro

ctg
Leu
30

ttc
Phe

95

Ser

Glu

Ser

Asn

Ala
175

Lys

Asp

Leu

aga
Arg
15

gtg
val

acc
Thr

Ser

Phe

Asp

Asn
160

Leu

Asp

Tyr

Ser

tgg
Trp

cag
Gln

atc
Ile

48

96

144



CCC
Pro

gga
Gly
65

tac
Tyr

aag
Lys

gcc
Ala

tgg
Trp

gtc
val
145

tcc
ser

aag
Lys

ctg
Leu

ctc
Leu

acc
Thr
225

gtg
val

cca
Pro

ttc
Phe

gtc
val

ttc
Phe
305

ttc
Phe
50

ctc
Leu

gcc
Ala

aac
Asn

cac
His
130

agc
Ser

tcc
Ser

gac
Asp

acc
Thr

tac
Tyr
210

cag
Gln

gac
Asp

Cccc
Pro

CcccC
Pro

aca
Thr
290

aac
Asn

aga
Arg

gac
Asp

acc
Thr

tac
Tyr
115

agc
Ser

tca
Ser

aag
Lys

tac
Tyr

agc
Ser
195

tcc
Ser

acc
Thr

aag
Lys

tgc
Cys

cca
Pro
275

tgc
Cys

tgg
Trp

aag
Lys

tgg
Trp

agc
Ser

ctg
Leu
100

tac
TYyr

ctg
Leu

gcc
Ala

agc
Ser

ttc
Phe
180

ggc
Gly

ctc
Leu

tac
TYyr

aga
Arg

cca
Pro
260

aaa
Lys

val

tac
Tyr

tac
TYyr

gtg
val
85

tac
TYyr

tgc
Cys

tcc
Ser

acc
Thr
165

CCcC
Pro

gtg
val

agc
Ser

atc
Ile

gtt
val
245

gca
Ala

CCcC
Pro

FP1430PCT_Sequence Listing(6125567_1)
tgg gtc cgc

tgg
Trp

tcc
Ser
70

aag
Lys

ctg
Leu

gcc
Ala

CCcC
Pro

acc
Thr
150

tct
Ser

gaa
Glu

cac
H1s

agc
Ser

tgc
Cys
230

gag
Glu

cct
Pro

aag
Lys

val

gac
Asp
310

ctg
Leu
55

ctg
Leu

ggc
Gly

cag
Gln

agg
Arg

gac
Asp
135

aag
Lys

CCcC
Pro

acc
Thr

gtg
val
215

aac
Asn

CCcC
Pro

gaa
Glu

gac
Asp

gac
Asp
295

ggc
Gly

cac
H1s

atc
Ile

cgg
Arg

atg
Met

gac
Asp
120

tac
Tyr

ggc
Gly

ttc
Phe
200

gtg
val

gtg

aaa
Lys

ctc
Leu

acc
Thr
280

gtg
val

gtg

Trp

atc
Ile

ttc
Phe

aac
Asn
105

ctg
Leu

tgg
Trp

cca
Pro

aca
Thr

acc
Thr
185

CCcC
Pro

acc
Thr

aat
Asn

tct
Ser

ctg
Leu
265

ctc
Leu

agc
Ser

949 ¢

Glu

val

ggc
Gly

acc
Thr
90

agc
Ser

agc
Ser

gcc
Ala
170

gtg
val

gct
Ala

cac
H1s

tgt
Cys
250

999
Gly

atg
Met

cac
H1s

Page 40

Arg

gac
Asp
75

atc
Ile

ctg
Leu

gag
Glu

cag
Gln

gtc
val
155

gcc
Ala

agc
Ser

gtc
val

CCC
Pro

aag
Lys
235

gac
Asp

atc
Ile

gaa
Glu

cat
His
315

cag
Gln
60

ggc
Gly

agc
ser

cgg
Arg

cgg
Arg

ggc
Gly
140

ttc
Phe

ctg
Leu

tgg
Trp

ctg
Leu

tcc
Ser
220

CCC
Pro

aaa
Lys

CCcC
Pro

tcc
Ser

gac
Asp
300

aat
Asn

gcc
Ala

agc
Ser

cgg
Arg

gtg
val

acc
Thr
125

aca
Thr

CCC
Pro

aac
Asn

cag
Gln
205

agc
Ser

agc
Ser

act
Thr

tca
Ser

cgg
Arg
285

cct
Pro

gcc
Ala

cct
Pro

agc
Ser

gac
Asp

gaa
Glu
110

ggc
Gly

ctg
Leu

ctg
Leu

tgc
Cys

tca
ser
190

tcc
Ser

agc
Ser

aac
Asn

cac
H1s

gtc
val
270

acc
Thr

gag
Glu

aag
Lys

ggc
Gly

acc
Thr

aac
Asn
95

gat
Asp

gat
Asp

gtc
val

gca
Ala

ctg
Leu
175

ggc
Gly

tca
Ser

ttg
Leu

acc
Thr

aca
Thr
255

ttc
Phe

cct
Pro

gtc
val

aca
Thr

aag
Lys

aac
Asn
80

gac
Asp

acc
Thr

aat
Asn

acc
Thr

ccc
Pro
160

gtc
val

gcc
Ala

aag
Lys
240

tgc
Cys

ctc
Leu

gag
Glu

aag
Lys

aag
Lys
320

192

240

288

336

384

432

480

528

576

624

672

720

768

816

864

912

960



CCC
Pro

acc
Thr

gtc
val

gcc
Ala

cgg
Arg
385

ggc
Gly

CCC
Pro

tcc
ser

cag
Gln

cac
His
465

cgg
Arg

gtc
val

tcc
Ser

aaa
Lys
370

gag
Glu

ttc
Phe

gag
Glu

ttc
Phe

ggc
Gly
450

tac
Tyr

<210>
<211>
<212>
<213>

<220>
<223>

<400>

gag
Glu

ctg
Leu

aac
Asn
355

ggc
Gly

gag
Glu

tat
Tyr

aac
Asn

ttc
Phe
435

aac
Asn

acc
Thr

45
477
PRT

gag
Glu

cac
His
340

aaa
Lys

cag
Gln

atg
Met

CCcC
Pro

aac
Asn
420

ctc
Leu

gtc
val

cag
Gln

FP1430PCT_Sequence Listing(6125567_1)

cag tac aac
Gln Tyr Asn
325

cag gac tgg
Gln Asp Trp

gcc ctc cca
Ala Leu Pro

ccc cgg gaa
Pro Arg Glu
375

acc aag aac
Thr Lys Asn
390

agc gac atc
Ser Asp Ile
405

tac aag acc
Tyr Lys Thr

tac agc aag
Tyr Ser Lys

ttc tca tgc
Phe ser Cys
455

aag agc ctc
Lys Ser Leu
470

Artificial Sequence

Synthetic Construct

45

Met Lys His Leu
1

val

Pro

Pro

Gly

Leu Ser Glu

20

Gly Gly ser
35

Phe Arg Lys
50

Leu val Trp

Trp Phe Phe
5

val Gln Leu
Leu Arg Leu
Tyr Trp Leu

55

val Ser Leu

agc acg
Ser Thr

ctg aat
Leu Asn
345

gcc ccc
Ala Pro
360

cca cag
Pro Gln

cag gtc
Gln val

gcc gtg
Ala val

acc cct
Thr Pro
425
ctc acc
Leu Thr
440
tcc gtg
Ser val

tcc ctg
Ser Leu

Leu Leu

val Glu
25

Ser Cys
40

His Trp

Ile Ile

tac
Tyr
330

ggc
Gly

atc
Ile

gtg
val

agc
Ser

gag
Glu
410

CCcC
Pro

atg
Met

tct
Ser

Leu
10
Ser

Ala

val

cgg
Arg

aag
Lys

gag
Glu

tac
Tyr

ctg
Leu
395

tgg
Trp

gtg
val

gac
Asp

C@t
H1s

ccc
Pro
475

val

Gly

Ala

Arg

gtg
val

gag
Glu

aaa
Lys

acc
Thr
380
acc
Thr

gag
Glu

ctg
Leu

aag
Lys

gag
Glu
460

ggc
Gly

Ala
Gly
Ser

Gln
60

Gly Asp Gly
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gtc
val

tac
Tyr

acc
Thr
365
ctg
Leu

tgc
Cys

agc
Ser

gac
Asp

agc
Ser
445

gct
Ala

aaa
Lys

Ala
Gly
Gly
45

Ala

ser

agc
Ser

aag
Lys
350

atc
Ile

CCC
Pro

ctg
Leu

aat
Asn

tcc
ser
430

agg
Arg

ctg
Leu

Pro

Leu

30

Phe

Pro

ser

gtc
val
335
tgc
Cys

tcc
Ser

cca
Pro

gtc
val

ggc
Gly
415

gac
Asp

tgg
Trp

cac
H1s

Arg

15

val

Thr

Gly

Thr

ctc
Leu

aag
Lys

aada
Lys

tcc
Ser

ada
Lys
400

cag
Gln

Gly

cag
Gln

aac
Asn

Trp

Lys

Asn

1008

1056

1104

1152

1200

1248

1296

1344

1392

1431



65

Tyr

Lys

Ala

Trp

val

145

ser

Lys

Leu

Leu

Thr

225

val

Pro

Phe

val

Phe

305

Pro

Thr

Ala

Asn

val

His

130

Ser

Ser

Asp

Thr

TYyr

210

Gln

Asp

Pro

Pro

Thr

290

Asn

Arg

val

Asp

Thr

TYyr

115

Ser

Ser

Lys

Tyr

Ser

195

Ser

Thr

Lys

Cys

Pro

275

Cys

Trp

Leu

Ser

Leu

100

Tyr

Leu

Ala

Ser

Phe

180

Gly

Leu

Tyr

Arg

Pro

260

Lys

val

TYyr

Glu

His

val

85

TYyr

Cys

Gly

Ser

Thr

165

Pro

val

Ser

Ile

val

245

Ala

Pro

val

val

Gln

325

Gln

70

Lys Gly Arg Phe

Leu

Ala

Pro

Thr

150

Ser

Ser

Cys

230

Glu

Pro

Lys

val

Asp

310

Tyr

Asp

Gln

Arg

Asp

135

Lys

Gly

Pro

Thr

val

215

Asn

Pro

Glu

Asp

Asn

Trp

Met

Asp

Tyr

Gly

Gly

val

Phe

200

val

val

Lys

Leu

Thr

280

val

val

Ser

Leu

Asn

105

Leu

Trp

Pro

Thr

Thr

185

Pro

Thr

Asn

Ser

Leu

265

Leu

ser

Glu

Thr

Asn

Thr Ile Ser

90

Ser

Gly

Gly

ser

Ala

170

val

Ala

val

His

Cys

250

Gly

Met

val

Tyr
330

Leu

Glu

Gln

val

155

Ala

Ser

val

Pro

Lys

Asp

Gly

Ile

Glu

His

315

Arg

Arg

Arg

Gly

Phe

Leu

Trp

Leu

Ser

220

Pro

Lys

Pro

Ser

val

Gly Lys Glu

Page 42

FP1430PCT_Sequence Listing(6125567_1)
75

Arg Asp Asn
95

val

Thr

125

Thr

Pro

Gly

Asn

Gln

205

Ser

Ser

Thr

Ser

Arg

Pro

Ala

val

Tyr

Glu

110

Gly

Leu

Leu

Cys

ser

190

sSer

sSer

Asn

val

270

Thr

Glu

Lys

Ser

Lys

Asp

Asp

val

Ala

Leu

175

Gly

Ser

Leu

Thr

Thr

255

Phe

Pro

val

Thr

val

335

Cys

80

Asp

Thr

Asn

Thr

Pro

160

val

Ala

Gly

Gly

Lys

240

Cys

Leu

Lys



val

Ala

Pro

ser

Gln

His
465

Ser

Lys

370

Glu

Phe

Glu

Phe

Tyr

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg gtg ctg
Met Val Leu

1

ggc
Gly

acc
Thr

atc
Ile

aag
Lys
65

gcg
Ala

agc
ser

agc
ser
50

ctg
Leu

Asn

355

Gly

Glu

Tyr

Asn

Phe

435

Asn

Thr

46
702
DNA

340

Lys

Gln

Met

Pro

Asn

420

Leu

val

Gln

Ala

Pro

Thr

ser

405

TYyr

Tyr

Phe

Lys

FP1430PCT_Sequence Listing(6125567_1)

345

Leu Pro Ala Pro Ile Glu Lys

Arg

Lys

Asp

Lys

Ser

Ser

Ser
470

Glu

375

Asn

Ile

Thr

Lys

Cys

455

Leu

Artificial Sequence

360

Pro

Gln

Ala

Thr

Leu

440

Ser

Ser

Gln

val

val

Pro

425

Thr

val

Leu

val

Ser

Glu

410

Pro

val

Met

Ser

Nucleotide coding 1light chain of

(@)
..

46

tac
TYyr

gtg
val
35

aac
Asn

ctg
Leu

(702)

cag
Gln

ggc
20

ggc
Gly

tac
Tyr

atc
Ile

acc
Thr

gac
Asp

gac
Asp

ctg
Leu

tac
Tyr

cag
Gln

atc
Ile

aga
Arg

gcc
Ala

agc
Ser
70

gtg
val

cag
Gln

tgg
Trp
55

gcc
Ala

ttc
Phe

ctg
Leu

acc
Thr
40

tat
Tyr

agc
Ser

atc
Ile

acc
Thr
25

atc
Ile

cag
Gln

acc
Thr

tcc
Ser
10

cag
Gln

acc
Thr

cag
Gln

ctg
Leu

Page 43

Tyr

Leu

395

Trp

val

Asp

His

Pro
475

Thr
380

Thr

Leu

Lys

Glu

460

Gly

350

Thr Ile Ser

365

Leu

Cys

Ser

Asp

Ser

445

Ala

Lys

Meiji1656

ctg
Leu

agc
ser

tgt
Cys

aag
Lys

cag
Gln
75

ctg
Leu

CCC
Pro

cgg
Arg

ccc
Pro
60

agc
ser

ctg
Leu

agc
ser

gcc
Ala
45

ggc
Gly

Pro

Leu

Asn

ser
430

Arg

Leu

tgg
Trp

ttc
Phe
30

agc
ser

acc
Thr

gtg

Pro

val

Asp

Trp

His

atc
Ile
15

ctg
Leu

cag
Gln

gcc
Ala

cccC
Pro

Lys

Ser

Lys

Gln

Gly

Gln

Asn

tcc
Ser

agc
ser

cccC
Pro

agc
ser
80

48

96

144

192

240



aga
Arg

agc
ser

acc
Thr

acg
Thr

ctg
Leu
145

CCcC
Pro

999
Gly

tac
Tyr

cac
H1s

gtc
val
225

ttt
Phe

ctg
Leu

agc
ser

gtg
val
130

aag
Lys

aga
Arg

aac
Asn

agc
ser

aag
Lys
210

acc
Thr

<210>
<211>
<212>
<213>

<220>
<223>

<400>

tct
Ser

cag
Gln

ctg
Leu
115

gcc
Ala

tcc
Ser

gag
Glu

tcc
Ser

ctg
Leu
195

gtg
val

aag
Lys

47

234
PRT
Artificial Sequence

agc
Ser
85

gag
Glu

acc
Thr

CCcC
Pro

acc
Thr

aag
Lys
165

gag
Glu

agc
Ser

gcc
Ala

ttc
Phe

FP1430PCT_Sequence Listing(6125567_1)

ggc
Gly

gac
Asp

ttc
Phe

tcc
Ser

gcc
Ala
150

gtg
val

agc
Ser

acc
Thr

tgc
cys

aac
Asn
230

agc
Ser

ttc
Phe

ggc
Gly

gtg
val
135

tcc
Ser

cag
Gln

val

ctg
Leu

gag
Glu
215

agg
Arg

Synthetic Construct
47

Met val Leu Gln Thr GIn val

1

5

Gly Ala Tyr ggy Asp Ile Gln

Thr Ser val Gly Asp Arg val
35

Ile Ser Asn Tyr Leu Ala Trp

50

55

ggc
Gly

gcc
Ala

cag
Gln
120
ttc
Phe

gtg
val

tgg
Trp

acc
Thr

acc
Thr
200

gtg
val

gg9
Gly

Phe

Leu

Thr

40

Tyr

acc gag
Thr Glu
90

acc tac
Thr Tyr
105

ggc acc
Gly Thr

atc ttc
ITe Phe

gtg tgc
val Cys

aag gtg
Lys val
170

gag cag
Glu Gln
185

ctg agc
Leu Ser

acc cac
Thr His

gag tgt
Glu Cys

ITe Ser
10

Thr Gln
25

ITe Thr

Gln Gln

Page 44

ttc acc
Phe Thr

tgc
Cys

ctg
Leu

ccc
Pro
140

ctg
Leu

aac
Asn

agc
ser

gcc
Ala

ggc
Gly
220

Leu

Pro

Arg

Pro
60

ctg
Leu

cag
Gln

gaa
Glu
125
tcc
Ser

aat
Asn

gcc
Ala

aag
Lys

gac
Asp
205

ctg
Leu

Leu

Ser

Ala

45

Gly

acc
Thr

cac
His
110
atg
Met

gac
Asp

daac
Asn

ctg
Leu

gac
Asp
190

tac
Tyr

agc
ser

Trp

Phe

30

Ser

Thr

atc
Ile
95

ctg
Leu

aag
Lys

gag
Glu

ttc
Phe

cag
Gln
175

agc
ser

gag
Glu

tcc
Ser

Ile

15

Leu

Gln

Ala

agc
ser

ada
Lys

cgt
Arg

cag
Gln

tac
Tyr
160
tcc
Ser

acc
Thr

aag
Lys

CcCcC
Pro

Ser
Ser
Gly

Pro

288

336

384

432

480

528

576

624

672

702



Lys Leu Leu

Arg Phe Ser

Ser Leu Gln

Thr Leu

115

Ser

val Ala

130

Thr

Leu Ser

145

Lys

Pro Arg Glu

Gly Asn Ser

Leu
195

Tyr Ser

His Lys val

210

val Thr

225

Lys

<210>
<211>
<212>
<213>

<220>
<223>

48
1440
DNA

<220>
<221>
<222> (1)..

<400> 48
atg aaa cac
Met Lys His
1

CDS

gtg ctg agc
val Leu Ser

cct ggc ggc
Pro Gly Gly

Gly

Pro

100

val

Ala

Gly

Ala

Gln

180

Ser

Tyr

Ser

Tyr

Ser

85

Glu

Thr

Pro

Thr

Ser

Ala

Phe

(1440)

ctg
Leu

gag
Glu
20

agc
Ser

tgg
Trp

gtg
val

ctg
Leu

FP1430PCT_Sequence Listing(6125567_1)
Ser Ala Ser Thr Leu Gln Ser Gly val Pro

70

Gly

Asp

Phe

Ser

Ala

150

val

Ser

Thr

cys

Asn
230

ttc
Phe

cag
Gln

aga
Arg

Ser

Phe

Gly

val

135

Ser

Gln

val

Leu

Glu

215

Arg

Artificial Sequence

ttc
Phe

ctg
Leu

ctg
Leu

Gly

Ala

Gln

120

Phe

val

Trp

Thr

Thr

200

val

Gly

ctc
Leu

gtg

agc
Ser

Thr

Thr
105

Gly

val

Lys

Glu
185

Leu

Thr

Glu

ctg
Leu

gaa
Glu
25

tgc
Cys

Glu

90

Tyr

Thr

Phe

Cys

val

170

Gln

Ser

His

Cys

Nucleotide coding heavy chain of

ctg
Leu
10

agc
Ser

agc
Ser

75

Phe Thr Leu

Tyr Cys Gln

Glu
125

Arg Leu

Pro Ser

140

Pro

Leu Leu Asn

155

Asp Asn Ala

Asp Ser Lys

Ala

Lys

Gln

Meiji1656

gct
Ala

gtg gca
val Ala

gcc agc
Ala Ser

Page 45

Thr

His
110

Met

Asp

Asn

Leu

Tyr

Ser

CCC
Pro

ctg
Leu
30

ttc
Phe

Ile
95

Leu

Lys

Glu

Phe

Gln
175

Ser

Glu

Ser

aga
Arg
15

gtg
val

acc
Thr

ser
80

Ser

Lys

Arg

Tyr
160

Ser

Thr

Lys

Pro

tgg
Trp

cag
Gln

gac
Asp

48

96

144



agc
Ser

cca
Pro
65

ggc
Gly

gac
Asp

gag
Glu

agc
Ser

ctg
Leu
145

ctg
Leu

tgc
Cys

tca
ser

tcc
ser

agc
Ser
225

aac
Asn

cac
H1s

gtc
val

acc
Thr

gag
Glu

cgg
Arg
50

ggc
Gly

acc
Thr

aac
Asn

gac
Asp

ggc
Gly
130

gtc
val

gca
Ala

ctg
Leu

Gly

tca
Ser
210

ttg
Leu

acc
Thr

aca
Thr

ttc
Phe

cct
Pro
290

gtc
val

35

ttc
Phe

aag
Lys

gtg

gcc
Ala

acc
Thr
115

aca
Thr

acc
Thr

CcccC
Pro

gtc
val

gcc
Ala
195

gga
Gly

aag
Lys

tgc
Cys

ctc
Leu
275

gag
Glu

aag
Lys

acc
Thr

Gly

tac
Tyr

cgg
Arg
100

gcc
Ala

tgg
Trp

gtc
val

tcc
Ser

aag
Lys
180

ctg
Leu

ctc
Leu

acc
Thr

cca
Pro
260

ttc
Phe

gtc
val

ttc
Phe

ttc
Phe

ctc
Leu

agc
Ser
85

aac
Asn

gtg
val

tac
TYyr

agc
Ser

tcc
Ser
165

gac
Asp

acc
Thr

tac
Tyr

cag
Gln

gac
Asp
245

CCcC
Pro

CCcC
Pro

aca
Thr

aac
Asn

FP1430PCT_Sequence Listing(6125567_1)

cgg
Arg

gtg
val
70

gac
Asp

atc
Ile

tac
Tyr

agc
Ser

tca
Ser
150

aag
Lys

tac
Tyr

agc
Ser

tcc
Ser

acc
Thr
230

aag
Lys

tgc
Cys

cca
Pro

tgc
Cys

tgg
Trp

aac
Asn
55

tgg
Trp

agc
Ser

tac
Tyr

ggc
Gly
135

gcc
Ala

agc
Ser

ttc
Phe

ggc

ctc
Leu
215

tac
Tyr

aga
Arg

cca
Pro

aaa
Lys

gtg
val
295

tac
Tyr

40

tac
Tyr

gtg
val

gtg
val

tac
Tyr

tgc
Cys
120

ggc
Gly

tcc
Ser

acc
Thr

CCcC
Pro

gtg
val
200

agc
Ser

atc
Ile

gtt
val

gca
Ala

ccc
Pro
280

gtg
val

gtg
val

tgg
Trp

tcc
Ser

aag
Lys

ctg
Leu
105

gtg
val

ttc
Phe

acc
Thr

tct
Ser

gaa
Glu
185

cac
H1s

agc
Ser

tgc
Cys

gag
Glu

cct
Pro
265

aag
Lys

gac g

Asp

atg
Met

aga
Arg

ggc
Gly
90

cag
Gln

cgc
Arg

gac
Asp

aag
Lys

ggc
Gly
170

CCcC
Pro

acc
Thr

aac
Asn

ccc
Pro
250

gaa
Glu

gac
Asp

gac
Asp

gc
Gly

Page 46

cac
H1s

atc
Ile
75

aga
Arg

atg
Met

gag
Glu

tac
Tyr

ggc
Gly
155

ggc
Gly

gtg
val

ttc
Phe

gtg

gtg
val
235

aaa
Lys

ctc
Leu

acc
Thr

gtg
val

va

gtg gag
1

tgg
Trp
60

aac
Asn

ttc
Phe

gac
Asp

ttc
Phe

tgg
Trp
140

cca
Pro

aca
Thr

acc
Thr

CCC
Pro

acc
Thr
220

aat
Asn

tct
Ser

ctg
Leu

ctc
Leu

agc
ser
300

a
Glu

45

gtc
val

ggc
Gly

acc
Thr

agc
Ser

ggc
Gly
125

ggc
Gly

agc
Ser

gcc
Ala

gct
Ala
205

gtg
val

cac
H1s

tgt
Cys

atg
Met
285

cac
H1s

gtg
val

cga cag
Arg Gln

gac ggc
Asp Gly

atc agc
ITe Ser
95

ctg cgg
Leu Arg
110

ctg ttc
Leu Phe

cag ggc
Gln Gly

gtc ttc
val Phe

gcc ctg
Ala Leu
175

agc tgg
Ser Trp
190

gtc ctg
val Leu

ccc tcc
Pro Ser

aag ccc
Lys Pro

gac aaa
Asp Lys
255

gga ccc
Gly Pro
270

atc tcc
ITe Ser

gaa gac
Glu Asp

C@t aat
H1s Asn

gct
Ala

gga
80

cgg
Arg

gcc
Ala

gac
Asp

acc
Thr

ccc
Pro
160

ggc
Gly

aac
Asn

cag
Gln

agc
Ser

agc
Ser
240

act
Thr

tca
Ser

cgg
Arg

cct
Pro

gcc
Ala

192

240

288

336

384

432

480

528

576

624

672

720

768

816

864

912

960



305

aag
Lys

agc
Ser

aag
Lys

atc
Ile

ccc
Pro
385

ctg
Leu

aat
Asn

tcc
ser

agg
Arg

ctg
Leu
465

aca
Thr

gtc
val

tgc
Cys

tcc
Ser
370

cca
Pro

gtc
val

Gly

gac
Asp

tgg
Trp
450

cac
H1s

<210>
<211>
<212>
<213>

<220>
<223>

<400>

aag ccc
Lys Pro

ctc acc
Leu Thr
340

aag gtc
Lys val
355

aaa gcc
Lys Ala

tcc cgg
ser Arg

aaa ggc
Lys Gly

cag ccc
Gln Pro
420

ggc tcc
Gly ser
435

cag cag
Gln Gln

aac cac
Asn H1s

49
480
PRT

cgg
Arg
325

gtc
val

tcc
Ser

aaa
Lys

gag
Glu

ttc
Phe
405

gag
Glu

ttc
Phe

tac
TYyr

FP1430PCT_Sequence Listing(6125567_1)

310

gag
Glu

ctg
Leu

aac
Asn

ggc

gag
Glu
390

tat
Tyr

aac
Asn

ttc
Phe

aac
Asn

acc
Thr
470

gag
Glu

cac
H1s

aaa
Lys

cag
Gln
375

atg
Met

CCcC
Pro

aac
Asn

ctc
Leu

gtc
val
455

cag
Gln

Artificial Sequence

Synthetic Construct

49

Met Lys His Leu Trp Phe Phe

1

5

val Leu Ser Glu val GIn Leu

Pro Gly Gly Ser Leu Arg Leu

35

Ser Arg Phe Thr Phe Arg Asn

50

55

cag tac
Gln Tyr

cag gac
GIn Asp
345

gcc ctc
Ala Leu
360

ccc cgg
Pro Arg

acc aag
Thr Lys

agc gac
Sser Asp

tac aag
Tyr Lys
425

tac agc
Tyr Ser
440

ttc tca
Phe Ser

aag agc
Lys Ser

Leu Leu

val Glu
25

Ser Cys
40

Tyr Trp

315

aac agc acg
Asn Ser Thr
330

tgg ctg aat
Trp Leu Asn

cca gcc ccc
Pro Ala Pro

gaa cca cag
Glu Pro Gln
380

aac cag gtc
Asn Gln val
395

atc gcc gtg
ITe Ala val
410

acc acc cct
Thr Thr Pro

aag ctc acc
Lys Leu Thr

tgc tcc gtg
Cys Ser val

460
ctc tcc ctg

Leu Ser Leu
475

Leu val Ala
10

Ser Gly Gly

Ser Ala Ser

Met His Trp
60

Page 47

tac
Tyr

ggc
Gly

atc
Ile
365

gtg
val

agc
Ser

gag
Glu

CCcC
Pro

gtg
val
445

atg
Met

tct
Ser

Ala

Gly

Gly

45

val

cgg
Arg

aag
Lys
350

gag
Glu

tac
Tyr

ctg
Leu

tgg
Trp

gtg
val
430

gac
Asp

C@t
H1s

CCC
Pro

Pro

Leu

30

Phe

Arg

gtg
val
335

gag
Glu

ada
Lys

acc
Thr

acc
Thr

gag
Glu
415

ctg
Leu

aag
Lys

gag
Glu

ggc
Gly

Arg
15
val

Thr

Gln

320

gtc
val

tac
TYyr

acc
Thr

ctg
Leu

tgc
Cys
400
agc
Ser

gac
Asp

agc
Ser

gct
Ala

ada
Lys
480

Trp

Gln

Asp

1008

1056

1104

1152

1200

1248

1296

1344

1392

1440



Pro

65

Asp

Glu

ser

Leu

145

Leu

Cys

ser

ser

ser

225

Asn

val

Thr

Glu

305

Lys

Gly

Thr

Asn

Asp

Ala

Leu

Gly

Ser

210

Leu

Thr

Thr

Phe

Pro

290

val

Thr

Lys

val

Ala

Thr

115

Thr

Thr

Pro

val

Ala

195

Gly

Gly

Lys

Cys

Leu

275

Glu

Lys

Lys

Gly

Tyr

100

Ala

Trp

val

Ser

Lys

Leu

Leu

Thr

val

Pro

260

Phe

val

Phe

Pro

Leu

ser

85

Asn

val

TYyr

Ser

Ser

165

Asp

Thr

Tyr

Gln

Asp

245

Pro

Pro

Thr

Asn

Arg

FP1430PCT_Sequence Listing(6125567_1)

val Trp val Ser Arg Ile Asn Gly Asp Gly

70

Asp

Ile

Tyr

Ser

Ser

150

Lys

Tyr

Ser

Ser

Thr

230

Lys

Cys

Pro

Cys

Trp

Glu

Ser

val

Tyr

Ser

Phe

Gly

Leu

215

Tyr

Arg

Pro

Lys

val

295

Tyr

Glu

val

Tyr

Cys

Gly

Ser

Thr

Pro

val

200

Ser

Ile

val

Ala

Pro

280

val

val

Gln

Lys

Leu

105

val

Phe

Thr

Ser

Glu

185

His

Ser

Cys

Glu

Pro

265

Lys

val

Asp

Tyr

Gly

90

Gln

Arg

Asp

Lys

Gly

Pro

Thr

val

Asn

Pro

250

Glu

Asp

Asp

Gly

Asn
330

Page 48

75

Arg

Met

Glu

Tyr

Gly

val

Phe

val

val

235

Lys

Leu

Thr

val

val

315

Ser

Phe

Asp

Phe

Trp

Pro

Thr

Thr

Pro

Thr

220

Asn

Ser

Leu

Leu

ser

300

Glu

Thr

Thr

Ser

Gly

Gly

Ser

Ala

val

Ala

205

val

His

Cys

Gly

Met

285

His

val

Tyr

Ile

Leu

110

Leu

Gln

val

Ala

Ser

190

val

Pro

Lys

Asp

Arg

ser

95

Arg

Phe

Gly

Phe

Leu

175

Trp

Leu

Ser

Pro

Lys

255

Pro

Ser

Asp

Asn

val
335

Gly

80

Arg

Ala

Asp

Thr

Pro

160

Gly

Asn

Gln

Ser

Ser

240

Thr

Ser

Arg

Pro

Ala

320

val



FP1430PCT_Sequence Listing(6125567_1)

Ser val Leu Thr val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr
340 345 350
Lys Cys Lys val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr
355 360 365
Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro GIn val Tyr Thr Leu
370 375 380
Pro Pro Ser Arg Glu Glu Met Thr Lys Asn GIn val Ser Leu Thr Cys
385 390 395 400
Leu val Lys Gly Phe Tyr Pro Ser Asp Ile Ala val Glu Trp Glu Ser
405 410 415
Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro val Leu Asp
420 425 430
Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr val Asp Lys Ser
435 440 445
Arg Trp GIn Gln Gly Asn val Phe Ser Cys Ser val Met His Glu Ala
450 455 460
Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys
465 470 475 480
<210> 50
<211> 717
<212> DNA
<213> Artificial Sequence
<220>
<223> Nucleotide coding light chain of mouse IgG2b type chimeric 1B0Oll
<400> 50
atgagcgtgc tgacccaggt gcttgccctg cttctgcttt ggctgaccgg cgctcggtgt 60
gacgtggtga tgacccagag ccctctgtcc cttcctgtga ccctgggcca gcctgccage 120
atctcctgtc ggagctccca gagccttgtg tactccgacg gcaacaccta cctgaactgg 180
ttccagcaga gacctggcca gagccctcgg agacttatct acaaggtgtc caaccgggac 240
agcggagtgc ctgacagatt ctccggcagc ggatccggca ccgacttcac cctgaagatc 300
agccgggtgg aggctgagga cgtgggagtg tactactgta tgcagggcac ccactggect 360
cttaccttcg gcggaggcac caaggtggag atcaagagag ccgacgctgc ccctaccgtg 420
tccatcttcc ctcctagcetc cgagcagctt accagcggcg gcgcctccgt ggtgtgtttce 480
ctgaacaact tctaccctaa ggacatcaac gtgctttgga agatcgacgg cagcgagaga 540
caaaacggcg tgctgaactc ctggaccgac caggacagca aggactccac ctacagcatg 600
tccagcaccc ttaccctgac caaggacgag tacgagcggc acaactccta cacctgtgag 660

Page 49



<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>

atg
Met
1

ggc
Gly

gtg
val

ctt
Leu

cct
Pro
65

agc
ser

acc
Thr

tgt
Cys

val

ccc
Pro
145

ctg
Leu

aac
Asn

agc
ser

gtg
val

gcg
Ala

acc
Thr

gtg
val
50

ggc
Gly

Gly

ctg
Leu

atg
Met

gag
Glu
130

tcc
Ser

aat
Asn

gcc
Ala

aag
Lys

51
717
DNA

FP1430PCT_Sequence Listing(6125567_1)
gctacccaca agaccagcac ctcccctatc gtgaagagct tcaacagaaa cgagtgt

Artificial Sequence

Nucleotide coding 1light chain of

(@)
..

51
ctg
Leu

tac
TYyr

ctg
Leu
35

tac
TYyr

cag
Gln

gtg
val

aag
Lys

cag
Gln
115

atc
Ile

gac
Asp

aac
Asn

ctg
Leu

gac
Asp
195

717)

cag
Gln

ggc
Gly
20

ggc
Gly

tcc
Ser

agc
Ser

cct
Pro

atc
Ile
100

ggc
Gly

aag
Lys

ttc
Phe

cag
Gln
180

agc
Ser

acc
Thr

gac
Asp

cag
Gln

gac
Asp

cct
Pro

gac
Asp
85

agc
Ser

acc
Thr

cgt
Arg

cag
Gln

tac
Tyr
165

tcc
Ser

acc
Thr

cag
Gln

cgg
Arg
70

aga
Arg

cgg
Arg

cac
H1s

acg
Thr

ctg
Leu
150

CCcC
Pro

999
Gly

tac
Tyr

gcc
Ala

aac
Asn
55

aga
Arg

ttc
Phe

tgg
Trp

gtg
val
135

aag
Lys

aga
Arg

aac
Asn

agc
Ser

ttc
Phe

atg
Met

agc
ser
40

acc
Thr

ctt
Leu

tcc
Ser

Glu

cct
Pro
120

gcc
Ala

tcc
Ser

Glu

tcc
Ser

ctg
Leu
200

atc
Ile

acc
Thr
25

atc
Ile

tac
Tyr

atc
Ile

ggc

gct
Ala
105

ctt
Leu

gcc
Ala

ggc

gcc
Ala

cag
Gln
185

agc
Ser

tcc
Ser
10

cag
Gln

tcc
Ser

ctg
Leu

tac
Tyr

agc
ser
90

gag
Glu

acc
Thr

CCC
Pro

acc
Thr

aag
Lys
170

gag
Glu

agc
ser

Page 50

human IgGl type

ctg
Leu

agc
ser

tgt
cys

daac
Asn

aag
Lys
75

gga
Gly

gac
Asp

ttc
Phe

tcc
Ser

gcc
Ala
155

gtg
val

agc
Ser

acc
Thr

ctg
Leu

cct
Pro

cgg
Arg

tgg
Trp
60

gtg
val

tcc
Ser

gtg
val
140

tcc
Ser

cag
Gln

gtg
val

ctg
Leu

ctg
Leu

ctg
Leu

agc
ser
45

ttc
Phe

tcc
Ser

gga
Gly
125

ttc
Phe

tgg
Trp

acc
Thr

acc
Thr
205

tgg
Trp

tcc
ser
30

tcc
Ser

cag
Gln

aac
Asn

acc
Thr

gtg
val
110

ggc
Gly

atc
Ile

aag
Lys

gag
Glu
190

ctg
Leu

1011

atc
Ile
15

ctt
Leu

cag
Gln

cag
Gln

cgg
Arg

gac
Asp
95

tac
TYyr

acc
Thr

ttc
Phe

tgc
Cys

gtg
val
175

cag
Gln

agc
ser

tcc
Ser

cct
Pro

agc
ser

aga
Arg

gac
Asp
80

ttc
Phe

tac
TYyr

aag
Lys

CcccC
Pro

ctg
Leu
160

gac
Asp

gac
Asp

ada
Lys

717

48

96

144

192

240

288

336

384

432

480

528

576

624



gcc gac tac
Ala Asp Tyr

210

ggc ctg agc
Gly Leu Ser

225

<210>
<211>
<212>
<213>

<220>
<223>

<400>

52
239
PRT

Glu

tcc
Ser

aag
Lys

CCcC
Pro

FP1430PCT_Sequence Listing(6125567_1)

cac
H1s

gtc
val
230

aag
Lys
215

acc
Thr

Artificial Sequence

Synthetic Construct

52

Met val Leu
1

Gly

val

Leu

Pro

65

Ser

Thr

cys

val

Pro

145

Leu

Asn

Ala

Thr

val

50

Gly

Gly

Leu

Met

Glu

130

Ser

Asn

Ala

Tyr

Leu

35

Tyr

Gln

val

Lys

Gln

115

Asp

Asn

Leu

Gln

Gly

20

Gly

Ser

Ser

Pro

Ile

100

Gly

Lys

Glu

Phe

Gln
180

Thr
5
Asp
Gln
Asp
Pro
Asp
85
Ser
Thr
Arg
Gln
Tyr

165

Ser

Gln

val

Pro

Gly

Arg

70

Arg

Arg

Thr
Leu
150

Pro

Gly

val

val

Ala

Asn

55

Arg

Phe

val

Trp

val

135

Lys

Arg

Asn

gtg
val

aag
Lys

Phe

Met

Ser

40

Thr

Leu

Ser

Glu

Pro

120

Ala

Ser

Glu

Ser

tac gcc tgc gag
Tyr Ala Cys Glu

agc ttc aac

Ser

Gly

Ala

105

Leu

Ala

Gly

Ala

Gln
185

Phe

Ser

10

Gln

Ser

Leu

Tyr

Ser

90

Glu

Thr

Pro

Thr

Lys

Glu

Page 51

Asn
235

Leu

Ser

Cys

Asn

Lys

Gly

Asp

Phe

Ser

Ala

155

val

Ser

220

agg
Arg

Leu

Pro

Arg

Trp

60

val

Ser

val

Gly

val

140

Ser

Gln

val

gtg
val

gg9
Gly

Leu

Leu

Ser

45

Phe

Ser

Gly

Gly

Gly

Phe

val

Trp

Thr

acc cac cag
Thr His Gln

gag
Glu

Trp

Ser

30

Ser

Gln

Asn

Thr

val

110

Gly

val

Lys

Glu
190

tgt
cys

Ile

15

Leu

Gln

Gln

Arg

Asp

95

Tyr

Thr

Phe

cys

val

175

Gln

Ser

Pro

Ser

Arg

Asp

80

Phe

Tyr

Lys

Pro

Leu

160

Asp

Asp

672

717



FP1430PCT_Sequence Listing(6125567_1)

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys

19

205

Ala Asp Tyr Glu Lys His Lys val Tyr Ala Cys Glu val Thr His Gln

210

225

<210> 53
<211>
<212>
<213>

<220>
<223>

DNA

<400> 53
atggccgtgc

gagcaagtgg
tgtgccgcett
ggcaagggcc
agcgtgaagg
atgaacagcc
ggccctgaga
cctagcgtgt
ggctgtctgg
cttagctcca
tccagcgtga
caccctgcect
atcaaccctt
ggcccttecg
cctaaggtga
tggttcgtga
aactccacca
aaggagttca
tccaagatca
cagctttcca
atcagcgtgg
gtgctggaca
tgggagaaga

cttaagaaga

1413

tgggccttct
tggagagcgg
ccggattcac
tggtgtgggt
gccggttcac
ttagagctga
tgtggggaca
accctctggc
tgaagggcta
gcgtgcacac
ccgtgecttce
ccagcaccac
gtcctccttg
tgttcatctt
cctgtgtggt
acaacgtgga
tcagagtggt
agtgtaaggt
agggccttgt
gaaaggacgt
agtggacctc
gcgacggctc
ccgacagctt

ccatcagcag

215

Artificial Sequence

gttctgtctt
cggcggattc
cttcagccct
gtcccggatc
catctccaga
ggacaccgcc
aggcaccatg
tcctggctgt
cttccctgag
cttccctgec
cagcacctgg
cgtggacaag
taaggagtgt
ccctcctaac
ggtggacgtg
ggtgcacacc
gagcaccctt
gaacaacaag
gcgggctcect
gtccctgacc
caacggccac
ctacttcatc
ctcctgtaac

atcccctggce

gtgaccttcc
gtgcagcctg
tactggatgc
aacagcgacg
gacaacgccc
gtgtactact
gtgaccgtga
ggcgacacca
tccgtgaccg
ctgcttcagt
ccttcccaga
aagcttgagc
cacaagtgtc
atcaaggacg
tccgaggacg
gcccagaccc
cctatccagc
gacctgccta
caggtgtaca
tgtcttgtgg
accgaggaga
tacagcaagc
gtgcggcacg

aag
Page 52

220

cttcctgtgt
gcggctccct
actgggtgag
gatccaccta
ggaacaccct
gtgctcggga
gctcagccaa
ccggctccag
tgacctggaa
ccggcctgta
ccgtgacctg
cttccggecc
ctgctcctaa
tgcttatgat
accctgacgt
agacccaccg
accaggactg
gccctatcga
tcctgectcc
tgggcttcaa
actacaagga
ttaacatgaa

agggcctgaa

Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys
230 235

gctgagcgag
gcggctttec
acaagcccct
ctacgctgac
ttacctgcag
cagatactac
gaccacccct
cgtgaccctt
cagcggctcc
caccatgagc
tagcgtggct
tatcagcacc
cctggagggc
cagcctgacc
gcagatcagc
ggaggactac
gatgtccggc
gcggaccatc
tcctgecgag
ccctggcgac
caccgctcct
gacctccaag

gaactactac

Nucleotide coding heavy chain of mouse IgG2b type chimeric 1B0O11

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1413



<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>

atg
Met
1

gtg
val

cct
Pro

agc
Ser

gtg
val
65

agc
Ser

ctt
Leu

tac
Tyr

acc
Thr

ccc
Pro
145

ggc
Gly

aac
Asn

cag
Gln

aada
Lys

ctg
Leu

ggc
Gly

cct
Pro
50

tgg
Trp

gtg
val

tac
Tyr

tgt
Cys

atg
Met
130

ctg
Leu

tgc
Cys

tca
Ser

tcc
Ser

54
1395
DNA

FP1430PCT_Sequence Listing(6125567_1)

Artificial Sequence

Nucleotide coding heavy chain of human IgGl type

CDS
..

54
cac
H1s

agc
Ser

ggc
Gly
35

tac
Tyr

gtg
val

aag
Lys

ctg
Leu

gct
Ala
115

gtg
val

gca
Ala

ctg
Leu

ggc
Gly

tca
ser
195

(1395)

ctg
Leu

gag
Glu
20

tcc
Ser

tgg
Trp

tcc
Ser

Gly

cag
Gln
100

cgg
Arg

acc
Thr

CCcC
Pro

gtc
val

gcc
Ala
180

gga
Gly

tgg
Trp
5

gag
Glu

ctg
Leu

atg
Met

cgg
Arg

cgg
Arg
85

atg
Met

gac
Asp

gtg
val

tcc
Ser

aag
Lys
165

ctg
Leu

ctc
Leu

ttc
Phe

caa
Gln

cgg
Arg

cac
H1s

atc
Ile
70

ttc
Phe

aac
Asn

aga
Arg

agc
Ser

tcc
Ser
150

gac
Asp

acc
Thr

tac
Tyr

ttc
Phe

gtg

ctt
Leu

tgg
Trp
55

aac
Asn

acc
Thr

agc
Ser

tac
Tyr

tca
Ser
135

aag
Lys

tac
Tyr

agc
Ser

tcc
Ser

ctc
Leu

tcc
Ser
40

gtg
val

agc
Ser

atc
Ile

ctt
Leu

tac
Tyr
120

gcc
Ala

agc
Ser

ttc
Phe

g9c

ctc
Leu
200

ctg
Leu

gag
Glu
25

tgt
Cys

aga
Arg

gac
Asp

tcc
Ser

aga
Arg
105

ggc
Gly

tcc
Ser

acc
Thr

CCcC
Pro

gtg
val
185

agc
Ser

ctg
Leu
10

agc
Ser

gcc
Ala

caa
Gln

aga
Arg
90

gct
Ala

cct
Pro

acc
Thr

tct
sSer

gaa
Glu
170

cac
H1s

agc g

sSer

Page 53

gct
Ala

gcc
Ala

tcc
Ser
75

gac
Asp

gag
Glu

gag
Glu

aag
Lys

g9c
155

CCC
Pro

acc
Thr

gca
Ala

g9c

tcc
Ser

cct
Pro
60

acc
Thr

aac
Asn

gac
Asp

atg
Met

ggc
Gly
140

ggc
Gly

gct
Ala

gga
Gly
45

ggc
Gly

tac
Tyr

gcc
Ala

acc
Thr

tgg
Trp
125

cca
Pro

aca
Thr

acc
Thr

CCcC
Pro

acc
Thr
205

CCC
Pro

ttc
Phe
30

ttc
Phe

aag
Lys

tac
Tyr

cgg
Arg

gcc
Ala
110

gga
Gly

agc
Ser

gcc
Ala

gct
Ala
190

gtg
val

1B011

aga
Arg
15

gtg
val

acc
Thr

gct
Ala

aac
Asn
95

gtg
val

caa
Gln

gtc
val

gcc
Ala

agc
Ser
175

gtc
val

CcccC
Pro

tgg
Trp

cag
Gln

ttc
Phe

ctg
Leu

gac
Asp
80

acc
Thr

tac
TYyr

ggc
Gly

ttc
Phe

ctg
Leu
160

tgg
Trp

ctg
Leu

tcc
Ser

48

96

144

192

240

288

336

384

432

480

528

576

624



agc
Ser

agc
Ser
225

act
Thr

tca
ser

cgg
Arg

cct
Pro

gcc
Ala
305

gtc
val

tac
Tyr

acc
Thr

ctg
Leu

tgc
Cys
385

agc
Ser

gac
Asp

agc
Ser

gct
Ala

aaa
Lys
465

agc
Ser
210

aac
Asn

cac
H1s

gtc
val

acc
Thr

gag
Glu
290

aag
Lys

agc
Ser

aag
Lys

atc
Ile

ccc
Pro
370

ctg
Leu

aat
Asn

tcc
Ser

agg
Arg

ctg
Leu
450

ttg
Leu

acc
Thr

aca
Thr

ttc
Phe

cct
Pro
275

gtc
val

aca
Thr

gtc
val

tgc
Cys

tcc
Ser
355

cca
Pro

gtc
val

ggc
Gly

gac
Asp

tgg
Trp
435

cac
H1s

Gly

aag
Lys

tgc
Cys

ctc
Leu
260

gag
Glu

aag
Lys

aag
Lys

ctc
Leu

aag
Lys
340

aaa
Lys

tcc
Ser

aaa
Lys

cag
Gln

ggc
Gly
420

cag
Gln

aac
Asn

acc
Thr

cca
Pro
245

ttc
Phe

gtc
val

ttc
Phe

CCcC
Pro

acc
Thr
325

gtc
val

gcc
Ala

cgg
Arg

ccc
Pro
405

tcc
Ser

cag
Gln

cac
H1s

FP1430PCT_Sequence Listing(6125567_1)

cag
Gln

gac
Asp
230

CCcC
Pro

CCcC
Pro

aca
Thr

aac
Asn

cgg
Ar

310
gtc
val

tcc
Ser

aaa
Lys

gag
Glu

ttc
Phe
390

gag
Glu

ttc
Phe

tac
Tyr

acc
Thr
215

aag
Lys

tgc
Cys

cca
Pro

tgc
Cys

tgg
Trp
295

9ag

g Glu

ctg
Leu

aac
Asn

ggc
Gly

gag
Glu
375

tat
Tyr

aac
Asn

ttc
Phe

aac
Asn

acc
Thr
455

tac atc
Tyr Ile

aga gtt
Arg val

cca gca
Pro Ala

aaa ccc
Lys Pro
265

gtg gtg
val val
280

tac gtg
Tyr val

gag cag
Glu Gln

cac cag
His Gln

aaa gcc
Lys Ala
345

cag ccc
Gln Pro
360

atg acc
Met Thr

ccc agc
Pro Ser

aac tac
Asn Tyr

ctc tac
Leu Tyr
425

gtc ttc
val Phe
440

cag aag
Gln Lys

tgc aac
Cys Asn

gag ccc
Glu Pro
235

cct gaa
Pro Glu
250

aag gac
Lys Asp

gtg gac
val Asp

gac ggc
Asp Gly

tac aac
Tyr Asn
315

gac tgg
Asp Trp
330

ctc cca
Leu Pro

cgg gaa
Arg Glu

aag aac
Lys Asn

gac atc
Asp Ile
395

aag acc
Lys Thr
410

agc aag
ser Lys

tca tgc
Ser Cys

agc ctc
ser Leu

Page 54

gtg
val
220

aaa
Lys

ctc
Leu

acc
Thr

gtg
val
300

agc
ser

ctg
Leu

gcc
Ala

cca
Pro

cag
Gln
380

gcc
Ala

acc
Thr

ctc
Leu

tcc
Ser

tcc
ser
460

aat
Asn

tct
Ser

ctg
Leu

ctc
Leu

agc
Ser
285

gag
Glu

acg
Thr

aat
Asn

CCC
Pro

cag
Gln
365

gtc
val

cct
Pro

acc
Thr

gtg
val
445

ctg
Leu

cac
H1s

tgt
Cys

999
Gly

atg
Met
270

cac
H1s

atc
Ile
350

gtg
val

agc
Ser

gag
Glu

CCC
Pro

gtg
val
430

atg
Met

tct
Ser

aag
Lys

gac
Asp

gga
Gly
255

atc
Ile

gaa
Glu

C@t
H1s

cgg
Arg

aag
Lys
335

gag
Glu

tac
TYyr

ctg
Leu

tgg
Trp

gtg
val
415

gac
Asp

C@t
H1s

CcccC
Pro

Cccc
Pro

aaa
Lys
240

Cccc
Pro

tcc
Ser

gac
Asp

aat
Asn

gtg
val
320

gag
Glu

aaa
Lys

acc
Thr

acc
Thr

gag
Glu
400

ctg
Leu

aag
Lys

gag
Glu

Gly

672

720

768

816

864

912

960

1008

1056

1104

1152

1200

1248

1296

1344

1392

1395



<210>
<211>
<212>
<213>

<220>
<223>

<400>

55
465
PRT

FP1430PCT_Sequence Listing(6125567_1)

Artificial Sequence

Synthetic Construct

55

Met Lys His Leu

1

val

Pro

ser

val

65

ser

Leu

Tyr

Thr

Pro

145

Gly

Asn

Gln

sSer

ser

Leu

Gly

Pro

50

Trp

val

Tyr

Cys

Met

130

Leu

Cys

Ser

Ser

Ser

210

Asn

Ser

Gly

35

Tyr

val

Lys

Leu

Ala

115

val

Ala

Leu

Gly

Ser

195

Leu

Thr

Glu

20

Ser

Trp

Ser

Gly

Gln

100

Arg

Thr

Pro

val

Ala

180

Gly

Gly

Lys

Trp Phe Phe

5

Glu

Leu

Met

Arg

Arg

85

Met

Asp

val

Ser

Leu

Thr

val

Gln

Arg

His

Ile

70

Phe

Asn

Arg

Ser

Ser

150

Asp

Thr

Tyr

Gln

Asp

val

Leu

Trp

55

Asn

Thr

Ser

Tyr

ser

135

Lys

Tyr

Ser

Ser

Thr

215

Lys

Leu

val

ser

40

val

Ser

Ile

Leu

Tyr

120

Ala

ser

Phe

Gly

Leu

200

Tyr

Arg

Leu

Glu

25

Cys

Arg

Asp

Ser

Ser

Thr

Pro

val

185

Ser

Ile

val

Leu val
10

Ser Gly
Ala Ala
Gln Ala
Gly Ser

75

Arg Asp

90

Ala Glu

Pro Glu

Thr Lys

Ser Gly

Glu Pro

170

His Thr

Ser val

Cys Asn

Glu Pro
Page 55

Ala

Gly

Ser

Pro

60

Thr

Asn

Asp

Met

Gly

Gly

val

Phe

val

val

220

Lys

Ala

Gly

Gly

45

Gly

Tyr

Ala

Thr

Trp

Pro

Thr

Thr

Pro

Thr

205

Asn

Ser

Pro

Phe

30

Phe

Lys

Tyr

Arg

Ala

110

Gly

Ser

Ala

val

Ala

190

val

His

Cys

Arg

15

val

Thr

Gly

Ala

Asn

95

val

Gln

val

Ala

sSer

175

val

Pro

Lys

Asp

Trp

Gln

Phe

Leu

Asp

80

Thr

TYyr

Gly

Phe

Leu

160

Trp

Leu

Ser

Pro

Lys



225

Thr

ser

Arg

Pro

Ala

305

val

Tyr

Thr

Leu

385

ser

Asp

ser

Ala

His

val

Thr

Glu

290

Lys

Ser

Lys

Pro

370

Leu

Asn

Ser

Arg

Leu
450

<210>
<211>
<212>
<213>

Thr

Phe

Pro

275

val

Thr

val

Cys

ser

355

Pro

val

Gly

Asp

56
1422
DNA

Cys

Leu

260

Glu

Lys

Lys

Leu

Lys

340

Lys

Ser

Lys

Gln

Gly

Gln

Asn

Pro

245

Phe

val

Phe

Pro

Thr

325

val

Ala

Arg

Gly

Pro

405

Ser

Gln

FP1430PCT_Sequence Listing(6125567_1)

230

235

Pro Cys Pro Ala Pro Glu Leu

Pro

Thr

Asn

Arg

val

Ser

Lys

Glu

Phe

390

Glu

Phe

Gly

Tyr

Pro

Cys

Trp

Glu

Leu

Asn

Gly

Glu

375

Tyr

Asn

Phe

Asn

Thr
455

Artificial Sequence

Lys

val

280

Tyr

Glu

His

Lys

Gln

360

Met

Pro

Asn

Leu

val

440

Gln

Pro

265

val

val

Gln

Gln

Ala

345

Pro

Thr

Ser

Tyr

Tyr

425

Phe

Lys

250

Lys Asp

val Asp

Asp Gly

Tyr Asn

315

Asp Trp

330

Leu Pro

Arg Glu

Lys Asn

Asp Ile
395

Lys Thr
410
Ser Lys

Ser Cys

Ser Leu

Page 56

Thr

val

val

300

Ser

Leu

Ala

Pro

Gln

380

Ala

Thr

Leu

Ser

ser
460

Leu Gly Gly

Leu

ser

285

Glu

Thr

Asn

Pro

Gln

365

val

val

Pro

Thr

val

445

Leu

Met

270

His

val

Tyr

Gly

Ile

350

val

sSer

Pro
val
430

Met

sSer

255

Ile

Glu

His

Arg

Lys

Glu

Tyr

Leu

Trp

val

415

Asp

His

Pro

240

Pro

Ser

Asp

Asn

val

320

Lys

Thr

Thr

Glu

400

Leu

Lys

Gly



<220>
<223>

<220>
<221>
<222>

<400>
atg daad CacC

Met
1

gtg
val

cCa
Pro

acc
Thr

gaa
Glu
65

gag
Glu

acc
Thr

tac
Tyr

tac
Tyr

gcc
Ala
145

agc
ser

ttc
Phe

ctc
Leu

tac
TYyr
225

Lys

ctg
Leu

ggc
Gly

agc
ser
50

tgg
Trp

aag
Lys

gcc
Ala

tac
TYyr

gcc
Ala
130

tcc
Ser

acc
Thr

cCcC
Pro

agc
ser
210

atc
Ile

Nucleotide coding of h#1G5-H1

(@)
..

56

His

agc
ser

gcc
Ala
35

tac
TYyr

atg
Met

ttc
Phe

tac
TYyr

tgc
Cys
115

atg
Met

acc
Thr

tct
Ser

gaa
Glu

cac
His
195
agc
Ser

tgc
cys

(1422)

ctg
Leu

cag
Gln
20

agc
Ser

tgg
Trp

Gly

aag
Lys

atg
Met
100

gcc
Ala

gac
Asp

aag
Lys

Gly

ccc
Pro
180

acc
Thr

val

aac
Asn

tgg
Trp

gtg
val

gtg

atc
Ile

aac
Asn

agc
Ser
85

gaa
Glu

cgg
Arg

tac
Tyr

ttc
Phe

gtg
val

gtg

FP1430PCT_Sequence Listing(6125567_1)

ttc
Phe

cag
Gln

aag
Lys

aac
Asn

atc
Ile
70

cgc
Arg

ctg
Leu

acc
Thr

tgg
Trp

cca
Pro
150

aca
Thr

acc
Thr

CCcC
Pro

acc
Thr

aat
Asn
230

ttc
Phe

ctg
Leu

tgg
Trp
55

tac
Tyr

agc
Ser

atc
Ile

ggc
Gly

135

agc
Ser

gcc
Ala

gct
Ala

gtg
val
215

cac
H1s

ctc
Leu

gtg
val

tcc
Ser
40

gtg
val

CCcC
Pro

acc
Thr

agc
Ser

tac
Tyr
120

cag
Gln

gtc
val

gcc
Ala

agc
ser

gtc
val
200

CCcC
Pro

aag
Lys

ctg
Leu

cag
Gln
25

tgc
Cys

cgc
Arg

atc
Ile

ctg
Leu
105

aac
Asn

ttc
Phe

ctg
Leu

tgg
Trp

185

ctg
Leu

tcc
Ser

CCC
Pro

ctg gtg
Leu val
10

tct ggc
Ser Gly

aag gcc
Lys Ala

cag gcc
Gln Ala

agc agc
ser Ser
75

acc gcc
Thr Ala
90

cgg agc
Arg ser

tac ggc
Tyr Gly

acc ctc
Thr Leu

ccc ctg
Pro Leu
155

ggc tgc
Gly Cys
170

aac tca
Asn Ser

cag tcc
Gln Ser

agc agc
ser Ser

agc aac
Ser Asn
235

Page 57

gca
Ala

gcc
Ala

agc
ser

cct
Pro
60

agc
ser

gac
Asp

gag
Glu

agc
ser

gtg
val
140

gca
Ala

ctg
Leu

tca
Ser

ttg
Leu
220

acc
Thr

gct
Ala

gaa
Glu

ggc
Gly
45

gga
Gly

atc
Ile

acc
Thr

gac
Asp

tcc
Ser
125

acc
Thr

CCC
Pro

gtc
val

gcc
Ala

gga
Gly
205

ggc
Gly

aag
Lys

CCC
Pro

gtg
val
30

tac
Tyr

cag
Gln

aac
Asn

agc
ser

acc
Thr
110

ggc
Gly

tcc
Ser

aag
Lys

ctg
Leu
190

ctc
Leu

acc
Thr

aga
Arg
15

aag
Lys

acc
Thr

tac
TYyr

aca
Thr
95

gcc
Ala

tac
TYyr

agc
ser

tcc
Ser

gac
Asp
175

acc
Thr

tac
TYyr

cag
Gln

gac
Asp

tgg
Trp

ada
Lys

ttt
Phe

ctg
Leu

aac
Asn
80

agc
ser

aat
Asn

tca
Ser

aag
Lys
160
tac
Tyr

agc
ser

tcc
Ser

acc
Thr

aag

Lys
240

48

96

144

192

240

288

336

384

432

480

528

576

624

672

720



aga
Arg

cCa
Pro

ada
Lys

val

tac
TYyr
305

gag
Glu

cac
H1s

ada
Lys

cag
Gln

atg
Met
385

CCcC
Pro

daac
Asn

ctc
Leu

gtc
val

cag
Gln
465

gtt
val

gca
Ala

cccC
Pro

gtg
val
290

gtg
val

cag
Gln

cag
Gln

gcc
Ala

ccc
Pro
370

acc
Thr

agc
ser

tac
TYyr

tac
TYyr

ttc
Phe
450

aag
Lys

<210>
<211>
<212>
<213>

<220>

Glu

cct
Pro

aag
Lys
275

gtg
val

gac
Asp

tac
TYyr

gac
Asp

ctc
Leu
355

cgg
Arg

aag
Lys

gac
Asp

aag
Lys

agc
ser
435

tca
Ser

agc
ser

57
474
PRT

CCcC
Pro

gaa
Glu
260

gac
Asp

gac
Asp

aac
Asn

tgg
Trp
340

CCa
Pro

gaa
Glu

aac
Asn

atc
Ile

acc
Thr
420

aag
Lys

tgc
cys

ctc
Leu

aaa
Lys
245

ctc
Leu

acc
Thr

gtg
val

agc
Ser
325

ctg
Leu

gcc
Ala

CCa
Pro

cag
Gln

gcc
Ala
405

acc
Thr

ctc
Leu

tcc
Ser

tcc
Ser

FP1430PCT_Sequence Listing(6125567_1)

tct
ser

ctg
Leu

ctc
Leu

agc
Ser

gag
Glu
310

acg
Thr

aat
Asn

CCcC
Pro

cag
Gln

gtc
val
390

gtg
val

cct
Pro

acc
Thr

gtg

ctg
Leu
470

tgt
cys

gg9g
Gly

atg
Met

cac
His
295

gtg
val

tac
Tyr

ggc
Gly

atc
Ile

gtg
val
375

agc
Ser

Glu

CCcC
Pro

gtg
val

atg
Met
455

tct
ser

Artificial Sequence

gac
Asp

gga
Gly

atc
Ile
280

gaa
Glu

Ca_.t
H1s

cgg
Arg

aag
Lys

gag
Glu
360

tac
Tyr

ctg
Leu

tgg
Trp

gtg

gac
Asp
440

Ca_.t
H1s

CCcC
Pro

aaa
Lys

ccc
Pro
265

tcc
Ser

gac
Asp

aat
Asn

gag
Glu
345

aaa
Lys

acc
Thr

acc
Thr

gag
Glu

ctg
Leu
425

aag
Lys

gag
Glu

act cac
Thr His
250

tca gtc
Ser val

cgg acc
Arg Thr

cct gag
Pro Glu

gcc aag
Ala Lys
315

gtc agc
val Ser
330

tac aag
Tyr Lys

acc atc
Thr Ile

ctg ccc
Leu Pro

tgc ctg
Cys Leu
395

agc aat
Ser Asn
410

gac tcc
Asp Ser

agc agg
ser Arg

gct ctg
Ala Leu

daaa
Lys

Page 58

aca
Thr

ttc
Phe

cct
Pro

gtc
val
300

aca
Thr

gtc
val

tgc
Cys

tcc
Ser

cca
Pro
380

gtc
val

gac
Asp

tgg
Trp

cac
His
460

tgc
Cys

ctc
Leu

gag
Glu
285

aag
Lys

aag
Lys

ctc
Leu

aag
Lys
aaa
Lys
365
tcc
Ser

adad
Lys

cag
Gln

cag
Gln
445

daac
Asn

cCa
Pro

ttc
Phe
270

gtc
val

ttc
Phe

CCC
Pro

acc
Thr

gtc
val
350

gcc
Ala

cgg
Arg

Gly

CCC
Pro

tcc
ser
430

cag
Gln

cac
H1s

ccc
Pro
255

cccC
Pro

aca
Thr

aac
Asn

cgg
Arg

gtc
val
335

tcc
Ser

ada
Lys

ttc
Phe

gag
Glu
415

ttc
Phe

ggc
Gly

tac
TYyr

tgc
Cys

cCa
Pro

tgc
cys

tgg
Trp

gag
Glu
320

ctg
Leu

aac
Asn

tat
Tyr
400

aac
Asn

ttc
Phe

aac
Asn

acc
Thr

768

816

864

912

960

1008

1056

1104

1152

1200

1248

1296

1344

1392

1422



<223>
<400>

Met Lys His Leu

1

val

Pro

Thr

Glu

65

Glu

Thr

Tyr

Tyr

Ala

145

Ser

Phe

Gly

Leu

Tyr

225

Arg

Leu

Gly

Ser

50

Trp

Lys

Ala

Tyr

Ala

130

Ser

Thr

Pro

val

Ser

210

val

Ser

Ala

35

Tyr

Met

Phe

Tyr

cys

115

Met

Thr

Ser

Glu

His

195

Ser

cys

Glu

Gln

20

Ser

Trp

Gly

Lys

Met

100

Ala

Asp

Lys

Gly

Pro

180

Thr

val

Asn

Pro

FP1430PCT_Sequence Listing(6125567_1)

Synthetic Construct
57

Trp Phe Phe

5

val

val

Asn

Ser

85

Glu

Arg

Tyr

Gly

Phe

val

val

Gln

Lys

Asn

Ile

70

Arg

Leu

Thr

Trp

Pro

150

Thr

Thr

Pro

Thr

Asn

230

Ser

Leu

val

Trp

55

Tyr

val

Ser

Ile

Ala

val

Ala

val

215

Cys

Leu

val

Ser

40

val

Pro

Thr

Ser

Tyr

Gln

val

Ala

Ser

val

200

Pro

Lys

Asp

Leu

Gln

25

Cys

Arg

Gly

Leu

105

Asn

Gly

Phe

Leu

Trp

Leu

Ser

Pro

Lys

Leu

10

Ser

Lys

Gln

Ser

Thr

90

Arg

Tyr

Thr

Pro

Gly

Asn

Gln

Ser

Ser

Thr
250

val Ala

Gly Ala

Ala Ser

Ala Pro
60

Ser Ser
75

Ala Asp

Ser Glu

Gly Ser

Leu val
140

Leu Ala
155

Cys Leu

Ser Gly

Ser Ser

Ser Leu
220

Asn Thr
235

His Thr

Page 59

Ala

Glu

Gly

45

Gly

Thr

Asp

Ser

125

Thr

Pro

val

Ala

Gly

Gly

Lys

Cys

Pro

val

30

Tyr

Gln

Asn

Ser

Thr

110

Gly

val

Ser

Lys

Leu

190

Leu

Thr

val

Pro

Arg

15

Lys

Thr

Gly

Tyr

Thr

95

Ala

Tyr

Ser

Ser

Asp

175

Thr

Tyr

Gln

Asp

Pro
255

Trp

Lys

Phe

Leu

Asn

80

Ser

val

Asn

Ser

Tyr

Ser

Ser

Thr

Lys

cys



Pro Ala

Lys Pro

val val
290

Tyr val
305

Glu Gln

His Gln

Lys Ala

Gln Pro
370

Met Thr
385

Pro Ser

Asn Tyr

Leu Tyr

val Phe
450

Gln Lys
465

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

Pro

Lys

val

Asp

Tyr

Asp

Leu

355

Arg

Lys

Asp

Lys

Ser

435

Ser

Ser

58
1422
DNA

Glu

260

Asp

Asp

Gly

Asn

Glu

Asn

Thr
420
Lys

cys

Leu

Leu

Thr

val

val

Ser

325

Leu

Ala

Pro

Gln

Ala

405

Thr

Leu

Ser

Ser

FP1430PCT_Sequence Listing(6125567_1)
Leu Gly Gly Pro Ser val Phe Leu Phe Pro

Leu

Ser

Glu

310

Thr

Asn

Pro

Gln

val

390

val

Pro

Thr

val

Leu
470

Met

His

295

val

Tyr

Gly

val

375

Ser

Glu

Pro

val

Met

455

Ser

Artificial Sequence

Nucleotide coding of

CDS

(1)..(1422)

265

Ile Ser Arg Thr
280

Glu Asp Pro Glu

His Asn Ala Lys

Arg val val Ser
330

Lys Glu Tyr Lys
345

Glu Lys Thr Ile
360

Tyr Thr Leu Pro

Leu Thr Cys Leu
395

Trp Glu Ser Asn
410

val Leu Asp Ser
425

Asp Lys Ser Arg
440

His Glu Ala Leu

Pro Gly Lys

h#1G5-H2

Page 60

Pro

val

300

Thr

val

cys

Ser

Pro

380

val

Gly

Asp

Trp

His
460

Glu

285

Lys

Lys

Leu

Lys

Lys

Gln

Gly

Gln

445

Asn

270

val

Phe

Pro

Thr

val

350

Ala

Arg

Gly

Pro

Ser

430

Gln

Thr

Asn

Arg

val

335

Ser

Lys

Glu

Phe

Glu

415

Phe

Gly

Tyr

Pro

cys

Trp

Glu

320

Leu

Asn

Gly

Glu

Tyr

400

Asn

Phe

Asn

Thr



<400>

atg
Met
1

gtg
val

cca
Pro

acc
Thr

gaa
Glu
65

gag
Glu

acc
Thr

tac
Tyr

tac
Tyr

gcc
Ala
145

agc
Ser

ttc
Phe

ctc
Leu

tac
Tyr
225

aga
Arg

cca
Pro

aada
Lys

ctg
Leu

ggc
Gly

agc
Ser
50

tgg
Trp

aag
Lys

gcc
Ala

tac
Tyr

gcc
Ala
130

tcc
Ser

acc
Thr

CcccC
Pro

gtg

agc
Ser
210

atc
Ile

gtt
val

gca
Ala

58

cac
H1s

agc
Ser

gcc
Ala
35

tac
Tyr

atg
Met

ttc
Phe

tac
Tyr

tgc
Cys
115

atg
Met

acc
Thr

tct
Ser

gaa
Glu

cac
His
195
agc
Ser

tgc
Cys

gag
Glu

cct
Pro

ctg
Leu

cag
Gln
20

agc
Ser

tgg
Trp

Gly

aag
Lys

atg
Met
100

agc
Ser

gac
Asp

aag
Lys

Gly

ccc
Pro
180

acc
Thr

val

aac
Asn

CCcC
Pro

gaa
Glu

tgg
Trp

gtg
val

gtg

atc
Ile

aac
Asn

agc
Ser
85

gaa
Glu

cgg
Arg

tac
TYyr

ggc

ggc
Gly
165

gtg
val

ttc
Phe

gtg
val

gtg

aaa
Lys
245

ctc
Leu

FP1430PCT_Sequence Listing(6125567_1)

ttc
Phe

cag
Gln

aag
Lys

aac
Asn

atc
Ile
70

cgc
Arg

ctg
Leu

acc
Thr

tgg
Trp

cca
Pro
150

aca
Thr

acc
Thr

CCcC
Pro

acc
Thr

aat
Asn
230

tct
Ser

ctg
Leu

ttc
Phe

ctg
Leu

gtg
val

tgg
Trp
55

tac
Tyr

agc
Ser

atc
Ile

ggc
Gly
135

agc
Ser

gcc
Ala

gct
Ala

gtg
val
215

cac
H1s

tgt
Cys

999
Gly

ctc
Leu

gtg
val

tcc
Ser
40

gtg
val

CCcC
Pro

acc
Thr

agc
Ser

tac
Tyr
120

cag
Gln

gtc
val

gcc
Ala

agc
Ser

gtc
val
200

CCcC
Pro

aag
Lys

gac
Asp

gga
Gly

ctg
Leu

cag
Gln
25

tgc
Cys

cgc
Arg

ggc
Gly

ctg
Leu

ctg
Leu
105

aac
Asn

ttc
Phe

ctg
Leu

tgg
Trp
185

ctg
Leu

tcc
ser

CCcC
Pro

aaa
Lys

CCcC
Pro

ctg
Leu
10

tct
Ser

aag
Lys

cag
Gln

agc
Ser

acc
Thr
90

cgg
Arg

tac
Tyr

acc
Thr

CCcC
Pro

ggc
Gly
170

aac
Asn

cag
Gln

agc
Ser

agc
Ser

act
Thr
250

tca
Ser

Page 61

gtg
val

ggc
Gly

gcc
Ala

gcc
Ala

agc
ser
75

gtg
val

agc
Ser

ggc
Gly

ctc
Leu

ctg
Leu
155

tgc
Cys

tca
sSer

tcc
sSer

agc
ser

aac
Asn
235

cac
H1s

gtc
val

gca
Ala

gcc
Ala

agc
ser

cct
Pro
60

agc
ser

gac
Asp

gag
Glu

agc
ser

gtg
val
140

gca
Ala

ctg
Leu

tca
Ser

ttg
Leu
220

acc
Thr

aca
Thr

ttc
Phe

gct
Ala

gaa
Glu

ggc
Gly
45

gga
Gly

atc
Ile

acc
Thr

gac
Asp

tcc
sSer
125

acc
Thr

CCcC
Pro

gtc
val

gcc
Ala

gga
Gly
205

ggc
Gly

aag
Lys

tgc
Cys

ctc
Leu

CCC
Pro

gtg
val
30

tac
Tyr

cag
Gln

aac
Asn

agc
Ser

acc
Thr
110

ggc
Gly

tcc
Ser

aag
Lys

ctg
Leu
190

ctc
Leu

acc
Thr

cca
Pro

ttc
Phe

aga
Arg
15

aag
Lys

acc
Thr

ggc
Gly

tac
Tyr

aca
Thr
95

gcc
Ala

tac
Tyr

agc
Ser

tcc
Ser

gac
Asp
175

acc
Thr

tac
TYyr

cag
Gln

gac
Asp

ccc
Pro
255

CcccC
Pro

tgg
Trp

aaa
Lys

ttt
Phe

ctg
Leu

aac
Asn
80

agc
Ser

aat
Asn

tca
Ser

aag
Lys
160

tac
TYyr

agc
Ser

tcc
Ser

acc
Thr

aag
Lys
240

tgc
Cys

cca
Pro

48

96

144

192

240

288

336

384

432

480

528

576

624

672

720

768

816



aaa
Lys

gtg
val

tac
Tyr
305

gag
Glu

cac
H1s

aaa
Lys

cag
Gln

atg
Met
385

CCC
Pro

aac
Asn

ctc
Leu

gtc
val

cag
Gln
465

CcccC
Pro

gtg
val
290

gtg
val

cag
Gln

cag
Gln

gcc
Ala

ccc
Pro
370

acc
Thr

agc
Ser

tac
Tyr

tac
Tyr

ttc
Phe
450

aag
Lys

<210>
<211>
<212>
<213>

<220>
<223>

<400>

1

aag
Lys
275

gtg
val

gac
Asp

tac
Tyr

gac
Asp

ctc
Leu
355

cgg
Arg

aag
Lys

gac
Asp

aag
Lys

agc
Ser
435

tca
Ser

agc
Ser

59
474
PRT

260

gac
Asp

gac
Asp

aac
Asn

tgg
Trp
340

CcCa
Pro

gaa
Glu

aac
Asn

atc
Ile

acc
Thr
420

aag
Lys

tgc
Cys

ctc
Leu

acc
Thr

val

gtg

agc
Ser
325

ctg
Leu

gcc
Ala

cCa
Pro

cag
Gln

gcc
Ala
405

acc
Thr

ctc
Leu

tcc
Ser

tcc
Ser

FP1430PCT_Sequence Listing(6125567_1)

ctc
Leu

agc
Ser

gag
Glu
310

acg
Thr

aat
Asn

CCcC
Pro

cag
Gln

gtc
val
390

gtg
val

cct
Pro

acc
Thr

gtg

ctg
Leu
470

atg
Met

cac
His
295

gtg
val

tac
Tyr

ggc
Gly

atc
Ile

gtg
val
375

agc
Ser

gag
Glu

CCcC
Pro

val

atg
Met
455

tct
Ser

Artificial Sequence

Synthetic Construct

59

5

atc
Ile
280

gaa
Glu

Cé?.t
H1s

cgg
Arg

aag
Lys

gag
Glu
360

tac
Tyr

ctg
Leu

tgg
Trp

gtg
val

gac
Asp
440

Cé?.t
H1s

CCcC
Pro

265

tcc
Ser

gac
Asp

aat
Asn

gtg
val

gag
Glu
345

aaa
Lys

acc
Thr

acc
Thr

gag
Glu

ctg
Leu
425

aag
Lys

gag
Glu

cgg
Arg

cct
Pro

gcc
Ala

gtc
val
330

tac
Tyr

acc
Thr

ctg
Leu

tgc
Cys

agc
Ser
410

gac
Asp

agc
ser

gct
Ala

aaa
Lys

10

acc cct
Thr Pro

gag gtc
Glu val
300

aag aca
Lys Thr
315

agc gtc
Ser val

aag tgc
Lys Cys

atc tcc
ITe Ser

ccc cca
Pro Pro
380

ctg gtc
Leu val
395

aat ggc
Asn Gly

tcc gac
Ser Asp

agg tgg
Arg Trp

ctg cac
Leu His
460
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gag
Glu
285

aag
Lys

aag
Lys

ctc
Leu

aag
Lys

aaa
Lys
365

tcc
Ser

aaa
Lys

cag
Gln

cag
Gln
445

aac
Asn

270

gtc
val

ttc
Phe

CCC
Pro

acc
Thr

gtc
val
350

gcc
Ala

cgg
Arg

Gly

CCC
Pro

tcc
ser
430

cag
Gln

cac
H1s

aca
Thr

aac
Asn

cgg
Arg

gtc
val
335

tcc
Ser

ada
Lys

gag
Glu

ttc
Phe

gag
Glu
415

ttc
Phe

ggc
Gly

tac
TYyr

tgc
Cys

tgg
Trp

gag
Glu
320

ctg
Leu

aac
Asn

gag
Glu

tat
Tyr
400

aac
Asn

ttc
Phe

aac
Asn

acc
Thr

Met Lys His Leu Trp Phe Phe Leu Leu Leu val Ala Ala Pro Arg Trp
15

864

912

960

1008

1056

1104

1152

1200

1248

1296

1344

1392

1422



val

Pro

Thr

Glu

65

Glu

Thr

Tyr

Tyr

Ala

145

ser

Phe

Gly

Leu

TYyr

225

Arg

Pro

Lys

Leu

Gly

ser

50

Trp

Lys

Ala

TYyr

Ala

130

Ser

Thr

Pro

val

Ser

210

val

Ala

Pro

Ser

Ala

35

Tyr

Met

Phe

Tyr

Cys

115

Met

Thr

Ser

Glu

His

195

Ser

Cys

Pro

Lys
275

Gln

20

Ser

Trp

Gly

Lys

Met

100

Ser

Asp

Lys

Gly

Pro

180

Thr

val

Asn

Pro

Glu

260

Asp

val

val

Ile

Asn

ser

85

Arg

TYyr

Gly

Phe

val

val

Lys

245

Leu

Thr

FP1430PCT_Sequence Listing(6125567_1)

GIn Leu val GIn ser Gly Ala Glu val Lys
30

Lys

Asn

Ile

70

Arg

Leu

Thr

Trp

Pro

150

Thr

Thr

Pro

Thr

Asn

230

Ser

Leu

Leu

val

Trp

55

Tyr

val

Ser

Ile

Ala

val

Ala

val

215

His

Cys

Gly

Met

ser

40

val

Pro

Thr

Ser

Tyr

120

Gln

val

Ala

Ser

val

200

Pro

Lys

Asp

Gly

Ile
280

25

Cys

Arg

Gly

Leu

Leu

105

Asn

Gly

Phe

Leu

Trp

Leu

Ser

Pro

Lys

Pro

265

Ser

Lys Ala

Gln Ala

Ser Ser
75

Thr val
90

Arg Ser

Tyr Gly

Thr Leu

Pro Leu

155

Gly Cys

Asn Ser

Gln Ser

Ser Ser

Ser Asn

235

Thr His
250

Ser val

Arg Thr

Page 63

Ser

Pro

60

Ser

Asp

Glu

Ser

val

140

Ala

Leu

Gly

Ser

Leu

220

Thr

Thr

Phe

Pro

Gly
45

Gly

Thr

Asp

ser

125

Thr

Pro

val

Ala

Lys

Cys

Leu

Glu
285

Tyr

Gln

Asn

Ser

Thr

110

Gly

val

Ser

Lys

Leu

190

Leu

Thr

val

Pro

Phe

270

val

Thr

Gly

Tyr

Thr

95

Ala

Tyr

Ser

Ser

Asp

175

Thr

Tyr

Gln

Asp

Pro

255

Pro

Thr

Lys

Phe

Leu

Asn

80

Ser

val

Asn

Ser

Tyr

Ser

Ser

Thr

Lys

240

Cys

Pro

Cys



val val
290

Tyr val
305

Glu Gln

His Gln

Lys Ala

Gln Pro
370

Met Thr
385

Pro Ser

Asn Tyr

Leu Tyr

val Phe
450

Gln Lys
465

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>

val

Asp

Tyr

Asp

Leu

355

Arg

Lys

Asp

Lys

Ser

435

Ser

Ser

60
1422
DNA

Asp

Gly

Asn

Trp

Pro

Asn

Thr
420
Lys

Cys

Leu

val

val

ser

325

Leu

Ala

Pro

Gln

Ala

405

Thr

Leu

Ser

Ser

FP1430PCT_Sequence Listing(6125567_1)

Ser

Glu

310

Thr

Asn

Pro

Gln

val

390

val

Pro

Thr

val

Leu
470

295

val

Tyr

Gly

val

375

Ser

Glu

Pro

val

Met

455

Ser

Artificial Sequence

Nucleotide coding of

CDS

(1)..(1422)

60

atg aaa cac ctg tgg ttc ttc
Met Lys His Leu Trp Phe Phe

1

5

gtg ctg agc cag gtg cag ctg

His Asn Ala Lys
315

Arg val val ser
330

Lys Glu Tyr Lys
345

Glu Lys Thr 1Ile
360

Tyr Thr Leu Pro

Leu Thr Cys Leu
395

Trp Glu Ser Asn
410

val Leu Asp Ser
425

Asp Lys Ser Arg
440

His Glu Ala Leu

Pro Gly Lys

h#1G5-H3

Thr

val

Cys

Ser

Pro

380

val

Gly

Asp

Trp

His
460

Lys

Leu

Lys

Lys

Ser

Lys

Gln

Gly

Gln

445

Asn

Pro

Thr

val

350

Ala

Arg

Gly

Pro

ser

430

Gln

His

ctc ctg ctg gtg gca gct ccc
Leu Leu Leu val Ala Ala Pro

10

His Glu Asp Pro Glu val Lys Phe Asn
00

Arg
val
335

Ser

Lys

Phe

Glu

415

Phe

Gly

TYyr

aga
Arg
15

Trp

Glu

320

Leu

Asn

Gly

TYyr

400

Asn

Phe

Asn

Thr

tgg
Trp

cag cag cct ggc gcc gaa gtg aaa aag

Page 64



val

cCa
Pro

acc
Thr

gaa
Glu
65

gag
Glu

acc
Thr

tac
Tyr

tac
Tyr

gcc
Ala
145

agc
ser

ttc
Phe

ctc
Leu

tac
TYyr
225

aga
Arg

cCa
Pro

ada
Lys

gtg

agc
ser
50

tgg
Trp

aag
Lys

gcc
Ala

tac
TYyr

gcc
Ala
130

tcc
Ser

acc
Thr

cccC
Pro

gtg
val

agc
ser
210

atc
Ile

gtt
val

gca
Ala

cCccC
Pro

gtg

Ser

gcc
Ala
35

tac
TYyr

atg
Met

ttc
Phe

tac
TYyr

tgc
Cys
115

atg
Met

acc
Thr

tct
Ser

gaa
Glu

cac
His
195

agc
ser

tgc
Cys

Glu

cct
Pro

aag
Lys
275

gtg

Gln
20

agc
Ser

tgg
Trp

aag
Lys

atg
Met
100

agc
Ser

gac
Asp

aag
Lys

ccc
Pro
180

acc
Thr

aac
Asn

CCcC
Pro

gaa
Glu
260

gac
Asp

gac

val

gtg

atc
Ile

aac
Asn

agc
Ser
85

gaa
Glu

cgg
Arg

tac
Tyr

Gly

ggc
Gly

165

gtg
val

ttc
Phe

aaa
Lys
245

ctc
Leu

acc
Thr

gtg

FP1430PCT_Sequence Listing(6125567_1)

Gln

aag
Lys

aac
Asn

atc
Ile
70

cgg
Arg

ctg
Leu

acc
Thr

tgg
Trp

cca
Pro
150

aca
Thr

acc
Thr

CCcC
Pro

acc
Thr

aat
Asn
230

tct
sSer

ctg
Leu

ctc
Leu

agc

Leu

gtg
val

tgg
Trp
55

tac
Tyr

gcc
Ala

agc
Ser

atc
Ile

ggc
Gly
135

agc
Ser

gcc
Ala

gct
Ala

gtg
val
215

cac
H1s

tgt
cys

atg
Met

cac

Gln

tcc
Ser
40

gtg
val

CCcC
Pro

acc
Thr

agc
Ser

tac
Tyr
120

cag
Gln

gtc
val

gcc
Ala

agc
ser

gtc
val
200

CCC
Pro

aag
Lys

gac
Asp

atc
Ile
280

gaa

Gln
25

tgc
Cys

cgc
Arg

ggc
Gly

ctg
Leu

ctg
Leu
105

aac
Asn

ggc

ttc
Phe

ctg
Leu

tgg
Trp
185

ctg
Leu

tcc
Ser

CCC
Pro

aaa
Lys

ccc
Pro
265

tcc
Ser

gac

Pro Gly

aag gcc
Lys Ala

cag gcc
Gln Ala

agc agc
ser Ser
75

acc gtg
Thr val
90

acc agc
Thr Ser

tac ggc
Tyr Gly

acc ctc
Thr Leu

ccc ctg
Pro Leu
155

ggc tgc
Gly Cys
170

aac tca
Asn Ser

cag tcc
Gln Ser

agc agc
ser Ser

agc aac
Ser Asn
235

act cac
Thr His
250

tca gtc
Ser val

cgg acc
Arg Thr

cct gag
Page 65

Ala

agc
ser

cct
Pro
60

agc
ser

gac
Asp

gag
Glu

agc
ser

gtg
val
140

gca
Ala

ctg
Leu

ggc
Gly

tca
Ser

ttg
Leu
220

acc
Thr

aca
Thr

ttc
Phe

cct
Pro

gtc

Glu

ggc
Gly
45

gga
Gly

atc
Ile

acc
Thr

gac
Asp

tcc
Ser
125

acc
Thr

CCC
Pro

gtc
val

gcc
Ala

gga
205

ggc
Gly

aag
Lys

tgc
Cys

ctc
Leu

gag
Glu
285

aag

val
30

tac
Tyr

cag
Gln

daac
Asn

agc
ser

acc
Thr
110

ggc
Gly

tcc
Ser

aag
Lys

ctg
Leu
190

ctc
Leu

acc
Thr

cCa
Pro

ttc
Phe
270

gtc
val

ttc

Lys

acc
Thr

ggc
Gly

tac
TYyr

aca
Thr
95

gcc
Ala

tac
TYyr

agc
ser

tcc
Ser

gac
Asp
175

acc
Thr

tac
TYyr

cag
Gln

gac
Asp

ccc
Pro
255

cccC
Pro

aca
Thr

aac

ttt
Phe

ctg
Leu

aac
Asn
80

agc
ser

val

aat
Asn

tca
Ser

aag
Lys
160

tac
TYyr

agc
ser

tcc
Ser

acc
Thr

aag
Lys
240

tgc
cys

cCa
Pro

tgc
cys

tgg

144

192

240

288

336

384

432

480

528

576

624

672

720

768

816

864

912



val

tac
TYyr
305

gag
Glu

cac
H1s

ada
Lys

cag
Gln

atg
Met
385

CCcC
Pro

aac
Asn

ctc
Leu

gtc
val

cag
Gln
465

val
290

gtg
val

cag
Gln

cag
Gln

gcc
Ala

ccc
Pro
370

acc
Thr

agc
ser

tac
TYyr

tac
TYyr

ttc
Phe
450

aag
Lys

<210>
<211>
<212>
<213>

<220>
<223>

<400>

val

gac
Asp

tac
TYyr

gac
Asp

ctc
Leu
355

cgg
Arg

aag
Lys

gac
Asp

aag
Lys

agc
ser
435

tca
Ser

agc
ser

61
474
PRT

aac
Asn

tgg
Trp
340

CCa
Pro

gaa
Glu

aac
Asn

atc
Ile

acc
Thr
420

aag
Lys

tgc
cys

ctc
Leu

val

gtg

agc
Ser
325

ctg
Leu

gcc
Ala

CcCa
Pro

cag
Gln

gcc
Ala
405

acc
Thr

ctc
Leu

tcc
Ser

tcc
Ser

FP1430PCT_Sequence Listing(6125567_1)
His Glu Asp Pro

Ser

gag
Glu
310

acg
Thr

aat
Asn

CCcC
Pro

cag
Gln

gtc
val
390

gtg
val

cct
Pro

acc
Thr

gtg

ctg
Leu
470

295

gtg
val

tac
Tyr

ggc
Gly

atc
Ile

gtg
val
375

agc
Ser

Glu

CCcC
Pro

atg
Met
455

tct
ser

Artificial Sequence

Synthetic Construct

61

Met Lys His Leu Trp Phe Phe

1

5

val Leu Ser Gln val GIn Leu

Pro Gly Ala Ser val Lys val

35

Ca_.t
H1s

cgg
Arg

aag
Lys

gag
Glu
360

tac
Tyr

ctg
Leu

tgg
Trp

gtg
val

gac
Asp
440
cat
His

CCcC
Pro

Leu

Gln

aat
Asn

gtg
val

gag
Glu
345

aaa
Lys

acc
Thr

acc
Thr

gag
Glu

ctg
Leu
425
aag
Lys

gag
Glu

ggc

Leu

gcc
Ala

gtc
val
330

tac
Tyr

acc
Thr

ctg
Leu

tgc
Cys

agc
ser
410

gac
Asp

agc
ser

gct
Ala

daaa
Lys

Glu

aag
Lys
315

agc
ser

aag
Lys

atc
Ile

CCC
Pro

ctg
Leu
395

aat
Asn

tcc
Ser

agg
Arg

ctg
Leu

val
300

aca
Thr

gtc
val

tgc
Cys

tcc
Ser

cca
Pro
380

gtc
val

ggc

gac
Asp

tgg
Trp

cac
His
460

Leu val Ala

10

GIln Pro Gly Ala
25

Ser Cys Lys Ala Ser
40

Page 66

Lys Phe Asn

aag
Lys

ctc
Leu

aag
Lys

adad
Lys
365
tcc
Ser

adad
Lys

cag
Gln

ggc

cag
Gln
445

daac
Asn

Ala

Glu

CCC
Pro

acc
Thr

gtc
val
350

gcc
Ala

cgg
Arg

CCC
Pro

tcc
Ser
430

cag
Gln

cac
H1s

Pro

cgg
Arg

gtc
val
335

tcc
Ser

ada
Lys

Glu

ttc
Phe

gag
Glu
415

ttc
Phe

tac
TYyr

Arg
15

Trp

gag
Glu
320

ctg
Leu

aac
Asn

tat
Tyr
400

aac
Asn

ttc
Phe

aac
Asn

acc
Thr

Trp

val Lys Lys
30

Gly Tyr Thr Phe
45

960

1008

1056

1104

1152

1200

1248

1296

1344

1392

1422



Thr

Glu

65

Glu

Thr

Tyr

Tyr

Ala

145

Ser

Phe

Gly

Leu

Tyr

225

Arg

Pro

Lys

val

TYyr
305

Ser

50

Trp

Lys

Ala

Tyr

Ala

130

Ser

Thr

Pro

val

Ser

210

val

Ala

Pro

val

290

val

Tyr

Met

Phe

Tyr

cys

115

Met

Thr

Ser

Glu

His

195

Ser

cys

Glu

Pro

Lys

val

Asp

Trp

Gly

Lys

Met

100

Ser

Asp

Lys

Gly

Pro

180

Thr

val

Asn

Pro

Glu

260

Asp

Asp

Gly

Asn

Ser

85

Glu

Arg

Tyr

Gly

Phe

val

val

Thr

val

val

FP1430PCT_Sequence Listing(6125567_1)

Asn Trp val Arg Gln Ala Pro Gly Gln Gly
55 60

Ile

70

Arg

Leu

Thr

Trp

Pro

150

Thr

Thr

Pro

Thr

Asn

230

Ser

Leu

Leu

Ser

Glu
310

Tyr

Ala

Ser

Gly

Ser

Ala

val

Ala

val

215

His

Cys

Gly

Met

His

295

val

Pro

Thr

Ser

Tyr

Gln

val

Ala

Ser

val

200

Pro

Lys

Asp

Gly

Ile

280

Glu

Gly

Leu

Leu

105

Asn

Gly

Phe

Leu

Trp

Leu

Ser

Pro

Lys

Pro

265

Ser

Asp

Asn

Ser Ser
75

Thr val

90

Thr Ser

Tyr Gly

Thr Leu

Pro Leu

155

Gly Cys

Asn Ser

Gln Ser

Ser Ser

Ser Asn

235

Thr His
250

Ser val

Arg Thr

Pro Glu

Ala Lys
315

Page 67

Ser

Asp

Glu

Ser

val

140

Ala

Leu

Gly

Ser

Leu

220

Thr

Thr

Phe

Pro

val

300

Thr

Ile

Thr

Asp

Ser

125

Thr

Pro

val

Ala

Lys

cys

Leu

Glu

285

Lys

Asn

Ser

Thr

110

Gly

val

Ser

Lys

Leu

190

Leu

Thr

val

Pro

Phe

270

val

Phe

Pro

Tyr

Thr

95

Ala

Tyr

Ser

Ser

Tyr

Gln

Asp

Pro

255

Pro

Thr

Asn

Arg

Leu

Asn

80

Ser

val

Asn

Ser

Lys

Tyr

Ser

Ser

Thr

Pro

cys

Trp

Glu
320



Glu Gln
His Gln
Lys Ala

Gln Pro
370

Met Thr
385

Pro Ser
Asn Tyr
Leu Tyr

val Phe
450

Gln Lys
465

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg aaa
Met Lys
1

gtg ctg
val Leu

cct ggc
Pro Gly

FP1430PCT_Sequence Listing(6125567_1)

Tyr Asn Ser Thr Tyr
325

Asp Trp Leu Asn Gly

Leu Pro Ala Pro Ile
355

Arg Glu Pro Gln val
375

Lys Asn Gln val Ser
390

Asp ITe Ala val Glu
405

Lys Thr Thr Pro Pro
420

Ser Lys Leu Thr val
435

Ser Cys Ser val Met
455

Ser Leu Ser Leu Ser
470

62

1422

DNA

Artificial Sequence

Nucleotide coding of

CDS
(1)..(1422)

62

cac ctg tgg ttc ttc

His Leu Trp Phe Phe
5

agc cag gtg cag ctg
Ser GIn val Gln Leu
20

gcc tcc gtg aag gtg
Ala Ser val Lys val
35

Arg val val Ser val Leu Thr val

330

Lys Glu Tyr
345

Glu Lys Thr
360

Tyr Thr Leu

Leu Thr Cys

Trp Glu Ser
410

val Leu Asp
425

Asp Lys Ser
440

His Glu Ala

Pro Gly Lys

h#1G5-H4

ctc ctg ctg
Leu Leu Leu
10

cag cag cct
Gln Gln Pro
25

tcc tgc aag
Ser Cys Lys
40

Page 68

Lys

Ile

Pro

Leu

395

Asn

Ser

Arg

Leu

gcc
Ala

cys

Ser

Pro
380

val

Gly

Asp

Trp

His
460

gca
Ala

gcc
Ala

agc
ser

Lys

Lys

Gln

Gly

Gln
445

Asn

gct
Ala

gag
Glu

ggc
Gly
45

val
350

Ala

Arg

Gly

Pro

ser
430

Gln

His

CCC
Pro

ctg
Leu
30

tac
Tyr

335

Ser

Lys

Glu

Phe

Glu
415

Phe

Gly

Tyr

aga
Arg
15

ada
Lys

acc
Thr

Leu

Asn

Gly

Tyr
400

Asn

Phe

Asn

Thr

tgg
Trp

aaa
Lys

ttt
Phe

48

96

144



acc
Thr

gaa
Glu
65

gag
Glu

aca
Thr

tac
Tyr

tac
Tyr

gcc
Ala
145

agc
Ser

ttc
Phe

ctc
Leu

tac
Tyr
225

aga
Arg

cca
Pro

aaa
Lys

val

tac
Tyr
305

agc
Ser
50

tgg
Trp

aag
Lys

gcc
Ala

tac
Tyr

gcc
Ala
130

tcc
Ser

acc
Thr

Cccc
Pro

gtg
val

agc
Ser
210

atc
Ile

gtt
val

gca
Ala

CcccC
Pro

gtg
val
290

gtg
val

tac
Tyr

atc
Ile

ttc
Phe

tac
Tyr

tgc
Cys
115

atg
Met

acc
Thr

tct
Ser

gaa
Glu

cac
His
195

agc
Ser

tgc
Cys

gag
Glu

cct
Pro

aag
Lys
275

gtg
val

gac
Asp

tgg
Trp

aag
Lys

atg
Met
100

agc
Ser

gac
Asp

aag
Lys

ccc
Pro
180

acc
Thr

aac
Asn

CCcC
Pro

gaa
Glu
260

gac
Asp

gac
Asp

atc
Ile

aac
Asn

agc
Ser
85

cag
Gln

cgg
Arg

tac
TYyr

Gly

ggc
Gly
165

gtg
val

ttc
Phe

aaa
Lys
245

ctc
Leu

acc
Thr

val

gtg

FP1430PCT_Sequence Listing(6125567_1)

aac
Asn

atc
Ile
70

aag
Lys

ctg
Leu

acc
Thr

tgg
Trp

cca
Pro
150

aca
Thr

acc
Thr

CCcC
Pro

acc
Thr

aat
Asn
230

tct
Ser

ctg
Leu

ctc
Leu

agc
Ser

gag
Glu
310

tgg
Trp
55

tac
Tyr

gcc
Ala

tcc
Ser

atc
Ile

ggc
Gly
135

agc
Ser

gcc
Ala

gtg
val

gct
Ala

gtg
val
215

cac
H1s

tgt
Cys

atg
Met

cac
His
295

gtg
val

gtg
val

CCcC
Pro

acc
Thr

agc
Ser

tac
Tyr
120

cag
Gln

gtc
val

gcc
Ala

agc
Ser

gtc
val
200

CCcC
Pro

aag
Lys

gac
Asp

atc
Ile
280

gaa
Glu

C@t
H1s

cgc
Arg

ggc
Gly

ctg
Leu

ctg
Leu
105

aac
Asn

ttc
Phe

ctg
Leu

tgg
Trp
185

ctg
Leu

tcc
Ser

CCcC
Pro

aaa
Lys

ccc
Pro
265

tcc
Ser

gac
Asp

aat
Asn

cag gcc
Gln Ala

agc agc
ser ser
75

acc gtg
Thr val
90

acc agc
Thr Ser

tac ggc
Tyr Gly

acc ctc
Thr Leu

ccc ctg
Pro Leu
155

ggc tgc
Gly Cys
170

aac tca
Asn Ser

cag tcc
Gln Ser

agc agc
ser ser

agc aac
ser Asn
235

act cac
Thr His
250

tca gtc
Ser val

cgg acc
Arg Thr

cct gag
Pro Glu

gcc aag
Ala Lys
315

Page 69

cct
Pro
60

agc
ser

gac
Asp

gac
Asp

agc
ser

gtg
val
140

gca
Ala

ctg
Leu

ggc
Gly

tca
Ser

ttg
Leu
220

acc
Thr

aca
Thr

ttc
Phe

cct
Pro

gtc
val
300

aca
Thr

gga
Gly

atc
Ile

acc
Thr

gac
Asp

tcc
sSer
125

acc
Thr

CCC
Pro

gtc
val

gcc
Ala

gga
Gly
205

ggc
Gly

aag
Lys

tgc
Cys

ctc
Leu

gag
Glu
285

aag
Lys

aag
Lys

cag
Gln

aac
Asn

agc
Ser

agc
Ser
110

ggc
Gly

tcc
ser

aag
Lys

ctg
Leu
190

ctc
Leu

acc
Thr

cca
Pro

ttc
Phe
270

gtc
val

ttc
Phe

CCC
Pro

ggc
Gly

tac
Tyr

agc
Ser
95

gcc
Ala

tac
TYyr

agc
Ser

tcc
Ser

gac
Asp
175

acc
Thr

tac
TYyr

cag
Gln

gac
Asp

ccc
Pro
255

CcccC
Pro

aca
Thr

aac
Asn

cgg
Arg

ctg
Leu

aac
Asn
80

tcc
Ser

val

aat
Asn

tca
Ser

aag
Lys
160

tac
TYyr

agc
Ser

tcc
Ser

acc
Thr

aag
Lys
240

tgc
Cys

cca
Pro

tgc
Cys

tgg
Trp

gag
Glu
320

192

240

288

336

384

432

480

528

576

624

672

720

768

816

864

912

960



gag
Glu

cac
H1s

aaa
Lys

cag
Gln

atg
Met
385

CCC
Pro

aac
Asn

ctc
Leu

gtc
val

cag
Gln
465

cag
Gln

cag
Gln

gcc
Ala

ccc
Pro
370

acc
Thr

agc
Ser

tac
Tyr

tac
Tyr

ttc
Phe
450

aag
Lys

<210>
<211>
<212>
<213>

<220>
<223>

<400>

tac
Tyr

gac
Asp

ctc
Leu
355

cgg
Arg

aag
Lys

gac
Asp

aag
Lys

agc
Ser
435

tca
Ser

agc
Ser

63
474
PRT

aac
Asn

tgg
Trp
340

CcCa
Pro

gaa
Glu

aac
Asn

atc
Ile

acc
Thr
420

aag
Lys

tgc
Cys

ctc
Leu

agc
Ser
325

ctg
Leu

gcc
Ala

cCa
Pro

cag
Gln

gcc
Ala
405

acc
Thr

ctc
Leu

tcc
Ser

tcc
Ser

FP1430PCT_Sequence Listing(6125567_1)

acg
Thr

aat
Asn

CCcC
Pro

cag
Gln

gtc
val
390

gtg
val

cct
Pro

acc
Thr

gtg

ctg
Leu
470

tac
Tyr

ggc
Gly

atc
Ile

gtg
val
375

agc
Ser

gag
Glu

CCcC
Pro

atg
Met
455

tct
Ser

Artificial Sequence

Synthetic Construct

63

Met Lys His Leu
1

val Leu Ser GIn

20

Pro Gly Ala Ser

35

Thr Sser Tyr Trp

50

Glu Trp Ile Gly

Trp Phe Phe
5

val

val

Ile

Asn

Gln

Lys

Asn

Ile

Leu

val

Trp

55

Tyr

cgg
Arg

aag
Lys

gag
Glu
360
tac
Tyr

ctg
Leu

tgg
Trp

gtg
val

gac
Asp
440

C@t
H1s

CCcC
Pro

Leu

Gln

ser

40

val

Pro

gtg
val

gag
Glu
345

aaa
Lys

acc
Thr

acc
Thr

gag
Glu

ctg
Leu
425

aag
Lys

gag
Glu

g9c

Leu

Gln

25

Cys

Arg

Gly

gtc
val
330
tac
Tyr

acc
Thr

ctg
Leu

tgc
Cys

agc
Ser
410

gac
Asp

agc
Ser

gct
Ala

aaa
Lys

Leu

10

Pro

Lys

Gln

agc
Ser

aag
Lys

atc
Ile

CCC
Pro

ctg
Leu
395

aat
Asn

tcc
Ser

agg
Arg

ctg
Leu

val

Gly

Ala

Ala

gtc
val

tgc
Cys

tcc
Ser

cca
Pro
380

gtc
val

gac
Asp

tgg
Trp

cac
His
460

Ala

Ala

Ser

Pro
60

Ser Ser Ser

Page 70

ctc
Leu

aag
Lys

aaa
Lys
365

tcc
Ser

aaa
Lys

cag
Gln

g9c

cag
Gln
445

aac
Asn

Ala

Glu

Gly

45

Gly

Ile

acc
Thr

gtc
val
350
gcc
Ala

cgg
Arg

ggc
Gly

CCC
Pro

tcc
ser
430

cag
Gln

cac
H1s

Pro

Leu

30

Tyr

Gln

Asn

gtc
val
335
tcc
Ser

ada
Lys

gag
Glu

ttc
Phe

gag
Glu
415

ttc
Phe

tac
Tyr

Arg

15

Lys

Thr

Gly

TYyr

ctg
Leu

aac
Asn

Gly

gag
Glu

tat
Tyr
400

aac
Asn

ttc
Phe

aac
Asn

acc
Thr

Trp

Lys

Phe

Leu

Asn

1008

1056

1104

1152

1200

1248

1296

1344

1392

1422



65

Thr

Tyr

Tyr

Ala

145

ser

Phe

Gly

Leu

TYyr

225

Arg

Pro

Lys

val

TYyr
305

Lys

Ala

Tyr

Ala

130

Ser

Thr

Pro

val

Ser

210

Ile

val

Ala

Pro

val

290

val

Gln

Gln

Phe

Tyr

Cys

115

Met

Thr

Ser

Glu

His

195

Ser

Cys

Glu

Pro

Lys

275

val

Asp

Tyr

Asp

Lys

Met

100

Ser

Asp

Lys

Gly

Pro

180

Thr

val

Asn

Pro

Glu

260

Asp

Asp

Gly

Asn

Trp

ser

85

Gln

Arg

TYyr

Gly

Phe

val

val

Lys

245

Leu

Thr

val

val

ser

325

Leu

70

Lys Ala Thr Leu

Leu

Thr

Trp

Pro

150

Thr

Thr

Pro

Thr

Asn

230

Ser

Leu

Leu

Ser

Glu

310

Thr

Asn

Ser

Gly

Ser

Ala

val

Ala

val

215

His

Cys

Gly

Met

His

295

val

Tyr

Gly

Ser

Tyr

120

Gln

val

Ala

Ser

val

200

Pro

Lys

Asp

Gly

Ile

280

Glu

His

Arg

Lys

Leu

105

Asn

Gly

Phe

Leu

Ser

Pro

Lys

Pro

265

Ser

Asp

Asn

val

Glu

Thr val

90

Thr Ser

Tyr Gly

Thr Leu

Pro Leu

155

Gly Cys

Asn Ser

Gln Ser

Ser Ser

Ser Asn

235

Thr His
250

Ser val

Arg Thr

Pro Glu

Ala Lys

val Ser

330

Tyr Lys
Page 71

Asp

Asp

Ser

val

140

Ala

Leu

Gly

Ser

Leu

220

Thr

Thr

Phe

Pro

val

300

Thr

val

Cys

Thr

Asp

ser

125

Thr

Pro

val

Ala

Lys

Cys

Leu

Glu

285

Lys

Lys

Leu

Lys

Ser

Ser

110

Gly

val

ser

Lys

Leu

190

Leu

Thr

val

Pro

Phe

270

val

Phe

Pro

Thr

val

FP1430PCT_Sequence Listing(6125567_1)
75

ser

95

Ala

TYyr

Ser

Ser

Tyr

Gln

Asp

Pro

255

Pro

Thr

Asn

Arg

val

335

Ser

80

Ser

val

Asn

Ser

Lys

Tyr

Ser

Ser

Thr

Lys

240

Cys

Pro

Cys

Trp

Glu

320

Leu

Asn



Lys

Gln

Met

385

Pro

Asn

Leu

val

Gln
465

Ala

Pro

370

Thr

Ser

Tyr

Tyr

Phe

450

Lys

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg daad C?C
Met Lys His
1

gtg
val

cct
Pro

acc
Thr

gaa
Glu
65

ctg
Leu

ggc
Gly

agc
ser
50

tgg
Trp

Leu

355

Arg

Lys

Asp

Lys

ser

435

Ser

Ser

64
1422
DNA

340

Pro

Glu

Asn

Ile

Thr

420

Lys

Cys

Leu

Ala

Pro

Gln

Ala

405

Thr

Leu

Ser

Ser

FP1430PCT_Sequence Listing(6125567_1)

Pro

Gln

val

390

val

Pro

Thr

val

Leu
470

Ile

val

375

Ser

Pro

val

Met

455

Ser

Artificial Sequence

Nucleotide coding of

(@)
..

64

agc
ser

gcc
Ala
35

tac
TYyr

atc
Ile

(1422)

ctg
Leu

cag
Gln
20

tcc
Ser

tgg
Trp

tgg
Trp

gtg
val

gtg

atc
Ile

aat
Asn

ttc
Phe

cag
Gln

aag
Lys

aac
Asn

atc
Ile
70

ttc
Phe

ctg
Leu

tgg
Trp
55

tac
Tyr

Glu

360

Tyr

Leu

Trp

val

Asp

440

His

Pro

h#1G5-H5

ctc
Leu

cag
Gln

tcc
Ser
40

gtc
val

CCcC
Pro

345

Lys

Thr

Thr

Glu

Leu
425

Lys

Glu

Gly

ctg
Leu

cag
Gln
25

tgc
Cys

aag
Lys

Thr

Leu

Cys

Ser
410

Asp

ser

Ala

Lys

ctg
Leu
10

cct
Pro

aag
Lys

cag
Gln

agc
ser

Page 72

Ile

Pro

Leu
395

Asn

Ser

Arg

Leu

gcc
Ala

cgg
Arg

agc
ser
75

Ser

Pro
380

val

Gly

Asp

Trp

His
460

gca
Ala

gcc
Ala

agc
ser

cca
Pro
60

agc
ser

350

Lys Ala Lys

365

Ser

Lys

Gln

Gly

Gln
445

Asn

gct
Ala

gag
Glu

ggc
Gly
45

ggc
Gly

atc
Ile

Arg

Gly

Pro

ser
430

Gln

His

CCC
Pro

ctg
Leu
30

tac
Tyr

cag
Gln

dac
Asn

Glu

Phe

Glu
415

Phe

Gly

Tyr

aga
Arg
15

adad
Lys

acc
Thr

ggc
Gly

tac
TYyr

Gly

Tyr
400

Asn

Phe

Asn

Thr

tgg
Trp

ada
Lys

ttt
Phe

ctg
Leu

aac
Asn
80

48

96

144

192

240



gag
Glu

aca
Thr

tac
Tyr

tac
Tyr

gcc
Ala
145

agc
ser

ttc
Phe

ctc
Leu

tac
Tyr
225

aga
Arg

cCa
Pro

ada
Lys

tac
TYyr
305

gag
Glu

cac
H1s

aag
Lys

gcc
Ala

tac
TYyr

gcc
Ala
130

tcc
Ser

acc
Thr

cccC
Pro

agc
ser
210

atc
Ile

gtt
val

gca
Ala

cccC
Pro

gtg
val
290

gtg
val

cag
Gln

cag
Gln

ttc
Phe

tac
TYyr

tgc
cys
115

atg
Met

acc
Thr

tct
Ser

gaa
Glu

cac
His
195
agc
Ser

tgc
cys

Glu

cct
Pro

aag
Lys
275

gtg
val

gac
Asp

tac
TYyr

gac
Asp

aag
Lys

atg
Met
100

agc
Ser

gac
Asp

aag
Lys

ccc
Pro
180

acc
Thr

aac
Asn

CCcC
Pro

gaa
Glu
260

gac
Asp

gac
Asp

aac
Asn

tgg
Trp
340

agc
Ser
85

cag
Gln

cgg
Arg

tac
Tyr

ggc
Gly
165

gtg
val

ttc
Phe

aaa
Lys
245

ctc
Leu

acc
Thr

agc
Ser
325

ctg
Leu

FP1430PCT_Sequence Listing(6125567_1)

aag
Lys

ctg
Leu

acc
Thr

tgg
Trp

cca
Pro
150

aca
Thr

acc
Thr

CCcC
Pro

acc
Thr

aat
Asn
230

tct
ser

ctg
Leu

ctc
Leu

agc
Ser

gag
Glu
310

acg
Thr

aat
Asn

gcc
Ala

tcc
Ser

atc
Ile

ggc
Gly
135

agc
Ser

gcc
Ala

gtg
val

gct
Ala

gtg
val
215

cac
H1s

tgt
cys

atg
Met

cac
His
295

gtg
val

tac
Tyr

acc
Thr

agc
ser

tac
Tyr
120

cag
Gln

gtc
val

gcc
Ala

agc
Ser

gtc
val
200

CCcC
Pro

aag
Lys

gac
Asp

atc
Ile
280

gaa
Glu

Ca_.t
H1s

cgg
Arg

aag
Lys

ctg
Leu

ctg
Leu
105

aac
Asn

ggc
Gly

ttc
Phe

ctg
Leu

tgg
Trp
185

ctg
Leu

tcc
Ser

CCC
Pro

aaa
Lys

ccc
Pro
265

tcc
Ser

gac
Asp

aat
Asn

gag
Glu
345

acc
Thr
90

acc
Thr

tac
Tyr

acc
Thr

CCC
Pro

ggc
Gly
170

aac
Asn

cag
Gln

agc
ser

agc
ser

act
Thr
250

tca
Ser

cgg
Arg

cct
Pro

gcc
Ala

gtc
val
330

tac
Tyr

Page 73

gtg
val

agc
ser

ggc
Gly

agc
ser

ctg
Leu
155

tgc
Cys

tca
Ser

tcc
Ser

agc
ser

aac
Asn
235

cac
H1s

gtc
val

acc
Thr

gag
Glu

aag
Lys
315

agc
Ser

aag
Lys

gac
Asp

gac
Asp

agc
ser

gtg
val
140

gca
Ala

ctg
Leu

ggc
Gly

tca
Ser

ttg
Leu
220

acc
Thr

aca
Thr

ttc
Phe

cct
Pro

gtc
val
300

aca
Thr

gtc
val

tgc
Cys

acc
Thr

gac
Asp

tcc
Ser
125

atc
Ile

CCC
Pro

gtc
val

gcc
Ala

gga
Gly
205

ggc
Gly

aag
Lys

tgc
Cys

ctc
Leu

gag
Glu
285

aag
Lys

aag
Lys

ctc
Leu

aag
Lys

agc
ser

agc
ser
110

ggc
Gly

gtg
val

tcc
Ser

aag
Lys

ctg
Leu
190

ctc
Leu

acc
Thr

val

cca
Pro

ttc
Phe
270

gtc
val

ttc
Phe

CCC
Pro

acc
Thr

gtc
val
350

agc
ser
95

gcc
Ala

tac
TYyr

agc
ser

tcc
Ser

gac
Asp
175

acc
Thr

tac
TYyr

cag
Gln

gac
Asp

ccc
Pro
255

cccC
Pro

aca
Thr

aac
Asn

cgg
Arg

gtc
val
335

tcc
Ser

tcc
Ser

aat
Asn

tca
Ser

aag
Lys
160

tac
TYyr

agc
ser

tcc
Ser

acc
Thr

aag
Lys
240

tgc
Cys

cCa
Pro

tgc
Cys

tgg
Trp

gag
Glu
320

ctg
Leu

aac
Asn

288

336

384

432

480

528

576

624

672

720

768

816

864

912

960

1008

1056



ada
Lys

cag
Gln

atg
Met
385

CCcC
Pro

aac
Asn

ctc
Leu

gtc
val

cag
Gln
465

gcc
Ala

ccc
Pro
370

acc
Thr

agc
ser

tac
TYyr

tac
TYyr

ttc
Phe
450

aag
Lys

<210>
<211>
<212>
<213>

<220>
<223>

<400>

ctc
Leu
355

cgg
Arg

aag
Lys

gac
Asp

aag
Lys

agc
ser
435

tca
Ser

agc
ser

65
474
PRT

CCa
Pro

gaa
Glu

aac
Asn

atc
Ile

acc
Thr
420

aag
Lys

tgc
cys

ctc
Leu

gcc
Ala

CcCa
Pro

cag
Gln

gcc
Ala
405

acc
Thr

ctc
Leu

tcc
Ser

tcc
Ser

FP1430PCT_Sequence Listing(6125567_1)

CCcC
Pro

cag
Gln

gtc
val
390

gtg
val

cct
Pro

acc
Thr

gtg
val

ctg
Leu
470

atc
Ile

gtg
val
375

agc
Ser

gag
Glu

CCcC
Pro

atg
Met
455

tct
ser

Artificial Sequence

Synthetic Construct

65

Met Lys His Leu
1

val

Pro

Thr

Glu

65

Glu

Leu

Gly

Ser

50

Trp

Lys

Ser

Ala

35

Tyr

Ile

Phe

Gln

20

Ser

Trp

Gly

Lys

Trp Phe Phe
5

val

val

Ile

Asn

Ser
85

Gln

Lys

Asn

Ile

70

Lys

Leu

val

Trp

55

Tyr

Ala

gag
Glu
360

tac
Tyr

ctg
Leu

tgg
Trp

gtg
val

gac
Asp
440

C@t
H1s

CCcC
Pro

Leu

Gln

Ser

40

val

Pro

Thr

aaa
Lys

acc
Thr

acc
Thr

gag
Glu

ctg
Leu
425

aag
Lys

gag
Glu

Leu

Gln

25

cys

Lys

Gly

Leu

acc
Thr

ctg
Leu

tgc
Cys

agc
ser
410

gac
Asp

agc
ser

gct
Ala

aaa
Lys

Leu

10

Pro

Lys

Gln

Ser

Thr
90

Page 74

atc
Ile

CCC
Pro

ctg
Leu
395

aat
Asn

tcc
Ser

agg
Arg

ctg
Leu

val

Gly

Ala

Arg

Ser

75

val

tcc
Ser

cca
Pro
380

gtc
val

ggc

gac
Asp

tgg
Trp

cac
His
460

Ala

Ala

Ser

Pro

60

Ser

Asp

adad
Lys
365

tcc
Ser

ada
Lys

cag
Gln

cag
Gln
445

daac
Asn

Ala

Glu

Gly

45

Gly

Ile

Thr

gcc aaa
Ala Lys

€gg gag
Arg Glu

ggc ttc
Gly Phe

ccc gag
Pro Glu

415
tcc ttc
Ser Phe
430

cag ggc
Gln Gly

C@C tac
His Tyr

Pro Arg
15

Leu Lys

30

Tyr Thr

Gln Gly

Asn Tyr

Ser Ser
95

ggc
Gly

Glu

tat
Tyr
400

aac
Asn

ttc
Phe

aac
Asn

acc
Thr

Trp

Lys

Phe

Leu

Asn

80

Ser

1104

1152

1200

1248

1296

1344

1392

1422



Thr

Tyr

Tyr

Ala

145

Ser

Phe

Leu

Tyr

225

Arg

Pro

Lys

val

Tyr

305

Glu

Lys

Ala

Tyr

Ala

130

Ser

Thr

Pro

val

Ser

210

val

Ala

Pro

val

290

val

Gln

Gln

Ala

Tyr

cys

115

Met

Thr

Ser

Glu

His

195

Ser

cys

Glu

Pro

Lys

val

Asp

Tyr

Asp

Leu
355

Met

100

Ser

Asp

Lys

Gly

Pro

180

Thr

val

Asn

Pro

Glu

260

Asp

Asp

Gly

Asn

Gln

Arg

Tyr

Gly

Phe

val

val

Thr

val

val

Ser

325

Leu

Ala

FP1430PCT_Sequence Listing(6125567_1)
Leu Ser Ser Leu Thr Ser Asp Asp Ser Ala

Thr

Trp

Pro

150

Thr

Thr

Pro

Thr

Asn

230

Ser

Leu

Leu

Ser

Glu

310

Thr

Asn

Pro

Ile

Gly

135

Ser

Ala

val

Ala

val

215

His

Cys

Gly

Met

His

295

val

Tyr

Gly

Ile

Tyr

120

Gln

val

Ala

Ser

val

200

Pro

Lys

Asp

Gly

Ile

280

Glu

His

Arg

Lys

Glu
360

105

Asn

Gly

Phe

Leu

Ser

Pro

Lys

Pro

265

Ser

Asp

Asn

val

Glu

345

Lys

Tyr Gly

Thr Ser

Pro Leu

155

Gly Cys

Asn Ser

Gln Ser

Ser Ser

Ser Asn

235

Thr His

250

Ser val

Arg Thr

Pro Glu

Ala Lys

val Ser

330

Tyr Lys

Thr Ile

Page 75

Ser

val

140

Ala

Leu

Gly

Ser

Leu

220

Thr

Thr

Phe

Pro

val

300

Thr

val

Cys

Ser

Ser

125

Pro

val

Ala

Lys

cys

Leu

Glu

285

Lys

Lys

Leu

Lys

110

Gly

val

Ser

Lys

Leu

190

Leu

Thr

val

Pro

Phe

270

val

Phe

Pro

Thr

val

350

Ala

Tyr

Ser

Ser

Asp

Thr

Tyr

Gln

Asp

Pro

255

Pro

Thr

Asn

Arg

val

335

Ser

Lys

val

Asn

Ser

Lys

Tyr

Ser

Ser

Thr

Lys

cys

Pro

cys

Trp

Glu

320

Leu

Asn

Gly



Gln

Met

385

Pro

Asn

Leu

val

Gln
465

Pro

370

Thr

Ser

Tyr

Tyr

Phe

450

Lys

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg gtg ctg

Met
1

ggc
Gly

aag
Lys
65

aga
Arg

tcc
ser

val

gcg
Ala

tct
Ser

ggc
Gly
50

ctg
Leu

ttc
Phe

ctg
Leu

Arg

Lys

Asp

Lys

Ser

435

Ser

Ser

66
702
DNA

Glu

Asn

Thr

420

Lys

cys

Leu

Pro

Gln

Ala

405

Thr

Leu

Ser

Ser

FP1430PCT_Sequence Listing(6125567_1)
Gln val Tyr Thr Leu Pro Pro Ser Arg Glu

val

390

val

Pro

Thr

val

Leu
470

375

Ser

Glu

Pro

val

Met

455

Ser

Artificial Sequence

Nucleotide coding of

CDS
..

66
Leu

tac
Tyr

ctg
Leu
35

aac
Asn

ctg
Leu

agc
Ser

cag
Gln

(702)

cag
Gln

ggc
Gly
20

gga
Gly

agc
Ser

atc
Ile

gcc
Ala

acc
Thr

gac
Asp

gag
Glu

gtg
val

tac
Tyr

agc
Ser
85

gag
Glu

cag
Gln

atc
Ile

aga
Arg

tcc
Ser

ggc
Gly
70

ggc
Gly

gac
Asp

gcc
Ala

tgg
Trp
55

gcc
Ala

tct
Ser

gtg
val

Leu

Trp

val

Asp

440

His

Pro

h#1G5-L1

ttc
Phe

atg
Met

acc
Thr
40

tat
Tyr

agc
Ser

gcc
Ala

Thr

Glu

Leu
425

Lys

Glu

Gly

atc
Ile

acc
Thr
25

atc
Ile

cag
Gln

aac
Asn

acc
Thr

Cys Leu
395

ser Asn
410

Asp Ser

Ser Arg

Ala Leu

Lys

tcc ctg
Ser Leu
10

cag agc
Gln Ser

aac tgc
Asn Cys

cag aag
GIn Lys

aga tac
Arg Tyr
75

gac ttc
Asp Phe
90

tac tac
Tyr Tyr
Page 76

val

Gly

Asp

Trp

His
460

ctg
Leu

cct
Pro

aag
Lys

ccc
Pro
60

acc
Thr

acc
Thr

tgt
Cys

Lys

Gln

Gly

Gln
445

Asn

ctg
Leu

gac
Asp

gcc
Ala
45

ggc
Gly

ctg
Leu

g9c

Gly

Pro

ser
430

Gln

tgg
Trp

agc
Ser
30

agc
Ser

cag
Gln

aca
Thr

cag
Gln

Phe

Glu
415

Phe

Gly

Tyr

atc
Ile
15

ctg
Leu

gag
Glu

CcccC
Pro

CcccC
Pro

atc
Ile
95

agc
Ser

Tyr
400

Asn

Phe

Asn

Thr

tcc
Ser

gcc
Ala

aac
Asn

Cccc
Pro

gat
Asp
80

agc
Ser

tac
TYyr

48

96

144

192

240

288

336



agc
Ser

acg
Thr

ctg
Leu
145

CCC
Pro

999
Gly

tac
Tyr

cac
H1s

gtc
val
225

tac
Tyr

gtg
val
130

aag
Lys

aga
Arg

aac
Asn

agc
Ser

aag
Lys
210

acc
Thr

<210>
<211>
<212>
<213>

<220>
<223>

<400>

ccc
Pro
115

gcc
Ala

tcc
Ser

gag
Glu

tcc
Ser

ctg
Leu
195

gtg
val

aag
Lys

67
234
PRT

100

tac
Tyr

gcc
Ala

gcc
Ala

cag
Gln
180

agc
Ser

tac
TYyr

agc
Ser

acc
Thr

CCcC
Pro

acc
Thr

aag
Lys
165

gag
Glu

agc
Ser

gcc
Ala

ttc
Phe

FP1430PCT_Sequence Listing(6125567_1)

ttc
Phe

tcc
Ser

gcc
Ala
150

gtg
val

agc
Ser

acc
Thr

tgc
Cys

aac
Asn
230

ggc
Gly

gtg
val
135

tcc
Ser

cag
Gln

val

ctg
Leu

gag
Glu
215

agg
Arg

Artificial Sequence

Synthetic Construct

67

Met val Leu

1

Gly

val

val

Lys

65

Arg

Ala

Ser

Gly

50

Leu

Phe

Tyr

Leu

35

Asn

Leu

Ser

Gln
Gly
20

Gly

Ser

Gly

Thr

5

Asp

Glu

val

Tyr

sSer
85

Gln

Ile

Arg

Ser

Gly

70

Gly

val

val

Ala

Trp

55

Ala

Ser

cag
Gln
120

ttc
Phe

gtg
val

tgg
Trp

acc
Thr

acc
Thr
200

gtg
val

999
Gly

Phe

Met

Thr

40

Tyr

Ser

Gly

105

ggc
Gly

atc
Ile

gtg
val

aag
Lys

gag
Glu
185

ctg
Leu

acc
Thr

gag
Glu

Ile

Thr

25

Gln

Asn

Thr

acc
Thr

ttc
Phe

tgc
Cys

gtg
val
170

cag
Gln

agc
Ser

cac
H1s

tgt
Cys

ser

10

Gln

Asn

Gln

Arg

Asp
90

Page 77

aag
Lys

CCC
Pro

ctg
Leu
155

gac
Asp

gac
Asp

aaa
Lys

cag
Gln

Leu

Ser

Cys

Lys

Tyr

75

Phe

gtg
val

ccc
Pro
140

ctg
Leu

aac
Asn

agc
ser

gcc
Ala

ggc
Gly
220

Leu

Pro

Lys

Pro

60

Thr

Thr

gaa
Glu
125

tcc
Ser

aat
Asn

gcc
Ala

aag
Lys

gac
Asp
205

ctg
Leu

Leu

Asp

Ala

45

Gly

Gly

Leu

110
atc
Ile

gac
Asp

aac
Asn

ctg
Leu

gac
Asp
190

tac
Tyr

agc
Ser

Trp

ser

30

sSer

Gln

val

Thr

aag
Lys

gag
Glu

ttc
Phe

cag
Gln
175

agc
Ser

gag
Glu

tcc
Ser

Ile

15

Leu

Glu

Pro

Pro

Ile
95

cgt
Arg

cag
Gln

tac
TYyr
160

tcc
Ser

acc
Thr

aag
Lys

CcccC
Pro

Ser

Asn

Pro

Asp

80

Ser

384

432

480

528

576

624

672

702



ser

ser

Thr

Leu

145

Pro

Gly

Tyr

His

val
225

Leu

Tyr

val

130

Lys

Arg

Asn

Ser

Lys

210

Thr

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg gtg ctg
Met Val Leu

1

ggc
Gly

gcg
Ala

tct
Ser

ggc
Gly
50

cCcC

Gln

Pro

115

Ala

Ser

Glu

Ser

Leu

195

val

Lys

68
702
DNA

Ala Glu

100

Tyr Thr

Ala Pro

Gly Thr

Ala Lys

GIln Glu

180

Ser Ser

Tyr Ala

Ser Phe

FP1430PCT_Sequence Listing(6125567_1)

Asp val Ala val Tyr Tyr Cys Gly GIn Ser
110

Phe

Ser

Ala

150

val

Ser

Thr

Cys

Asn
230

Gly

val

135

Ser

Gln

val

Leu

Glu

215

Arg

Artificial Sequence

Nucleotide coding of

(@)
..

68

tac
TYyr

ctg
Leu
35

aac
Asn

ctg

(702)

cag acc
Gln Thr

ggc aac
Gly Asn
20

gga gag
Gly Glu

agc gtg
Ser val

atc tac

cag
Gln

atc
Ile

aga
Arg

tcc
Ser

ggc

gcc
Ala

tgg
Trp
55

gcc

105

Gln Gly
120

Phe ITe

val val

Trp Lys

Thr Glu

185

Thr Leu
200

val Thr

Gly Glu

h#1G5-L2

ttc atc
Phe Ile

atg acc
Met Thr
25

acc atc
Thr Ile
40

tat cag
Tyr Gln

agc aac

Thr Lys

Phe Pro

Cys Leu
155

val Asp
170

Gln Asp

Ser Lys

His Gln

Cys

tcc ctg
Ser Leu
10

cag agc
Gln Ser

agc tgc
ser Cys

cag aag
GIn Lys

aga tac
Page 78

val

Pro
140

Leu

Asn

Ser

Ala

Gly

ctg
Leu

CCC
Pro

aag
Lys

ccc
Pro
60

acc

Glu
125

Ser

Asn

Ala

Lys

ctg
Leu

gac
Asp

gcc
Ala
45

ggc
Gly

g9c

Ile

Asp

Asn

Leu

Asp

Tyr

Ser

tgg
Trp

agc
ser
30

agc
ser

cag
Gln

gtg

Lys

Glu

Phe

Gln
175

Ser

Glu

Ser

atc
Ile
15

ctg
Leu

Glu

agc
ser

CcccC

TYyr

Arg

Gln

Tyr
160

Ser

Thr

Lys

Pro

tcc
Ser

gcc
Ala

aac
Asn

cct
Pro

gat

48

96

144

192

240



Lys Pro Leu

65

ttc
Phe

aga
Arg

agc
ser

tcc
Ser

ctg
Leu

cag
Gln

tac
TYyr

agc
ser

ccc
Pro
115

acg
Thr

gtg
val
130

gcc
Ala

tcc
Ser

ctg
Leu
145

aag
Lys

CCcC
Pro

aga
Arg

tcc
Ser

aac
Asn

ggg
Gly

tac
Tyr

agc
ser

ctg
Leu
195

cac
H1s

aag

Lys
210

gtg
val

gtc
val
225

acc
Thr

aag
Lys

<210>
<211>
<212>
<213>

<220>
<223>

<400>

69
234
PRT

69

Met val Leu
1

gcc
Ala
100

tac
Tyr

gcc
Ala

ggc
Gly

gcc
Ala

cag
Gln
180

agc
Ser

tac
Tyr

agc
Ser

Gln

FP1430PCT_Sequence Listing(6125567_1)

Gly Ala
70

Tyr

tct
ser

agc
Ser
85

ggc
Gly

gtg
val

gag
Glu

gac
Asp

ttc
Phe

acc
Thr

tcc
Ser

CCcC
Pro

gtg
val
135

tcc
Ser

acc
Thr

gcc
Ala
150

aag
Lys
165

gtg
val

cag
Gln

gag
Glu

agc
Ser

agc
Ser

acc
Thr

ctg
Leu

tgc
cys

gcc
Ala

gag
Glu
215

ttc
Phe

aac
Asn
230

agg
Arg

Artificial Sequence

Synthetic Construct

Thr Gln val
5

Gly Ala Tyr Gly Asn Ile val

val Ser Leu
35

val Gly Asn
50

20

Ser

gcc
Ala

gcc
Ala

gga
Gly
120

ttc
Phe

gtg
val

tgg
Trp

acc
Thr

acc
Thr
200

gtg
val

999

Phe

Met

Gly Glu Arg Ala Thr

Ser

val Ser Trp
55

40

Tyr

Asn

acc
Thr

gtg
val
105

ggc
Gly

atc
Ile

gtg
val

aag
Lys

gag
Glu
185

ctg
Leu

acc
Thr

gag
Glu

Ile
Thr
25

Ile

Gln

Tyr Thr
75

Arg

ttc
Phe

acc
Thr

gac
Asp
90

tat
Tyr

cac
H1s

tgt
Cys

acc
Thr

gtg
val

aag
Lys

ttc
Phe

CCC
Pro

ccc
Pro
140

tgc
Cys

ctg
Leu
155

ctg
Leu

daac
Asn

gtg
val
170

gac
Asp

cag
Gln

gac
Asp

agc
ser

agc
ser

aaad
Lys

gcc
Ala

cac
H1s

cag
Gln

ggc
Gly
220

tgt
cys

Ser Leu Leu
10

Gln Ser Pro

Ser Cys Lys

GIn Lys Pro

Page 79

Gly

ctg
Leu

ggc
Gly

gaa
Glu
125
tcc
Ser

aat
Asn

gcc
Ala

aag
Lys

gac
Asp
205

ctg
Leu

Leu

Asp

Ala

45

Gly

val

aca
Thr

cag
Gln
110

atc
Ile

gac
Asp

aac
Asn

ctg
Leu

gac
Asp
190
tac
Tyr

agc
ser

Trp

ser
30

Ser

Pro

atc
Ile
95

agc
ser

aag
Lys

gag
Glu

ttc
Phe

cag
Gln
175

agc
ser

Glu

tcc
Ser

Ile

15

Leu

Glu

Ser

Asp
80

agc
ser

tac
TYyr

cgt
Arg

cag
Gln

tac
Tyr
160

tcc
Ser

acc
Thr

aag
Lys

CcCcC
Pro

Ser

Asn

Pro

288

336

384

432

480

528

576

624

672

702



Lys Pro

Arg Phe

Ser Leu

ser Tyr

Thr val
130

Leu Lys
145

Pro Arg

Gly Asn

Tyr Ser

His Lys
210

val Thr
225

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg gtg
Met Vval
1

ggc gcg
Gly Ala

Leu

Ser

Gln

Pro

115

Ala

Ser

Glu

Ser

Leu

195

val

Lys

70
702
DNA

Gly

Ala

100

Tyr

Ala

Gly

Ala

Gln

180

Ser

Tyr

Ser

Tyr

Ser

85

Glu

Thr

Pro

Thr

Ser

Ala

Phe

FP1430PCT_Sequence Listing(6125567_1)

Gly Ala Ser Asn Arg Tyr Thr Gly val Pro
70 75

Gly

Asp

Phe

Ser

Ala

150

val

Ser

Thr

cys

Asn
230

Ser

val

Gly

val

135

Ser

Gln

val

Leu

Glu

215

Arg

Artificial Sequence

Nucleotide coding of h#1G5-L3

CDS

..

70
ctg
Leu

tac
Tyr

(702)

cag acc cag gtg
Gln Thr Gln val

5

ggc aac atc gtg
Gly Asn Ile val

20

Ala

Ala

Gly

Phe

val

Trp

Thr

Thr

200

val

Gly

ttc
Phe

atg
Met

Thr

val
105

Gly

val

Lys

Glu
185

Leu

Thr

Glu

atc
Ile

acc
Thr
25

Asp
90

Tyr

Thr

Phe

Cys

val

170

Gln

Ser

Cys

tcc
ser
10

cag
Gln

Page 80

Phe

His

Lys

Pro

Leu

155

Asp

Asp

Lys

Gln

ctg
Leu

agc
Ser

Thr

cys

val

Pro

140

Leu

Asn

Ser

Ala

Gly

ctg
Leu

CCC
Pro

Leu

Gly

Glu

125

Ser

Asn

Ala

Lys

Asp

205

Leu

ctg
Leu

gac
Asp

Thr

Gln

110

Asp

Asn

Leu

Asp

Tyr

Ser

tgg
Trp

agc
Ser
30

Ile
95

Ser

Lys

Glu

Phe

Gln

175

Ser

Glu

Ser

atc
Ile
15

ctg
Leu

Asp

80

Ser

Tyr

Arg

Tyr
160

Ser

Thr

Lys

Pro

tcc
Ser

gcc
Ala

48

96



aag
Lys
65

aga
Arg

tcc
Ser

agc
Ser

acg
Thr

ctg
Leu
145

CCC
Pro

999
Gly

tac
Tyr

cac
H1s

gtc
val
225

tct
Ser

ggc
Gly
50

CcccC
Pro

ttc
Phe

ctg
Leu

tac
Tyr

gtg
val
130

aag
Lys

aga
Arg

aac
Asn

agc
Ser

aag
Lys
210

acc
Thr

<210>
<211>
<212>
<213>

<220>
<223>

<400>

1

ctg
Leu
35

aac
Asn

ctg
Leu

agc
Ser

cag
Gln

ccc
Pro
115

gcc
Ala

tcc
Ser

gag
Glu

tcc
Ser

ctg
Leu
195

gtg
val

aag
Lys

71
234
PRT
Artificial Sequence

Gly

agc
Ser

atc
Ile

Gly

gcc
Ala
100

tac
TYyr

gcc
Ala

gcc
Ala

cag
Gln
180

agc
Ser

tac
TYyr

agc
Ser

gag
Glu

tac
TYyr

agc
Ser
85

gag
Glu

acc
Thr

CCcC
Pro

acc
Thr

aag
Lys
165

gag
Glu

agc
Ser

gcc
Ala

ttc
Phe

FP1430PCT_Sequence Listing(6125567_1)

aga
Arg

tcc
Ser

ggc
Gly
70

ggc
Gly

gac
Asp

ttt
Phe

tcc
Ser

gcc
Ala
150

gtg
val

agc
Ser

acc
Thr

tgc
Cys

aac
Asn
230

gcc
Ala

tgg
Trp
55

gcc
Ala

tct
Ser

gtg
val
135

tcc
Ser

cag
Gln

val

ctg
Leu

gag
Glu
215

agg
Arg

Synthetic Construct
71

acc
Thr
40

tat
Tyr

agc
Ser

gcc
Ala

gcc
Ala

gga
Gly
120

ttc
Phe

gtg
val

tgg
Trp

acc
Thr

acc
Thr
200

gtg
val

999
Gly

atc agc

Ser

cag
Gln

aga
Arg

gac
Asp
90

tat
Tyr

acc
Thr

ttc
Phe

tgc
Cys

gtg
val
170

cag
Gln

agc
Ser

cac
H1s

tgt
Cys

10

tgc
Cys

aag
Lys

tac
Tyr
75

ttc
Phe

cac
H1s

aag
Lys

CCC
Pro

ctg
Leu
155

gac
Asp

gac
Asp

aaa
Lys

cag
Gln

aag
Lys

ccc
Pro
60

acc
Thr

acc
Thr

tgc
Cys

ccc
Pro
140

ctg
Leu

aac
Asn

agc
ser

gcc
Ala

ggc
Gly
220

gcc
Ala
45

ggc
Gly

gaa
Glu
125

tcc
Ser

aat
Asn

gcc
Ala

aag
Lys

gac
Asp
205

ctg
Leu

agc gag
Ser Glu

cag agc
Gln Ser

gtg ccc
val Pro

aca atc
Thr ITe
95

cag tcc
Gln Ser
110

atc aag
Ile Lys

gac gag
Asp Glu

aac ttc
Asn Phe

ctg cag
Leu Gln
175

gac agc
Asp Ser
190

tac gag
Tyr Glu

agc tcc
ser ser

aac
Asn

cct
Pro

gat
Asp
80

agc
Ser

tac
TYyr

cgt
Arg

cag
Gln

tac
Tyr
160

tcc
Ser

acc
Thr

aag
Lys

Cccc
Pro

Met val Leu GIn Thr GIn val Phe Ile Ser Leu Leu Leu Trp Ile Ser
5 15

Gly Ala Tyr Gly Asn Ile val Met Thr Gln Ser Pro Asp Ser Leu Ala

Page 81

144

192

240

288

336

384

432

480

528

576

624

672

702



val Ser

val Gly
50

Lys Pro
65

Arg Phe

Ser Leu

Ser Tyr

Thr val
130

Leu Lys
145

Pro Arg

Gly Asn

Tyr Ser

His Lys
210

val Thr
225

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

Leu

35

Asn

Leu

Ser

Gln

Pro

115

Ala

Ser

Glu

Ser

Leu

195

val

Lys

72
702
DNA

20

Gly

Ser

Gly

Ala

100

Tyr

Ala

Gly

Ala

Gln

180

Ser

Tyr

Ser

val

TYyr

ser

85

Glu

Thr

Pro

Thr

Ser

Ala

Phe

FP1430PCT_Sequence Listing(6125567_1)
30

Arg

Ser

Gly

70

Gly

Asp

Phe

Ser

Ala

150

val

Ser

Thr

Cys

Asn
230

Ala

Trp

55

Ala

Ser

val

Gly

val

135

Ser

Gln

val

Leu

Glu

215

Arg

Artificial Sequence

Nucleotide coding of

CDS

(1)..(702)

25

Thr I1e Ser Cys
40

Tyr GIn GIn Lys

Ser Asn Arg Tyr
75

Ala Thr Asp Phe
90

Ala Asp Tyr His

Gly Gly Thr Lys

Phe Ile Phe Pro

val val Cys Leu
155

Trp Lys val Asp
170

Thr Glu GIn Asp
185

Thr Leu Ser Lys
200

val Thr His Gln

Gly Glu Cys

h#1G5-L4

Page 82

Lys

Pro

60

Thr

Thr

Cys

val

Pro

140

Leu

Asn

Ser

Ala

Gly

Ala

45

Gly

Gly

Leu

Gly

Glu

125

Ser

Asn

Ala

Lys

Ser

Gln

val

Thr

Gln

110

Asp

Asn

Leu

Asp

Tyr

Ser

Glu

Ser

Pro

Ile

95

Ser

Lys

Glu

Phe

Gln

175

Ser

Glu

Ser

Asn

Pro

Asp

80

Ser

TYyr

Arg

Gln

TYyr

160

Ser

Thr

Lys

Pro



<400>
atg gtg ctg

Met
1

ggc
Gly

atg
Met

gtg
val

aag
Lys
65

aga
Arg

tcc
Ser

agc
ser

acg
Thr

ctg
Leu
145

CCcC
Pro

tac
Tyr

cac
H1s

gtc
val
225

val

gcg
Ala

agc
ser

ggc
Gly
50

CcCcC
Pro

ttc
Phe

ctg
Leu

tac
TYyr

gtg
val
130

aag
Lys

aga
Arg

aac
Asn

agc
ser
aag
Lys
210

acc
Thr

<210>
<211>
<212>
<213>

<220>

72

Leu

tac
TYyr

gtg
val
35

aac
Asn

ctg
Leu

acc
Thr

cag
Gln

ccc
Pro
115

gcc
Ala

tcc
Ser

gag
Glu

tcc
Ser

ctg
Leu
195

gtg
val

aag
Lys

73
234
PRT

cag
Gln

ggc
20

ggc
Gly

agc
Ser

atc
Ile

gcc
Ala
100

tac
Tyr

gcc
Ala

Gly

gcc
Ala

cag
Gln
180

agc
Ser

tac
Tyr

agc
Ser

gtg
val

tac
Tyr

agc
Ser
85

gag
Glu

acc
Thr

CCcC
Pro

acc
Thr

aag
Lys
165

gag
Glu

agc
Ser

gcc
Ala

ttc
Phe

FP1430PCT_Sequence Listing(6125567_1)

cag
Gln

atc
Ile

aga
Arg

tcc
Ser

ggc
Gly
70

ggc
Gly

gac
Asp

ttt
Phe

tcc
Ser

gcc
Ala
150

gtg
val

agc
Ser

acc
Thr

tgc
cys

aac
Asn
230

gtg
val

gtg
val

gcc
Ala

tgg
Trp
55

gcc
Ala

agc
Ser

ctg
Leu

gtg
val
135

tcc
Ser

cag
Gln

ctg
Leu

gag
Glu
215

agg
Arg

Artificial Sequence

ttc
Phe

atg
Met

acc
Thr
40

tat
Tyr

agc
ser

gcc
Ala

gcc
Ala

gga
Gly
120

ttc
Phe

val

tgg
Trp

acc
Thr

acc
Thr
200

gtg
val

999

atc
Ile

acc
Thr
25

ctg
Leu

cag
Gln

aac
Asn

acc
Thr

gat
Asp
105

ggc
Gly

atc
Ile

aag
Lys

gag
Glu
185

ctg
Leu

acc
Thr

gag
Glu

tcc
Ser
10

cag
Gln

agc
ser

cag
Gln

aga
Arg

gac
Asp
90

tat
Tyr

acc
Thr

ttc
Phe

tgc
Cys

gtg
val
170

cag
Gln

agc
ser

cac
H1s

tgt
cys

ctg ctg
Leu Leu

agc ccc
ser Pro

tgc aag
Cys Lys

aag gcc
Lys Ala
60

tac acc
Tyr Thr
75

ttc acc
Phe Thr

cac tgc
His Cys

aag ctg
Lys Leu

ccc ccc
Pro Pro
140

ctg ctg
Leu Leu
155

gac aac
Asp Asn

gac agc
Asp Ser

aaa gcc
Lys Ala

cag ggc
GIn Gly

220

Page 83

ctg
Leu

gac
Asp

gcc
Ala
45

gag
Glu

ctg
Leu

ggc

gaa
Glu
125

tcc
Ser

aat
Asn

gcc
Ala

aag
Lys

gac
Asp
205

ctg
Leu

tgg
Trp

agc
ser
30

tct
Ser

cag
Gln

gtg
val

aca
Thr

cag
Gln
110

atc
Ile

gac
Asp

daac
Asn

ctg
Leu

gac
Asp
190

tac
Tyr

agc
ser

atc
Ile
15

atg
Met

gag
Glu

agc
ser

cccC
Pro

atc
Ile
95

agc
ser

aag
Lys

Glu

ttc
Phe

cag
Gln
175

agc
ser

Glu

tcc
Ser

tcc
Ser

agc
ser

aac
Asn

CcCccC
Pro

gat
Asp
80

agc
ser

tac
TYyr

cgt
Arg

cag
Gln

tac
Tyr
160

tcc
Ser

acc
Thr

aag
Lys

CcccC
Pro

48

96

144

192

240

288

336

384

432

480

528

576

624

672

702



<223>
<400>

73

Met val Leu Gln

1

Gly

Met

val

Lys

Arg

Ser

Ser

Thr

Leu

145

Pro

val
225

Ala

Ser

Gly

50

Pro

Phe

Leu

Tyr

val

130

Lys

Arg

Asn

Ser

Lys

210

Thr

<210>
<211>
<212>
<213>

Tyr Gly
20

val Gly
35

Asn Ser

Leu Ile

Thr Gly

Gln Ala
100

Pro Tyr
115

Ala Ala

Ser Gly

Glu Ala

Ser Gln
180

Leu Ser
195

val Tyr

Lys Ser

74
702
DNA

FP1430PCT_Sequence Listing(6125567_1)
Synthetic Construct

Thr Gln val

5

Asn

Glu

val

Tyr

Ser

85

Glu

Thr

Pro

Thr

Ser

Ala

Phe

Ile

Arg

Ser

Gly

70

Gly

Asp

Phe

Ser

Ala

150

val

Ser

Thr

cys

Asn
230

val

Ala

Trp

55

Ala

Ser

Leu

Gly

val

135

Ser

Gln

val

Leu

Glu

215

Arg

Artificial Sequence

Phe

Met

Thr

40

Tyr

Ser

Ala

Ala

Gly

Phe

val

Trp

Thr

Thr

200

val

Gly

Thr

25

Leu

Gln

Asn

Thr

Asp

Gly

val

Lys

Glu

185

Leu

Thr

Glu

Ser Leu

10

Gln Ser

Ser Cys

GIn Lys

Arg Tyr
75

Asp Phe
90

Tyr His
Thr Lys
Phe Pro
Cys Leu

155

val Asp

170

GIn Asp

ser Lys

His Gln

Cys

Page 84

Leu

Pro

Lys

Ala

60

Thr

Thr

cys

Leu

Pro

140

Leu

Asn

Ser

Ala

Gly

Leu

Asp

Ala

45

Glu

Gly

Leu

Gly

Glu

125

Ser

Asn

Ala

Lys

205

Leu

Trp

Ser

30

Ser

val

Thr

Gln

110

Asp

Asn

Leu

Asp

Tyr

Ser

Ile

15

Met

Glu

Ser

Pro

Ile

95

Ser

Lys

Glu

Phe

Gln

175

Ser

Glu

Ser

Ser

Ser

Asn

Pro

Asp

80

Ser

Tyr

Arg

Tyr

160

Ser

Thr

Lys

Pro



<220>
<223>

<220>
<221>
<222>

<400>
atg gtg ctg
Met Val Leu

1

ggc
Gly

atg
Met

gtg
val

aag
Lys
65

aga
Arg

tcc
ser

agc
Ser

acg
Thr

ctg
Leu
145

CCC
Pro

999

tac
Tyr

cac
H1s

gtc
val

gcg
Ala

agc
Ser

ggc
Gly
50

ccc
Pro

ttc
Phe

ctg
Leu

tac
Tyr

gtg
val
130

aag
Lys

aga
Arg

aac
Asn

agc
Ser

aag
Lys
210

acc
Thr

Nucleotide coding of h#1G5-L5

CDS
..

74

tac
Tyr

gtg
val
35

aac
Asn

ctg
Leu

acc
Thr

cag
Gln

ccc
Pro
115

gcc
Ala

tcc
Ser

gag
Glu

tcc
Ser

ctg
Leu
195

gtg
val

aag
Lys

(702)

cag
Gln

ggc
Gly
20

ggc
Gly

agc
Ser

atc
Ile

Gly

gcc
Ala
100

tac
Tyr

gcc
Ala

gcc
Ala

cag
Gln
180

agc
Ser

tac
TYyr

agc
Ser

acc
Thr

aac
Asn

gag
Glu

tac
TYyr

agc
Ser
85

gag
Glu

acc
Thr

CCcC
Pro

acc
Thr

aag
Lys
165

gag
Glu

agc
Ser

gcc
Ala

ttc
Phe

FP1430PCT_Sequence Listing(6125567_1)

cag
Gln

atc
Ile

aga
Arg

tcc
Ser

ggc
Gly
70

ggc
Gly

gac
Asp

ttt
Phe

tcc
Ser

gcc
Ala
150

gtg
val

agc
Ser

acc
Thr

tgc
Cys

aac
Asn

tgg
Trp
55

gcc
Ala

agc
Ser

ctg
Leu

ggc

gtg
val
135

tcc
Ser

cag
Gln

val

ctg
Leu

gag
Glu
215

agg
Arg

ttc
Phe

atg
Met

acc
Thr
40

tat
Tyr

agc
Ser

gcc
Ala

gcc
Ala

gga
Gly
120

ttc
Phe

gtg

tgg
Trp

acc
Thr

acc
Thr
200

gtg
val

999
Gly

atc
Ile

acc
Thr
25

ctg
Leu

cag
Gln

aac
Asn

acc
Thr

gat
Asp
105

ggc
Gly

atc
Ile

aag
Lys

gag
Glu
185

ctg
Leu

acc
Thr

gag
Glu

tcc ctg
Ser Leu
10

cag agc
Gln Ser

agc tgc
Ser Cys

cag aag
Gln Lys

aga tac
Arg Tyr
75

gac ttc
Asp Phe
90

tat cac
Tyr His

acc aag
Thr Lys

ttc ccc
Phe Pro

tgc ctg
Cys Leu
155

gtg gac
val Asp
170

cag gac
GIn Asp

agc aaa
ser Lys

cac cag
His Gln

tgt
Cys
Page 85

ctg
Leu

CCC
Pro

aag
Lys

gcc
Ala
60

acc
Thr

acc
Thr

tgc
Cys

ctg
Leu

ccc
Pro
140

ctg
Leu

aac
Asn

agc
ser

gcc
Ala

ggc
Gly
220

ctg
Leu

gac
Asp

gcc
Ala
45

gag
Glu

gaa
Glu
125

tcc
Ser

aat
Asn

gcc
Ala

aag
Lys

gac
Asp
205

ctg
Leu

tgg
Trp

agc
Ser
30

agc
Ser

cag
Gln

aca
Thr

cag
Gln
110

atc
Ile

gac
Asp

aac
Asn

ctg
Leu

gac
Asp
190

tac
Tyr

agc
Ser

atc
Ile
15

atg
Met

gag
Glu

agc
Ser

CcccC
Pro

atc
Ile
95

agc
Ser

aag
Lys

gag
Glu

ttc
Phe

cag
Gln
175

agc
Ser

gag
Glu

tcc
Ser

tcc
Ser

agc
Ser

aac
Asn

Cccc
Pro

gat
Asp
80

agc
Ser

tac
TYyr

cgt
Arg

cag
Gln

tac
Tyr
160

tcc
Ser

acc
Thr

aag
Lys

Cccc
Pro

48

96

144

192

240

288

336

384

432

480

528

576

624

672

702



225

<210>
<211>
<212>
<213>

<220>
<223>

<400>

75
234
PRT

FP1430PCT_Sequence Listing(6125567_1)

230

Artificial Sequence

Synthetic Construct

75

Met val Leu Gln
1

Gly

Met

val

Lys

65

Arg

ser

ser

Thr

Leu

145

Pro

Gly

Tyr

His

Ala

Ser

Gly

50

Pro

Phe

Leu

Tyr

val

130

Lys

Arg

Asn

Ser

Lys
210

Tyr Gly
20

val Gly
35

Asn Ser

Leu Ile

Thr Gly

Gln Ala
100

Pro Tyr
115

Ala Ala

Ser Gly

Glu Ala

Ser Gln
180

Leu Ser
195

val Tyr

Thr

5

Asn

Glu

val

TYyr

ser

85

Glu

Thr

Pro

Thr

Ser

Ala

Gln

Ile

Arg

Ser

Gly

70

Gly

Asp

Phe

Ser

Ala

150

val

Ser

Thr

Cys

val

val

val

Trp

55

Ala

Ser

Leu

Gly

val

135

Ser

Gln

val

Leu

Glu
215

Phe

Met

Thr

40

Tyr

Ser

Ala

Ala

val

Trp

Thr

Thr

200

val

Ile

Thr

25

Leu

Gln

Asn

Thr

Gly

Ile

val

Lys

Glu

185

Leu

Thr

Ser Leu
10

Gln Ser

Ser Cys

Gln Lys

Arg Tyr
75

Asp Phe
90

Tyr His

Thr Lys

Phe Pro

Cys Leu

155

val Asp
170

Gln Asp

Ser Lys

His Gln

Page 86

Leu

Pro

Lys

Ala

60

Thr

Thr

Cys

Leu

Pro

140

Leu

Asn

Ser

Ala

Leu

Asp

Ala

45

Glu

Gly

Leu

Gly

Glu

125

Ser

Asn

Ala

Lys

Trp

ser

30

sSer

Gln

val

Thr

Gln

110

Asp

Asn

Leu

Asp

Tyr

ser

Ile

15

Met

Glu

Ser

Pro

Ile

95

Ser

Lys

Glu

Phe

Gln

175

Ser

Glu

Ser

Ser

Ser

Asn

Pro

Asp

80

Ser

Tyr

Arg

Gln

TYyr

160

Ser

Thr

Lys

Pro



225

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg daa C?C
Met Lys His
1

gtg
val

cCa
Pro

acc
Thr

gaa
Glu
65

gag
Glu

aca
Thr

tac
Tyr

tac
TYyr
g9c
145

ggc
Gly

ctg
Leu

ggc
Gly

acc
Thr
50

tgg
Trp

aag
Lys

gcc
Ala

tac
TYyr

tgg
Trp
130

cCa
Pro

aca
Thr

acc
Thr

cccC

76
1410
DNA

FP1430PCT_Sequence Listing(6125567_1)

Artificial Sequence

Nucleotide coding of

(@)
..

76

agc
ser

gcc
Ala
35

tac
TYyr

atg
Met

ttc
Phe

tac
TYyr

tgc
cys
115

ggc
Gly

agc
ser

gcc
Ala

gtg

gct

(1410)

ctg
Leu

cag
Gln
20

agc
Ser

tgg
Trp

aag
Lys

atg
Met
100

gcc
Ala

cag
Gln

gtc
val

gcc
Ala

agc
Ser
180

gtc

tgg
Trp

gtg
val

gtg

atc
Ile

aac
Asn

aac
Asn
85

gaa
Glu

aga
Arg

ttc
Phe

ctg
Leu
165

tgg
Trp

ctg

ttc
Phe

cag
Gln

aag
Lys

aac
Asn

atc
Ile
70

cgc
Arg

ctg
Leu

gtg

acc
Thr

ccc
Pro
150

ggc
Gly

aac
Asn

cag

ttc
Phe

ctg
Leu

tgg
Trp
55

tac
Tyr

agc
Ser

tac
Tyr

ctc
Leu
135

ctg
Leu

tgc
Cys

tca
Ser

tcc

val Thr Lys Ser Phe Asn Arg Gly Glu Cys
230

h#4C13K-H1

ctc
Leu

tcc
Ser
40

gtg
val

CCcC
Pro

acc
Thr

agc
Ser

tac
Tyr
120

gtg
val

gca
Ala

ctg
Leu

ctg
Leu

cag
Gln
25

tgc
Cys

cgc
Arg

ggc

atc
Ile

ctg
Leu
105

gac
Asp

acc
Thr

CCC
Pro

gtc
val

gcc
Ala
185

gga

ctg
Leu
10

tct
Ser

aag
Lys

cag
Gln

acc
Thr

acc
Thr
90

cgag
Arg

cac
H1s

gtg
val

tcc
Ser

aag
Lys
170

ctg
Leu

gcc
Ala

gcc
Ala

aga
Arg
75

gcc
Ala

agc
ser

gtg
val

agc
Ser

tcc
Ser
155

gac
Asp

acc
Thr

gca
Ala

gcc
Ala

agc
ser

cct
Pro
60

agc
ser

gac
Asp

gag
Glu

ggc
Gly

tca
Ser
140

aag
Lys

tac
Tyr

agc
ser

ctc tac tcc

Page 87

gct
Ala

gaa
Glu

ggc
Gly
45

gga
Gly

agc
ser

acc
Thr

gac
Asp

tac
TYyr
125

gcc
Ala

agc
ser

ttc
Phe

CCC
Pro

gtg
val
30

tac
Tyr

cag
Gln

daac
Asn

agc
ser

acc
Thr
110

tac
Tyr

tcc
Ser

acc
Thr

CCC
Pro

gtg
val
190

agc

aga
Arg
15

aag
Lys

acc
Thr

Gly

tac
TYyr

acc
Thr
95

gcc
Ala

ttc
Phe

acc
Thr

tct
Ser

gaa
Glu
175

cac
H1s

agc

tgg
Trp

ada
Lys

ttt
Phe

ctg
Leu

aac
Asn
80

agc
ser

val

gac
Asp

aag
Lys

ggc
160

cccC
Pro

acc
Thr

gtg

48

96

144

192

240

288

336

384

432

480

528

576

624



gtg
val
225

ada
Lys

ctc
Leu

acc
Thr

gtg
val
305

agc
ser

ctg
Leu

gcc
Ala

cCa
Pro

cag
Gln
385

gcc
Ala

acc
Thr

ctc
Leu

tcc
Ser

tcc

Pro

acc
Thr
210

aat
Asn

tct
Ser

ctg
Leu

ctc
Leu

agc
ser
290

gag
Glu

acg
Thr

aat
Asn

cccC
Pro

cag
Gln
370

gtc
val

gtg

cct
Pro

acc
Thr

gtg
val
450

ctg

Ala
195

gtg
val

cac
H1s

tgt
cys

atg
Met
275

cac
H1s

atc
Ile
355

gtg
val

agc
ser

Glu

cccC
Pro

gtg
val
435

atg
Met

tct

val

CCcC
Pro

aag
Lys

gac
Asp

gga
Gly
260

atc
Ile

gaa
Glu

C@t
H1s

cgg
Arg
aag
Lys
340
gag
Glu

tac
Tyr

ctg
Leu

tgg
Trp

gtg
val
420

gac
Asp

C@t
H1s

CCcC

Leu

tcc
Ser

CCC
Pro

aaa
Lys
245

CCcC
Pro

tcc
Ser

gac
Asp

aat
Asn

gtg
val
325

gag
Glu

aaa
Lys

acc
Thr

acc
Thr

gag
Glu
405

ctg
Leu

aag
Lys

Glu

ggc

FP1430PCT_Sequence Listing(6125567_1)
Gly Leu Tyr Ser

Gln

agc
Ser

agc
Ser
230

act
Thr

tca
Ser

cgg
Arg

cct
Pro

gcc
Ala
310
gtc
val

tac
Tyr

acc
Thr

ctg
Leu

tgc
cys
390

agc
Ser

gac
Asp

agc
Ser

gct
Ala

aaa

Ser

agc
Ser
215

aac
Asn

cac
H1s

gtc
val

acc
Thr

gag
Glu
295

aag
Lys

agc
Ser

aag
Lys

atc
Ile

ccc
Pro
375

ctg
Leu

aat
Asn

tcc
Ser

agg
Arg

ctg
Leu
455

Ser
200

ttg
Leu

acc
Thr

aca
Thr

ttc
Phe

cct
Pro
280

gtc
val

aca
Thr

gtc
val

tgc
Cys

tcc
Ser
360

CcCa
Pro

gtc
val

ggc

gac
Asp

tgg
Trp

440

cac
H1s

ggc
Gly

aag
Lys

tgc
Cys

ctc
Leu
265

gag
Glu

aag
Lys

aag
Lys

ctc
Leu

aag
Lys
345

aaa
Lys

tcc
Ser

aaa
Lys

cag
Gln

ggc
Gly
425

cag
Gln

aac
Asn

acc cag
Thr Gln

gtg gac
val Asp
235

cca ccc
Pro Pro
250

ttc ccc
Phe Pro

gtc aca
val Thr

ttc aac
Phe Asn

ccc cgg
Pro Arg
315

acc gtc
Thr val
330

gtc tcc
val Ser

gcc aaa
Ala Lys

€gg gag
Arg Glu

ggc ttc
Gly Phe
395

ccc gag
Pro Glu
410

tcc ttc
Ser Phe

cag ggc
GIn Gly

C@C tac
His Tyr

Page 88

acc
Thr
220

aag
Lys

tgc
Cys

cCa
Pro

tgc
Cys

tgg
Trp
300

gag
Glu

ctg
Leu

aac
Asn

gag
Glu
380

tat
Tyr

daac
Asn

ttc
Phe

daac
Asn

acc
Thr
460

Leu Ser Ser

205

tac
Tyr

aga
Arg

cCa
Pro

adad
Lys

gtg
val
285

tac
Tyr

gag
Glu

cac
H1s

ada
Lys

cag
Gln
365

atg
Met

CCC
Pro

daac
Asn

ctc
Leu

gtc
val
445

cag
Gln

atc
Ile

gtt
val

gca
Ala

ccc
Pro
270

gtg
val

cag
Gln

cag
Gln

gcc
Ala
350

CCC
Pro

acc
Thr

agc
ser

tac
Tyr

tac
TYyr
430

ttc
Phe

aag
Lys

tgc
cys

gag
Glu

cct
Pro
255

aag
Lys

gtg
val

gac
Asp

tac
TYyr

gac
Asp
335

ctc
Leu

cgg
Arg

aag
Lys

gac
Asp

aag
Lys
415

agc
ser

tca
Ser

agc
ser

val

aac
Asn

ccc
Pro
240

gaa
Glu

gac
Asp

gac
Asp

aac
Asn
320

tgg
Trp

cCa
Pro

gaa
Glu

aac
Asn

atc
Ile
400

acc
Thr

aag
Lys

tgc
cys

ctc
Leu

672

720

768

816

864

912

960

1008

1056

1104

1152

1200

1248

1296

1344

1392

1410



465

<210>
<211>
<212>
<213>

<220>
<223>

<400>

77
470
PRT

FP1430PCT_Sequence Listing(6125567_1)
Ser Leu Ser Pro Gly Lys

470

Artificial Sequence

Synthetic Construct

77

Met Lys His Leu
1

val

Pro

Thr

Glu

65

Glu

Thr

Tyr

Tyr

val

Phe

val

Leu

Gly

Thr

50

Trp

Lys

Ala

Tyr

Trp

Pro

Thr

Thr

Pro

Thr
210

Ser

Ala

35

Tyr

Met

Phe

Tyr

cys

115

Gly

Ser

Ala

val

Ala

195

val

Gln

20

Ser

Trp

Gly

Lys

Met

100

Ala

Gln

val

Ala

Ser

180

val

Pro

Trp Phe Phe
5

val

val

Asn

Asn

85

Glu

Arg

Gly

Phe

Leu

165

Trp

Leu

Ser

Gln

Lys

Asn

Ile

70

Arg

Leu

val

Thr

Pro

150

Gly

Asn

Gln

Ser

Leu

val

Trp

55

Tyr

val

Ser

Tyr

Leu

135

Leu

Cys

Ser

Ser

ser
215

Leu

val

Ser

40

val

Pro

Thr

Ser

Tyr

val

Ala

Leu

Gly

Ser

200

Leu

Leu

Gln

25

Cys

Arg

Gly

Leu

105

Asp

Thr

Pro

val

Ala

185

Gly

Gly

Leu

10

Ser

Lys

Gln

Thr

Thr

90

Arg

val

Ser

Lys

Leu

Leu

val

Gly

Ala

Ala

Arg

75

Ala

Ser

val

Ser

Ser

155

Asp

Thr

Tyr

Ala

Ala

Ser

Pro

60

Ser

Asp

Glu

Gly

Ser

140

Lys

Tyr

Ser

Ser

Thr GIn Thr

Page 89

220

Ala

Glu

Gly

45

Gly

Ser

Thr

Asp

Tyr

Ala

Ser

Phe

Gly

Leu

205

Tyr

Pro

val

30

Tyr

Gln

Asn

Ser

Thr

110

Tyr

Ser

Thr

Pro

val

190

Ser

Arg

15

Lys

Thr

Gly

Tyr

Thr

95

Ala

Phe

Thr

Ser

Glu

175

His

Ser

cys

Trp

Lys

Phe

Leu

Asn

80

Ser

val

Asp

Lys

Gly

Pro

Thr

val

Asn



val

225

Lys

Leu

Thr

val

val

305

Ser

Leu

Ala

Pro

Gln

385

Ala

Thr

Leu

Ser

ser
465

Asn His

ser Cys

Leu Gly

Leu Met
275

ser His
290

Glu val

Thr Tyr

Asn Gly

Pro Ile
355

Gln val
370

val Ser

val Glu

Pro Pro

Thr val
435

val Met
450

Leu Ser

<210> 78

<211>

1410

Lys

Asp

Glu

His

Arg

Tyr

Leu

Trp

val

420

Asp

His

Pro

Pro

Ser

Asp

Asn

val

325

Glu

Lys

Thr

Thr

Glu

405

Leu

Lys

Glu

Gly

FP1430PCT_Sequence Listing(6125567_1)

Ser Asn Thr Lys val

230

Thr

Ser

Arg

Pro

Ala

310

val

Tyr

Thr

Leu

cys

390

Ser

Asp

Ser

Ala

Lys

His

val

Thr

Glu

295

Lys

Ser

Lys

Pro

375

Leu

Asn

Ser

Arg

Leu
455

Thr
Phe
Pro
280
val
Thr
val
Cys
Ser
360
Pro
val
Gly
Asp
Trp
4

His

Cys

Leu

265

Glu

Lys

Lys

Leu

Lys

Ser

Lys

Gln

Gly

Gln

Asn

Pro Pro

250

Phe Pro

val Thr

Phe Asn

Pro Arg

Thr val

330

val Ser

Ala Lys

Arg Glu

Gly Phe

395

Pro Glu
410
Ser Phe

Gln Gly

His Tyr

Page 90

cys

Pro

cys

Leu

Asn

Gly

Glu

380

Tyr

Asn

Phe

Asn

Thr
460

Pro

Lys

val

285

Tyr

Glu

His

Lys

Gln

365

Met

Pro

Asn

Leu

val

445

Gln

Ala

Pro

270

val

val

Gln

Gln

Ala

350

Pro

Thr

Ser

Tyr

Tyr

430

Phe

Lys

Asp Lys Arg val Glu
235

Pro

255

Lys

val

Asp

Tyr

Asp

335

Leu

Arg

Lys

Asp

Lys

Ser

Ser

Ser

Pro

240

Glu

Asp

Asp

Gly

Asn

320

Trp

Pro

Glu

Asn

Ile

400

Thr

Lys

cys

Leu



<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg aaa cac

Met
1

gtg
val

cca
Pro

acc
Thr

gaa
Glu
65

gag
Glu

aca
Thr

tac
Tyr

tac
Tyr

ggc
Gly
145

ggc
Gly

Lys

ctg
Leu

ggc
Gly

acc
Thr
50

tgg
Trp

aag
Lys

gcc
Ala

tac
Tyr

tgg
Trp
130

cca
Pro

aca
Thr

acc
Thr

CcccC
Pro

acc
Thr
210

DNA

FP1430PCT_Sequence Listing(6125567_1)

Artificial Sequence

Nucleotide coding of h#4C13K-H2

CDS
..

78
His

agc
Ser

gcc
Ala
35

tac
Tyr

atg
Met

ttc
Phe

tac
Tyr

tgt
Cys
115

ggc
Gly

agc
Ser

gcc
Ala

gtg

gct
Ala
195

gtg
val

(1410)

ctg
Leu

cag
Gln
20

agc
Ser

tgg
Trp

aag
Lys

atg
Met
100

acc
Thr

cag
Gln

gtc
val

gcc
Ala

agc
Ser
180

gtc
val

CCcC
Pro

tgg
Trp

gtg
val

gtg

atc
Ile

aac
Asn

aac
Asn
85

gaa
Glu

cgg
Arg

ttc
Phe

ctg
Leu
165

tgg
Trp

ctg
Leu

tcc
Ser

ttc
Phe

cag
Gln

aag
Lys

aac
Asn

atc
Ile
70

cgc
Arg

ctg
Leu

gtg

acc
Thr

ccc
Pro
150

ggc
Gly

aac
Asn

cag
Gln

agc
Ser

ttc
Phe

ctg
Leu

tgg
Trp
55

tac
Tyr

agc
Ser

tac
Tyr

ctc
Leu
135

ctg
Leu

tgc
Cys

tca
Ser

tcc
Ser

agc
Ser
215

ctc
Leu

tcc
sSer
40

gtg
val

CCcC
Pro

acc
Thr

agc
Ser

tac
Tyr
120

gtg
val

gca
Ala

ctg
Leu

g9c

tca
Ser
200

ttg
Leu

ctg
Leu

cag
Gln
25

tgc
Cys

cgc
Arg

ctg
Leu

ctg
Leu
105

gac
Asp

acc
Thr

CCcC
Pro

gtc
val

gcc
Ala
185

gga
Gly

ctg gtg
Leu val
10

tct ggc
Ser Gly

aag gcc
Lys Ala

cag gcc
Gln Ala

acc aga
Thr Arg
75

acc gtg
Thr val
90

Ccgg agc
Arg Ser

cac gtg
His val

gtg agc
val Ser

tcc tcc
Ser Ser
155

aag gac
Lys Asp
170

ctg acc
Leu Thr

ctc tac
Leu Tyr

acc cag
Thr Gln

Page 91

gca
Ala

gcc
Ala

agc
ser

cct
Pro
60

agc
ser

gac
Asp

gag
Glu

tca
ser
140

aag
Lys

tac
Tyr

agc
ser

tcc
Ser

acc
Thr
220

gct
Ala

gaa
Glu

ggc
Gly
45

gga
Gly

agc
Ser

acc
Thr

gac
Asp

tac
Tyr
125

gcc
Ala

agc
Ser

ttc
Phe

ctc
Leu
205

tac
Tyr

CCC
Pro

gtg
val
30

tac
Tyr

cag
Gln

aac
Asn

agc
Ser

acc
Thr
110

tac
Tyr

tcc
sSer

acc
Thr

CCC
Pro

gtg
val
190

agc
Ser

atc
Ile

aga
Arg
15

aag
Lys

acc
Thr

ggc
Gly

tac
Tyr

acc
Thr
95

gcc
Ala

ttc
Phe

acc
Thr

tct
Ser

gaa
Glu
175

cac
H1s

agc
Ser

tgc
Cys

tgg
Trp

ada
Lys

ttt
Phe

ctg
Leu

aac
Asn
80

agc
Ser

val

gac
Asp

aag
Lys

ggc
160

Cccc
Pro

acc
Thr

val

aac
Asn

48

96

144

192

240

288

336

384

432

480

528

576

624

672



gtg
val
225

aaa
Lys

ctc
Leu

acc
Thr

gtg
val
305

agc
Ser

ctg
Leu

gcc
Ala

cca
Pro

cag
Gln
385

gcc
Ala

acc
Thr

ctc
Leu

tcc
sSer

tcc
ser
465

aat
Asn

tct
Ser

ctg
Leu

ctc
Leu

agc
Ser
290

gag
Glu

acg
Thr

aat
Asn

Cccc
Pro

cag
Gln
370

gtc
val

gtg

cct
Pro

acc
Thr

gtg
val
450

ctg
Leu

<210>
<211>
<212>

cac
H1s

tgt
Cys

999
Gly

atg
Met
275

cac
H1s

atc
Ile
355

gtg
val

agc
Ser

gag
Glu

CcccC
Pro

gtg
val
435

atg
Met

tct
Ser

79
470
PRT

aag
Lys

gac
Asp

gga
Gly
260

atc
Ile

gaa
Glu

ce_at
H1s

cgg
Arg

aag
Lys
340

gag
Glu

tac
Tyr

ctg
Leu

tgg
Trp

gtg
val
420

gac
Asp

ce_at
H1s

CCcC
Pro

CCcC
Pro

aaa
Lys
245

CCcC
Pro

tcc
Ser

gac
Asp

aat
Asn

gtg
val
325

gag
Glu

aaa
Lys

acc
Thr

acc
Thr

gag
Glu
405

ctg
Leu

aag
Lys

gag
Glu

ggc
Gly

FP1430PCT_Sequence Listing(6125567_1)

agc
Ser
230

act
Thr

tca
Ser

cgg
Arg

cct
Pro

gcc
Ala
310

gtc
val

tac
Tyr

acc
Thr

ctg
Leu

tgc
Cys
390

agc
Ser

gac
Asp

agc
Ser

gct
Ala

aaa
Lys
470

aac
Asn

cac
H1s

gtc
val

acc
Thr

gag
Glu
295

aag
Lys

agc
Ser

aag
Lys

atc
Ile

ccc
Pro
375

ctg
Leu

aat
Asn

tcc
Ser

agg
Arg

ctg
Leu
455

acc
Thr

aca
Thr

ttc
Phe

cct
Pro
280

gtc
val

aca
Thr

gtc
val

tgc
Cys

tcc
Ser
360

cca
Pro

gtc
val

g9c

gac
Asp

tgg
Tr‘p
440

cac
H1s

aag
Lys

tgc
Cys

ctc
Leu
265

gag
Glu

aag
Lys

aag
Lys

ctc
Leu

aag
Lys
345

aaa
Lys

tcc
Ser

aaa
Lys

cag
Gln

ggc
Gly
425

cag
Gln

aac
Asn

gtg
val

cca
Pro
250

ttc
Phe

gtc
val

ttc
Phe

CCcC
Pro

acc
Thr
330

gtc
val

gcc
Ala

cgg
Arg

g9c

ccc
Pro
410

tcc
Ser

cag
Gln

cac
H1s

Page 92

gac
Asp
235

CCC
Pro

CCC
Pro

aca
Thr

aac
Asn

cgg
Arg
315

gtc
val

tcc
Ser

aaa
Lys

gag
Glu

ttc
Phe
395

gag
Glu

ttc
Phe

tac
Tyr

aag
Lys

tgc
Cys

cca
Pro

tgc
Cys

tgg
Trp
300

gag
Glu

ctg
Leu

aac
Asn

gag
Glu
380

tat
Tyr

aac
Asn

ttc
Phe

aac
Asn

acc
Thr
460

aga
Arg

cca
Pro

aaa
Lys

gtg
val
285

tac
Tyr

gag
Glu

cac
H1s

aaa
Lys

cag
Gln
365

atg
Met

CCcC
Pro

aac
Asn

ctc
Leu

gtc
val
445

cag
Gln

gtt
val

gca
Ala

ccc
Pro
270

gtg
val

cag
Gln

cag
Gln

gcc
Ala
350

CCC
Pro

acc
Thr

agc
Ser

tac
Tyr

tac
Tyr
430

ttc
Phe

aag
Lys

gag
Glu

cct
Pro
255

aag
Lys

gtg
val

gac
Asp

tac
TYyr

gac
Asp
335

ctc
Leu

cgg
Arg

aag
Lys

gac
Asp

aag
Lys
415

agc
Ser

tca
Ser

agc
Ser

ccc
Pro
240

gaa
Glu

gac
Asp

gac
Asp

Gly

aac
Asn
320

tgg
Trp

cca
Pro

gaa
Glu

aac
Asn

atc
Ile
400

acc
Thr

aag
Lys

tgc
Cys

ctc
Leu

720

768

816

864

912

960

1008

1056

1104

1152

1200

1248

1296

1344

1392

1410



<213>

<220>
<223>

<400>

FP1430PCT_Sequence Listing(6125567_1)
Artificial Sequence

Synthetic Construct

79

Met Lys His Leu
1

val

Pro

Thr

Glu

65

Thr

Tyr

Tyr

val

Phe

val

val

225

Lys

Leu

Gly

Thr

50

Trp

Lys

Ala

Tyr

Trp

Pro

Thr

Thr

Pro

Thr

210

Asn

Ser

Ser

Ala

35

Tyr

Met

Phe

Tyr

Cys

115

Gly

Ser

Ala

val

Ala

195

val

His

Cys

Gln

20

Ser

Trp

Gly

Lys

Met

100

Thr

Gln

val

Ala

Ser

180

val

Pro

Lys

Asp

Trp Phe Phe

5

val

val

Asn

Asn

85

Glu

Arg

Gly

Phe

Leu

165

Trp

Leu

Ser

Pro

Lys

Gln

Lys

Asn

Ile

70

Arg

Leu

val

Thr

Pro

150

Gly

Asn

Gln

Ser

Ser

230

Thr

Leu

val

Trp

55

Tyr

val

Ser

Tyr

Leu

135

Leu

Cys

Ser

Ser

sSer

215

Asn

His

Leu

val

ser

40

val

Pro

Thr

Ser

Tyr

120

val

Ala

Leu

Gly

ser

200

Leu

Thr

Thr

Leu

Gln

25

Cys

Arg

Gly

Leu

Leu

105

Asp

Thr

Pro

val

Ala

185

Gly

Gly

Lys

Cys

Leu

10

ser

Lys

Gln

Thr

Thr

90

Arg

His

val

sSer

Lys

Leu

Leu

Thr

val

val

Gly

Ala

Ala

Arg

75

val

sSer

val

sSer

ser

155

Asp

Thr

Tyr

Gln

Asp
235

Ala

Ala

Ser

Pro

60

Ser

Asp

Glu

Gly

Ser

140

Lys

Tyr

Ser

Ser

Thr

220

Lys

Pro Pro Cys

Page 93

Ala

Glu

Gly

45

Gly

Ser

Thr

Asp

Tyr

125

Ala

Ser

Phe

Gly

Leu

205

Tyr

Arg

Pro

Pro

val

30

Tyr

Gln

Asn

Ser

Thr

110

Tyr

sSer

Thr

Pro

val

190

ser

val

Ala

Arg

15

Lys

Thr

Gly

Tyr

Thr

95

Ala

Phe

Thr

Ser

Glu

175

His

Ser

Cys

Glu

Pro

Trp

Lys

Phe

Leu

Asn

80

Ser

val

Asp

Lys

Gly

Pro

Thr

val

Asn

Pro
240



Leu

Thr

val

val

305

ser

Leu

Ala

Pro

Gln

385

Ala

Thr

Leu

ser

ser
465

Leu

Leu

Ser

290

Thr

Asn

Pro

Gln

370

val

val

Pro

Thr

val

450

Leu

<210>
<211>
<212>
<213>

<220>
<223>

Gly

Met

275

His

val

Tyr

Gly

Ile

355

val

Ser

Pro

val
435

Met

Ser

80
1410
DNA

Glu

His

Arg

Lys

340

Tyr

Leu

Trp

val

420

Asp

His

Pro

245

Pro

Ser

Asp

Asn

val

325

Glu

Lys

Thr

Thr

Glu

405

Leu

Lys

Gly

FP1430PCT_Sequence Listing(6125567_1)

Ser

Arg

Pro

Ala

310

val

Tyr

Thr

Leu

Cys

390

Ser

Asp

Ser

Ala

Lys
470

val Phe Leu

Thr

Glu

295

Lys

Ser

Lys

Ile

Pro

375

Leu

Asn

Ser

Arg

Leu
455

Artificial Sequence

Pro

280

val

Thr

val

Cys

ser

360

Pro

val

Gly

Asp

Trp

His

265

Glu

Lys

Lys

Leu

Lys

Lys

Ser

Lys

Gln

Gly

Gln

Asn

250

Phe Pro Pro

val

Phe

Pro

Thr

330

val

Ala

Arg

Gly

Pro

410

ser

Gln

His

Nucleotide coding of h#4C13K-H3
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Thr

Asn

Arg

val

Ser

Lys

Glu

Phe

395

Glu

Phe

Gly

Tyr

Cys

Leu

Asn

Gly

Glu

380

Tyr

Asn

Phe

Asn

Thr
460

255

Lys Pro Lys

val
285

Tyr

Lys

Gln

365

Met

Pro

Asn

Leu

val

445

Gln

270

val

val

Gln

Gln

Ala

350

Pro

Thr

sSer

Tyr

Tyr

430

Phe

Lys

val

Asp

Tyr

Asp

335

Leu

Arg

Lys

Asp

Ser

Ser

Asp

Asp

Gly

Asn

320

Trp

Pro

Asn

Ile

400

Thr

Lys

Cys

Leu



<220>
<221>
<222>

<400>
atg daa C?C
Met Lys His

1

gtg
val

cCa
Pro

acc
Thr

gaa
Glu
65

gag
Glu

acc
Thr

tac
Tyr

tac
Tyr

ggc
Gly
145

ggc
Gly

val

ttc
Phe

gtg
val
225

ada
Lys

ctg
Leu

ggc
Gly

acc
Thr
50

tgg
Trp

aag
Lys

gcc
Ala

tac
TYyr

tgg
Trp
130

ccCa
Pro

aca
Thr

acc
Thr

cCcC
Pro

acc
Thr
210

aat
Asn

tct
Ser

(@)
..

80

agc
ser

gcc
Ala
35

tac
TYyr

atg
Met

ttc
Phe

tac
TYyr

tgc
Cys
115

ggc
Gly

agc
ser

gcc
Ala

val

gct
Ala
195

gtg
val

cac
H1s

tgt
cys

(1410)

ctg
Leu

cag
Gln
20

agc
Ser

tgg
Trp

aag
Lys

atg
Met
100

acc
Thr

cag
Gln

gtc
val

gcc
Ala

agc
Ser
180

gtc
val

CCcC
Pro

aag
Lys

gac
Asp

tgg
Trp

gtg
val

gtg
val

atc
Ile

aat
Asn

aac
Asn
85

gaa
Glu

aga
Arg

ggc
Gly

ttc
Phe

ctg
Leu
165

tgg
Trp

ctg
Leu

tcc
Ser

CCcC
Pro

aaa
Lys
245

FP1430PCT_Sequence Listing(6125567_1)

ttc
Phe

cag
Gln

aag
Lys

aac
Asn

atc
Ile
70

cgg
Arg

ctg
Leu

acc
Thr

ccc
Pro
150

ggc
Gly

aac
Asn

cag
Gln

agc
Ser

agc
Ser
230

act
Thr

ttc
Phe

ctg
Leu

val

tgg
Trp
55

tac
Tyr

gcc
Ala

agc
Ser

tac
Tyr

ctc
Leu
135

ctg
Leu

tgc
Cys

tca
Ser

tcc
Ser

agc
Ser
215

aac
Asn

cac
H1s

ctc
Leu

cag
Gln

tcc
Ser
40

atg
Met

CCcC
Pro

acc
Thr

agc
ser

tac
Tyr
120

gtg
val

gca
Ala

ctg
Leu

ggc
Gly

tca
Ser
200

ttg
Leu

acc
Thr

aca
Thr

ctg
Leu

cag
Gln
25

tgc
Cys

cag
Gln

ctg
Leu

ctg
Leu
105

gac
Asp

acc
Thr

CCC
Pro

gtc
val

gcc
Ala
185

gga
Gly

aag
Lys

tgc
Cys

ctg
Leu
10

cct
Pro

aag
Lys

cag
Gln

acc
Thr

acc
Thr
90

acc
Thr

cac
H1s

gtg

tcc
Ser

aag
Lys
170

ctg
Leu

ctc
Leu

acc
Thr

cca
Pro
250

Page 95

gcc
Ala

cgg
Arg

aga
Arg
75

gtg
val

agc
ser

gtg

agc
ser

tcc
Ser
155

gac
Asp

acc
Thr

tac
Tyr

cag
Gln

gac
Asp
235

CCC
Pro

gca
Ala

gcc
Ala

agc
ser

cca
Pro
60

agc
ser

gac
Asp

gag
Glu

tca
Ser
140

aag
Lys

tac
Tyr

agc
ser

tcc
Ser

acc
Thr
220

aag
Lys

tgc
Cys

gct
Ala

gaa
Glu

ggc
45

ggc
Gly

agc
ser

acc
Thr

gac
Asp

tac
TYyr
125

gcc
Ala

agc
ser

ttc
Phe

ctc
Leu
205

tac
Tyr

aga
Arg

cCa
Pro

CCC
Pro

gtg
val
30

tac
Tyr

cag
Gln

aac
Asn

agc
ser

acc
Thr
110

tac
Tyr

tcc
Ser

acc
Thr

CCC
Pro

gtg
val
190

agc
ser

atc
Ile

gtt
val

gca
Ala

aga
Arg
15

ada
Lys

acc
Thr

tac
TYyr

aca
Thr
95

gcc
Ala

ttc
Phe

acc
Thr

tct
Ser

gaa
Glu
175

cac
H1s

agc
ser

tgc
Cys

Glu

cct
Pro
255

tgg
Trp

aag
Lys

ttt
Phe

ctg
Leu

aac
Asn
80

agc
ser

gac
Asp

aag
Lys

ggc
Gly
160

CcccC
Pro

acc
Thr

aac
Asn

ccc
Pro
240

gaa
Glu

48

96

144

192

240

288

336

384

432

480

528

576

624

672

720

768



ctc
Leu

acc
Thr

gtg
val
305

agc
ser

ctg
Leu

gcc
Ala

cCa
Pro

cag
Gln
385

gcc
Ala

acc
Thr

ctc
Leu

tcc
Ser

tcc
ser
465

ctg
Leu

ctc
Leu

agc
ser
290

gag
Glu

acg
Thr

aat
Asn

cccC
Pro

cag
Gln
370

gtc
val

val

cct
Pro

acc
Thr

gtg
val
450

ctg
Leu

<210>
<211>
<212>
<213>

<220>
<223>

<400>

999
Gly

atg
Met
275

cac
H1s

gtg
val

tac
TYyr

atc
Ile
355

gtg
val

agc
ser

Glu

cCcC
Pro

gtg
val
435

atg
Met

tct
Ser

81
470
PRT

gga
260

atc
Ile

gaa
Glu

C@t
H1s

cgg
Arg

aag
Lys
340

gag
Glu

tac
Tyr

ctg
Leu

tgg
Trp

gtg
val
420

gac
Asp

C@t
H1s

CCcC
Pro

CCcC
Pro

tcc
Ser

gac
Asp

aat
Asn

gtg
val
325

gag
Glu

aaa
Lys

acc
Thr

acc
Thr

gag
Glu
405

ctg
Leu

aag
Lys

FP1430PCT_Sequence Listing(6125567_1)

tca
Ser

cgg
Arg

cct
Pro

gcc
Ala
310

gtc
val

tac
Tyr

acc
Thr

ctg
Leu

tgc
cys
390

agc
Ser

gac
Asp

agc
Ser

gct
Ala

aaa
Lys
470

gtc
val

acc
Thr

gag
Glu
295

aag
Lys

agc
Ser

aag
Lys

atc
Ile

ccc
Pro
375

ctg
Leu

aat
Asn

tcc
Ser

agg
Arg

ctg
Leu
455

Artificial Sequence

Synthetic Construct

81

ttc
Phe

cct
Pro
280

gtc
val

aca
Thr

gtc
val

tgc
Cys

tcc
Ser
360

CcCa
Pro

gtc
val

ggc
Gly

gac
Asp

tgg
Trp
440

cac
H1s

ctc
Leu
265

gag
Glu

aag
Lys

aag
Lys

ctc
Leu

aag
Lys
345

aaa
Lys

tcc
Ser

aaa
Lys

cag
Gln

ggc
Gly

425

cag
Gln

aac
Asn

ttc ccc
Phe Pro

gtc aca
val Thr

ttc aac
Phe Asn

ccc cgg
Pro Arg
315

acc gtc
Thr val
330

gtc tcc
val Ser

gcc aaa
Ala Lys

€gg gag
Arg Glu

ggc ttc
Gly Phe
395

ccc gag
Pro Glu
410

tcc ttc
Ser Phe

cag ggc
Gln Gly

C@C tac
His Tyr

Page 96

cCa
Pro

tgc
Cys

tgg
Trp
300

gag
Glu

ctg
Leu

aac
Asn

gag
Glu
380

tat
Tyr

daac
Asn

ttc
Phe

daac
Asn

acc
Thr
460

daa CCC aag

Lys

gtg
val
285

tac
Tyr

gag
Glu

cac
H1s

ada
Lys

cag
Gln
365

atg
Met

CCC
Pro

daac
Asn

ctc
Leu

gtc
val
445

cag
Gln

Pro
270

gtg
val

gtg
val

cag
Gln

cag
Gln

gcc
Ala
350

CCC
Pro

acc
Thr

agc
ser

tac
Tyr

tac
Tyr
430
ttc
Phe

aag
Lys

Lys

gtg
val

gac
Asp

tac
TYyr

gac
Asp
335

ctc
Leu

cgg
Arg

aag
Lys

gac
Asp

aag
Lys
415

agc
ser

tca
Ser

agc
ser

gac
Asp

gac
Asp

aac
Asn
320

tgg
Trp

cCa
Pro

gaa
Glu

aac
Asn

atc
Ile
400

acc
Thr

aag
Lys

tgc
Cys

ctc
Leu

816

864

912

960

1008

1056

1104

1152

1200

1248

1296

1344

1392

1410



Met

val

Pro

Thr

Glu

65

Glu

Thr

Tyr

Tyr

Gly

val

Phe

val

val

225

Lys

Leu

Lys

Leu

Gly

Thr

50

Trp

Lys

Ala

Tyr

Trp

Pro

Thr

Thr

Pro

Thr

210

Asn

Ser

Leu

Ser

Ala

35

Tyr

Met

Phe

Tyr

cys

115

Gly

Ser

Ala

val

Ala

195

val

cys

Gly

Leu
Gln
20

Ser
Trp
Gly
Lys
Met
100
Thr
Gln
val
Ala
Ser
180
val
Pro
Lys

Asp

Gly
2

Trp

val

val

Asn

Asn

85

Glu

Arg

Gly

Phe

Leu

165

Trp

Leu

Ser

Pro

FP1430PCT_Sequence Listing(6125567_1)
Phe Phe Leu Leu Leu val Ala Ala Pro Arg

Gln

Lys

Asn

Ile

70

Arg

Leu

val

Thr

Pro

150

Gly

Asn

Gln

Ser

Ser

230

Thr

Ser

Leu

val

Trp

55

Tyr

Ala

Ser

Tyr

Leu

135

Leu

Cys

Ser

Ser

Ser

215

Asn

His

val

Gln

Ser

40

Met

Pro

Thr

Ser

Tyr

val

Ala

Leu

Gly

Ser

200

Leu

Thr

Thr

Phe

Gln

25

Cys

Gln

Gly

Leu

Leu

105

Asp

Thr

Pro

val

Ala

185

Gly

Gly

Lys

Cys

Leu
265

10

Pro

Lys

Gln

Thr

Thr

90

Thr

His

val

Ser

Leu

Thr

val

Pro

250

Phe

Page 97

Gly

Ala

Arg

Arg

75

val

Ser

val

Ser

Ser

155

Asp

Thr

Tyr

Gln

Asp

Pro

Pro

Ala

Ser

Pro

60

Ser

Asp

Glu

Gly

Ser

140

Lys

Tyr

Ser

Ser

Thr

220

Lys

Cys

Pro

Glu

Gly

45

Gly

Ser

Thr

Asp

Tyr

Ala

Ser

Phe

Gly

Leu

205

Tyr

Arg

Pro

Lys

val

30

Tyr

Gln

Asn

Ser

Thr

110

Tyr

Ser

Thr

Pro

val

190

Ser

val

Ala

Pro
270

15

Lys

Thr

Gly

Tyr

Thr

95

Ala

Phe

Thr

Ser

Glu

175

His

Ser

cys

Glu

Pro

255

Lys

Trp

Lys

Phe

Leu

Asn

80

Ser

val

Asp

Lys

Gly

Pro

Thr

val

Asn

Pro

240

Glu

Asp



Thr

val

val

305

Ser

Leu

Ala

Pro

Gln

385

Ala

Thr

Leu

Ser

ser
465

Leu

Ser

290

Glu

Thr

Asn

Pro

Gln

370

val

val

Pro

Thr

val

450

Leu

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gca gct ccc aga tgg
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

Met

275

His

val

Tyr

Gly

Ile

355

val

Ser

Glu

Pro

val

435

Met

Ser

82
1410
DNA

Glu

Tyr

Leu

Trp

val

420

Asp

Pro

Ser

Asp

Asn

val

325

Glu

Lys

Thr

Thr

Glu

405

Leu

Lys

Glu

Gly

FP1430PCT_Sequence Listing(6125567_1)
Arg Thr Pro Glu val Thr Cys val val val

Pro

Ala

310

val

Tyr

Thr

Leu

cys

390

Ser

Asp

Ser

Ala

Lys
470

Glu

295

Lys

Ser

Lys

Pro

375

Leu

Asn

Ser

Arg

Leu
455

Artificial Sequence

280

val
Thr
val
cys
Ser
360
Pro
val
Gly
Asp
Trp
4

His

Lys

Lys

Leu

Lys

Lys

Ser

Lys

Gln

Gly

Gln

Asn

Phe

Pro

Thr

330

val

Ala

Arg

Gly

Pro

410

Ser

Gln

His

Nucleotide coding of h#4C13K-H4

CDS

(1)..(1410)

82

Page 98

Asn

Arg

val

Ser

Lys

Glu

Phe

395

Glu

Phe

Gly

Tyr

Leu

Asn

Gly

Glu

380

Tyr

Asn

Phe

Asn

Thr
460

285

Tyr

Glu

Lys

Gln

365

Met

Pro

Asn

Leu

val

445

Gln

val

Gln

Gln

Ala

350

Pro

Thr

Ser

Tyr

Tyr

430

Phe

Lys

Asp

Tyr

Asp

335

Leu

Arg

Lys

Asp

Ser

Ser

Asp

Gly

Asn

320

Trp

Pro

Asn

Ile

400

Thr

Lys

cys

Leu



gtg
val

cct
Pro

acc
Thr

gaa
Glu
65

gag
Glu

acc
Thr

tac
Tyr

tac
Tyr

ggc
Gly
145

ggc
Gly

val

ttc
Phe

gtg
val
225

aaa
Lys

ctc
Leu

acc
Thr

ctg
Leu

Gly

acc
Thr
50

tgg
Trp

aag
Lys

gcc
Ala

tac
Tyr

tgg
Trp
130

cca
Pro

aca
Thr

acc
Thr

CcccC
Pro

acc
Thr
210

aat
Asn

tct
Ser

ctg
Leu

ctc
Leu

agc
Ser

gcc
Ala
35

tac
Tyr

atc
Ile

ttc
Phe

tac
Tyr

tgc
Cys
115

ggc
Gly

agc
Ser

gcc
Ala

gtg
val

gct
Ala
195

gtg
val

cac
H1s

tgt
Cys

999
Gly

atg
Met

cag
Gln
20

tcc
Ser

tgg
Trp

ggc

aag
Lys

atg
Met
100

acc
Thr

cag
Gln

gtc
val

gcc
Ala

agc
Ser
180

gtc
val

CCcC
Pro

aag
Lys

gac
Asp

gga
Gly
260

atc
Ile

atc
Ile

aat
Asn

aac
Asn
85

gaa
Glu

aga
Arg

Gly

ttc
Phe

ctg
Leu
165

tgg
Trp

ctg
Leu

tcc
Ser

CCcC
Pro

dada
Lys
245

CCcC
Pro

tcc
Ser

FP1430PCT_Sequence Listing(6125567_1)

cag
Gln

aag
Lys

aac
Asn

atc
Ile
70

aag
Lys

ctg
Leu

acc
Thr

ccc
Pro
150

ggc
Gly

aac
Asn

cag
Gln

agc
Ser

agc
Ser
230

act
Thr

tca
Ser

cgg
Arg

ctg
Leu

gtg
val

tgg
Trp
55

tac
Tyr

gcc
Ala

agc
Ser

tac
Tyr

ctc
Leu
135

ctg
Leu

tgc
Cys

tca
Ser

tcc
Ser

agc
Ser
215

aac
Asn

cac
H1s

gtc
val

acc
Thr

cag
Gln

tcc
ser
40

atg
Met

CCcC
Pro

acc
Thr

agc
Ser

tac
Tyr
120

gtg
val

gca
Ala

ctg
Leu

ggc
Gly

tca
Ser
200

ttg
Leu

acc
Thr

aca
Thr

ttc
Phe

cct
Pro

cag
Gln
25

tgc
Cys

cag
Gln

ggc
Gly

ctg
Leu

ctg
Leu
105

gac
Asp

acc
Thr

CCcC
Pro

gtc
val

gcc
Ala
185

gga
Gly

aag
Lys

tgc
Cys

ctc
Leu
265

gag
Glu

10

cct
Pro

aag
Lys

cag
Gln

acc
Thr

acc
Thr
90

acc
Thr

cac
H1s

tcc
Ser

aag
Lys
170

ctg
Leu

ctc
Leu

acc
Thr

gtg
val

cca
Pro
250

ttc
Phe

gtc
val

Page 99

ggc
Gly

gcc
Ala

cgg
Arg

aga
Arg
75

gtg
val

agc
Ser

agc
Ser

tcc
sSer
155

gac
Asp

acc
Thr

tac
Tyr

cag
Gln

gac
Asp
235

CCC
Pro

CCC
Pro

aca
Thr

gcc
Ala

agc
ser

cca
Pro
60

agc
ser

gac
Asp

gac
Asp

g9c

tca
ser
140

aag
Lys

tac
Tyr

agc
ser

tcc
Ser

acc
Thr
220

aag
Lys

tgc
Cys

cca
Pro

tgc
Cys

gag
Glu

ggc
Gly
45

ggc
Gly

agc
Ser

acc
Thr

gac
Asp

tac
Tyr
125

gcc
Ala

agc
Ser

ttc
Phe

g9c

ctc
Leu
205

tac
Tyr

aga
Arg

cca
Pro

aaa
Lys

ctg
Leu
30

tac
Tyr

cag
Gln

aac
Asn

agc
Ser

agc
Ser
110

tac
Tyr

tcc
sSer

acc
Thr

CCC
Pro

gtg
val
190

agc
Ser

atc
Ile

gtt
val

gca
Ala

ccc
Pro
270

gtg
val

15

ada
Lys

acc
Thr

ggc
Gly

tac
Tyr

agc
Ser
95

gcc
Ala

ttc
Phe

acc
Thr

tct
Ser

gaa
Glu
175

cac
H1s

agc
Ser

tgc
Cys

gag
Glu

cct
Pro
255

aag
Lys

val

ada
Lys

ttt
Phe

ctg
Leu

aac
Asn
80

tcc
Ser

gac
Asp

aag
Lys

ggc
Gly
160

CcccC
Pro

acc
Thr

aac
Asn

ccc
Pro
240

gaa
Glu

gac
Asp

gac
Asp

96

144

192

240

288

336

384

432

480

528

576

624

672

720

768

816

864



gtg
val

gtg
val
305

agc
Ser

ctg
Leu

gcc
Ala

cca
Pro

cag
Gln
385

gcc
Ala

acc
Thr

ctc
Leu

tcc
ser

tcc
ser
465

agc
Ser
290

gag
Glu

acg
Thr

aat
Asn

Cccc
Pro

cag
Gln
370

gtc
val

gtg
val

cct
Pro

acc
Thr

gtg
val
450

ctg
Leu

<210>
<211>
<212>
<213>

<220>
<223>

<400>

275

cac
H1s

val

tac
Tyr

Gly

atc
Ile
355

gtg
val

agc
Ser

gag
Glu

CcccC
Pro

gtg
val
435

atg
Met

tct
Ser

83
470
PRT

gaa
Glu

ce_at
H1s

cgg
Arg

aag
Lys
340

gag
Glu

tac
TYyr

ctg
Leu

tgg
Trp

gtg
val
420

gac
Asp

ce_at
H1s

CCcC
Pro

gac
Asp

aat
Asn

gtg
val
325

gag
Glu

daaa
Lys

acc
Thr

acc
Thr

gag
Glu
405

ctg
Leu

aag
Lys

gag
Glu

FP1430PCT_Sequence Listing(6125567_1)

cct
Pro

gcc
Ala
310

gtc
val

tac
Tyr

acc
Thr

ctg
Leu

tgc
Cys
390

agc
Ser

gac
Asp

agc
Ser

gct
Ala

dada
Lys
470

gag
Glu
295

aag
Lys

agc
Ser

aag
Lys

atc
Ile

ccc
Pro
375

ctg
Leu

aat
Asn

tcc
Ser

agg
Arg

ctg
Leu
455

Artificial Sequence

Synthetic Construct

83

280

gtc
val

aca
Thr

gtc
val

tgc
Cys

tcc
Ser
360

cca
Pro

gtc
val

ggc
Gly

gac
Asp

tgg
Tr‘p
440

cac
H1s

aag
Lys

aag
Lys

ctc
Leu

aag
Lys
345

aaa
Lys

tcc
Ser

aaa
Lys

cag
Gln

ggc
Gly
425

cag
Gln

aac
Asn

Met Lys His Leu Trp Phe Phe Leu Leu
1

5

val Leu Ser GIn val GIn Leu Gln Gln

20

25

ttc
Phe

CCcC
Pro

acc
Thr
330

gtc
val

gcc
Ala

cgg
Arg

ccc
Pro
410

tcc
Ser

cag
Gln

cac
H1s

aac
Asn

cgg
Arg

315

gtc
val

tcc
Ser

aaa
Lys

gag
Glu

ttc
Phe
395

gag
Glu

ttc
Phe

g9c

tac
Tyr

tgg
Trp
300

gag
Glu

ctg
Leu

aac
Asn

g9c

gag
Glu
380

tat
Tyr

aac
Asn

ttc
Phe

aac
Asn

acc
Thr
460

285

tac
Tyr

gag
Glu

cac
H1s

aaa
Lys

cag
Gln
365

atg
Met

CCcC
Pro

aac
Asn

ctc
Leu

gtc
val
445

cag
Gln

gtg
val

cag
Gln

cag
Gln

gcc
Ala
350

CCC
Pro

acc
Thr

agc
Ser

tac
Tyr

tac
Tyr
430

ttc
Phe

aag
Lys

gac
Asp

tac
Tyr

gac
Asp
335

ctc
Leu

cgg
Arg

aag
Lys

gac
Asp

aag
Lys
415

agc
Ser

tca
Ser

agc
Ser

Gly

aac
Asn
320

tgg
Trp

cca
Pro

gaa
Glu

aac
Asn

atc
Ile
400

acc
Thr

aag
Lys

tgc
Cys

ctc
Leu

Leu val Ala Ala Pro Arg Trp
15

Pro Gly Ala Glu Leu Lys Lys
30

Page 100

912

960

1008

1056

1104

1152

1200

1248

1296

1344

1392

1410



Pro

Thr

Glu

65

Glu

Thr

Tyr

Tyr

Gly

val

Phe

val

val

225

Lys

Leu

Thr

val

Gly

Thr

50

Trp

Lys

Ala

Tyr

Thr

Thr

Pro

Thr

210

Asn

Ser

Leu

Leu

Ser
290

Ala

35

Tyr

Ile

Phe

Tyr

Cys

115

Gly

Ser

Ala

val

Ala

195

val

His

Cys

Gly

Met

275

His

Ser
Trp
Gly
Lys
Met
100
Thr
Gln
val
Ala
Ser
180
val
Pro
Lys
Asp
Gly
2

Ile

Glu

val

Asn

Asn

85

Glu

Arg

Gly

Phe

Leu

165

Trp

Leu

Ser

Pro

Lys

245

Pro

Ser

Asp

FP1430PCT_Sequence Listing(6125567_1)

Lys

Asn

Ile

70

Lys

Leu

val

Thr

Pro

150

Gly

Asn

Gln

Ser

Ser

230

Thr

Ser

Arg

Pro

val

Trp

55

Tyr

Ala

Ser

Tyr

Leu

135

Leu

Cys

Ser

Ser

ser

215

Asn

His

val

Thr

Glu
295

Ser Cys Lys Ala Ser Gly Tyr Thr
40

Met

Pro

Thr

Ser

Tyr

120

val

Ala

Leu

Gly

ser

200

Leu

Thr

Thr

Phe

Pro

280

val

Gln

Gly

Leu

Leu

105

Asp

Thr

Pro

val

Ala

185

Gly

Gly

Lys

Cys

Leu

265

Glu

Lys

Gln

Thr

Thr

90

Thr

His

val

sSer

Leu

Thr

val

Pro

250

Phe

val

Phe

Arg

Arg

75

val

Ser

val

Ser

sSer

155

Asp

Thr

Tyr

Gln

Asp

Pro

Pro

Thr

Asn

Pro

60

Ser

Asp

Asp

Gly

Ser

140

Lys

Tyr

Ser

Ser

Thr

220

Lys

Cys

Pro

Cys

Trp
300

Page 101

45

Gly

Ser

Thr

Asp

Tyr

125

Ala

Ser

Phe

Gly

Leu

205

Tyr

Arg

Pro

Lys

val

285

Tyr

Gln

Asn

Ser

Ser

110

Tyr

sSer

Thr

Pro

val

190

sSer

Ile

val

Ala

Pro

270

val

val

Gly

Tyr

ser

95

Ala

Phe

Thr

Ser

Glu

175

His

Ser

Cys

Glu

Pro

255

Lys

val

Asp

Phe

Leu

Asn

80

Ser

val

Asp

Lys

Gly

Pro

Thr

val

Asn

Pro

240

Asp

Asp

Gly



val

305

ser

Leu

Ala

Pro

Gln

385

Ala

Thr

Leu

ser

ser
465

Glu

Thr

Asn

Pro

Gln

370

val

val

Pro

Thr

val

450

Leu

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg daad C?C
Met Lys His

1

val

Tyr

Gly

Ile

355

val

Ser

Glu

Pro

val

435

Met

Ser

84
1410
DNA

Arg

Lys

340

Glu

Tyr

Leu

Trp

val

420

Asp

Pro

Asn

val

325

Lys

Thr

Thr

Glu

405

Leu

Lys

Glu

Gly

FP1430PCT_Sequence Listing(6125567_1)

Ala Lys Thr Lys Pro

310

val

Tyr

Thr

Leu

Cys

390

Ser

Asp

Ser

Ala

Lys
470

Ser

Lys

Pro

375

Leu

Asn

Ser

Arg

Leu
455

Artificial Sequence

Nucleotide coding of

(@)
..

84

gtg ctg agc
val Leu Ser

cct ggc gcc

(1410)

ctg
Leu

cag
Gln
20

tcc

tgg
Trp
5

gtg
val

gtg

ttc
Phe

cag
Gln

aag

ttc
Phe

ctg
Leu

gtg

val

Cys

ser

360

Pro

val

Gly

Asp

Trp

His

Leu Thr
330

Lys val
345

Lys Ala

Ser Arg

Lys Gly

Gln Pro

410

Gly sSer
425

Gln Gln

Asn His

h#4C13K-H5

ctc
Leu

cag
Gln

tcc

ctg ctg
Leu Leu
10

cag cct
Gln Pro
25

Arg Glu Glu GIn Tyr

315

val

Ser

Lys

Glu

Phe

395

Glu

Phe

Gly

Tyr

Leu

Asn

Gly

Glu

380

Tyr

Asn

Phe

Asn

Thr
460

gca
Ala

gcc
Ala

tgc aag gcc agc
Page 102

His

Lys

Gln
365

Met

Pro

Asn

Leu

val
445

Gln

gct
Ala

gag
Glu

g9c

Gln

Ala
350

Pro

Thr

sSer

Tyr

Tyr
430

Phe

Lys

CCcC
Pro

ctg
Leu
30

tac

Asp

335

Leu

Arg

Lys

Asp

Lys

Ser

Ser

Ser

aga
Arg
15

ada
Lys

acc

Asn
320

Trp

Pro

Asn

Ile
400

Thr

Lys

Cys

Leu

tgg
Trp

ada
Lys

ttt

48

96

144



Pro

acc
Thr

gaa
Glu
65

gag
Glu

aca
Thr

tac
Tyr

tac
Tyr

ggc
Gly
145

ggc
Gly

gtg
val
225

ada
Lys

ctc
Leu

acc
Thr

Gly

acc
Thr
50

tgg
Trp

aag
Lys

gcc
Ala

tac
TYyr

tgg
Trp
130

cCa
Pro

aca
Thr

acc
Thr

cccC
Pro

acc
Thr
210

aat
Asn

tct
Ser

ctg
Leu

ctc
Leu

agc
ser
290

gag

Ala
35

tac
TYyr

atc
Ile

ttc
Phe

tac
TYyr

agc
ser

gcc
Ala

gtg

gct
Ala
195

gtg
val

cac
H1s

tgt
cys

999
Gly

atg
Met
275

cac
H1s

gtg

Ser

tgg
Trp

ggc
Gly

aag
Lys

atg
Met
100

acc
Thr

cag
Gln

gtc
val

gcc
Ala

agc
Ser
180

gtc
val

CCcC
Pro

aag
Lys

gac
Asp

gga
Gly
260

atc
Ile

gaa
Glu

cat

val

atc
Ile

aat
Asn

aac
Asn
85

cag
Gln

aga
Arg

ttc
Phe

ctg
Leu
165

tgg
Trp

ctg
Leu

tcc
Ser

CCcC
Pro

aaa
Lys
245

CCcC
Pro

tcc
Ser

gac
Asp

aat

FP1430PCT_Sequence Listing(6125567_1)
Gly Tyr Thr
45

Lys

aac
Asn

atc
Ile
70

aag
Lys

ctg
Leu

gtg
val

acc
Thr

ccc
Pro
150

ggc
Gly

aac
Asn

cag
Gln

agc
Ser

agc
Ser
230

act
Thr

tca
Ser

cgg
Arg

cct
Pro

gcc

val

tgg
Trp
55

tac
Tyr

gcc
Ala

aac
Asn

tac
Tyr

ctc
Leu
135

ctg
Leu

tgc
Cys

tca
Ser

tcc
Ser

agc
Ser
215

aac
Asn

cac
H1s

gtc
val

acc
Thr

gag
Glu
295

aag

Ser
40

atg
Met

CCcC
Pro

acc
Thr

tcc
Ser

tac
Tyr
120

gtg
val

gca
Ala

ctg
Leu

tca
Ser
200

ttg
Leu

acc
Thr

aca
Thr

ttc
Phe

cct
Pro
280

gtc
val

aca

Cys

cag
Gln

ggc
Gly

ctg
Leu

ctg
Leu
105

gac
Asp

acc
Thr

CCC
Pro

gtc
val

gcc
Ala
185

gga
Gly

ggc

aag
Lys

tgc
Cys

ctc
Leu
265

gag
Glu

aag
Lys

aag

Lys

cag
Gln

acc
Thr

acc
Thr
90

acc
Thr

cac
H1s

tcc
Ser

aag
Lys
170

ctg
Leu

ctc
Leu

acc
Thr

cca
Pro
250

ttc
Phe

gtc
val

ttc
Phe

CCC

Ala

cgg
Arg

aga
Arg
75

gtg
val

agc
ser

gtg
val

agc
ser

tcc
Ser
155

gac
Asp

acc
Thr

tac
Tyr

cag
Gln

gac
Asp
235

CCC
Pro

CCC
Pro

aca
Thr

aac
Asn

cgg

Ser

cca
Pro
60

agc
ser

gac
Asp

gac
Asp

ggc
Gly

tca
Ser
140

aag
Lys

tac
Tyr

agc
ser

tcc
Ser

acc
Thr
220

aag
Lys

tgc
Cys

cCa
Pro

tgc
Cys

tgg
Trp
300

9ag

Page 103

ggc
Gly

agc
ser

acc
Thr

gac
Asp

tac
TYyr
125

gcc
Ala

agc
ser

ttc
Phe

ctc
Leu
205

tac
Tyr

aga
Arg

cCa
Pro

adad
Lys

gtg
val
285

tac
Tyr

gag

cag
Gln

daac
Asn

agc
ser

agc
ser
110

tac
Tyr

tcc
Ser

acc
Thr

CCC
Pro

gtg
val
190

agc
ser

atc
Ile

gtt
val

gca
Ala

ccc
Pro
270

gtg
val

ggc
Gly

tac
TYyr

agc
ser
95

gcc
Ala

ttc
Phe

acc
Thr

tct
Ser

gaa
Glu
175

cac
H1s

agc
ser

tgc
Cys

cct
Pro
255

aag
Lys

gac
Asp

tac

Phe

ctg
Leu

aac
Asn
80

tcc
Ser

gac
Asp

aag
Lys

ggc
Gly
160

CcCcC
Pro

acc
Thr

aac
Asn

ccc
Pro
240

gaa
Glu

gac
Asp

gac
Asp

aac

192

240

288

336

384

432

480

528

576

624

672

720

768

816

864

912

960



FP1430PCT_Sequence Listing(6125567_1)

val Glu val His Asn Ala Lys Thr Lys

305 310

agc acg tac cgg gtg gtc agc
Ser Thr Tyr Arg val val Ser
325

ctg aat ggc aag gag tac aag
Leu Asn Gly Lys Glu Tyr Lys
340

gcc ccc atc gag aaa acc atc
Ala Pro Ile Glu Lys Thr Ile
355

cca cag gtg tac acc ctg ccc
Pro GIn val Tyr Thr Leu Pro
370 375

cag gtc agc ctg acc tgc ctg
Gln val Ser Leu Thr Cys Leu
385 390

gcc gtg gag tgg gag agc aat
Ala val Glu Trp Glu Ser Asn
405

acc cct ccc gtg ctg gac tcc
Thr Pro Pro val Leu Asp Ser
420

ctc acc gtg gac aag agc agg
Leu Thr val Asp Lys Ser Arg
435

tcc gtg atg cat gag gct ctg
Ser val Met His Glu Ala Leu
450 455

tcc ctg tct ccc ggc aaa
Ser Leu Ser Pro Gly Lys

465 470
<210> 85

<211> 470

<212> PRT

<213> Artificial Sequence
<220>

<223> Synthetic Construct
<400> 85

Met Lys His Leu Trp Phe Phe
1 5

val Leu Ser Gln val GIn Leu
20

Pro Gly Ala Ser val Lys val
35

Thr Thr Tyr Trp Ile Asn Trp
50 55

gtc
val

tgc
Cys

tcc
Ser
360
cca
Pro

gtc
val

ggc
Gly

gac
Asp

tgg
Trp
440

cac
H1s

Leu

Gln

Ser

40

Met

ctc
Leu

aag
Lys
345
aaa
Lys

tcc
Ser

aaa
Lys

cag
Gln

ggc
Gly
425

cag
Gln

aac
Asn

Leu
Gln
25

Cys

Gln

Pro Arg
315

acc gtc
Thr val
330

gtc tcc
val Ser

gcc aaa
Ala Lys

€gg gag
Arg Glu

ggc ttc
Gly Phe
395

ccc gag
Pro Glu
410

tcc ttc
Ser Phe

cag ggc
Gln Gly

C@C tac
His Tyr

Glu Glu Gln Tyr

ctg
Leu

daac
Asn

gag
Glu
380

tat
Tyr

daac
Asn

ttc
Phe

daac
Asn

acc
Thr
460

cac
H1s

ada
Lys

cag
Gln
365

atg
Met

CCcC
Pro

daac
Asn

ctc
Leu

gtc
val
445

cag
Gln

Leu val Ala Ala

10

Pro Gly Ala Glu

Lys Ala

Gln Arg

Ser

Pro

Page 104

Gly
45

Gly

cag
Gln

gcc
Ala
350

CCC
Pro

acc
Thr

agc
ser

tac
Tyr

tac
Tyr
430
ttc
Phe

aag
Lys

Pro

Leu
30

Tyr

gac
Asp
335

ctc
Leu

cgg
Arg

aag
Lys

gac
Asp

aag
Lys
415

agc
ser

tca
Ser

agc
ser

Arg
15
Lys

Thr

Gly

Asn
320

tgg
Trp

cCa
Pro

gaa
Glu

aac
Asn

atc
Ile
400

acc
Thr

aag
Lys

tgc
cys

ctc
Leu

Trp

Lys

Phe

Leu

1008

1056

1104

1152

1200

1248

1296

1344

1392

1410



Glu

65

Glu

Thr

Tyr

Tyr

Gly

Gly

val

Phe

val

val

225

Lys

Leu

Thr

val

val

305

Ser

Trp

Lys

Ala

Tyr

Thr

Thr

Pro

Thr

210

Asn

Ser

Leu

Leu

Ser

290

Glu

Thr

Phe

Tyr

cys

115

Gly

Ser

Ala

val

Ala

195

val

cys

Gly

Met

275

His

val

Tyr

Gly

Lys

Met

100

Thr

Gln

val

Ala

Ser

180

val

Pro

Lys

Asp

Glu

Arg

Asn

Asn

85

Gln

Arg

Gly

Phe

Leu

165

Trp

Leu

Ser

Pro

Ser

Asp

Asn

val
325

FP1430PCT_Sequence Listing(6125567_1)

Ile Tyr Pro Gly Thr Arg Ser
70 75

Lys

Leu

val

Thr

Pro

150

Gly

Asn

Gln

Ser

Ser

230

Thr

Ser

Arg

Pro

Ala

310

val

Ala

Asn

Tyr

Leu

135

Leu

Cys

Ser

Ser

Ser

215

Asn

His

val

Thr

Glu

295

Lys

Ser

Thr

Ser

Tyr

val

Ala

Leu

Gly

Ser

200

Leu

Thr

Thr

Phe

Pro

280

val

Thr

val

Leu

Leu

105

Asp

Thr

Pro

val

Ala

185

Gly

Gly

Lys

Cys

Leu

265

Glu

Lys

Lys

Leu

Thr
90

Thr

val

Ser

Lys

Leu

Leu

Thr

val

Pro

250

Phe

val

Phe

Pro

Thr
330

val

Ser

val

Ser

Ser

155

Asp

Thr

Tyr

Gln

Asp

Pro

Pro

Thr

Asn

Arg

315

val

Asp

Asp

Gly

Ser

140

Lys

Tyr

Ser

Ser

Thr

220

Lys

Cys

Pro

Cys

Leu

Page 105

ser Asn Tyr

Thr

Asp

Tyr

Ala

Ser

Phe

Gly

Leu

205

Tyr

Arg

Pro

Lys

val

285

Tyr

Glu

His

Ser

Ser

110

Tyr

Ser

Thr

Pro

val

190

Ser

val

Ala

Pro

270

val

val

Gln

Gln

Ser

95

Ala

Phe

Thr

Ser

Glu

175

Ser

cys

Glu

Pro

255

Lys

val

Asp

Tyr

Asp
335

Asn

80

Ser

val

Asp

Lys

Gly

Pro

Thr

val

Asn

Pro

240

Glu

Asp

Asp

Gly

Asn

320

Trp



Leu

Ala

Pro

Gln

385

Ala

Thr

Leu

Ser

ser
465

Asn

Pro

Gln

370

val

val

Pro

Thr

val

450

Leu

<210>
<211>
<212>
<213>

<220>
<223>

<400>

Thr Tyr Trp Ile Asn
1

<210>
<211>
<212>
<213>

<220>
<223>

<400>

Gly

Ile

355

val

Ser

Glu

Pro

val

435

Met

Ser

86
5
PRT

Lys

Glu

Tyr

Leu

Trp

val

420

Asp

Pro

Glu

Lys

Thr

Thr

Glu

405

Leu

Lys

Glu

Gly

FP1430PCT_Sequence Listing(6125567_1)

Tyr Lys Cys Lys
345

Thr

Leu

cys

390

Ser

Asp

Ser

Ala

Lys
470

Ile

Pro

375

Leu

Asn

Ser

Arg

Leu
455

Artificial Sequence

CDRH1 of #4cC13

86

87
17
PRT

5

Artificial Sequence

CDRH2 of #4cC13

87

Ser
360
Pro
val
Gly
Asp
Trp
4

His

Lys

Ser

Lys

Gln

Gly

Gln

Asn

val Ser Asn Lys

Ala

Arg

Gly

Pro

410

Ser

Gln

Lys

Glu

Phe

395

Glu

Phe

Gly

Tyr

Gly

Glu

380

Tyr

Asn

Phe

Asn

Thr
460

Gln

365

Met

Pro

Asn

Leu

val

445

Gln

Ala

350

Pro

Thr

Ser

Tyr

Tyr

430

Phe

Lys

Leu

Arg

Lys

Asp

Lys

Ser

Ser

Ser

Pro

Glu

Asn

Ile

400

Thr

Lys

cys

Leu

Asn Ile Tyr Pro Gly Thr Arg Ser Ser Asn Tyr Asn Glu Lys Phe Lys
1 5 10 15

Asn
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<210> 88

<211> 12

<212> PRT

<213> Artificial Sequence
<220>

<223> CDRH3 of #4cC13
<400> 88

val Tyr Tyr Asp His val Gly Tyr Tyr Phe Asp Tyr
1 5 10

<210> 89

<211> 35

<212> DNA

<213> Artificial Sequence
<220>

<223> AP3dC-S

<220>

<221> misc_feature

<222> (35)..(35)

<223> nis a, ¢, g, or t

<400> 89

cggtaccgcg ggcccgggat cccccccccc cccdn 35
<210> 90

<211> 23

<212> DNA

<213> Artificial Sequence

<220>

<223> mIggamma RT1 1111-AS

<400> 90

accytgcatt tgaactcctt gcc 23
<210> 91

<211> 25

<212> DNA

<213> Artificial Sequence

<220>

<223> mIgkappa 1st 589-AS

<400> 91

actgccatca atcttccact tgaca 25
<210> 92

<211> 38

<212> DNA

<213> Artificial Sequence

<220>

<223> MCS-AP3-S

<400> 92

cttcgaattc tgcagtcgac ggtaccgcgg gcccggga 38
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<210>
<211>
<212>
<213>

<220>
<223>

<400>

FP1430PCT_Sequence Listing(6125567_1)

93

23

DNA

Artificial Sequence

mIggamma 3rd 656T-AS
93

ctggacaggg atccagagtt cca

<210>
<211>
<212>
<213>

<220>
<223>

<400>

94

25

DNA

Artificial Sequence

mIgkappa 3rd 525-AS
94

actgaggcac ctccagatgt taact

<210>
<211>
<212>
<213>

<220>
<223>

<400>

95

26

DNA

Artificial Sequence

mIgG joint PCR-S
95

gcctggtcaa gggctatttc cctgag

<210>
<211>
<212>
<213>

<220>
<223>

<400>

96

24

DNA

Artificial Sequence

polyG-AS
96

9999999999 9ggggggatc ccgg

<210>
<211>
<212>
<213>

<220>
<223>

<400>

97

26

DNA

Artificial Sequence

mIgkappa joint PCR-S
97

ctgtatccat cttcccacca tccagt

<210>
<211>
<212>
<213>

<220>

98

27

DNA

Artificial Sequence

Page 108
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<223> minicmv fl-s

<400> 98
agagaaaccg tctatcaggg cgatggc

<210> 99

<211> 27

<212> DNA

<213> Artificial Sequence
<220>

<223> minicvmv f1l-AS

<400> 99

agagaccctt tgacgttgga gtccacg

<210> 100

<211> 24

<212> DNA

<213> Artificial Sequence
<220>

<223> mIgG sequence

<400> 100

acaccgctgg acagggatcc agag

<210> 101

<211> 24

<212> DNA

<213> Artificial Sequence
<220>

<223> mIgkappa sequence
<400> 101

gtagaagttg ttcaagaagc acac

<210> 102

<211> 30

<212> DNA

<213> Artificial Sequence
<220>

<223> 3.3-F1

<400> 102

tataccgtcg acctctagct agagcttggc

<210> 103

<211> 30

<212> DNA

<213> Artificial Sequence
<220>

<223> 3.3-R1

<400> 103

gctatggcag ggcctgccgc cccgacgttg

<210> 104
<211> 47

Page 109
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27

24

24
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30



<212>
<213>

<220>
<223>

<400>

FP1430PCT_Sequence Listing(6125567_1)

DNA_ o
Artificial Sequence

76L-F
104

atctccggcg cgtacggcaa cattgtaatg acccaatctc ccaaatc

<210>
<211>
<212>
<213>

<220>
<223>

<400>

105

45

DNA

Artificial Sequence

76L-R
105

ggagggggcg gccacagccc gttttatttc cagcttggtc ctccc

<210>
<211>
<212>
<213>

<220>
<223>

<400>

106

47

DNA

Artificial Sequence

76H-F
106

ccagatgggt gctgagccag gtccaactgc agcagcctgg tgctgag

<210>
<211>
<212>
<213>

<220>
<223>

<400>

107

46

DNA

Artificial Sequence

76H-R
107

cttggtggag gctgagctga ctgtgagagt ggtgccttgg ccccag

<210>
<211>
<212>
<213>

<220>
<223>

<400>

108

25

DNA

Artificial Sequence

CM-inf-F
108

ccagcctccg gactctagag ccacc

<210>
<211>
<212>
<213>

<220>
<223>

<400>

109

24

DNA

Artificial Sequence

CM-inf-R
109

agttagcctc ccccgtttaa actc

Page 110

47

45
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24



<210>
<211>
<212>
<213>

<220>
<223>

<400>

FP1430PCT_Sequence Listing(6125567_1)

110

22

DNA

Artificial Sequence

EG-Inf-F
110

agctcccaga tgggtgctga gc

<210>
<211>
<212>
<213>

<220>
<223>

<400>

111

22

DNA

Artificial Sequence

EGl-Inf-R
111

gggcccttgg tggaggctga gc

<210>
<211>
<212>
<213>

<220>
<223>

<400>

112

24

DNA

Artificial Sequence

CM-LKF
112

ctgtggatct ccggcgcgta cggc

<210>
<211>
<212>
<213>

<220>
<223>

<400>

113
21
DNA
Artificial Sequence

KCL-Inf-R
113

ggagggggcg gccaccgtac g

<210>
<211>
<212>
<213>

<220>
<223>

<400>

114

48

DNA

Artificial Sequence

h1BO-LF
114

atctccggcg cgtacggcga cgtggtgatg acccagagcc ctctgtcc

<210>
<211>
<212>
<213>

<220>

115

44

DNA

Artificial Sequence

Page 111
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<223>

<400>
gggcggc

<210>
<211>
<212>
<213>

<220>
<223>

<400>
ccagatg

<210>
<211>
<212>
<213>

<220>
<223>

<400>
cttggtg

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
ccagcct

agc ctg
ser Leu
10

cag agc
Gln Ser

agc tgc
Ser Cys

gaa aag
Glu Lys

aga tac
Arg Tyr
75

FP1430PCT_Sequence Listing(6125567_1)
h1BO-LR

115
cac cgtacgcttg atctccacct tggtgcctcc gccg

116

40

DNA

Artificial Sequence

h1BO-HF

116
ggt gctgagcgag gagcaagtgg tggagagcgg

117
41
DNA
Artificial Sequence

h1BO-HR
117

gag gctgagctca cggtcaccat ggtgccttgt c

118
752
DNA
Artificial Sequence

Nucleotide coding 1light chain of No.76 mIgG2a

CDS

(26)..(727)

118

Cccg gactctagag ccacc atg gtg ctg cag acc cag gtg ttc

Met Val Leu GIn Thr GIn val Phe

ctg ctg tgg atc agc ggc gcc tac ggc aac atc gtg atg
Leu Leu Trp Ile Ser Gly Ala Tyr Gly Asn ITe val Met
15 20

ccc aag agc atg agc atg tcc gtg ggc gag aga gtg acc
Pro Lys Ser Met Ser Met Ser val Gly Glu Arg val Thr
30 35 40

aag gcc agc gag aac gtg ggc aca agc gtg tcc tgg tat
Lys Ala Ser Glu Asn Vval Gly Thr Ser val Ser Trp Tyr
45 50 55

ccc gag cag tcc ccc aag ctg ctg atc ttc ggc gcc agc
Pro Glu GIn Ser Pro Lys Leu Leu Ile Phe Gly Ala Ser
60 65 70

acc ggc gtg ccc gat aga ttc acc ggc agc ggc agc gcc

Thr Gly val Pro Asp Arg Phe Thr Gly Ser Gly Ser Ala
80 85

Page 112

atc
Ile

acc
Thr
25

ctg
Leu

cag
Gln

aac
Asn

acc
Thr

44

40

41

52

100

148

196

244

292



gac ttc acc ctg
Asp Phe Thr Leu
90

tat cac tgc ggc
Tyr His Cys Gly

acc aag ctg gaa
Thr Lys Leu Glu
125

ttt cca ccc agc
Phe Pro Pro Ser
140

tgc ttc ctg aac
Cys Phe Leu Asn
155

atc gac ggc agc
Ile Asp Gly Ser
170

cag gac agc aag
Gln Asp Ser Lys

acc aag gac gag
Thr Lys Asp Glu
205

cac aag acc agc

aca
Thr

cag
Gln
110

atc
Ile

agc
Ser

aac
Asn

gag
Glu

gac
Asp
190

tac
TYyr

acc
Thr

FP1430PCT_Sequence Listing(6125567_1)
gac ctg gcc

atc
Ile
95

agc
Ser

aag
Lys

gag
Glu

ttc
Phe

cgg
Arg
175

tcc
Ser

gag
Glu

agc
Ser

agc
Ser

tac
Tyr

cgg
Arg

cag
Gln

tac
Tyr
160

cag
Gln

acc
Thr

cgg
Arg

CCcC
Pro

agc
Ser

agc
Ser

gcc
Ala

ctg
Leu
145

CCcC
Pro

aac
Asn

tac
Tyr

cac
H1s

atc
Ile
225

tgc tgagtttaaa cgggggaggc taact

His Lys Thr Ser
220

Cys

<210> 119

<211> 234

<212> PRT

<213>

<220>

<223>

<400> 119

Met val Leu Gln
1

Gly Ala Tyr Gly
20

Met Ser val Gly
35

val Gly Thr ser
50

Lys Leu Leu Ile

Thr

5

Asn

Glu

val

Phe

Gln

Ile

Arg

Ser

Gly

Artificial Sequence

Synthetic Construct

val

val

val

Trp

55

Ala

Phe

Met

Thr

40

Tyr

ser

gtg
val

tac
Tyr

gat
Asp
130

aca
Thr

aag
Lys

ggc
Gly

agc
Ser

aac
Asn
210

gtg
val

Ile

Thr

25

Leu

Gln

Asn

cag
Gln

ccc
Pro
115
gcc
Ala

agc
Ser

gac
Asp

atg
Met
195

agc
Ser

aag
Lys

ser

10

Gln

sSer

Glu

gcc
Ala
100
tac
Tyr

gcc
Ala

ggc
Gly

atc
Ile

ctg
Leu
180

tcc
Ser

tac
Tyr

tcc
Ser

Leu

Ser

Cys

Lys

gag
Glu

acc
Thr

cct
Pro

aac
Asn
165

aat
Asn

agc
ser

aca
Thr

ttc
Phe

Leu

Pro

Lys

Pro
60

Arg Tyr Thr
Page 113

Asp

ttt
Phe

acc
Thr

gct
Ala
150

gtg
val

agc
Ser

acc
Thr

tgc
Cys

aac
Asn
230

Leu

Lys

Ala

45

Gly

Leu

ggc
Gly

gtg
val
135

agc
Ser

aag
Lys

tgg
Trp

ctg
Leu

gag
Glu
215

cgg
Arg

Trp

ser

30

sSer

Gln

val

Ala

ggc
Gly
120

tcc
Ser

gtc
val

tgg
Trp

acc
Thr

acc
Thr
200

gcc
Ala

aac
Asn

Ile

15

Met

Glu

Ser

Pro

gat
Asp
105

agg
Arg

atc
Ile

val

aag
Lys

gac
Asp
185

ctg
Leu

acc
Thr

gag
Glu

Ser

Ser

Asn

Pro

Asp

340

388

436

484

532

580

628

676

724

752



65

Arg

ser

ser

Ala

Leu

145

Pro

Asn

Tyr

His

Ile
225

Phe

val

Tyr

Lys

Gly

Ser

Asn

210

val

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
ccagcctccg gactctagag ccacc

Thr

Gln

Pro

115

Ala

Ser

Asp

val

Met

195

Ser

Lys

120
1460
DNA

Gly

Ala

100

Tyr

Ala

Gly

Ile

Leu

180

Ser

Tyr

Ser

ser

85

Glu

Thr

Pro

Gly

Asn

165

Asn

Ser

Thr

Phe

70

Gly

Asp

Phe

Thr

Ala

150

val

Ser

Thr

Cys

Asn
230

Ser

Leu

Gly

val

135

Ser

Lys

Trp

Leu

Glu

215

Arg

Artificial Sequence

Ala

Ala

val

Trp

Thr

Thr

200

Ala

Asn

Thr

Arg

Ile

val

Lys

Thr

Glu

Asp

90

Tyr

Thr

Phe

Cys

Ile

170

Gln

Thr

His

Cys

Nucleotide coding heavy chain of

CDS

(26)..(1435)

120

ctg gtg gcc gct
Leu val Ala Ala

10

cct ggc gcc gag
Pro Gly Ala Glu

ccc aga tgg
Pro Arg Trp
15

ctc gtg aaa

Leu
30

val

Lys

aag
Lys

ctg
Leu

cac
H1s

tct
ser

gcc
Ala
35

Phe

His

Lys

Pro

Phe

155

Asp

Asp

Lys

Lys

Thr

Cys

Leu

Pro

140

Leu

Gly

Ser

Asp

Thr
220

Leu

Gly

Glu

125

Ser

Asn

Ser

Lys

Glu

205

Ser

Thr
Gln
110
Ile
Ser
Asn
Glu
Asp
1

Tyr

Thr

No.76 mIgG2a

ctg
Leu

cag
Gln
20

tct
ser

tgg
Trp
5

gtg
val

gtg
val

Page 114

ttc
Phe

cag
Gln

daac
Asn

ttt
Phe

ctg
Leu

ctg
Leu

FP1430PCT_Sequence Listing(6125567_1)
75

Ile
95

Ser

Lys

Glu

Phe

Glu

Ser

ctg
Leu

cag
Gln

agc
ser
40

80

Ser

TYyr

Arg

Gln

TYyr

160

Gln

Thr

Arg

Pro

ctg
Leu

cag
Gln
25

tgc
cys

52

100

148



aag
Lys

cag
Gln

acc
Thr

acc
Thr
90

acc
Thr

tac
Tyr

aag
Lys
170
ctg
Leu

tac
Tyr

cag
Gln

gac
Asp
tgc
Cys
250

ttc
Phe

val

atc
Ile

agc
ser

cgg
Arg

agc
ser
75

gtg
val

agc
ser

gac
Asp

tcc
Ser

tgt
cys
155

ggc
Gly

tct
Ser

acc
Thr

agc
ser

aag
Lys
235

adad
Lys

cCa
Pro

acc
Thr

agt
ser

agc
ser

cca
Pro
60

acc
Thr

gac
Asp

gac
Asp

tac
TYyr

agc
ser

ctg
Leu

atc
Ile
220

aag
Lys

tgc
Cys

cccC
Pro

tgc
Cys

tgg
Trp
300

ggc
Gly
45

ggc
Gly

acc
Thr

acc
Thr

gac
Asp

tac
Tyr
125

gcc
Ala

gat
Asp

ttc
Phe

Gly

agc
Ser
205

acc
Thr

atc
Ile

cct
Pro

aag
Lys

gtg
val
285

ttc
Phe

tac
Tyr

cag
Gln

aat
Asn

agc
Ser

agc
Ser
110

tac
Tyr

aag
Lys

acc
Thr

CCC
Pro

gtg
val
190

agc
Ser

tgt
cys

Glu

gcc
Ala

atc
Ile
270

gtg
val

gtg

FP1430PCT_Sequence Listing(6125567_1)

acc
Thr

ggc
Gly

tac
Tyr

tcc
Ser
95

gcc
Ala

ttc
Phe

acc
Thr

acc
Thr

gag
Glu
175

cac
H1s

agc
Ser

aac
Asn

CCcC
Pro

ccc
Pro
255

aag
Lys

gtg
val

aac
Asn

ttc
Phe

ctg
Leu

aac
Asn
80

agc
Ser

gac
Asp

acc
Thr

ggc
Gly
160

cct
Pro

acc
Thr

aga
Arg
240

aat
Asn

gac
Asp

gac
Asp

aac
Asn

acc
Thr

gaa
Glu
65

gag
Glu

aca
Thr

tac
Tyr

tac
Tyr

gcc
Ala
145

agc
ser

gtg

Tttt
Phe

acc
Thr

gcc
Ala
225

ggc
Gly

ctg
Leu

gtg

gtg
val

gtg
val
305

aac
Asn
50

tgg
Trp

aag
Lys

gcc
Ala

tac
Tyr

tgg
Trp
130

cct
Pro

tct
ser

acc
Thr

cCa
Pro

gtg
val
210

cac
H1s

CCC
Pro

ctg
Leu

ctg
Leu

tcc
Ser
290

gaa
Glu

tac
Tyr

atc
Ile

ttc
Phe

tac
Tyr

tgc
Cys
115

ggc
Gly

agc
ser

gtg
val

ctg
Leu

gcc
Ala
195

acc
Thr

cct
Pro

acc
Thr

atg
Met
275

gag
Glu

gtg
val

tgg
Trp

ggc
Gly

aag
Lys

atg
Met
100

acc
Thr

cag
Gln

gtg

aca
Thr

aca
Thr
180

gtg
val

tcc
Ser

gcc
Ala

atc
Ile

gga
Gly
260

atc
Ile

gac
Asp

cac
H1s

atc
Ile

gat
Asp

aac
Asn
85

cag
Gln

cgg
Arg

ggc
Gly

tac
Tyr

ctg
Leu
165

tgg
Trp

ctg
Leu

agc
ser

agc
ser

aag
Lys
245

CCC
Pro

agc
ser

gac
Asp

acc
Thr

Page 115

daac
Asn

atc
Ile
70

aag
Lys

ctg
Leu

atc
Ile

aca
Thr

cct
Pro
150

ggc
Gly

daac
Asn

cag
Gln

acc
Thr

agc
ser
230

cct
Pro

agc
ser

ctg
Leu

CCC
Pro

gcc
Ala
310

tgg
Trp
55

tac
Tyr

gcc
Ala

tcc
Ser

tac
Tyr

acc
Thr
135

ctg
Leu

tgc
cys

agc
ser

agc
ser

tgg
Trp

215

acc
Thr

tgc
cys

agc
ser

gat
Asp
295

cag
Gln

gtc
val

cccC
Pro

acc
Thr

agc
ser

tac
Tyr
120

ctg
Leu

gct
Ala

ctc
Leu

gac
Asp
200

cccC
Pro

aag
Lys

cccC
Pro

ttc
Phe

ccc
Pro
280

gtg
val

acc
Thr

aag
Lys

ctg
Leu

ctg
Leu
105

gac
Asp

aca
Thr

cct
Pro

agc
ser
185

ctg
Leu

agc
ser

cct
Pro

atc
Ile
265

atc
Ile

cag
Gln

cag
Gln

196

244

292

340

388

436

484

532

580

628

676

724

772

820

868

916

964



aca
Thr

ccc
Pro
330

gtg
val

cct
Pro

gag
Glu

gac
Asp

acc
Thr
410

agc
ser

gaa
Glu

cac
H1s

cac
His
315

atc
Ile

aac
Asn

aag
Lys

gaa
Glu

ttc
Phe
395

gag
Glu

tac
TYyr

cgg
Arg

cac
H1s

FP1430PCT_Sequence Listing(6125567_1)

aga gag gac tac aac
Arg Glu Asp Tyr Asn
320

cag cac cag gat tgg
Gln His Gln Asp Trp
335

aac aag gac ctg cca
Asn Lys Asp Leu Pro
350

ggc agc gtg cgg gct
Gly ser val Arg Ala
365

gag atg acc aag aaa
Glu Met Thr Lys Lys
380

atg ccc gag gac atc
Met Pro Glu Asp Ile
400

ctg aac tac aag aac
Leu Asn Tyr Lys Asnh
415

ttc atg tac agc aag
Phe Met Tyr Ser Lys
430

aac agc tac agc tgc
Asn Ser Tyr Ser Cys
445

acc aca aag agc ttc
Thr Thr Lys Ser Phe
460

cgggggaggc taact

<210>
<211>
<212>
<213>

<220>
<223>

<400>

121
470
PRT
Artificial Sequence

Synthetic Construct
121

Met Lys His Leu Trp Phe Phe

1

5

val Leu Ser Gln val GIn Leu

20

Pro Gly Ala Ser val Asn Leu
35

Thr Asn Tyr Trp Ile Asn Trp
50

55

agc acc ctg aga gtg

Ser

atg
Met

gcc
Ala

CCC
Pro

caa
Gln
385
tac
Tyr

acc
Thr

ctg
Leu

tcc
Ser

agc
ser
465

Leu

Gln

Ser

40

val

Thr

agc
ser

CCC
Pro

cag
Gln
370

gtg
val

gag
Glu

cgg
Arg

gtg
val
450

cgg
Arg

Leu

Gln

25

Cys

Lys

Leu Arg val
325

ggc aaa gaa
Gly Lys Glu
340

atc gag cgg
Ile Glu Arg
355

gtg tac gtg
val Tyr val

aca ctg acc
Thr Leu Thr

gaa tgg acc
Glu Trp Thr
405

ccc gtg ctg
Pro val Leu
420

gtg gaa aag
val Glu Lys
435

gtg cac gag
val His Glu

acc ccc ggc
Thr Pro Gly

Leu val Ala
10

Pro Gly Ala

Lys Ser Ser

Gln Arg Pro
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gtg
val

ttc
Phe

acc
Thr

ctg
Leu

tgt
Cys
390

daac
Asn

gac
Asp

adad
Lys

adad
Lys
470

Ala
Glu
Gly
45

Gly

tcc gcc ctg
Ser Ala Leu

aag tgc aaa
Lys Cys Lys
345

atc tct aag
Ile Ser Lys
360

cct cct cca
Pro Pro Pro
375

atg gtc acc
Met val Thr

aac ggc aag
Asn Gly Lys

tcc gat ggc
Ser Asp Gly
425
aac tgg gtg
Asn Trp Vval
440
ctg cac aat
Leu His Asn
455

tgagtttaaa

Pro Arg Trp
15

Leu val Lys

30

Tyr Thr Phe

Gln Gly Leu

1012

1060

1108

1156

1204

1252

1300

1348

1396

1445

1460



Glu

65

Glu

Thr

Tyr

Tyr

Ala

145

Ser

val

Phe

Thr

Ala

225

Gly

Leu

val

val

val

305

Ser

Trp

Lys

Ala

Tyr

Ser

Thr

Pro

val

210

Pro

Leu

Leu

Ser

290

Glu

Thr

Phe

Tyr

cys

115

Gly

Ser

val

Leu

Ala

195

Thr

Pro

Thr

Gly

Met

275

Glu

val

Leu

Gly

Lys

Met

100

Thr

Gln

val

Thr

Thr

180

val

Ser

Ala

Arg

Asp

Asn

85

Gln

Arg

Gly

Tyr

Leu

165

Trp

Leu

Ser

Ser

Ser

Asp

Thr

val
325
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Ile Tyr Pro Gly Thr Ser Thr Thr Asn Tyr
70 75

Lys

Leu

Thr

Pro

150

Gly

Asn

Gln

Thr

Ser

230

Pro

Ser

Leu

Pro

Ala

310

val

Ala

Ser

Tyr

Thr

135

Leu

Cys

Ser

Ser

Trp

Thr

Cys

val

Ser

295

Gln

Ser

Thr

Ser

Tyr

Leu

Ala

Leu

Gly

200

Pro

Lys

Pro

Phe

Pro

280

val

Thr

Ala

Leu

Leu

105

Asp

Thr

Pro

val

Ser

185

Leu

Ser

val

Pro

Ile

265

Ile

Gln

Gln

Leu

Thr

90

Thr

Tyr

val

val

Lys

Leu

Tyr

Gln

Asp

250

Phe

val

Thr

Pro
330

val Asp

Ser Asp

Asp Gly

Ser Ser

140

Cys Gly

Gly Tyr

Ser Ser

Thr Leu

Ser Ile

220

Lys Lys

235

Lys Cys

Pro Pro

Thr Cys

ser Trp

His Arg

315

ITe GIn
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Thr

Asp

Tyr

Ala

Asp

Phe

Gly

Ser

205

Thr

Pro

Lys

val

285

Phe

Glu

His

Ser

Ser

110

Tyr

Lys

Thr

Pro

val

190

Ser

cys

Glu

Ala

Ile

270

val

val

Asp

Gln

Ser

95

Ala

Phe

Thr

Thr

Glu

175

Ser

Asn

Pro

Pro

255

Lys

val

Asn

Tyr

Asp
335

Asn

80

Ser

val

Asp

Thr

Gly

Pro

Thr

val

val

Arg

Asn

Asp

Asp

Asn

Asn

320

Trp



FP1430PCT_Sequence Listing(6125567_1)

Met Ser Gly Lys Glu Phe Lys Cys Lys val Asn Asn Lys Asp Leu Pro
340 345 350

Ala Pro Ile Glu Arg Thr Ile Ser Lys Pro Lys Gly Ser val Arg Ala
355 360 365

Pro GIn val Tyr val Leu Pro Pro Pro Glu Glu Glu Met Thr Lys Lys
370 375 380

Gln val Thr Leu Thr Cys Met val Thr Asp Phe Met Pro Glu Asp Ile
385 390 395 400

Tyr val Glu Trp Thr Asn Asn Gly Lys Thr Glu Leu Asn Tyr Lys Asn
405 410 415

Thr Glu Pro val Leu Asp Ser Asp Gly Ser Tyr Phe Met Tyr Ser Lys
420 425 430

Leu Arg val Glu Lys Lys Asn Trp val Glu Arg Asn Ser Tyr Ser Cys
435 440 445

Ser val val His Glu Gly Leu His Asn His His Thr Thr Lys Ser Phe
450 455 460

Ser Arg Thr Pro Gly Lys

465 470
<210> 122

<211> 42

<212> DNA

<213> Artificial Sequence
<220>

<223> H-R

<400> 122

cttggtggag gctgagctca cggtcacgag ggtgccctgg cc

<210> 123

<211> 11

<212> PRT

<213> Artificial Sequence

<220>

<223> CDRL1 of #4c13

<400> 123

Lys Ala Ser Glu Asn val Gly val Ser val Ser
1 5 10
<210> 124

<211> 7

<212> PRT

<213> Artificial Sequence
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<220>

<223> CDRL2 of #4cC13
<400> 124

Gly Ala Ser Asn Arg Tyr Thr
1 5

<210> 125

<211> 9

<212> PRT

<213> Artificial Sequence
<220>

<223> CDRL3 of #4cC13
<400> 125

Gly Gln Ser Tyr Ser Tyr Pro Tyr Thr
1 5
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