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SRCR1A {aal-159%9)

MERPLCSHLCSCLAMLALLSPLSLAQYDSWPHYPEYFQOPAPEYHQPQAPANVAKIQLRLAGOK
REHSEGRVEVYYDGQWGTVCDDDE STHAAHVVCRELGYVEAKSWTASSSYGKGEGP IWLDNLHC
TGNEATLAACTSNGWGVIDCRKHTEDVEVVCS (SEQ ID NO:14;

SRCRIR (aab58-187)
LRLAGOEREHSEGRVEVYYDGQWGTVCDDDE S IHAAHVYCRELGYVEAKSWTASSSYGKGEGPI
WLDNLECIGNEATLAACTSNGWGVTIDCKHTEDVGVVCSDKRIPGFKFDNSLINQIENLNIQVED
IR (SEQ ID NO:15)

SRCRIC {gal-187)
MERPLCSHLCSCLAMLALLSPLELAQYDSWPHYPEYFQOPAPEYHOPQAPANVARTIQLRLAGOK
REKHSEGRVEVYYDGOWGTVCDDDE STHAAHRVVCRELGYVEAKSWTAS SSYGKGEGP IWLDNLHC
TONEATLAACTSNGWCVTDCKHTEDVGEVVCSDERIPCGFREDNSLINQIENLNIQVEDIR

(SEQ ID NO:16)

SRCRZA {(aal60-302}
DERIPGEFEEFDNSLINQIENLNIQVEDIRIRAILSTYRKRTPVMEGYVEVKECGKTWKQICDKEWT
AXNSRVVCGMFGFPGERTYNTEVYEME ASRRKORYWPF SMDCTGTERAHISSCRLGPQVSLDPME
NVICENGLPAVVICY (SEQ ID NO:17)
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FIGURE 2 (CON’T)
B (CON’T)

SRCRZB (aalB8~324)
IRATLSTYREKRTPVMECYVEVEEGKTWEQTCDKHWTARNSRVVCCGMFGEFPCGERTYNTREVYEME A
SRREQRYWPEFSMDCTGTEANI SSCKLGPQVSLDPMENV ICENGLPAVVSCVPGQVE SPDGESRF
REKAYKPEQP (SEQ ID NO:18;

SRCRZC (2al160-324)
DRRIPGEREFDNSLINCIENLNIQVEDIRIRATLSTYRKRTPVMECY VEVREGRKTWKO TCDKHWT
AENSRVVCGMEGEPGERTYNTEKVYRKMEASRREQRYWPE SMDCTGTEAHLISSCRLGPQVSLDEPME
NVTCENGLPAVVSCVPGQOVFSPDGPSREREAYKPEQP  (SEQ ID NO:19)

SRCR3A (aa303-425)

PGOVFSPRGPSREFRKAYKPEQPLVRLRGGAY IGEGRVEVLENGEWGTVCDDEWDLVSASVVCRE
LCFrGSARKEAVIGSRLGOGIGP IHLNEIQCTGNEKSIIDCKFNAE SQGCNHEEDAGVRCN

(SEQ ID NO:20)

SRCR3B (aal25-434)
LVRLRGGAY IGEGRVEVLENGEWGTVCDDEWDLVEASVVCRELGFGSARKEAVTGERLGQGIGPT
HINEIQCTGNERSIIDCEKEPNARESQGCCNAEEDAGVRCNTPAMCGLOKR {SEQ ID NO:2Z1)

SRCR3C (303-434)

PGOVE SPDGPSRFRKAYKPEQPLVRLRGGAY IGEGRVEVLENGEWGTVCDDEWDLVSASVVCRE
LGFPGSAKEAVIGSRLGOGIGPIHLNEIQUTGNERSI IDCKENAE SOGCNEHEEDAGVRCNTPAMG
LOKK (SEQ ID NO:22)

SRCR4AA (aaldZ6-547)
TPAMGLORRLRLNGGRNPYEGRVEVLVERNGS LVWCMVCGONWG IVEAMYVVCROLGLGFASNAF
CETWYWHGDVNSNKVVMSGVKCSGTELSLAHCREDGEDVACPQGGVQYGAGVACSETA  (SEQ
ID NO:23)

SRCRAB (435-547)
LRLNGGRNPYEGRVEVLVERNGSLVWGMVCGONWG IVEAMVVCROLGLGEFASNAFQETWYWHGD
VNSNKVVMSGVECSGTELSLAHCRHDGEDVACPQGGVOYGAGVACSETA {SEQ ID NO:Z24)
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FIGURE 6

AB(023 Vy sequence:

MEWSRVFIFLLSVTAGVHSQVQLQQSGAELVRPGTSVKVSCKASGYAFTY YLIEWVK(Q
RPGQGLEWIGVINPGSGGTNYNEKFKGKATLTADKSSSTAYMQLSSLTSDDSAVYFCAR
NWMNEDYWGQGTTLTVSS (SEQ 1D NO:42)

AB0023 Vy, sequence:

MRCLAEFLGLLVLWIPGAIGDIVMTQAAPSVSVTPGESVSISCRSSKSLLHSNGNTYLYW
FLORPGQSPQFLIYRMSNLASGVPDRFSGSGSGTAFTLRISRVEAEDVGVY YCMQHLEYP
YTFGGGTKLEIK (SEQ ID NO:43)

AB0O024 Vg sequence:

MGWSLILLFLVAVATRVHSQVQLVQSGAEVKKPGASVKVSCKASGYAFTYYLIEWVR(Q
APGQGLEWIGVINPGSGGTNYNEKFKGRATITADKSTSTAYMELSSLRSEDTAVYFCAR
NWMNFDYWGQGTTVTVSSASTKGPSVEFPLAPCSRSTSESTAALGCLVKDYFPEPVTVS
WNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTKTYTCNVDHKPSNTKVDKRVE
SKYGPPCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQENWYV
DGVEVHNAKTKPREEQENSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISK
AKGQPREPQVYTLPPSQEEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPV
LDSDGSFFLYSRLTVDKSRWQEGNVESCSVMHEALHANRYTOQKSLSLSLGK (SEQ ID
NO:44)

AB{(024 Vi, sequence:

MRVPAQLLGLLLLWLPGARCDIVMTQTPLSLSVIPGQPASISCRSSKSLLHSNGNTYLY
WFLQKPGQSPQFLIYRMSNLASGVPDRESGSGSGTDETLKISRVEAEDVGVYYCMQHLE
YPYTHFGGGTKVEIKRTVAAPSVEIFPPSDEQLKSGTASVVCLLNNEYPREAKVQWKVDN
ALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENR
GEC (SEQ ID NO:45)



