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GCATCTCGTTTGTCAGATCCGACGAGGCTC TGAAACTGCGGAGCGGCCACCEGACGCCTTCTGGA
GCAGGTAGCAGCATGCAGCCGCCTCCRAAGTCTGTGCGCACGCECCCTGETTGCCCTGETTCTTG
CCTGCOGCCTETCGCGGATC TGGGGAGAGGAGAGAGGCTTCCCGCCTGACAGGGCCACTCLGLT
TTTGCAAACCGCAGAGATAATGACGCCACCCACTAAGACCTTATGGCCCARAGGETTCCAACGLC
AGTCTGGCCCGGTCOTTGECACCTCCGCAGGTCGCCTAAARGCAGACAGCACGGCAGGATCTCCGC
CACGCACCATCTCCCCTCCCCCGTGCCAAGGACCCATCGAGATCAAGCGAGACTTTCAARTACAT
CAACACGGTTGTGTCCTGCCTTETGTTCGTGCTGGGGATCATCGGGAACTCCACACTTCTGAGA
ATTATCTACAAGAACAAGTGCATGCGAAACGETCCCAATATCTTGATCGCCAGCTTGGCTC TGS
GAGACCTGCTGCACATCGTCATTGACATCCCTATCAATCTCTACAAGCTGCTGGCAGAGGACTG
GCCATTTGGAGCTGAGATGTGTAAGCTGETGCCTTTCATACAGARAGCCTCCGTGGGAATCALT
GTGCTGAGTCTATGTGCTCTGAGTATTGACAGATATCGAGCTGTTGCTTCTTGGAGTAGAATTA
AAGGAATTGGGGTTCCAAAATGGACAGCAGTAGARATTGTTTTGATTTCEGTCETCTCTGTGGT
TCPGECTCTCCCTEAAGCCATAGGTTTTCGATATAATTACGATGCGACTACARAGGAAGTTATCTG
CGAATCTGCTTGCTTCATCCCGTTCAGAAGACAGCTTTCATGCAGTTTTACAAGRCAGCARAAG
ATTGGTGGCTETTCAGTTTCTATTTCTGCTTGCCATTGGCCATCACTGCATTTTTTTATACACT
AATGACCTGTGAAATGTTCGAGAAAGAAAAGTGGCATGCAGATTGCTTTAAATGATCACCTAAAG
CAGAGACGGGAAGTCGCCAARACCETCTTTTGCCTGETCCTTCTCTTTGCCCTCTGCTERCTTC
CCCTTCACCTCAGCAGGATTCTGAAGCTCACTCTTTATAATCAGRATGATCCCAATAGATGTGA
ACTTTTGAGCTTTCTGTTGGTATTGCGAC TATATTGGTATCAACATCGCTTCACTGAATTCCTGC
ATTAACCCAATTGCTCTGTATTTGGTGAGCAAAAGATTCARAAACTGCTTTAAGTCATGCTTAT
GCTGCTGGTGCCAGTCATTTCGAAGAARAACAGTCCTTGCAGGARAAGCAGTCCTGCTTARAGTT
CAAAGCTAATGATCACGGATATGACAACTTCCATTCCAGTAATAAATACAGCTCATC TIGAALG
AARAAARAAAAAARAAAARAAARAAAAAARARAARAAARAAAAAA (SEQ D NO1)
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MOPPPSLCGRALVALVLACGLSRIWGEERGFPPDRATPLLOTAEIMTPPTEKTLWPKGSNASTAR
SLAPARVPRGDRTAGSPPRTISPPPCOGPIFIRETFRYINTVVSCLVFVLGIIGNSTLLRITIYK
NRCMRNGPNILIASTLALGDLLEIVIDIPINVYRLLAEDWPFGAEMCKLVPFIQRASVGITVLSL
CALSIDRYRAVASWSRIKGIGVPRW TAVE IVLIWVVSVVLAVPEAIGFDIITMDYRGSYLRICL
LHPVORTAFMOFYKTAKDWWLY SFYPCLPLAITAFFYTLMTCEMLRRRSGMOTALNDHLEORRE
VARTVFCLVLVFALCWLPLRLSRILKL TLYNONDPNRCELLSFLLVLDYIGINMASLNSCINPY
ALYLVSRRFENCFRSCLCCWC QS FEEROSLEEKQSCLRKFRANDHGYDNFRESSNRYSSS

(SEQ D NCO:2)

Signal sequence.

amino acids 1-26

Transmembrane domains.

amino acids 101-121, 137157, 177197, 216-238, 275-205, 323-343, 362-382
N-glycosylation siles.

amino acids 59-62, 119-122

cAMP- and cGMP-dependent protein kinase phosphorylation site.
amino acids 302-305

Tyrosine kinase phosphorylation site.

amino acids 424-430

N-myristovlation sites.

amino acids 57-62, 115-120, 170-175, 306-311, 371-376

7 transmembrang recepior homology.

amino acids 118-386
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Full-Length Light Chain of Murineg 5E9

DVVMTOTPLTLSVTIGOPASISCKSSOSLLDSDGRTYLNWLLORPGOSPRRLIYLVSKLDSGVP
DRETGSGSGTDFTLRITRVEAEDLGVYYCWQOTHF PYTFGGCTRKLETKRADAAPTVSIFPPSESE
QLTSGGASVVCFLNNFYPRDINVEWK IDGSERONGVLNSWTIDODSKDS TYSMSSTLTLTKDEYE
RENSYTCEATHKTSTSPIVKSFNRNEC {SEQID NQ:3)

Vi of Murine 5ES

DVVMTOTPLTLSVTIGOPASISCKSSQSLLDSDGRTYLNWLLORPGQSFRRLIVLVSKLDSGVP
DRFTGSGSGTDFTLRITRVEAEDLGVYYCWOGTHFPYTFGGGTRLEIK (SEQ 1D NO:E)

Full-Length Heavy Chain of Murine 5E9

QVOLLOSGARLARPGASVRLSCRASGY TFTSYWMOWVRKORPGOGLEWIGTIYPGDGDTSYAQKF
RGRATL T T DEY SSTAYMOL S SLASEDSAVYYCARWGYAYDI DNWGOGTTVTVSSASTRGPSVYP
LAPVCODTPGS SVTLGCLVRGY FPEPVITLTWNSGSLSSGVHTFPAVLOSDLYTLSSSVTIVTSST
WPSOSITCNVAHPASSTEVDRKIEPRGPTIKPCPPCRCPAPNLLGGPSVFIFPPRKIRDVLMISL
SPIVTCVVVDVSEDDPDVOISWFVNNVEVHTAQTOTHREDYNSTLRVVSALPIOHODWMSGKEF
KCRVNNRDLPAPTERTISKPRGSVRAPOVYVLPPPEEEMTRROQVTLTCMVTDFMPEDIYVEWTN
NGRTELNYKNTERPVLDSDGESYFMYSKLRVERENWVERNSYSCESVVHEGLHNHHTTESFSRTPGK
(SEQ ID NO4)

VH of Murine 5E8

QVOLLOSGAELARPGASVRLSCRASGYTPTSYWMOWVKQRPGQGLEWIGTIYPGDGDTSYAQKF
KGRATLTTDRYSSTAYMOLSSLASEDSAVYYCARWGYAYDIDNWG (SEQ 1D NO:G)

Full-Lenath Light Chain of hudE9 v

DIOMTQSPSSLSASVEDRVTITCKSSOSLLDSDGR TYLNWLOOKPGRAPKRLIYLVSKLDSGVP
SRFSGSGSGTDFTLTISSLOPEDFATYYCHWOGTHFPYTFGOGTRVEIKRTVAAPSVFIFPPSDE
QLESGTASVVCLLNNFYPREAKVOWRVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYE
KHKVYACEVTHQCLSSPYTKSFNRGEC (SEQ D NO:13)

Vi of hubES.vi

DIOMTQSPSSLSASVGDRVTITCKSSOSLLDSDGR TYLNWLOOKPGRAPRRLIVYLVSKLDSGVP
SRFSGSGSGTDFTLTISSLOPEDFATYVYCWOGTHFPYTFGOGTRVEIR (SEQ D NO:15)
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Full-Length Heavy Chain of hubE9.vi

EVOLVESGGGLVOPGGSLRLSCAASGYTFTS YWMOWVROAPGRGLEWIGTIYPGDGDTSYAQKY
KGRATLSTDRSENTAYLOMNSLRAEDTAVYYCARWGYAYDIDNWGQGTLVTVS SASTRGPSVED
LAPSSRSTSGGTAALGCLVEDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTVPSS
SLGTOTY ICNVNHEPSNTRVDERVEPKSCDRKTHTCPPCPAPELLGGPSVEFLFPPKPRDTEMISR
TPEVECVVVDVSHEDPEVKEFNWYVDGVEVHNARKTKPREEQYNSTYRVVSVLTVLHODWLNGEEY
RKCRKVSNKALPAPIEKTISKARKGOPREFOVYTLPPSREEMTRENOVSLTCLVKGFYPSDIAVEWES
NGOPENNYRTTPPVLDSDGSFFLYSKELTVDRKERWOQGNVEFSCSVMHEATHNHY TORSESLSPGK
(SEQ D NOG:14)

VH of hubE9. v

EVQLVESGGOLVQPGGSLRLSCAASGYTFT S YWMOWVROAPGKGLEWIGTIYPEDGD TS YAQKF
KGRATLSTDKSKNTAYLOMNSLRARDTAVYYCARWGYAYDIDNWG (SEQ D NOG)

VH of hubE9.v2

EVQLVOSGAEVKKPGASVKVSCRASGYTF TS YHMOWVROAPGOGLEWIGTIYPGDGDTSYAQKF
KGRVTITRDTSTSTAYLELSSLRSEDTAVYYCARWGYAYDIDNWG (SEQ D NO:MT)
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