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GCATCTOATTTGTCAGATCCGAGAGGCTCTCARACTECGRAGCAECCACCORACGCCTTCTGGA
GCACCTAGCAGCAPGCASCCECOTCCAASTCTETGCGEACGCGLCCTEETTGCGLTEETTCTTG
COTECGHCCTETCRUGEATC TEGEEAGAGGAGAGAGGCTTLCCGCCTEACAGGGCCACTUCGOT
TTTGCAAACCGCAGAGATAATSACGCCACCCACTAAGACCTTATGEGCCCARGAGTTCLAACGELC
AGTCTGECECEETCETTGGECACCTECGCAGETEC CTAAAGCAGACAGGACGGCAGGATCTCLGL
CACGCACCATCTCCCCTCCOCCOTOCCARGEALCCATC GAGATCAAGGAGACTTTCAAATACAT
CAACACGETTETATCCTGCOTTETGTICGTGCTGEGGATCATCGGEAAC TCCACRACTTCTGAGA
ATTATCTACAAGAACAAGTGCATGCGARACGEPCCCAATATCTTGATCGCCAGCTTGECTCTGS
GAGACCTECTGCACATCEPCATTCACATCCCTATCAATCTCTACAAGLCTGCTGGCAGAGCACTG
GCCATTTGGAGC TGAGATGTETARGCTGETGCCTTTCATACAGARAGCC TCUGTGREGAATCACT
GTGCTCAGTCTATEGTGC TCTGAGTATTGACAGATATCGAGCTGTTGCTTCTTGEAGTAGAATTA
AAGGAATTEEGGTTCCAARATEGACAGCAGTAGARATTGTTTTGATTTGEETGSTCTCTGTEET
TCPGGCTETCCCTCAACCCATAGET TTTCATATAATTALGATCGACTACARACGGAAGTTATCTS
COAATCTOCTTGCTTCATCCCGPTCAGRAAGRCAGCT I TCATGCAGTTTTACAAGACAGUAARAG
ATTCGTEEOTETICAGTTTCTATTTC TGO TTCLCATPGCCCATCACTGLATTTTTTTATACACT
ARTGACCTGTCAAATSTTCAGAAAGAMAAGTGGCATGCAGATTGC TTTARATGATCACCTRAARG
CAGAGACGCGAAGTCACCAARACCETCTTTIGLCTEETCCTTATCTTTECCCTCTGCTCRCTTC
CCCTTCACCTCAGCAGGATTUTGAAGC TCACTC TTTATAATCAGRATEATCCCARTAGATETGA
ACTTTTGAGCTTTCTGTTGGTA *TﬁeaCTaTATTGGTA?CAACATGGCTTQAQTGAA@TCQTGC
ATTARCCCAATTCL TCTGTATTIGETGAGCARRAAGATTCARARACTECTTTARGTCATGCTTAT
GOTGCTEETGCCAGTCATTTCARGAALAACAGTCCTTOCAGCRARAGCAGTCOTGCTTAARGTT
CRBAGUTAATGATCACGGATATCACARCTICCOTTCCAGTAATARATACAGUTCATCTIGRARG
AAAAARAAAARAAALAAARARAAAARARARBAAARAAALMARAALAA (SEQ D NOI)




WO 20117166297 BPUT/US2011/025642

2/5

MOP PP L CGRAL VAL VL A G LS R I WGE B RGP P DR AT PL LG T AR IM T PP T TL WP RCENASTAR
LA A VPR DR AGS P PRI S PP P OO P IR IR E TR Y TN VSO LVEFV LA T TONSTLLRIIYE
NROM RN G P L I A S L AL LD L L IV I D I P INVY R L LA W P FEAEMOELVER IQRARVGITVLEL
CAL S I DRYRAVASWS RIKGIGVPEWTAVE IVLIWVYSVVLAVPRATGFDI ITMDYRGSYLREICT
LHPVOR A MO YK AR DWW L P S FY PCL P LA L TAF Y T LM T E ML RKR SO R IALNDHLEQRRE
VAR TV LV LV A LWL P L L S R I L R L LY NN D PR R E L L S P L L VL DY I I NMASTL NSO ITNPT
ALY VSRR PR PR S LW S PR ER S LRSS LRy ANDEGYDNFRSSNRYSSS
(SEQ (D N2

Signal sequence.
amino acids 1-26
Transmembrane domains.
amino acids 101-121, 137-187, 1771897, 216-236, 275-205, 323-343, 352-382
N-glycosylation sites.
amino acids 58-62, 118-122
cAMP- and cGMP-dependent protein kinase phosphorylation site.
wving acids 302-305
Tyrosine kinase phosphorylation site.
o acids 424-430
MN-myristoviation sites,
amine acids 57-82, 115-120, 170-175, 306-311, 371-378
7 ransmembrane recepior homaogy.

amino acids 118-388
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Full-b enagth Light Chain of Muring 5E9

DVVMTOTPLTLSVTIIGOPASISCKSSOSLLDSDGRTYLNWLLORPGOSPERLIYLVSKLDSGYD
DRFTGEGSETDFTLE ITRVEAREDLEVY YCHWOGTHF PY TPGACTRLE IKRADAAPTVS IFRPESSE
QLTSGGASVVCFLNF Y PED INVEWK I DGE RRONGVLN SWIDODS KRS TYSME S TLTLIKDEYE
RANSYTCEATHKTSTSPIVESFNRNEC (SEQID NO3)

Y of Murine 538G

DVYMTOTPLTLSVIIGOPAS ISCKSSQSLIDS DGR TY LNWLLORPGOS FRRLIVYLVSKLDSGVD
DRFTGSGSETDFTLRITRVEAEDLGVY YCWOGTHFPY TFGEETRLEIR (SEQ ID NOE)

FiG. 3

Full-Length Heavy Chain of Murine 358

QVQLLQSGAELARFGA%VK&SCKRSGYTFT&YWMQWVKQRFGQGLEWIGTE??GEGDTSYA@KF
KGKETLTTBK?SSTQYMQLSSLASEDS&VYYCAEWGYAY&IDNWGQGTTE VESASTEGEEVYPE
LAP"CGETTGSS”TEGCLVKG?FPE?VTLTWNSGS&SSGVHTFPE?LQSQLYTLSSSVTVTSST
W S I T NV AR R A S ST VDR LB P RGP T I D E PO R PA PN L LGP SY P IF PP TEDVLMIST
S?IVTCVVVDVSEQQPDVQISWFVNNVEVHTAQTQTEREBYNSTLRVV%ALPIQHQBWMSGKEF
KR VNNR DL AP IERT I SR PR GEVRAPOVY VL PP PEE R T OV L MMV T FMPED I YVERTY
NGR LN Y RN T PV L DS DG S Y MY SR B VE RN WV E RN S Y SO BV HE G LENEETTESFESRTRCE
(SEQ ID NO4)

Y of Murine BES

UVOLLOSGAELARPGASVELSCRASGY TP IS YWMOWVEQRPGOGLEWIGT I YPGDGITS YAQRF
KGEATLTTORYSETAYMOLSSLASEDSAVY YCARWGYAYDIDNWG {SEQ 1D NO:6G)

Full-Lenoth Lioht Chain of huSFS v

DIOMTOEPEELSASVGDRVTITCKS A0S LLDSDER T Y LNWLOOKPCRAPRRE I YL.VSKLDSGVE
SRFSGEGECT LR T LY IS Lo PEDF AT Y YCWOGTHFRPY TFGQGTRVEIRRTVAAPSVFIFRPSDE
QLESGTASVVCLLNNFYPREARVOWKVDEALOSCNSOESVIEQDSRDSTY SLESPLTLSKADYE
RHEVYACEVTHQGLSSPVTRSFNRGEC (SEQ D NO13)

Vi of hubES v

DM TS PSS LS ASVEDRYTI TCK S S 0S LLDS DGR TY LNWLOOK PGRAPKRLIVILVS RLDE VD
SRFESGSGEGTDFTLTISSLOPEDFATYYCWOGTHFPYTFGQGTRVEIR (SEQ 1D NO:1E)

FIG
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Full-Length Heavy Chain of huSES vl

EVOLVESGEELVOPGESLELSCAASGYTFTS VWMOWVROAPC SRGLEWIGTIYRGDGDTSYACKR
KGRATLE PR EN A Y LOMN S LR AR DY AVY Y CARWGY AYD I DNWCOGTL Y TVESASTRARSVED
LA P SR S GG T A LG LV DY PP PV VN SCAL TS GVE TP PAVLOS AGLYSLYSVVTVESS
S LG Ty TNV R PO TRV DRV PE SO D TE T PO P A PR L LG PSSV L FPPEPEDTLMISR
TPEVITCVVVLVSHEDPEVEFNWYY DG VEVENAR TR PREEQYNSTYRVVEVLTVLACDWLNGEEY
Y ENK AL P AR TR R T L S AR O P R POV Y L P P S REEM TR NOVS LN LVEGTFY RSN TAVENES
NGOPENNY R TPPVLDEDCSFFLY S ELTVRKSRWOOGHVFECS SVMHEALHNHYTORSLSLEPER
(SEQ D NO:14)

VH of hubEd v

BEVOLYESCGEGLVOPGGELRLAC AASGY TR IS YWMOWVROAPCRGLEW IGT I Y PGDGDTSYADKF
EGRATLSTDRSENTAYLOMYBLRARDTAVYYCARWGYAYDIDNWG (BEQ 1D NG18)

Vi of hubEg.v2

EVQLVGECARVERPGASVEVSCRASGY TR TS YHMOWVROAPCQCLEWIGTIYPGDCD TS YAQKF
KGRVIITROTETSTAYLELSSLRSEDTAVY YCARWGYAYDIDNWS (SEQ 1D NOT)
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