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Sequence Alignment of Variable Light-Chain Domain
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Sequence Alignment of Variable Heavy-Chain Domain

——————FR1 —] CDR1 .

10 20 30 40

2H7 QAYLOQSGAELVRPGASVKMSCKAS [GYTFTSYNMH] WVKQT
kxk%k kx k% ok 0k kk%k % * %

hu2H7.v16 EVQLVESGGGLVQPGGSLRLSCAAS [GYTFTSYNMH] WVRQA

* * * 0k

hum III EVQLVESGGGLVQPGGSLRLSCAAS [GFTFSSYAMS] WVRQA
——FR2—] CDR2 I FR3

50 a 60 70 80

2H7 PROQGLEWIG [AIYPGNGDTSYNQKFKG] KATLTVDKSSSTAYM

* % * Xk Kk X%k Kk ok

hu2H7.v16 PGKGLEWVG [AIYPGNGDTSYNQKFKG] RFTISVDKSKNTLYL

* * kEhEvk %k * kkk%k * %
hum IIT PGKGLEWVA [VISGDGGSTYYADSVKG] RFTISRDNSKNTLTL
i CDR3 I FR4 i
abc 90 100abcde 110
217 QLSSLTSEDSAVYFCAR [VVYYSNSYWYFDV] WGTGTTVTIVSS
* % * K * * * *

hu2H7.v16 QMNSLRAEDTAVYYCAR [VVYYSNSYWYFDV] WGQGTLVTVSS

hAhkhkdkridk *kk %

hum ITT OMNSLRAEDTAVYYCAR [GRVGYSLY---DY] WGQGTLVTVSS

FIG._1B



WO 2006/012508 PCT/US2005/026027

3/5

Humanized 2H7.v16 Light Chain

DIQMTQSPSSLSASVGDRVTITCRASSSVSYMHWYQQKPGKAPKPLIYAPSNLASGVPSRFSG
SGSGTDFTLTISSLOPEDFATYYCQQWSFNPPTFGQGTKVEIKRTVAAPSVFIFPPSDEQLKS
GTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHK
VYACEVTHQGLSSPVTKSFNRGEC (SEQ ID NO:13)

FIG._2

Humanized 2H7.v16 Heavy Chain

EVQLVESGGGLVQPGGSLRLSCAASGYTFTSYNMHWVRQAPGKGLEWVGAIYPGNGDTSYNQK
FKGRFTISVDKSKNTLYLQMNSLRAEDTAVYYCARVVYYSNSYWYFDVWGQGTLVTVSSASTK
GPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSS
VVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKP
~ KDTLMISRTPEVICVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLH
QDWLNGKEYKCKVSNKALPAPIEKTISKAKGOPREPQVYTLPPSREEMTKNQVSLTCLVKGFY
PSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHY
TOKSLSLSPGK (SEQ ID NO:14)

FIG._3

Humanized 2H7.v31 Heavy Chain

EVQLVESGGGLVQPGGSLRLSCAASGYTFTSYNMHWVRQAPGKGLEWVGAIYPGNGDTSYNQK
FKGRFTISVDKSKNTLYLOMNSLRAEDTAVYYCARVVYYSNSYWYFDVWGQGTLVTVSSASTK
GPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSS
VVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEPKSCDKTHTC PPCPAPELLGGPSVFLFPPKP
KDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNATYRVVSVLTVLH
QDWLNGKEYKCKVSNKALPAPIAATISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFY
PSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHY
TOKSLSLSPGK (SEQ ID NO:15)
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Light Chain Alignment
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Heavy Chain Alignment
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hu2H7 .v16 EVQLVESGGGLVQPGGSLRLSCAASGYTFTSYNMHW
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hu2H7.v511 EVQLVESGGGLVQPGGSLRLSCAASGYTFTSYNMHW
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hu2H7.v511 RAEDTAVYYCARVVYYSYRYWYFDVWGQGTLVTIVSS
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hu2H7.v16 ASTKGPSVFPLAPS
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hu2H7.v511 ASTKGPSVFPLAPS
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hu2H7.v511 PELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDG
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hu2H7.v511 VEVHNAKTKPREEQYNATYRVVSVLTVLHQDWLNGKEYKCKVSNAALPAP

332 ,
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e I T T I 2 s R R
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hu2H7.v511 ESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEA
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