












































































Name 
SEQ ID NOs 

Heavy chain variable region (VH) Light chain variable region (VL) 

DualAE08 3 59 

Dua1AE06 4 58 

DualAE17 5 58 

DualAE10 5 60 

Dua1AE05 6 58 

DualAE19 8 58 

DualAE20 9 58 

DualAE21 9 61 

DualAE22 10 58 

DualAE23 11 61 

Dua1AE09 12 61 

DualAE18 12 58 

Dua1AE14 13 58 

DualAE15 14 58 

DualAE16 81 60 





Name 

SEQ ID NOs 

HVR-H1 HVR-H2 HVR-H3 HVR-L1 HVR-L2 HVR-L3 

DualAE08 17 31 45 64 69 74 

DualAE06 18 32 46 63 68 73 

DualAE17 19 33 47 63 68 73 

DualAE10 19 33 47 65 70 75 

Dua1AE05 20 34 48 63 68 73 

Dua1AE19 22 36 50 63 68 73 

DualAE20 23 37 51 63 68 73 

DualAE21 23 37 51 66 71 76 

DualAE22 24 38 52 63 68 73 

DualAE23 25 39 53 66 71 76 

DualAE09 26 40 54 66 71 76 

DualAE18 26 40 54 63 68 73 

Dua1AE14 27 41 55 63 68 73 

DualAE15 28 42 56 63 68 73 

DualAE16 82 83 84 65 70 75 
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Ab name Fv A Fv B Format Fc (knob) Fc (hole) 

GPC3/DualAE05-SG1363k1364hV11 GPC3 DualAE05 FAST-Ig SG1363kV11Fc SG1364hV11Fc 

GPC3KE/DualAEO5EK-SG1363k1365hV11 GPC3KE DualAEO5EK FAST-Ig SG1363kV11Fc SG1365hV11Fc 

GPC3/DualAE05-SG1364k1363hV11 GPC3 DualAE05 FAST-Ig SG1364kV11Fc SG1363hV11Fc 

GPC3EK/DualAEO5KE-SG1365k1363hV11 GPC3EK DualAEO5KE FAST-Ig SG1365kV11Fc SG1363hV11Fc 

GPC3/DualAE15-SG1363k1364hV11 GPC3 DualAE15 FAST-Ig SG1363kV11Fc SG1364hV11Fc 

GPC3KE/DualAE15EK-SG1363k1365hV11 GPC3KE DualAE15EK FAST-Ig SG1363kV11Fc SG1365hV11Fc 

GPC3/DualAE15-SG1364k1363hV11 GPC3 DualAE15 FAST-Ig SG1364kV11Fc SG1363hV11Fc 

GPC3EK/DualAE15KE-SG1365k1363hV11 GPC3EK DualAE15KE FAST-Ig SG1365kV11Fc SG1363hV11Fc 

xGPC3/DualAE05-xSG1350k1349hV11 xGPC3 DualAE05 CrossMab xSG1350kV11Fc SG1349hV11Fc 

xGPC3/DualAE15-xSG1350k1349hV11 xGPC3 DualAE15 CrossMab xSG1350kV11Fc SG1349hV11Fc 

xGPC3/183H072L-xSG1350k1349hV11 xGPC3 183H072L CrossMab xSG1350kV11Fc SG1349hV11Fc 

xGPC3/DualAE15-xSG1356k1355hV11 xGPC3 DualAE15 CrossMab xSG1356kV11Fc SG1355hV11Fc 

xGPC3/DualAE05-xSG1356k1355hV11 xGPC3 DualAE05 CrossMab xSG1356kV11Fc SG1355hV11Fc 

xGPC3/DualAE05-xSG1386k1385hV11 xGPC3 DualAE05 CrossMab xSG1386kV11Fc SG1385hV11Fc 

xGPC3/DualAE15-xSG1386k1385hV11 xGPC3 DualAE15 CrossMab xSG1386kV11Fc SG1385hV11Fc 

xCtrI/DualAE05-xSG1350k1349hV11 xIC17 DualAE05 CrossMab xSG1350kV11Fc SG1349hV11Fc 
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SEQ 
number Amino Acid Sequence 

201 

QVQLVQSGAEVKKPGASVTVSCKASGYTFTDYEMHWIRQPPGEGLEWIGAIDG PTPDTA 

YSE KFKG RVT LTA D KSTSTAY M E LSSLTS E DTAVYYCT R FYSYTYWG QG T LVTVSSAST KG PS 

VFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLKSSG LYSLSSVVT 

VPSSSLGTQTYICNVNH KPSNTKVDKRVEPKSCDKTHTCPPCPAPEAAGG PSVFLFPPKPK 

DTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTV 

LHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCREEMTKNQVSLWCL 

VKG FYPSDIAVEWESNGQP EN NYKTTP PVLDSDGSFFLYSKLTVDKSRWQEG NVFSCSVM 

H EALH NHYTQKSLSLSP 

202 

QVQLVQSGAEVKKPGASVTVSCKASGYTFTDYEM HWI RKP PG EG LEWIGAIDGPTPDTAY 

SEKFKGRVTLTADKSTSTAYMELSSLTSEDTAVYYCTRFYSYTYWGQGTLVTVSSASTKGPSV 

FPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLKSSG LYSLSSWTV 

PSSSLGTQTYICNVN HKPSNTKVDKRVEPKSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKD 

TLM ISRTP EVTCVVVDVSH EDP EVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVL 

HQDWLNG KEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCREEMTKNQVSLWCLV 

KG FYPSDIAVEWESNGQP EN NYKTTPPVLDSDGSFF LYSKLTVDKSRWQEG NVFSCSVM H 

EALHNHYTQKSLSLSP 

203 

QVQLVQSGAEVKKPGASVTVSCKASGYTFTDYEMHWIRQPPGEGLEWIGAIDG PTPDTA 

YSE KFKG RVT LTA D KSTSTAY M E LSSLTS E DTAVYYCT R FYSYTYWG QG T LVTVSSAST KG PS 

VFP LAPSSKSTSG GTAALGCLVEDYFPEPVTVSWNSGALTSGVHTFPAVLESSG LYSLSSVVT 

VPSSSLGTQTYICNVNH KPSNTKVDKRVEPKSCDKTHTCPPCPAPEAAGG PSVFLFPPKPK 

DTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTV 

LHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCREEMTKNQVSLWCL 

VKG FYPSDIAVEWESNGQP EN NYKTTP PVLDSDGSFFLYSKLTVDKSRWQEG NVFSCSVM 

H EALH NHYTQKSLSLSP 

204 

QVQLVQSGAEVKKPGASVTVSCKASGYTFTDYEMHWIREPPGEGLEWIGAIDG PTPDTAY 

SEKFKGRVTLTADKSTSTAYMELSSLTSEDTAVYYCTRFYSYTYWGQGTLVTVSSASTKGPSV 

FPLAPSSKSTSGGTAALGCLVEDYFPEPVTVSWNSGALTSGVHTF PAVLESSG LYSLSSWTV 

PSSSLGTQTYICNVNH KPSNTKVDERVEPKSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKD 

TLM ISRTP EVTCVVVDVSH EDP EVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVL 

HQDWLNG KEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCREEMTKNQVSLWCLV 

KG FYPSDIAVEWESNGQP EN NYKTTPPVLDSDGSFF LYSKLTVDKSRWQEG NVFSCSVM H 

EALHNHYTQKSLSLSP 

205 

DIVMTQSPLSLPVTPG EPASISCRSSQPLVHSN RNTYLH WYQQKPGQAPRLLIYKVSN RFS 

GVP DRFSGSGSGTDFTLKISRVEAEDVGVYYCGQGTQVPYTFG QGTKLE I KSSASTKG PSV 

FPLAPSS KSTSGGTAALGCLVKDYFPE PVTVSWNSGALTSGVHTFPAVLQSSG LYSLSSVVT 

VPSSSLGTQTYICNVNH KPSNTKVDKRVEPKSCDKTHTCPPCPAPEAAGG PSVFLFPPKPK 

DTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTV 

LHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCREEMTKNQVSLWCL 

VKG FYPSDIAVEWESNGQP EN NYKTTP PVLDSDGSFFLYSKLTVDKSRWQEG NVFSCSVM 

H EALH NHYTQKSLSLSP 



SEQ 

number Amino Acid Sequence 

206 

DIVMTQSPLSLPVTPGEPASISCRSSQPLVHSNRNTYLHWYQQKPGQAPRLLIYKVSNRFS 

GVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCGQGTQVPYTFGQGTKLEIKRTVAAPSVFIF 

PPSDEQLKSGTAEVVCLLNNFYPREAKVQWKVDNALQSGNSEESVTEQDSKDSTYSLSSTL 

TLSKADYEKH KVYACEVTHQG LSSPVTKSFNRG EC 

207 

DIVMTQSPLSLPVTPGEPASISCRSSQPLVHSNRNTYLHWYQEKPGQAPRLLIYKVSNRFSG 

VPDRFSGSGSGTDFTLKISRVEAEDVGVYYCGQGTQVPYTFGQGTKLEIKRTVAAPSVFIFP 

PSDEQLKSGTAEVVCLLNNFYPREAKVQWKVDNALQSGNSEESVTEQDSKDSTYSLSSTLE 

LSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 

208 

DIVMTQSPLSLPVTPGEPASISCRSSQPLVHSNRNTYLHWYQQKPGQAPRLLIYKVSNRFS 

GVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCGQGTQVPYTFGQGTKLEIKRTVAAPSVFIF 

PPSDEQLKSGTAKVVCLLNNFYPREAKVQWKVDNALQSGNSKESVTEQDSKDSTYSLSSTL 

TLSKADYEKH KVYACEVTHQG LSSPVTKSFNRG EC 

209 

DIVMTQSPLSLPVTPGEPASISCRSSQPLVHSNRNTYLHWYQKKPGQAPRLLIYKVSNRFSG 

VPDRFSGSGSGTDFTLKISRVEAEDVGVYYCGQGTQVPYTFGQGTKLEIKRTVAAPSVFIFP 

PSDKQLKSGTAKVVCLLNNFYPREAKVQWKVDNALQSGNSKESVTEQDSKDSTYSLSSTLT 

LSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 

210 

QVQLVQSGAEVKKPGASVTVSCKASGYTFTDYEM HWI RQP PG EG LEWIGAIDG PTPDTAY 

SEKFKGRVTLTADKSTSTAYMELSSLTSEDTAVYYCTRFYSYTYWGQGTLVTVSSASVAAPSV 

Fl FP PSDEQLKSGTASVVCLLN N FYPREAKVQWKVDNALQSG NSQESVTEQDSKDSTYSLS 

STLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 

211 

QVQLVESGGG LVQPG RS LRLSCAASG FKFS NVWFHWVRQAPG KG LEWVAQIKDYYNAY 

AAVYAPSVKGRFTISRDDSKNSIYLQMNSLKTEDTAVYYCHYVHYASASTLLPAEGVDAWG 

QGTTVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVEDYFPEPVTVSWNSGALTSGVHTF 

PAVLESSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPE 

AAGG PSVFLFPPKPKDTLM ISRTPEVTCVVVDVSH E DPEVKFNWYVDGVEVH NAKTKP RE 

EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSR 

EEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSR 

WQEG NVFSCSVM H EALH N HYTQKSLSLSP 

212 

QVQLVESGGGLVQPGRSLRLSCAASGFKFSNVWFHWVREAPGKGLEWVAQIKDYYNAYA 

AYYAPSVKG RFTISRDDSKNSIYLQM NSLKTEDTAVYYCHYVHYASASTLLPAEGVDAWGQ 

GTTVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVEDYFPEPVTVSWNSGALTSGVHTFP 

AVLESSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDERVEPKSCDKTHTCPPCPAPEA 

AGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREE 

QYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSRE 

EMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSR 

WQEG NVFSCSVM H EALH N HYTQKSLSLSP 



SEQ 

number Amino Acid Sequence 

213 

QVQLVESGGG LVQPG RS LRLSCAASG FKFS NVWFHWVRQAPG KG LEWVAQI KDYYNAY 

AAYYAPSVKG RFTISRDDSKNSIYLQM NSLKTEDTAVYYCHYVHYASASTLLPAEGVDAWG 

QGTTVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTF 

PAVLKSSGLYSLSSVVTVPSSSLGTQTYICNVNH KPSNTKVDKRVEPKSCDKTHTCPPCPAPE 

AAGG PSVFLFPPKPKDTLM ISRTPEVTCVVVDVSH EDPEVKFNWYVDGVEVH NAKTKP RE 

EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSR 

EEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSR 

WQEG NVFSCSVM H EALH N HYTQKSLSLSP 

214 

QVQLVESGGG LVQPG RSLRLSCAASG F KFSNVWFHWVRKAPG KG LEWVAQI KDYYNAYA 

AYYAPSVKG RFTISRDDSKNSIYLQM NSLKTEDTAVYYCHYVHYASASTLLPAEGVDAWGQ 

GTTVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFP 

AVLKSSGLYSLSSVVTVPSSSLGTQTYICNVN HKPSNTKVDKRVEPKSCDKTHTCPPCPAPEA 

AGG PSVF LFP P KPKDTLM IS RTPEVTCVVVDVSH EDP EVKF NWYVDGVEVH NAKTKPRE E 

QYASTYRVVSVLTVLHQDWLNG KEYKCKVSN KALPAP IEKTISKAKGQP RE PQVCTLP PSRE 

E MTKNQVSLSCAVKG FYPSDIAVEWESNGQPEN NYKTTP PVLDSDGSFF LVSKLTVDKSR 

WQEG NVFSCSVM H EALH N HYTQKSLSLSP 

215 

QVQLVESGGG LVQPG RS LRLSCAASG FKFS NVWFHWVRQAPG KG LEWVAQI KDYYNAY 

AGYYH PSVKG RFTISRDDSKNSIYLQM NSLKTEDTAVYYCHYVHYAAASQLLPAEGVDAWG 

QGTTVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVEDYFPEPVTVSWNSGALTSGVHTF 

PAVLESSG LYSLSSVVTVPSSSLGTQTYICNVN H KPSNTKVDKRVEPKSCDKTHTCPPCPAPE 

AAGG PSVFLFPPKPKDTLM ISRTPEVTCVVVDVSH EDPEVKFNWYVDGVEVH NAKTKP RE 

EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSR 

EEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSR 

WQEG NVFSCSVM H EALH N HYTQKSLSLSP 

216 

QVQLVESGGG LVQPG RSLRLSCAASG FKFSNVWFHWVREAPG KG LEWVAQIKDYYNAYA 

GYYHPSVKG RFTISRDDSKNSIYLQM NSLKTEDTAVYYCHYVHYAAASQLLPAEGVDAWG 

QGTTVTVSSASTKG PSVFPLAPSSKSTSGGTAALGCLVEDYFPEPVTVSWNSGALTSGVHTF 

PAVLESSGLYSLSSVVTVPSSSLGTQTYICNVNH KPSNTKVDERVEPKSCDKTHTCPPCPAPE 

AAGG PSVFLFPPKPKDTLM ISRTPEVTCVVVDVSH EDPEVKFNWYVDGVEVH NAKTKP RE 

EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSR 

EEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSR 

WQEG NVFSCSVM H EALH N HYTQKSLSLSP 



SEQ 

number Amino Acid Sequence 

217 

QVQLVESGGG LVQPG RS LRLSCAASG FKFS NVWFHWVRQAPG KG LEWVAQI KDYYNAY 

AGYYH PSVKG RFTISRDDSKNSIYLQM NSLKTEDTAVYYCHYVHYAAASQLLPAEGVDAWG 

QGTTVTVSSASTKG PSVF P LAPSSKSTSG GTAALG CLVKDYF PEPVTVSWNSGALTSGVHTF 

PAVLKSSGLYSLSSVVTVPSSSLGTQTYICNVNH KPSNTKVDKRVEPKSCDKTHTCPPCPAPE 

AAGG PSVFLFPPKPKDTLM ISRTPEVTCVVVDVSH EDPEVKFNWYVDGVEVH NAKTKP RE 

EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSR 

EEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSR 

WQEG NVFSCSVM H EALH N HYTQKSLSLSP 

218 

QVQLVESGGG LVQPG RSLRLSCAASG F KFSNVWFHWVRKAPG KG LEWVAQI KDYYNAYA 

GYYHPSVKG RFTISRDDSKNSIYLQM NSLKTEDTAVYYCHYVHYAAASQLLPAEGVDAWG 

QGTTVTVSSASTKG PSVF P LAPSSKSTSG GTAALG CLVKDYF PEPVTVSWNSGALTSGVHTF 

PAVLKSSGLYSLSSVVTVPSSSLGTQTYICNVNH KPSNTKVDKRVEPKSCDKTHTCPPCPAPE 

AAGG PSVFLFPPKPKDTLM ISRTPEVTCVVVDVSH EDPEVKFNWYVDGVEVH NAKTKP RE 

EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSR 

EEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSR 

WQEG NVFSCSVM H EALH N HYTQKSLSLSP 

219 

QVQLVESGGG LVQPG RS LRLSCAASG FKFS NVWFHWVRQAPG KG LEWVAQI KDYYNAY 

AAYYAPSVKG RFTISRDDSKNSIYLQM NSLKTEDTAVYYCHYVHYASASTLLPAEGVDAWG 

QGTTVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVEDYFPEPVTVSWNSGALTSGVHTF 

PAVLQSSG LYSLSSVVTVPSSSLGTQTYICNVN H KPSNTKVDERVEP KSCDKTHTCPPCPAPE 

AAGG PSVFLFPPKPKDTLM ISRTPEVTCVVVDVSH EDPEVKFNWYVDGVEVH NAKTKP RE 

EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSR 

EEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSR 

WQEG NVFSCSVM H EALH N HYTQKSLSLSP 

220 

QVQLVESGGG LVQPG RS LRLSCAASG F KFSNVWFHWVRQAPG KG LEWVAQI KDYYNAY 

AGYYH PSVKG RFTISRDDSKNSIYLQM NSLKTEDTAVYYCHYVHYAAASQLLPAEGVDAWG 

QGTTVTVSSASTKG PSVFPLAPSSKSTSGGTAALGCLVEDYFPEPVTVSWNSGALTSGVHTF 

PAVLQSSG LYSLSSVVTVPSSSLGTQTYICNVN H KPSNTKVDERVEP KSCDKTHTCPPCPAPE 

AAGG PSVFLFPPKPKDTLM ISRTPEVTCVVVDVSH EDPEVKFNWYVDGVEVH NAKTKP RE 

EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSR 

EEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSR 

WQEG NVFSCSVM H EALH N HYTQKSLSLSP 



SEQ 

number Amino Acid Sequence 

221 

DIVMTQSPLSLPVTPGEPASISCQPSQEVVHMNRNTYLHWYQQKPGQAPRLLIYKVSNRF 

PGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCAQGTSHPFTFGQGTKLEIKRTVAAPSVFI 

FPPSDEQLKSGTAKVVCLLNNFYPREAKVQWKVDNALQSGNSKESVTEQDSKDSTYSLSST 

LTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 

222 

DIVMTQSPLSLPVTPGEPASISCQPSQEVVHMNRNTYLHWYQKKPGQAPRLLIYKVSNRE 

PGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCAQGTSHPFTFGQGTKLEIKRTVAAPSVFI 

FPPSDKQLKSGTAKVVCLLNNFYPREAKVQWKVDNALQSGNSKESVTEQDSKDSTYSLSST 

LTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 

223 

DIVMTQSPLSLPVTPGEPASISCQPSQEVVHMNRNTYLHWYQQKPGQAPRLLIYKVSNRF 

PGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCAQGTSHPFTFGQGTKLEIKRTVAAPSVFI 

FPPSDEQLKSGTAEVVCLLNNFYPREAKVQWKVDNALQSGNSEESVTEQDSKDSTYSLSST 

LTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 

224 

DIVMTQSPLSLPVTPGEPASISCQPSQEVVHMNRNTYLHWYQEKPGQAPRLLIYKVSNRF 

PGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCAQGTSHPFTFGQGTKLEIKRTVAAPSVFI 

FPPSDEQLKSGTAEVVCLLNNFYPREAKVQWKVDNALQSGNSEESVTEQDSKDSTYSLSST 

LELSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 

225 

DIVMTQSPLSLPVTPGEPASISCQPSQEVVHMNRNTYLHWYQQKPGQAPRLLIYKVSNRF 

PGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCAQGTSHPFTFGQGTKLEIKRTVAAPSVFI 

FPPSDRKLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSST 

LTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 

226 
QVQLVQSGAEVKKPGASVTVSCKASGYTFTDYEMHWIRQPPGEGLEWIGAIDGPTPDTAY 

SEKFKGRVTLTADKSTSTAYMELSSLTSEDTAVYYCTRFYSYTYWGQGTLVTVSS 

227 
QVQLVQSGAEVKKPGASVTVSCKASGYTFTDYEMHWIRKPPGEGLEWIGAIDGPTPDTAY 

SEKFKGRVTLTADKSTSTAYMELSSLTSEDTAVYYCTRFYSYTYWGQGTLVTVSS 

228 
QVQLVQSGAEVKKPGASVTVSCKASGYTFTDYEMHWIREPPGEGLEWIGAIDGPTPDTAY 

SEKFKGRVTLTADKSTSTAYMELSSLTSEDTAVYYCTRFYSYTYWGQGTLVTVSS 

229 

QVQLVESGGGLVQPGRSLRLSCAASGFKFSNVWFHWVRQAPGKGLEWVAQIKDYYNAY 

AAYYAPSVKGRFTISRDDSKNSIYLQMNSLKTEDTAVYYCHYVHYASASTLLPAEGVDAWG 

QGTTVTVSS 

230 

QVQLVESGGGLVQPGRSLRLSCAASGFKFSNVWFHWVREAPGKGLEWVAQIKDYYNAYA 

AYYAPSVKGRFTISRDDSKNSIYLQMNSLKTEDTAVYYCHYVHYASASTLLPAEGVDAWGQ 

GTTVTVSS 



SEQ 
number Amino Acid Sequence 

231 
QVQLVESGGGLVQPGRSLRLSCAASGFKFSNVWFHWVRKAPGKGLEWVAQIKDYYNAYA 

AYYAPSVKGRFTISRDDSKNSIYLQMNSLKTEDTAVYYCHYVHYASASTLLPAEGVDAWGQ 

GTTVTVSS 

232 

QVQLVESGGGLVQPGRSLRLSCAASGFKFSNVWFHWVRQAPGKGLEWVAQIKDYYNAY 

AGYYHPSVKGRFTISRDDSKNSIYLQMNSLKTEDTAVYYCHYVHYAAASQLLPAEGVDAWG 

QGTTVTVSS 

233 

QVQLVESGGGLVQPGRSLRLSCAASGFKFSNVWFHWVREAPGKGLEWVAQIKDYYNAYA 

GYYHPSVKGRFTISRDDSKNSIYLQMNSLKTEDTAVYYCHYVHYAAASQLLPAEGVDAWG 

QGTTVTVSS 

234 

QVQLVESGGGLVQPGRSLRLSCAASGFKFSNVWFHWVRKAPGKGLEWVAQIKDYYNAYA 

GYYHPSVKGRFTISRDDSKNSIYLQMNSLKTEDTAVYYCHYVHYAAASQLLPAEGVDAWG 

QGTTVTVSS 

235 DYEMH 

236 DYEMH 

237 DYEMH 

238 NVWFH 

239 NVWFH 

240 NVWFH 

241 NVWFH 

242 NVWFH 

243 NVWFH 

244 AIDGPTPDTAYSEKFKG 

245 AIDGPTPDTAYSEKFKG 

246 AIDGPTPDTAYSEKFKG 

247 QIKDYYNAYAAYYAPSVKG 

248 QIKDYYNAYAAYYAPSVKG 



SEQ 

number Amino Acid Sequence 

249 QIKDYYNAYAAYYAPSVKG 

250 QIKDYYNAYAGYYHPSVKG 

251 QIKDYYNAYAGYYHPSVKG 

252 QIKDYYNAYAGYYHPSVKG 

253 FYSYTY 

254 FYSYTY 

255 FYSYTY 

256 VHYASASTLLPAEGVDA 

257 VHYASASTLLPAEGVDA 

258 VHYASASTLLPAEGVDA 

259 VHYAAASQLLPAEGVDA 

260 VHYAAASQLLPAEGVDA 

261 VHYAAASQLLPAEGVDA 

262 
DIVMTQSPLSLPVTPGEPASISCRSSQPLVHSNRNTYLHWYQQKPGQAPRLLIYKVSNRFS 

GVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCGQGTQVPYTFGQGTKLEIK 

263 
DIVMTQSPLSLPVTPGEPASISCRSSQPLVHSNRNTYLHWYQEKPGQAPRLLIYKVSNRFSG 

VPDRFSGSGSGTDFTLKISRVEAEDVGVYYCGQGTQVPYTFGQGTKLEIK 

264 
DIVMTQSPLSLPVTPGEPASISCRSSQPLVHSNRNTYLHWYQKKPGQAPRLLIYKVSNRFSG 

VPDRFSGSGSGTDFTLKISRVEAEDVGVYYCGQGTQVPYTFGQGTKLEIK 

265 
DIVMTQSPLSLPVTPGEPASISCQPSQEVVHMNRNTYLHWYQQKPGQAPRLLIYKVSNRF 

PGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCAQGTSHPFTFGQGTKLEIK 

SEQ 

number Amino Acid Sequence 

266 
DIVMTQSPLSLPVTPGEPASISCQPSQEVVHMNRNTYLHWYQKKPGQAPRLLIYKVSNRF 

PGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCAQGTSHPFTFGQGTKLEIK 

267 
DIVMTQSPLSLPVTPGEPASISCQPSQEVVHMNRNTYLHWYQEKPGQAPRLLIYKVSNRF 

PGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCAQGTSHPFTFGQGTKLEIK 

268 RSSQPLVHSNRNTYLH 

269 RSSQPLVHSNRNTYLH 

270 RSSQPLVHSNRNTYLH 

271 QPSQEVVHMNRNTYLH 

272 QPSQEVVHMNRNTYLH 

273 QPSQEVVHMNRNTYLH 

274 KVSNRFS 

275 KVSNRFS 

276 KVSNRFS 

277 KVSNRFP 

278 KVSNRFP 

279 KVSNRFP 

280 GQGTQVPYT 

281 GQGTQVPYT 

282 GQGTQVPYT 



SEQ 

number Amino Acid Sequence 

283 AQGTSHPFT 

284 AQGTSHPFT 

285 AQGTSHPFT 

286 

DIVMTQSPLSLPVTPG EPASISCRSSQPLVHSN RNTYLH WYQQKPGQAPRLLIYKVSN RFS 

GVP DRFSGSGSGTDFTLKISRVEAEDVGVYYCGQGTQVPYTFGQGTKLE I KSSASTKG PSVF 

PLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSG LYSLSSVVTVP 

SSSLGTQTYICNVNH KPSNTKVDKRVEPKSCDKTHTCP PCPAPEAAGG PSVFLFPPKP KDTL 

MISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQ 

DWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCREEMTKNQVSLWCLVKGF 

YPSDIAVEWESNGQP EN NYKTTP PVLDSDGSFF LYSKLTVDKSRWQEG NVFSCSVLH EALH 

AHYTRKE LS LS P 

287 

DIVMTQSPLSLPVTPG EPASISCRSSQPLVHSN RNTYLH WYQQKPGQAPRLLIYKVSN RFS 

GVP DRFSGSGSGTDFTLKISRVEAEDVGVYYCGQGTQVPYTFGQGTKLE I KSSASTKG PSVF 

PLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSG LYSLSSVVTVP 

SSSLGTQTYICNVNH KPSNTKVDKRVEPKSCDKTHTCP PCPAPEAAGG PSVFLFPPKP KDTL 

MISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQ 

DWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCREEMTKNQVSLWCLVKGF 

YPSDIAVEWESNGQP EN NYKTTPPVLDSDGSF F LYSKLTVDKSRWQQG NVFSCSVM HEAL 

HN HYTQKSLSLSP 

288 

DIQMTQSSSSFSVSLGDRVTITCKASEDIYNRLAWYQQKPG NAP RLLISGATSLETGVPSRFS 

GSGSG KDYTLS ITSLQTE DVATYYCQQYWSTPYTFGGGTKLEVKSSASTKG PSVF P LAPSS KS 

TSG GTAALGCLVKDYFPE PVTVSWNSGALTSGVHTFPAVLQSSG LYS LSSVVTVPSSSLGTQ 

TYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPEAAGG PSVFLFPPKPKDTLM ISRTPE 

VTCVVVDVSH EDPEVKF N WYVDGVEVH NAKTKP RE EQYASTYRVVSVLTVLHQDWLNG 

KEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCREEMTKNQVSLWCLVKG FYPSDIA 

VEWESNGQP EN NYKTTP PVLDSDGSFFLYSKLTVDKSRWQEG NVFSCSVMHEALHNHYT 

QKS LS LSP 

289 

QVQLQQSG PQLVRPGASVKISCKASGYSFTSYWM HWVNQRPGQG LEWIG M I DPSYSET 

RLNQKFKDKATLTVDKSSSTAYMQLSSPTS E DSAVYYCALYG NYFDYWG QGTTLTVSSASV 

AAPSVFIFPPSDEQLKSGTASVVCLLN NFYPREAKVQWKVDNALQSGNSQESVTEQDSKD 

STYSLSSTLTLSKADYEKHKVYACEVTHQG LSSPVTKSFN RG EC 

290 

QVQLVESGGGLVQPG RSLRLSCAASG FTFSNAWM HWVRQAPG KG LEWVAQI KDKGNAY 

AAYYAPSVKGRFTISRDDSKNSIYLQM NSLKTEDTAVYYCHYVHYASASTVLPAFGVDAWG 

QGTTVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVEDYFPEPVTVSWNSGALTSGVHTF 

PAVLOSSG LYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDERVEPKSCDKTHTCPPCPAPE 

AAGG PSVFLFPPKPKDTLM ISRTPEVTCVVVDVSH E DPEVKFNWYVDGVEVH NAKTKP RE 

EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSR 

E EMTKNQVSLSCAVKG FYPSDIAVEWESNGQPEN NYKTTP PVLDSDGSF F LVSKLTVDKSR 

WQEG NVFSCSVM H EALH N HYTQKSLSLSP 



SEQ 

number Amino Acid Sequence 

291 

QVQLVESGGG LVQPG RS LRLSCAASG FKFS NVWFHWVRQAPG KG LEWVAQI KDYYNAY 

AGYYH PSVKG RFTISRDDSKNSIYLQM NSLKTEDTAVYYCHYVHYAAASQLLPAEGVDAWG 

QGTTVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVEDYFPEPVTVSWNSGALTSGVHTF 

PAVLQSSG LYSLSSVVTVPSSSLGTQTYICNVN H KPSNTKVDERVEP KSCDKTHTCPPCPAPE 

AAGG PSVFLFPPKPKDTLM ISRTPEVTCVVVDVSH EDPEVKFNWYVDGVEVH NAKTKP RE 

EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSR 

EEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSR 

WQEGNVFSCSVLHEALHAHYTRKELSLSP 

292 

QVQLVESGGG LVQPG RS LRLSCAASG FKFS NVWFHWVRQAPG KG LEWVAQI KDYYNAY 

AAYYAPSVKG RFTISRDDSKNSIYLQM NSLKTEDTAVYYCHYVHYASASTLLPAEGVDAWG 

QGTTVTVSSASTKG PSVFPLAPSSKSTSGGTAALGCLVEDYFPEPVTVSWNSGALTSGVHTF 

PAVLQSSG LYSLSSVVTVPSSSLGTQTYICNVN H KPSNTKVDERVEP KSCDKTHTCPPCPAPE 

AAGG PSVFLFPPKPKDTLM ISRTPEVTCVVVDVSH EDPEVKFNWYVDGVEVH NAKTKP RE 

EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSR 

EEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSR 

WQEGNVFSCSVLHEALHAHYTRKELSLSP 

293 

QVQLVESGGG LVQPG RSLRLSCAASG F KFSNVWFHWVRQAPG KG LEWVAQI KDYYNAY 

AAYYAPSVKG RFTISRDDSKNSIYLQM NSLKTEDTAVYYCHYVHYASASTLLPAEGVDAWG 

QGTTVTVSSASTKG PSVFPLAPSSKSTSGGTAALGCLVEDYFPEPVTVSWNSGALTSGVHTF 

PAVLQSSG LYSLSSVVTVPSSSLGTQTYICNVN H KPSNTKVDERVEP KSCDKTHTCPPCPAPE 

AAGG PSVFLFPPKPKDTLM ISRTPEVTCVVVDVSH EDPEVKFNWYVDGVEVH NAKTKP RE 

EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSR 

EEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSR 

WQQG NVFSCSVM H EALH N HYTQKSLSLSP 

294 

QVQLVESGGG LVQPG RS LRLSCAASG FKFS NVWFHWVRQAPG KG LEWVAQI KDYYNAY 

AGYYH PSVKG RFTISRDDSKNSIYLQM NSLKTEDTAVYYCHYVHYAAASQLLPAEGVDAWG 

QGTTVTVSSASTKG PSVFPLAPSSKSTSGGTAALGCLVEDYFPEPVTVSWNSGALTSGVHTF 

PAVLQSSG LYSLSSVVTVPSSSLGTQTYICNVN H KPSNTKVDERVEP KSCDKTHTCPPCPAPE 

AAGG PSVFLFPPKPKDTLM ISRTPEVTCVVVDVSH EDPEVKFNWYVDGVEVH NAKTKP RE 

EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSR 

EEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSR 

WQQG NVFSCSVM H EALH N HYTQKSLSLSP 



SEQ 

number Amino Acid Sequence 

295 

DIVMTQSPLSLPVTPGEPASISCQASQELVHMNRNTYLHWYQQKPGQAPRLLIYKVSNRE 

PGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCAQGTSVPFTFGQGTKLEIKRTVAAPSVFI 

FPPSDRKLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSST 

LTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC 

296 

QVQLVESGGGLVQPGRSLRLSCAASGFTFSNAWMHWVRQAPGKGLEWVAQIKDKGNA 

YAAYYAPSVKGRFTISRDDSKNSIYLQMNSLKTEDTAVYYCHYVHYASASTVLPAFGVDAW 

GQGTTVTVSS 

297 NAWMH 

298 QIKDKGNAYAAYYAPSVKG 

299 VHYASASTVLPAFGVDA 

300 
DIVMTQSPLSLPVTPGEPASISCQASQELVHMNRNTYLHWYQQKPGQAPRLLIYKVSNRE 

PGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCAQGTSVPFTFGQGTKLEIK 

301 QASQELVHMNRNTYLH 

302 KVSNRFP 

303 AQGTSVPFT 

304 
DIQMTQSSSSFSVSLGDRVTITCKASEDIYNRLAWYQQKPGNAPRLLISGATSLETGVPSRF 

SGSGSGKDYTLSITSLQTEDVATYYCQQYWSTPYTFGGGTKLEVK 

305 KASEDIYNRLA 

306 GATSLET 

307 QQYWSTPYT 

308 
QVQLQQSGPQLVRPGASVKISCKASGYSFTSYWMHWVNQRPGQGLEWIGMIDPSYSET 

RLNQKFKDKATLTVDKSSSTAYMQLSSPTSEDSAVYYCALYGNYFDYWGQGTTLTVSS 

309 SYWMH 

310 MIDPSYSETRLNQKFKD 

311 YGNYFDY 

312 

CPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH 

NAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREP 

QVYTLPPCREEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFF 

LYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSP 

313 

CPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH 

NAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREP 

QVCTLPPSREEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFL 

VSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSP 

314 

CPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH 

NAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREP 

QVYTLPPCREEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFF 

LYSKLTVDKSRWQEG NVFSCSVM H EALH N HYTQKSLSLSP 



SEQ 

number Amino Acid Sequence 

315 

CPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV 

HNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR 

EPQVYTLPPCREEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS 

FFLYSKLTVDKSRWQEGNVFSCSVMHEALHNHYTQKSLSLSP 

316 

CPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV 

HNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR 

EPQVYTLPPCREEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS 

FFLYSKLTVDKSRWQEGNVFSCSVLHEALHAHYTRKELSLSP 

317 

CPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV 

HNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR 

EPQVYTLPPCREEMTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS 

FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSP 

318 

CPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV 

HNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR 

EPQVCTLPPSREEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF 

FLVSKLTVDKSRWQEGNVFSCSVMHEALHNHYTQKSLSLSP 

319 

CPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV 

HNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR 

EPQVCTLPPSREEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF 

FLVSKLTVDKSRWQEGNVFSCSVMHEALHNHYTQKSLSLSP 

320 

CPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV 

HNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR 

EPQVCTLPPSREEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF 

FLVSKLTVDKSRWQEGNVFSCSVMHEALHNHYTQKSLSLSP 

321 

CPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV 

HNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR 

EPQVCTLPPSREEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF 

FLVSKLTVDKSRWQEGNVFSCSVMHEALHNHYTQKSLSLSP 

322 

CPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV 

HNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR 

EPQVCTLPPSREEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF 

FLVSKLTVDKSRWQEGNVFSCSVLHEALHAHYTRKELSLSP 

323 

CPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV 

HNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPR 

EPQVCTLPPSREEMTKNQVSLSCAVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF 

FLVSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSP 











Name of mAb AB Fv  Al Fv A2 Fv B 

GPC3/CD137xCD3 Anti-CD137 Anti-CD3e Anti-GPC3 

Ctrl/CD137xCD3 Anti-CD137 Anti-CD3e Ctrl 
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CD13 7VH 

SEQ TD NO: 85 

QVQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQSPEKG 

LEWIG El N HGGYVTYN PSLESRVTISVDTSKNQFSLKLSSVTAADTA 

VYYCARDYG PG NYDWYF DLWG RGTLVTVSS 

CD 137VL 

SEQ ID NO: 86 

E IVLTQSPATLSLSPG E RATLSCRASQSVSSYLAWYQQKPGQAPRLL 

IYDASN RATG IPARFSGSGSGTDFTLTISSLEPEDFAVYYCQQRSNW 

PPALTFGGGTKVEIK 

CD3VH 

SEQ ID NO: 87 

QVQLVESGGG LVQPG RS LRLSCAASG FTFS NAWM HWVRQAPG 

KG LEWVAQI KDRANSYNTYYAESVKG RFTISRDDSKNSIYLQM NS 

L KT E DTAVYYC RYV H YTTYAG SS FSYG V DAW G QGTTVTVSS 

CD3VL 

SEQ ID NO: 88 

DIVMTQSPLSLPVTPGEPASISCRSSQPLVHSNRNTYLHWYQQKP 

GQAPRLLIYKVSN RFSGVPDRFSGSGSGTDFTLKISRVEAEDVGVY 

YCG QGTQVPYTFGQGTKLE I K 

GPC3VH 

SEQ ID NO: 89 

QVQLVQSGAEVKKPGASVTVSCKASGYTFTDYEM HWI RQP PG E 

G LEWIGAI DG PTPDTAYSE KF KG RVTLTADKSTSTAYM E LSS LTSED 

TAVYYCTRFYSYTYWGQGTLVTVSS 

GPV3VL 

SEQ ID NO: 90 

DIVMTQSPLSLPVTPGEPASISCRSSQPLVHSNRNTYLHWYQQKP 

GQAPRLLIYKVSN RFSGVPDRFSGSGSGTDFTLKISRVEAEDVGVY 

YCG QGTQVPYTFGQGTKLE I K 



Ab name 

CD137 CD3 

1 
	1 ka (M s ) 1 kd (s ) KD (M) 

1 
	1 ka  (m-  s  ) 1 kd (s ) KD (M) 

GPC3/CD137xCD3 5.47E+05 2.06E-02 3.77E-08 8.18E+04 1.61E-03 1.97E-08 

Ctrl/CD137xCD3 5.48E+05 1.82E-02 3.31E-08 8.24E+04 1.52E-03 1.85E-08 
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Antibody name Expression level 

GPC3/DualAE05-SG1363k1364hV11 48 mg/L 

GPC3/DualAE05-SG1364k1363hV11 45 mg/L 

GPC3KE/DualAEO5EK-SG1363k1365hV11 15 mg/L 

GPC3EK/DualAEO5KE-SG1365k1363hVII 7 mg/L 

xGPC3/DualAE05-xSG1350kSG1349hV1 1 40 mg/L 


















