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[Fig. 2]
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[Fig. 3]
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[Fig. 4-1]
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[Fig. 4-2]
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[Fig. 4-3]
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[Fig. 5]

C3E-7085-Fab
EVQLVESGGGLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGG
RIYYPDSVKGRFTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGQGT
LVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGV
HTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRV
(SEQ ID NO: 1)
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[Fig. 6]

C3E-7085-LC
NFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTAPKLLIYRDDKRP
SGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGGGTKLTVLGQPKA
APSVTLFPPSSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPSKQ
SNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS
(SEQ ID NO: 2)
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[Fig. 7]

C3E-7096
EVQLVESGGGLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGG
RIYYPDSVKGRFTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGCGT
LVTVSSGGGGSGGGGSGGGGSNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVN
WYQQLPGTCPKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQS
YSSGFIFGGGTKLTVL
(SEQ ID NO: 3)
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[Fig. 8]

HC_h
ATGAAGCACCTCTGGTTCTTTCTCCTGTTGGTGGCTGCACCAAGATGGGTCCTGAG
CGACAAGACGCACACTTGCCCTCCGTGTCCAGCTCCCGAAGCTGCAGGAGGTCCCA
GCGTTTTCCTGTTTCCTCCAAAGCCCAAAGACACCCTGATGATCTCCAGGACTCCC
GAGGTGACCTGTGTAGTTGTCGACGTTAGCCATGAGGATCCCGAGGTCAAGTTTAA
CTGGTATGTCGACGGAGTTGAAGTCCACAATGCCAAGACCAAACCACGAGAAGAGC
AGTACAATAGCACATATCGCGTAGTGTCTGTACTGACCGTGTTGCATCAGGATTGG
CTTAATGGGAAGGAGTACAAGTGCAAAGTGAGCAACAAAGCCCTTCCGGCGCCCAT
AGAGAAAACCATCAGCAAGGCAAAGGGGCAACCTCGGGAACCTCAGGTCTGCACAC
TGCCACCTTCTCGTGATGAGCTGACTAAGAACCAGGTGTCACTGTCCTGTGCCGTG
AAAGGCTTTTACCCCTCCGACATTGCCGTGGAATGGGAGTCAAATGGTCAGCCTGA
GAACAACTACAAGACTACACCGCCAGTGCTCGATTCAGATGGCTCTTTCTTCCTGG
TTTCCAAGCTGACAGTGGACAAATCCAGATGGCAACAGGGCAATGTGTTCAGCTGC
AGTGTGATGCATGAAGCCCTTCACAACCACTATACGCAGAAAAGTCTGAGTCTCTC
TCCTGGAAAA
(SEQ ID NO: 4) Signal sequence(1-57), Hinge(58-87),
CH2(88-417), CH3(418-738)
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[Fig. 9]

C3E-7085-HC-k
ATGAAGCATCTCTGGTTTTTCTTGCTGCTCGTCGCTGCACCTCGATGGGTGCTGTC
AGGCGAAGTCCAGCTGGTTGAATCTGGCGGTGGCCTGGTGCAACCTGGAGGGTCTT
TGAGACTGAGTTGTGCCGCATCAGGAGTCACCTTCAACTACTATGGCATGTCATGG
ATACGCCAAGCTCCCGGGAAAGGGCTCGAATGGGTCGCATCAATCACTCGGTCTGG
GGGGAGAATCTACTATCCAGACTCAGTCAAGGGCCGCTTTACCATCAGCCGTGAGA
ATACCCAGAAAACGCTGTACCTACAGATGAACTCCCTTCGGGCAGAGGACACTGCC
GTGTACTACTGTACACTGGATGGGCGAGATGGGTGGGTTGCCTATTGGGGCCAAGG
TACTCTTGTGACTGTGTCTTCGGGAGGCGGCGGTTCCGGTGGTGGTGGTTCCGGAG
GAGGAGGAAGCAACTTCATGCTGACACAGCCGTCTTCCGTATCTGGCGTACCAGGT
CAACGCGTGACCATTTCTTGCACCGGCAATACAGGGAACATTGGCAGCAACTATGT
GAACTGGTATCAGCAGCTTCCCGGAACTGCTCCTAAACTCCTGATATACAGGGATG
ATAAGCGGCCTTCTGGGGTCCCTGATCGGTTTAGTGGCTCCAAAAGCGGAACCTCG
GCGAGCCTGGCAATCACAGGCTTTCAGGCTGAGGATGAGGCCGACTATTATTGCCA
GAGTTATAGTAGCGGATTCATCTTTGGCGGGGGCACGAAGTTAACCGTGCTTGGTG
GAGAGCCCAAAAGCGCCGACAAGACCCACACCTGTCCACCTTGTCCCGCTCCAGAA
GCCGCTGGGGGGCCTTCCGTCTTTCTCTTTCCCCCGAAACCCAAAGACACACTGAT
GATCTCCAGAACACCCGAAGTAACCTGCGTTGTGGTTGACGTATCCCACGAAGATC
CCGAAGTGAAGTTCAATTGGTACGTGGACGGCGTTGAGGTGCACAATGCCAAAACA
AAGCCTAGGGAGGAACAGTACAATTCGACATATAGGGTAGTGTCAGTCCTGACAGT
GTTACACCAGGACTGGTTGAACGGGAAAGAGTACAAGTGCAAGGTGAGCAACAAAG
CGCTTCCAGCGCCAATTGAGAAGACGATTTCCAAAGCCAAAGGACAGCCGAGGGAA
CCGCAGGTCTACACCTTACCCCCATGCAGAGACGAGTTGACCAAGAATCAGGTGAG
TCTATGGTGCCTCGTGAAGGGCTTCTATCCCAGCGATATTGCCGTCGAGTGGGAAT
CTAATGGCCAACCAGAGAACAACTACAAGACTACGCCACCCGTTCTGGACAGTGAT
GGGAGCTTCTTCCTATACTCCAAGCTCACTGTGGACAAGTCACGTTGGCAACAGGG
AAATGTTTTCAGTTGTAGCGTGATGCATGAGGCCTTGCATAATCACTACACTCAGA
AAAGCCTGTCCCTGTCACCTGGAAAG
(SEQ ID NO: 5) Signal sequence(1-57), C3E-7085(61-780),
linker(781-786), Hinge(787-831), CH2(832-1161),
CH3(1162-1482)
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[Fig. 10]

C3E-7085-Fab-HC-k
ATGAAACATCTCTGGTTCTTTCTGCTGCTGGTAGCCGCCCCTAGATGGGTCCTCAG
TGAGGTTCAGCTTGTAGAGTCCGGCGGCGGCTTGGTGCAGCCCGGAGGTTCCCTCC
GGCTTTCTTGCGCTGCTTCAGGAGTTACGTTCAATTACTATGGGATGTCCTGGATA
AGGCAGGCTCCCGGTAAGGGGTTGGAATGGGTGGCCAGTATTACCCGCAGTGGAGG
AAGAATCTACTATCCGGATTCTGTGAAAGGACGGTTCACTATCAGCAGAGAAAATA
CACAGAAAACCCTTTATCTCCAGATGAACTCCCTTCGTGCCGAGGATACCGCTGTG
TACTACTGCACACTGGATGGCCGAGATGGGTGGGTAGCCTACTGGGGTCAAGGAAC
GCTTGTGACAGTTTCCTCAGCCAGCACTAAGGGACCAAGCGTCTTTCCGTTGGCAC
CCAGCAGCAAAAGTACTAGCGGCGGCACAGCTGCACTGGGCTGCCTGGTGAAGGAC
TATTTCCCTGAACCCGTCACCGTGTCCTGGAACTCCGGTGCCTTGACTTCCGGTGT
TCACACATTCCCCGCAGTGCTCCAGAGTTCCGGGCTCTACTCACTGTCATCTGTGG
TCACCGTGCCTAGCTCAAGTCTGGGGACCCAAACTTACATCTGCAATGTGAACCAT
AAGCCTAGTAACACCAAAGTCGACAAACGCGTCGAGCCCAAGTCATGCGACAAGAC
CCACACATGTCCACCTTGTCCCGCACCTGAGGCGGCTGGTGGCCCATCCGTGTTTC
TGTTTCCACCAAAGCCTAAAGACACCCTGATGATTAGTCGAACACCAGAGGTGACT
TGCGTTGTCGTCGATGTGTCACACGAAGATCCGGAGGTAAAGTTCAACTGGTACGT
CGATGGGGTGGAGGTTCATAACGCCAAGACTAAGCCAAGAGAAGAGCAGTACAACT
CTACGTATAGGGTGGTAAGCGTACTGACAGTGTTGCACCAGGATTGGCTCAATGGC
AAGGAATACAAGTGTAAGGTGTCTAATAAGGCGCTGCCTGCGCCAATTGAGAAAAC
GATCTCTAAGGCCAAAGGGCAACCAAGGGAGCCCCAAGTCTATACCCTGCCTCCGT
GTCGGGACGAACTGACTAAGAACCAAGTGAGCCTCTGGTGCCTGGTCAAAGGCTTT
TATCCCAGCGACATAGCAGTGGAATGGGAGAGCAATGGGCAGCCAGAGAACAACTA
CAAGACCACACCTCCCGTTCTGGACTCTGACGGATCATTCTTTCTGTATTCCAAAC
TGACAGTTGACAAGTCTCGCTGGCAGCAGGGAAATGTGTTCAGCTGTAGCGTGATG
CATGAAGCCCTGCACAATCACTATACCCAGAAAAGCCTGAGCCTGTCTCCCGGCAA
A
(SEQ ID NO: 6) Signal sequence(1-57), C3E-7085-VH(58-
411), CH1(412-705), Hinge(706-750), CH2(751-1080),
CH3(1081-1401)
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[Fig. 11]

C3E-7085-LC
ATGGTTCTGCAGACTCAGGTGTTCATTTCCCTTCTGCTGTGGATTAGTGGGGCATA
TGGGAATTTCATGCTGACTCAGCCAAGCTCCGTAAGCGGAGTACCCGGCCAAAGAG
TCACAATCAGTTGCACTGGTAACACCGGTAATATCGGCTCTAACTACGTGAATTGG
TACCAGCAGTTGCCAGGAACAGCACCCAAACTCCTGATCTACCGCGATGACAAGCG
ACCATCTGGCGTGCCTGATCGGTTTAGCGGGAGCAAAAGTGGCACAAGTGCCTCAT
TGGCCATAACGGGGTTCCAGGCGGAGGATGAAGCAGACTACTATTGCCAGTCCTAC
TCCTCTGGCTTCATCTTTGGCGGAGGGACCAAGCTCACCGTGCTTGGACAACCCAA
AGCAGCTCCATCAGTGACCCTGTTTCCTCCTTCTTCTGAGGAGCTGCAGGCCAATA
AGGCCACACTGGTGTGTCTCATTAGCGACTTTTATCCGGGTGCGGTCACTGTGGCC
TGGAAAGCCGACTCAAGTCCGGTTAAGGCTGGAGTTGAGACAACCACACCCTCTAA
GCAGAGCAACAACAAGTATGCTGCCTCAAGCTACCTCTCACTGACCCCTGAGCAGT
GGAAATCCCATAGGAGCTATTCCTGCCAAGTCACCCACGAAGGCTCCACCGTCGAA
AAGACTGTGGCTCCCACGGAATGTAGC
(SEQ ID NO: 7) Signal sequence(1-60), C3E-7085_VL(61-
381),CL(382-699)
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[Fig. 12]

C3E-7096-HC-k
ATGAAGCACCTGTGGTTTTTTCTGTTACTCGTTGCTGCTCCCAGATGGGTCTTGAG
CGGAGAAGTACAGCTTGTAGAGTCAGGAGGAGGACTGGTACAACCAGGTGGCTCGT
TACGGCTCAGTTGCGCAGCCTCCGGTGTGACTTTCAACTACTACGGCATGAGCTGG
ATACGGCAAGCGCCTGGAAAGGGGCTCGAATGGGTAGCCTCCATAACACGGAGTGG
GGGTCGCATTTACTACCCCGATTCTGTCAAAGGCCGCTTCACAATCAGCAGAGAAA
ACACGCAGAAAACATTGTACCTCCAGATGAATAGCCTTAGGGCCGAAGATACGGCA
GTCTACTATTGCACCCTGGATGGCAGGGACGGTTGGGTTGCCTATTGGGGTTGTGG
CACCTTAGTGACCGTATCCTCTGGAGGAGGCGGCAGTGGAGGAGGGGGATCAGGGG
GTGGAGGGAGTAACTTCATGCTTACACAGCCAAGTTCTGTTTCAGGTGTTCCTGGG
CAGAGGGTTACCATCTCTTGCACAGGGAATACAGGCAACATTGGCAGCAACTATGT
GAATTGGTATCAGCAGCTACCAGGCACGTGTCCGAAACTGTTGATCTATCGGGATG
ACAAAAGACCGTCCGGAGTGCCTGATCGCTTTTCCGGCTCTAAATCCGGGACTTCA
GCGAGTTTGGCCATTACTGGGTTTCAGGCAGAAGATGAGGCCGACTACTACTGCCA
GAGCTACTCTAGCGGGTTCATCTTTGGCGGTGGGACCAAGCTGACTGTGCTGGGCG
GCGAACCCAAATCCGCCGACAAAACCCACACTTGTCCGCCATGTCCTGCTCCAGAG
GCAGCTGGTGGCCCCTCTGTCTTTCTGTTTCCCCCTAAGCCCAAGGACACACTGAT
GATTTCGCGTACTCCAGAGGTGACGTGTGTGGTGGTGGATGTGTCTCATGAAGATC
CCGAGGTGAAGTTCAATTGGTATGTGGACGGAGTGGAAGTCCACAACGCTAAGACA
AAGCCTAGGGAAGAGCAGTATAACTCCACCTACAGAGTCGTTAGCGTGCTGACCGT
GCTCCATCAAGACTGGCTCAATGGCAAGGAGTACAAGTGCAAAGTCTCCAATAAGG
CCCTTCCTGCTCCCATCGAGAAAACCATCTCAAAGGCGAAAGGACAACCCCGAGAA
CCTCAGGTCTATACCCTACCACCCTGTCGTGACGAGCTGACTAAAAATCAGGTGTC
ACTGTGGTGCCTAGTCAAAGGGTTCTATCCCTCTGACATTGCCGTGGAGTGGGAGA
GCAATGGCCAGCCAGAGAACAACTACAAGACCACACCTCCAGTCCTGGACTCGGAT
GGCTCCTTCTTCCTGTACAGCAAGCTCACCGTTGACAAGTCACGATGGCAGCAAGG
GAATGTGTTCTCATGCAGCGTGATGCATGAGGCACTTCACAACCACTATACTCAGA
AGTCCCTGAGCTTGAGTCCGGGGAAA
(SEQ ID NO: 8) Signal sequence(1-57), C3E-7096(61-780),
linker(781-786), Hinge(787-831), CH2(832-1161),
CH3(1162-1482)
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[Fig. 13]

HC_h
MKHLWFFLLLVAAPRWVLSDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTP
EVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDW
LNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVCTLPPSRDELTKNQVSLSCAV
KGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLVSKLTVDKSRWQQGNVFSC
SVMHEALHNHYTQKSLSLSPGK
(SEQ ID NO: 9) Signal sequence(1-19), Hinge(20-29),
CH2(30-139), CH3(140-246)
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[Fig. 14]

C3E-7085-HC-k
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGVTFNYYGMSW
IRQAPGKGLEWVASITRSGGRIYYPDSVKGRFTISRENTQKTLYLQMNSLRAEDTA
VYYCTLDGRDGWVAYWGQGTLVTVSSGGGGSGGGGSGGGGSNFMLTQPSSVSGVPG
QRVTISCTGNTGNIGSNYVNWYQQLPGTAPKLLIYRDDKRPSGVPDRFSGSKSGTS
ASLAITGFQAEDEADYYCQSYSSGFIFGGGTKLTVLGGEPKSADKTHTCPPCPAPE
AAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPRE
PQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSD
GSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
(SEQ ID NO: 10) Signal sequence(1-19), C3E-7085(21-260),
linker(261-262), Hinge(263-277), CH2(278-387), CH3(388-
494)
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[Fig. 15]

C3E-7085-Fab-HC-k
MKHLWFFLLLVAAPRWVLSEVQLVESGGGLVQPGGSLRLSCAASGVTFNYYGMSWI
RQAPGKGLEWVASITRSGGRIYYPDSVKGRFTISRENTQKTLYLQMNSLRAEDTAV
YYCTLDGRDGWVAYWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKD
YFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNH
KPSNTKVDKRVEPKSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVT
CVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNG
KEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCRDELTKNQVSLWCLVKGF
YPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVM
HEALHNHYTQKSLSLSPGK
(SEQ ID NO: 11) Signal sequence(1-19), C3E-7085-VH(20-
137), CH1(138-235)Hinge(236-250), CH2(251-360), CH3(361-
467)
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[Fig. 16]

C3E-7085-LC
MVLQTQVFISLLLWISGAYGNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNW
YQQLPGTAPKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSY
SSGFIFGGGTKLTVLGQPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGAVTVA
WKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVE
KTVAPTECS
(SEQ ID NO: 12) Signal sequence(1-20), C3E-7085_VL(21-
127),CL(128-233)
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[Fig. 17]

C3E-7096-HC-k
MKHLWFFLLLVAAPRWVLSGEVQLVESGGGLVQPGGSLRLSCAASGVTFNYYGMSW
IRQAPGKGLEWVASITRSGGRIYYPDSVKGRFTISRENTQKTLYLQMNSLRAEDTA
VYYCTLDGRDGWVAYWGCGTLVTVSSGGGGSGGGGSGGGGSNFMLTQPSSVSGVPG
QRVTISCTGNTGNIGSNYVNWYQQLPGTCPKLLIYRDDKRPSGVPDRFSGSKSGTS
ASLAITGFQAEDEADYYCQSYSSGFIFGGGTKLTVLGGEPKSADKTHTCPPCPAPE
AAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPRE
PQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSD
GSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
(SEQ ID NO: 13) Signal sequence(1-19), C3E-7096(21-260),
linker(261-262), Hinge(263-277), CH2(278-387), CH3(388-
494)
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[Fig. 18]

TX3-0001-HC_k
ATGAAGCACCTGTGGTTCTTTCTGCTGCTTGTGGCCGCACCACGGTGGGTGCTGTC
AGGTCAGGTGCAGTTAGTGCAGTCAGGCGCAGAAGTAAAGAAACCAGGAGCTTCAG
TGAAGGTCAGTTGCAAGGCTTCTGGGTATACGTTCACTACCGCAGGGATGCAGTGG
GTGCGCCAAGCTCCAGGGCAGGGACTGGAGTGGATGGGGTGGATTAATACCCATAG
CGGGGTCCCAAAGTACGCGGAAGATTTCAAAGGCAGAGTCACCATTTCTGCCGATA
CGAGCACATCGACAGCATACCTCCAGCTTAGTTCCTTGAAGAGTGAGGACACAGCT
GTATACTACTGCGCCAGATCCGGTTTTGGTAGCAGTTACTGGTACTTCGACGTGTG
GGGCCAAGGCACACTCGTGACTGTATCCTCAGGAGGGGGAGGTTCCGGTGGCGGCG
GCTCTGGAGGAGGCGGAAGCGACATTCAGATGACCCAGTCTCCCAGTAGCCTTAGC
GCCAGTGTTGGCGATAGAGTGACAATCACCTGTAAAGCCTCTCAGGACGTGTCGAC
AGCAGTGGCATGGTATCAGCAGAAACCCGGAAAGGCTCCCAAGCTACTGATATATT
CCGCGTCGTATCGGTACACAGGGGTACCATCTCGCTTCTCGGGTTCCGGCAGCGGC
ACCGACTTTACCCTCACAATTAGCTCTTTACAGCCCGAAGACTTCGCAGTGTATTA
TTGCCAGCAACACTATATCACCCCGCTGACTTTTGGGCAGGGTACGAAGCTTGAGA
TCAAACGGACTGGCGGGGGTGGGTCTGAGGTCCAGCTGGTTGAATCCGGCGGGGGA
TTAGTGCAGCCAGGCGGTTCACTGAGGTTGAGCTGTGCAGCCTCTGGAGTCACGTT
TAACTACTATGGCATGTCCTGGATTAGACAAGCCCCAGGCAAAGGCCTGGAGTGGG
TAGCCTCTATCACCCGAAGCGGTGGACGCATCTATTACCCAGATAGCGTGAAGGGC
CGGTTCACAATCAGTAGAGAGAACACCCAGAAGACACTGTACCTACAAATGAACAG
CCTAAGAGCCGAGGATACCGCGGTGTACTACTGTACACTCGATGGAAGGGATGGGT
GGGTGGCTTACTGGGGGCAGGGGACTCTCGTCACCGTTAGTAGTGGCGGTGGCGGT
AGCGGAGGAGGAGGTAGCGGCGGAGGTGGGTCAAATTTCATGCTCACACAGCCCAG
CTCAGTCTCCGGGGTACCTGGCCAGCGTGTGACTATCTCCTGCACTGGCAATACCG
GAAACATAGGAAGCAATTACGTAAACTGGTATCAACAGCTTCCGGGCACTGCCCCT
AAACTCCTGATTTACCGCGATGATAAAAGGCCTTCCGGCGTCCCAGACAGGTTTAG
TGGCTCGAAATCCGGGACAAGCGCCAGTTTGGCAATTACCGGATTTCAAGCCGAAG
ATGAAGCTGACTACTACTGCCAGTCCTATTCATCAGGGTTCATATTTGGCGGTGGA
ACTAAACTGACCGTCCTTGGAGGGGAACCCAAGAGCGCCGACAAAACACACACTTG
TCCTCCGTGTCCCGCGCCCGAAGCTGCTGGGGGGCCCAGTGTGTTCCTATTTCCCC
CCAAGCCAAAGGACACGTTGATGATCTCTCGTACCCCTGAGGTCACGTGCGTTGTG
GTTGACGTCTCCCACGAAGATCCCGAGGTGAAATTCAACTGGTATGTGGACGGCGT
TGAGGTGCACAATGCCAAAACTAAGCCGAGGGAAGAGCAGTACAACTCTACCTATC
GGGTGGTGTCTGTTTTGACAGTTCTCCATCAGGACTGGCTGAATGGAAAAGAGTAC
AAGTGCAAGGTGAGTAACAAAGCTCTGCCAGCCCCTATCGAGAAAACCATCTCCAA
GGCCAAAGGCCAACCACGAGAGCCTCAAGTTTACACCCTCCCTCCTTGTCGAGACG
AGCTGACCAAGAACCAAGTCTCCTTATGGTGTCTCGTGAAGGGATTTTATCCCTCA
GACATTGCCGTGGAGTGGGAATCTAATGGCCAGCCTGAGAACAATTATAAGACAAC
TCCTCCTGTCCTTGATTCCGATGGCTCCTTTTTCCTGTACTCTAAGTTGACTGTCG
ACAAGTCACGCTGGCAGCAGGGGAATGTTTTCTCTTGCAGCGTTATGCATGAAGCT
CTGCATAACCACTATACTCAGAAAAGCCTGTCACTGTCACCGGGGAAG
(SEQ ID NO: 14) Signal sequence(1-57), HT1-11 scFv(61-
795), linker(796-810), C3E-7085(811-1530), linker(1531-
1536), Hinge(1537-1581), CH2(1582-1911), CH3(1912-2232)
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[Fig. 19]

TX3-0003-HC_k
ATGAAGCATCTCTGGTTTTTCCTGCTCCTGGTGGCGGCTCCAAGATGGGTGTTGAG
CGGTCAGGTGCAACTGGTGCAGTCAGGAGCGGAGGTCAAGAAACCCGGCGCGAGTG
TCAAAGTGAGTTGCAAAGCTTCCGGATATACTTTCACTACCGCTGGAATGCAATGG
GTGAGACAAGCACCAGGGCAAGGCTTGGAATGGATGGGCTGGATCAACACACACTC
TGGGGTTCCCAAGTATGCCGAAGACTTTAAGGGTAGGGTCACCATATCAGCCGATA
CATCAACCTCGACCGCATACCTCCAGCTGTCCTCCCTTAAGAGCGAGGATACTGCT
GTTTACTATTGCGCTAGGTCAGGATTCGGCTCTTCTTACTGGTACTTTGATGTGTG
GGGGCAGGGCACACTTGTGACGGTTTCCTCTGGCGGCGGCGGGTCAGGAGGTGGTG
GCTCTGGAGGGGGTGGTTCAGACATCCAGATGACCCAGAGTCCTTCCTCCTTGAGT
GCCAGTGTAGGCGACAGAGTCACTATTACCTGCAAGGCCTCTCAGGACGTGTCGAC
AGCGGTTGCATGGTATCAGCAGAAACCTGGGAAGGCTCCAAAGCTCCTGATCTACT
CAGCCAGCTATCGGTACACTGGGGTCCCTTCTCGCTTTAGCGGCTCTGGTAGCGGG
ACCGACTTCACGCTTACCATCAGTTCCCTGCAACCGGAGGACTTTGCAGTGTACTA
CTGTCAGCAGCATTACATCACCCCACTGACATTTGGGCAGGGGACAAAGCTTGAGA
TTAAACGGACAGGCGGCGGAGGAAGCGAGGTGCAGTTAGTGGAGAGCGGAGGGGGT
TTAGTCCAACCGGGCGGGAGCCTCCGTCTGAGCTGTGCTGCTTCCGGCGTTACCTT
CAACTATTATGGAATGAGCTGGATCAGGCAAGCCCCTGGCAAAGGTCTTGAATGGG
TTGCATCTATCACTCGATCAGGGGGTCGCATTTATTACCCGGATAGCGTTAAAGGC
AGGTTCACAATCTCTCGGGAGAACACTCAGAAAACCCTCTATCTACAGATGAACTC
TTTACGGGCCGAAGATACAGCCGTCTATTATTGCACTCTAGATGGTCGAGATGGCT
GGGTCGCCTATTGGGGGTGTGGAACCTTGGTCACTGTTAGCAGTGGAGGAGGAGGA
TCAGGAGGGGGCGGGTCCGGCGGTGGGGGTAGCAATTTCATGCTGACACAACCTTC
TTCAGTATCTGGCGTGCCAGGACAGCGCGTCACCATCTCTTGTACCGGCAATACAG
GTAACATTGGCTCCAATTACGTGAATTGGTACCAGCAGCTTCCTGGCACCTGCCCT
AAGCTGCTGATTTACCGGGACGATAAGAGGCCCTCGGGGGTGCCCGACCGTTTCTC
GGGAAGCAAGTCCGGGACATCCGCCTCACTTGCCATTACGGGGTTTCAGGCCGAGG
ATGAAGCTGATTACTACTGCCAGTCTTACTCCAGTGGCTTCATTTTTGGCGGAGGC
ACCAAGCTGACAGTGCTAGGCGGAGAACCCAAAAGTGCAGACAAGACGCATACTTG
CCCCCCGTGTCCTGCTCCAGAAGCAGCAGGAGGACCCTCTGTTTTCCTCTTTCCAC
CTAAACCCAAGGACACTCTGATGATAAGCAGAACACCTGAAGTGACGTGTGTTGTG
GTAGATGTCTCCCATGAAGATCCCGAAGTCAAGTTCAACTGGTACGTGGACGGCGT
GGAGGTGCACAATGCCAAAACGAAGCCCAGAGAGGAGCAGTATAACTCCACATACA
GAGTTGTGAGCGTACTGACTGTATTGCACCAAGACTGGCTGAATGGTAAGGAGTAC
AAGTGCAAGGTGTCAAACAAAGCTCTGCCTGCACCCATAGAGAAAACCATCAGTAA
GGCCAAAGGGCAGCCACGCGAGCCACAGGTGTATACTCTGCCACCATGCCGAGACG
AGCTCACTAAGAATCAGGTGAGCTTGTGGTGTCTCGTAAAGGGCTTTTACCCCTCG
GACATTGCCGTAGAGTGGGAATCCAATGGGCAACCCGAGAACAATTACAAAACCAC
ACCGCCAGTGTTAGACAGCGATGGAAGCTTCTTTCTCTATAGCAAGCTGACCGTCG
ACAAAAGTCGCTGGCAGCAGGGGAACGTCTTCAGTTGTTCCGTGATGCACGAAGCC
CTACACAACCACTATACCCAGAAATCCCTGTCACTGAGTCCTGGCAAA
(SEQ ID NO: 15) Signal sequence(1-57), HT1-11 scFv(61-
795), linker(796-810), C3E-7096(811-1530), linker(1531-
1536), Hinge(1537-1581), CH2(1582-1911), CH3(1912-2232)
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[Fig. 20]

CX3-0001-HC_k
ATGAAGCACCTGTGGTTCTTTCTGCTGCTGGTGGCCGCTCCTAGATGGGTGCTGTC
TGGACAGGTTCAGCTGGTTCAGTCTGGCGCCGAAGTGAAGAAACCTGGCGCCTCTG
TGAAGGTGTCCTGCAAGGCCTCTGGCTACGCCTTCAGCAACTACCTGATCGAGTGG
GTCCGACAGGCCCCTGGACAAGGACTTGAATGGATGGGCGTGATCAACCCTGGCAG
CGGCGTGACCAACTACAACGAGAAGTTCAAGGGCAGAGTGACCATCACCGCCGACA
CCAGCACAAGCACCGCCTACATGGAACTGAGCAGCCTGAGAAGCGAGGACACCGCC
GTGTACTATTGTGCCAGAGCCGAGGCTTGGTTTGCCTATTGGGGACAGGGCACCCT
GGTCACCGTTAGCTCTGGTGGAGGCGGTTCAGGCGGAGGTGGCAGCGGCGGTGGCG
GGAGTGATATTGTGATGACACAGAGCCCCGACAGCCTGGCCGTGTCTCTTGGAGAA
AGAGCCACCATCAACTGCAAGAGCAGCCAGAGCCTGCTGTACTCCAGCAACCAGAA
GAACTACCTGGCCTGGTATCAGCAGAAGCCCGGCCAGCCTCCTAAGCTGCTGATCT
ACTGGGCCAGCACCAGAGAAAGCGGCGTGCCCGATAGATTTTCTGGCTCTGGCAGC
GGCACCGACTTCACCCTGACAATTTCTAGCCTGCAAGCCGAGGACGTGGCCGTGTA
CTACTGCCAGAGATATTACGGCTACCCCTGGACCTTTGGCCAGGGCACCAAGGTGG
AAATCAAGGGAGGCGGAGGATCTGAAGTGCAGCTGGTGGAATCCGGGGGGGGCCTG
GTGCAGCCTGGGGGGAGCCTGAGACTGAGTTGTGCCGCCTCTGGGGTGACATTTAA
CTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGTGGGTGG
CCAGCATCACTAGGTCCGGCGGGCGAATCTACTATCCCGACAGCGTCAAGGGCAGG
TTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAATAGCCT
GAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATGGGTGGG
TCGCCTATTGGGGGCAGGGAACCCTGGTGACAGTCAGCTCCGGAGGAGGAGGATCT
GGCGGAGGAGGCAGTGGGGGAGGCGGGTCAAACTTTATGCTCACTCAGCCGTCCTC
TGTTTCTGGCGTACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATACCGGGA
ATATCGGGTCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCTCCCAAG
TTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATTTAGTGG
CAGCAAAAGCGGTACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCGAAGATG
AGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGCGGAACT
AAGCTGACAGTGTTGGGCGGAGAACCCAAGAGCGCAGACAAGACCCACACCTGTCC
TCCATGTCCTGCTCCAGAAGCTGCAGGCGGCCCTTCCGTGTTTCTGTTCCCTCCAA
AGCCTAAGGACACCCTGATGATCAGCCGGACACCTGAAGTGACCTGCGTGGTGGTG
GATGTGTCCCACGAGGATCCCGAAGTGAAGTTCAATTGGTACGTGGACGGCGTGGA
AGTGCACAACGCCAAGACCAAGCCTAGAGAGGAACAGTACAACAGCACCTACAGAG
TGGTGTCTGTGCTGACAGTGCTGCACCAGGACTGGCTGAACGGCAAAGAGTACAAG
TGCAAGGTGTCCAACAAGGCCCTGCCTGCTCCTATCGAGAAAACCATCAGCAAGGC
CAAGGGCCAGCCTAGGGAACCCCAGGTTTACACCCTGCCTCCATGCAGGGATGAGC
TGACCAAGAACCAGGTGTCCCTGTGGTGCCTGGTTAAGGGCTTCTACCCCTCCGAT
ATCGCCGTGGAATGGGAGAGCAATGGCCAGCCAGAGAACAACTACAAGACAACCCC
TCCTGTGCTGGACTCCGACGGCTCATTCTTCCTGTACAGCAAGCTGACCGTGGACA
AGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCAGCGTGATGCACGAGGCCCTG
CACAACCACTACACACAGAAGTCCCTGTCTCTGAGCCCCGGCAAA
(SEQ ID NO: 16) Signal sequence(1-57)、hM23-H1L1 scFv(61-
792), linker(793-807), C3E-7085(808-1527), linker(1528-
1533), Hinge(1534-1578), CH2(1579-1908), CH3(1909-2229)
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[Fig. 21]

CX3-0003-HC_k
ATGAAGCACCTGTGGTTCTTTCTGCTGCTGGTGGCCGCTCCTAGATGGGTGCTGTC
TGGACAGGTTCAGCTGGTTCAGTCTGGCGCCGAAGTGAAGAAACCTGGCGCCTCTG
TGAAGGTGTCCTGCAAGGCCTCTGGCTACGCCTTCAGCAACTACCTGATCGAGTGG
GTCCGACAGGCCCCTGGACAAGGACTTGAATGGATGGGCGTGATCAACCCTGGCAG
CGGCGTGACCAACTACAACGAGAAGTTCAAGGGCAGAGTGACCATCACCGCCGACA
CCAGCACAAGCACCGCCTACATGGAACTGAGCAGCCTGAGAAGCGAGGACACCGCC
GTGTACTATTGTGCCAGAGCCGAGGCTTGGTTTGCCTATTGGGGACAGGGCACCCT
GGTCACCGTTAGCTCTGGTGGAGGCGGTTCAGGCGGAGGTGGCAGCGGCGGTGGCG
GGAGTGATATTGTGATGACACAGAGCCCCGACAGCCTGGCCGTGTCTCTTGGAGAA
AGAGCCACCATCAACTGCAAGAGCAGCCAGAGCCTGCTGTACTCCAGCAACCAGAA
GAACTACCTGGCCTGGTATCAGCAGAAGCCCGGCCAGCCTCCTAAGCTGCTGATCT
ACTGGGCCAGCACCAGAGAAAGCGGCGTGCCCGATAGATTTTCTGGCTCTGGCAGC
GGCACCGACTTCACCCTGACAATTTCTAGCCTGCAAGCCGAGGACGTGGCCGTGTA
CTACTGCCAGAGATATTACGGCTACCCCTGGACCTTTGGCCAGGGCACCAAGGTGG
AAATCAAGGGAGGCGGAGGATCTGAAGTGCAGCTGGTGGAATCCGGGGGGGGCCTG
GTGCAGCCTGGGGGGAGCCTGAGACTGAGTTGTGCCGCCTCTGGGGTGACATTTAA
CTACTATGGCATGTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGTGGGTGG
CCAGCATCACTAGGTCCGGCGGGCGAATCTACTATCCCGACAGCGTCAAGGGCAGG
TTCACAATTTCCCGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAATAGCCT
GAGAGCCGAAGATACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATGGGTGGG
TCGCCTATTGGGGGTGTGGAACCCTGGTGACAGTCAGCTCCGGAGGAGGAGGATCT
GGCGGAGGAGGCAGTGGGGGAGGCGGGTCAAACTTTATGCTCACTCAGCCGTCCTC
TGTTTCTGGCGTACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATACCGGGA
ATATCGGGTCTAACTACGTGAACTGGTATCAGCAGCTTCCAGGGACATGTCCCAAG
TTGCTGATCTATCGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATTTAGTGG
CAGCAAAAGCGGTACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCGAAGATG
AGGCAGACTACTATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGCGGAACT
AAGCTGACAGTGTTGGGCGGAGAACCCAAGAGCGCAGACAAGACCCACACCTGTCC
TCCATGTCCTGCTCCAGAAGCTGCAGGCGGCCCTTCCGTGTTTCTGTTCCCTCCAA
AGCCTAAGGACACCCTGATGATCAGCCGGACACCTGAAGTGACCTGCGTGGTGGTG
GATGTGTCCCACGAGGATCCCGAAGTGAAGTTCAATTGGTACGTGGACGGCGTGGA
AGTGCACAACGCCAAGACCAAGCCTAGAGAGGAACAGTACAACAGCACCTACAGAG
TGGTGTCTGTGCTGACAGTGCTGCACCAGGACTGGCTGAACGGCAAAGAGTACAAG
TGCAAGGTGTCCAACAAGGCCCTGCCTGCTCCTATCGAGAAAACCATCAGCAAGGC
CAAGGGCCAGCCTAGGGAACCCCAGGTTTACACCCTGCCTCCATGCAGGGATGAGC
TGACCAAGAACCAGGTGTCCCTGTGGTGCCTGGTTAAGGGCTTCTACCCCTCCGAT
ATCGCCGTGGAATGGGAGAGCAATGGCCAGCCAGAGAACAACTACAAGACAACCCC
TCCTGTGCTGGACTCCGACGGCTCATTCTTCCTGTACAGCAAGCTGACCGTGGACA
AGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCAGCGTGATGCACGAGGCCCTG
CACAACCACTACACACAGAAGTCCCTGTCTCTGAGCCCCGGCAAA
(SEQ ID NO: 17) Signal sequence(1-57)、hM23-H1L1 scFv(61-
792), linker(793-807), C3E-7096(808-1527), linker(1528-
1533), Hinge(1534-1578), CH2(1579-1908), CH3(1909-2229)
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[Fig. 22]

RX3-0001-HC_k
ATGAAGCACCTGTGGTTCTTTCTGCTGCTGGTGGCCGCTCCTAGATGGGTGCTGTC
TGGACAGGTGCAGCTGGTGCAGTCTGGCGCCGAAGTGAAGAAACCAGGCGCCAGCG
TGAAGGTGTCCTGCAAGGCCAGCGGCTACACCTTTACCGGCTACTACATGCACTGG
GTGCGCCAGGCTCCAGGCCAGGGACTGGAATGGATGGGCCGGATCAACCCCAATAG
CGGCGGCACCAACTACGCCCAGAAATTCCAGGGCAGAGTGACCATGACCCGGGACA
CCAGCATCAGCACCGCCTACATGGAACTGAGCGGCCTGAGAAGCGACGACACCGCC
GTGTACTACTGTGCCTCTGGCTCTGTGCGGCACCCTTGGGGACAGGGAACACTCGT
GACCGTGTCCAGCGGTGGAGGCGGTTCAGGCGGAGGTGGCAGCGGCGGTGGCGGGA
GTCAGCCTGTGCTGACACAGCCTCCAAGCGCCTCTGGCACACCTGGCCAGAGAGTG
ACAATCAGCTGCAGCGGCAGCAGAAGCAACATCGGCGGCAACATCGTGTCCTGGTA
TCAGCAGTTCCCCGGCACCGCCCCTAGACTGCTGACCTACGCCGACAACCAGAGGC
CTAGCGGCGTGCCCGATAGATTCAGCGGCTCTAAGAGCGGCACCAGCGCCAGCCTG
GCCATCTCTGGCCTGCAGTCTGAGGACGAGGCCGACTACTATTGCGCCGCCTGGGA
CGACAGCCTGAACGGCGTGGTGTTTGGCGGAGGCACCAAGCTGACAGTGCTGggag
gcggaggatctGAAGTGCAGCTGGTGGAATCCGGGGGGGGCCTGGTGCAGCCTGGG
GGGAGCCTGAGACTGAGTTGTGCCGCCTCTGGGGTGACATTTAACTACTATGGCAT
GTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGTGGGTGGCCAGCATCACTA
GGTCCGGCGGGCGAATCTACTATCCCGACAGCGTCAAGGGCAGGTTCACAATTTCC
CGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAATAGCCTGAGAGCCGAAGA
TACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATGGGTGGGTCGCCTATTGGG
GGCAGGGAACCCTGGTGACAGTCAGCTCCGGAGGAGGAGGATCTGGCGGAGGAGGC
AGTGGGGGAGGCGGGTCAAACTTTATGCTCACTCAGCCGTCCTCTGTTTCTGGCGT
ACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATACCGGGAATATCGGGTCTA
ACTACGTGAACTGGTATCAGCAGCTTCCAGGGACAGCTCCCAAGTTGCTGATCTAT
CGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATTTAGTGGCAGCAAAAGCGG
TACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCGAAGATGAGGCAGACTACT
ATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGCGGAACTAAGCTGACAGTG
TTGGGCGGAGAACCCAAGAGCgcaGACAAGACCCACACCTGTCCTCCATGTCCTGC
TCCAGAAGCTGCAGGCGGCCCTTCCGTGTTTCTGTTCCCTCCAAAGCCTAAGGACA
CCCTGATGATCAGCCGGACACCTGAAGTGACCTGCGTGGTGGTGGATGTGTCCCAC
GAGGATCCCGAAGTGAAGTTCAATTGGTACGTGGACGGCGTGGAAGTGCACAACGC
CAAGACCAAGCCTAGAGAGGAACAGTACAACAGCACCTACAGAGTGGTGTCTGTGC
TGACAGTGCTGCACCAGGACTGGCTGAACGGCAAAGAGTACAAGTGCAAGGTGTCC
AACAAGGCCCTGCCTGCTCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCC
TAGGGAACCCCAGGTTTACACCCTGCCTCCATGCAGGGATGAGCTGACCAAGAACC
AGGTGTCCCTGTGGTGCCTGGTTAAGGGCTTCTACCCCTCCGATATCGCCGTGGAA
TGGGAGAGCAATGGCCAGCCAGAGAACAACTACAAGACAACCCCTCCTGTGCTGGA
CTCCGACGGCTCATTCTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGC
AGCAGGGCAACGTGTTCAGCTGCAGCGTGATGCACGAGGCCCTGCACAACCACTAC
ACACAGAAGTCCCTGTCTCTGAGCCCCGGCAAA
(SEQ ID NO: 18) Signal sequence(1-57)、C3022 scFv(61-780),
linker(781-795), C3E-7085(796-1515), linker(1516-1521),
Hinge(1522-1566), CH2(1567-1896), CH3(1897-2217)
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[Fig. 23]

RX3-0003-HC_k
ATGAAGCACCTGTGGTTCTTTCTGCTGCTGGTGGCCGCTCCTAGATGGGTGCTGTC
TGGACAGGTGCAGCTGGTGCAGTCTGGCGCCGAAGTGAAGAAACCAGGCGCCAGCG
TGAAGGTGTCCTGCAAGGCCAGCGGCTACACCTTTACCGGCTACTACATGCACTGG
GTGCGCCAGGCTCCAGGCCAGGGACTGGAATGGATGGGCCGGATCAACCCCAATAG
CGGCGGCACCAACTACGCCCAGAAATTCCAGGGCAGAGTGACCATGACCCGGGACA
CCAGCATCAGCACCGCCTACATGGAACTGAGCGGCCTGAGAAGCGACGACACCGCC
GTGTACTACTGTGCCTCTGGCTCTGTGCGGCACCCTTGGGGACAGGGAACACTCGT
GACCGTGTCCAGCGGTGGAGGCGGTTCAGGCGGAGGTGGCAGCGGCGGTGGCGGGA
GTCAGCCTGTGCTGACACAGCCTCCAAGCGCCTCTGGCACACCTGGCCAGAGAGTG
ACAATCAGCTGCAGCGGCAGCAGAAGCAACATCGGCGGCAACATCGTGTCCTGGTA
TCAGCAGTTCCCCGGCACCGCCCCTAGACTGCTGACCTACGCCGACAACCAGAGGC
CTAGCGGCGTGCCCGATAGATTCAGCGGCTCTAAGAGCGGCACCAGCGCCAGCCTG
GCCATCTCTGGCCTGCAGTCTGAGGACGAGGCCGACTACTATTGCGCCGCCTGGGA
CGACAGCCTGAACGGCGTGGTGTTTGGCGGAGGCACCAAGCTGACAGTGCTGGGAG
GCGGAGGATCTGAAGTGCAGCTGGTGGAATCCGGGGGGGGCCTGGTGCAGCCTGGG
GGGAGCCTGAGACTGAGTTGTGCCGCCTCTGGGGTGACATTTAACTACTATGGCAT
GTCTTGGATCCGCCAGGCACCTGGAAAGGGCCTGGAGTGGGTGGCCAGCATCACTA
GGTCCGGCGGGCGAATCTACTATCCCGACAGCGTCAAGGGCAGGTTCACAATTTCC
CGCGAGAACACACAGAAAACTCTGTACCTGCAGATGAATAGCCTGAGAGCCGAAGA
TACAGCTGTGTACTATTGCACTCTGGACGGCAGGGATGGGTGGGTCGCCTATTGGG
GGTGTGGAACCCTGGTGACAGTCAGCTCCGGAGGAGGAGGATCTGGCGGAGGAGGC
AGTGGGGGAGGCGGGTCAAACTTTATGCTCACTCAGCCGTCCTCTGTTTCTGGCGT
ACCTGGCCAACGGGTGACCATTAGCTGTACGGGTAATACCGGGAATATCGGGTCTA
ACTACGTGAACTGGTATCAGCAGCTTCCAGGGACATGTCCCAAGTTGCTGATCTAT
CGCGACGACAAAAGACCCTCAGGGGTCCCTGACCGATTTAGTGGCAGCAAAAGCGG
TACTTCCGCTTCCCTGGCGATAACCGGCTTTCAGGCCGAAGATGAGGCAGACTACT
ATTGCCAGTCATATTCCAGCGGCTTCATCTTCGGAGGCGGAACTAAGCTGACAGTG
TTGGGCGGAGAACCCAAGAGCGCAGACAAGACCCACACCTGTCCTCCATGTCCTGC
TCCAGAAGCTGCAGGCGGCCCTTCCGTGTTTCTGTTCCCTCCAAAGCCTAAGGACA
CCCTGATGATCAGCCGGACACCTGAAGTGACCTGCGTGGTGGTGGATGTGTCCCAC
GAGGATCCCGAAGTGAAGTTCAATTGGTACGTGGACGGCGTGGAAGTGCACAACGC
CAAGACCAAGCCTAGAGAGGAACAGTACAACAGCACCTACAGAGTGGTGTCTGTGC
TGACAGTGCTGCACCAGGACTGGCTGAACGGCAAAGAGTACAAGTGCAAGGTGTCC
AACAAGGCCCTGCCTGCTCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCC
TAGGGAACCCCAGGTTTACACCCTGCCTCCATGCAGGGATGAGCTGACCAAGAACC
AGGTGTCCCTGTGGTGCCTGGTTAAGGGCTTCTACCCCTCCGATATCGCCGTGGAA
TGGGAGAGCAATGGCCAGCCAGAGAACAACTACAAGACAACCCCTCCTGTGCTGGA
CTCCGACGGCTCATTCTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGC
AGCAGGGCAACGTGTTCAGCTGCAGCGTGATGCACGAGGCCCTGCACAACCACTAC
ACACAGAAGTCCCTGTCTCTGAGCCCCGGCAAA
(SEQ ID NO: 19) Signal sequence(1-57), C3022 scFv(61-
780), linker(781-795), C3E-7096(796-1515), linker(1516-
1521), Hinge(1522-1566), CH2(1567-1896), CH3(1897-2217)
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[Fig. 24]

TX3-0001-HC_k
MKHLWFFLLLVAAPRWVLSGQVQLVQSGAEVKKPGASVKVSCKASGYTFTTAGMQW
VRQAPGQGLEWMGWINTHSGVPKYAEDFKGRVTISADTSTSTAYLQLSSLKSEDTA
VYYCARSGFGSSYWYFDVWGQGTLVTVSSGGGGSGGGGSGGGGSDIQMTQSPSSLS
ASVGDRVTITCKASQDVSTAVAWYQQKPGKAPKLLIYSASYRYTGVPSRFSGSGSG
TDFTLTISSLQPEDFAVYYCQQHYITPLTFGQGTKLEIKRTGGGGSEVQLVESGGG
LVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVKG
RFTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVTVSSGGGG
SGGGGSGGGGSNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTAP
KLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGGG
TKLTVLGGEPKSADKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVV
VDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEY
KCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPS
DIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEA
LHNHYTQKSLSLSPGK
(SEQ ID NO: 20) Signal sequence(1-19), HT1-11 scFv(21-
265), linker(266-270), C3E-7085(271-510), linker(511-
1512), Hinge(513-527), CH2(528-637), CH3(638-744)
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[Fig. 25]

TX3-0003-HC_k
MKHLWFFLLLVAAPRWVLSGQVQLVQSGAEVKKPGASVKVSCKASGYTFTTAGMQW
VRQAPGQGLEWMGWINTHSGVPKYAEDFKGRVTISADTSTSTAYLQLSSLKSEDTA
VYYCARSGFGSSYWYFDVWGQGTLVTVSSGGGGSGGGGSGGGGSDIQMTQSPSSLS
ASVGDRVTITCKASQDVSTAVAWYQQKPGKAPKLLIYSASYRYTGVPSRFSGSGSG
TDFTLTISSLQPEDFAVYYCQQHYITPLTFGQGTKLEIKRTGGGGSEVQLVESGGG
LVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVKG
RFTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGCGTLVTVSSGGGG
SGGGGSGGGGSNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTCP
KLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGGG
TKLTVLGGEPKSADKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVV
VDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEY
KCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPS
DIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEA
LHNHYTQKSLSLSPGK
(SEQ ID NO: 21) Signal sequence(1-19), HT1-11 scFv(21-
265), linker(266-270), C3E-7096(271-510), linker(511-
1512), Hinge(513-527), CH2(528-637), CH3(638-744)

27/63



[Fig. 26]

CX3-0001-HC_k
MKHLWFFLLLVAAPRWVLSGQVQLVQSGAEVKKPGASVKVSCKASGYAFSNYLIEW
VRQAPGQGLEWMGVINPGSGVTNYNEKFKGRVTITADTSTSTAYMELSSLRSEDTA
VYYCARAEAWFAYWGQGTLVTVSSGGGGSGGGGSGGGGSDIVMTQSPDSLAVSLGE
RATINCKSSQSLLYSSNQKNYLAWYQQKPGQPPKLLIYWASTRESGVPDRFSGSGS
GTDFTLTISSLQAEDVAVYYCQRYYGYPWTFGQGTKVEIKGGGGSEVQLVESGGGL
VQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVKGR
FTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVTVSSGGGGS
GGGGSGGGGSNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTAPK
LLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGGGT
KLTVLGGEPKSADKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVV
DVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYK
CKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPSD
IAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEAL
HNHYTQKSLSLSPGK
(SEQ ID NO: 22) Signal sequence(1-19)、hM23-H1L1 scFv(21-
264), linker(265-269), C3E-7085(270-509), linker(510-
511), Hinge(512-526), CH2(527-636), CH3(637-743)
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[Fig. 27]

CX3-0003-HC_k
MKHLWFFLLLVAAPRWVLSGQVQLVQSGAEVKKPGASVKVSCKASGYAFSNYLIEW
VRQAPGQGLEWMGVINPGSGVTNYNEKFKGRVTITADTSTSTAYMELSSLRSEDTA
VYYCARAEAWFAYWGQGTLVTVSSGGGGSGGGGSGGGGSDIVMTQSPDSLAVSLGE
RATINCKSSQSLLYSSNQKNYLAWYQQKPGQPPKLLIYWASTRESGVPDRFSGSGS
GTDFTLTISSLQAEDVAVYYCQRYYGYPWTFGQGTKVEIKGGGGSEVQLVESGGGL
VQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVKGR
FTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGCGTLVTVSSGGGGS
GGGGSGGGGSNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTCPK
LLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGGGT
KLTVLGGEPKSADKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVV
DVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYK
CKVSNKALPAPIEKTISKAKGQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPSD
IAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEAL
HNHYTQKSLSLSPGK
(SEQ ID NO: 23) Signal sequence(1-19)、hM23-H1L1 scFv(21-
264), linker(265-269), C3E-7096(270-509), linker(510-
511), Hinge(512-526), CH2(527-636), CH3(637-743)
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[Fig. 28]

RX3-0001-HC_k
MKHLWFFLLLVAAPRWVLSGQVQLVQSGAEVKKPGASVKVSCKASGYTFTGYYMHW
VRQAPGQGLEWMGRINPNSGGTNYAQKFQGRVTMTRDTSISTAYMELSGLRSDDTA
VYYCASGSVRHPWGQGTLVTVSSGGGGSGGGGSGGGGSQPVLTQPPSASGTPGQRV
TISCSGSRSNIGGNIVSWYQQFPGTAPRLLTYADNQRPSGVPDRFSGSKSGTSASL
AISGLQSEDEADYYCAAWDDSLNGVVFGGGTKLTVLGGGGSEVQLVESGGGLVQPG
GSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVKGRFTIS
RENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVTVSSGGGGSGGGG
SGGGGSNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTAPKLLIY
RDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGGGTKLTV
LGGEPKSADKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSH
EDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVS
NKALPAPIEKTISKAKGQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHY
TQKSLSLSPGK
(SEQ ID NO: 24) Signal sequence(1-19), C3022 scFv(21-
260), linker(261-265), C3E-7085(266-505), linker(506-
507), Hinge(508-522), CH2(523-632), CH3(633-739)
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[Fig. 29]

RX3-0003-HC_k
MKHLWFFLLLVAAPRWVLSGQVQLVQSGAEVKKPGASVKVSCKASGYTFTGYYMHW
VRQAPGQGLEWMGRINPNSGGTNYAQKFQGRVTMTRDTSISTAYMELSGLRSDDTA
VYYCASGSVRHPWGQGTLVTVSSGGGGSGGGGSGGGGSQPVLTQPPSASGTPGQRV
TISCSGSRSNIGGNIVSWYQQFPGTAPRLLTYADNQRPSGVPDRFSGSKSGTSASL
AISGLQSEDEADYYCAAWDDSLNGVVFGGGTKLTVLGGGGSEVQLVESGGGLVQPG
GSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVKGRFTIS
RENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGCGTLVTVSSGGGGSGGGG
SGGGGSNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVNWYQQLPGTCPKLLIY
RDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQSYSSGFIFGGGTKLTV
LGGEPKSADKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSH
EDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVS
NKALPAPIEKTISKAKGQPREPQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHY
TQKSLSLSPGK
(SEQ ID NO: 25) Signal sequence(1-19), C3022 scFv(21-
260), linker(261-265), C3E-7096(266-505), linker(506-
507), Hinge(508-522), CH2(523-632), CH3(633-739)
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[Fig. 30]

TX3-0002-HC_k
ATGAAGCACCTGTGGTTCTTTCTGCTGCTGGTGGCCGCTCCTAGATGGGTGCTGTC
TGGACAGGTTCAGCTGGTGCAGTCTGGCGCCGAAGTGAAAAAACCTGGCGCCTCCG
TGAAGGTGTCCTGCAAGGCTAGCGGCTACACCTTTACCACAGCCGGCATGCAGTGG
GTCCGACAGGCTCCTGGACAAGGACTCGAGTGGATGGGCTGGATCAATACCCACAG
CGGCGTGCCCAAATACGCCGAGGATTTCAAGGGCAGAGTGACCATCAGCGCCGACA
CCAGCACAAGCACAGCCTACCTGCAGCTGAGCAGCCTGAAGTCTGAGGACACCGCC
GTGTACTACTGTGCCAGAAGCGGCTTTGGCAGCAGCTACTGGTACTTCGATGTGTG
GGGCCAGGGCACCCTGGTCACAGTTTCTAGCGGAGGCGGAGGATCTGGTGGCGGAG
GAAGTGGCGGAGGCGGTTCTGATATCCAGATGACACAGAGCCCCAGCAGCCTGTCT
GCCTCTGTGGGAGACAGAGTGACAATTACATGCAAGGCCAGCCAGGACGTGTCCAC
AGCAGTTGCTTGGTACCAGCAGAAGCCTGGCAAGGCCCCTAAGCTGCTGATCTACA
GCGCCAGCTACAGATACACCGGCGTGCCAAGCAGATTTTCCGGCTCTGGCAGCGGC
ACCGATTTCACCCTGACCATATCTAGCCTGCAGCCAGAGGACTTCGCCGTGTATTA
TTGCCAGCAGCACTACATCACCCCTCTGACCTTTGGCCAGGGGACCAAGCTCGAGA
TCAAGAGAACAGGTGGCGGCGGATCTGAGGTGCAGCTGGTTGAAAGCGGCGGAGGA
CTTGTTCAGCCTGGCGGATCTCTGAGACTGAGCTGTGCTGCTAGCGGCGTGACCTT
CAACTACTACGGCATGAGCTGGATCCGCCAAGCTCCAGGCAAGGGCCTCGAGTGGG
TTGCCAGCATTACAAGATCTGGCGGCCGCATCTACTACCCCGACTCTGTGAAGGGC
AGATTCACAATCAGCCGCGAGAACACCCAGAAAACCCTGTACCTGCAGATGAACTC
CCTGAGAGCCGAGGATACAGCTGTGTACTATTGCACCCTGGACGGCAGAGATGGCT
GGGTTGCATATTGGGGACAGGGAACCCTCGTGACCGTGTCCTCTGCCTCTACAAAG
GGCCCTAGCGTGTTCCCTCTGGCTCCTAGCAGCAAGAGCACAAGCGGAGGAACAGC
CGCTCTGGGCTGTCTGGTCAAGGACTACTTTCCCGAGCCTGTGACAGTGTCCTGGA
ACTCTGGCGCTCTGACATCCGGCGTGCACACATTTCCAGCCGTGCTGCAAAGCAGC
GGCCTGTACTCTCTGAGCAGCGTCGTGACAGTGCCTAGCAGCTCTCTGGGCACCCA
GACCTACATCTGCAATGTGAACCACAAGCCTAGCAACACCAAGGTGGACAAGAGAG
TGGAACCCAAGAGCTGCGACAAGACCCACACCTGTCCTCCATGTCCTGCACCTGAA
GCTGCTGGCGGCCCTTCCGTGTTTCTGTTCCCTCCAAAGCCTAAGGACACCCTGAT
GATCAGCAGAACCCCTGAAGTGACCTGCGTGGTGGTGGATGTGTCTCACGAGGACC
CAGAAGTGAAGTTCAATTGGTACGTGGACGGCGTGGAAGTGCACAACGCCAAGACC
AAGCCTAGAGAGGAACAGTACAACAGCACCTACAGAGTGGTGTCCGTGCTGACAGT
GCTGCACCAGGATTGGCTGAACGGCAAAGAGTACAAGTGCAAGGTGTCCAACAAGG
CCCTGCCTGCTCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCTAGGGAA
CCCCAGGTTTACACCCTTCCTCCATGCCGGGATGAGCTGACCAAGAACCAGGTGTC
CCTGTGGTGTCTCGTGAAGGGCTTCTACCCCTCCGATATCGCCGTGGAATGGGAGA
GCAATGGCCAGCCTGAGAACAACTACAAGACAACCCCTCCTGTGCTGGACAGCGAC
GGCTCATTCTTCCTGTACAGCAAGCTGACCGTGGACAAGTCCAGATGGCAGCAGGG
CAACGTGTTCAGCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACACAGA
AGTCCCTGTCTCTGAGCCCCGGCAAA
(SEQ ID NO: 26) Signal sequence(1-57)、HT1-11 scFv(61-
795), linker(796-810), C3E-7085-VH(811-1164), CH1(1165-
1458)Hinge(1459-1503), CH2(1504-1833), CH3(1834-2154)
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[Fig. 31]

CX3-0002-HC_k
ATGAAGCACCTGTGGTTCTTTCTGCTGCTGGTGGCCGCTCCTAGATGGGTGCTGTC
TGGACAGGTTCAGCTGGTTCAGTCTGGCGCCGAAGTGAAGAAACCTGGCGCCTCTG
TGAAGGTGTCCTGCAAGGCCTCTGGCTACGCCTTCAGCAACTACCTGATCGAGTGG
GTCCGACAGGCCCCTGGACAAGGACTTGAATGGATGGGCGTGATCAACCCTGGCAG
CGGCGTGACCAACTACAACGAGAAGTTCAAGGGCAGAGTGACCATCACCGCCGACA
CCAGCACAAGCACCGCCTACATGGAACTGAGCAGCCTGAGAAGCGAGGACACCGCC
GTGTACTATTGTGCCAGAGCCGAGGCTTGGTTTGCCTATTGGGGACAGGGCACCCT
GGTCACCGTTAGCTCTGGTGGAGGCGGTTCAGGCGGAGGTGGCAGCGGCGGTGGCG
GGAGTGATATTGTGATGACACAGAGCCCCGACAGCCTGGCCGTGTCTCTTGGAGAA
AGAGCCACCATCAACTGCAAGAGCAGCCAGAGCCTGCTGTACTCCAGCAACCAGAA
GAACTACCTGGCCTGGTATCAGCAGAAGCCCGGCCAGCCTCCTAAGCTGCTGATCT
ACTGGGCCAGCACCAGAGAAAGCGGCGTGCCCGATAGATTTTCTGGCTCTGGCAGC
GGCACCGACTTCACCCTGACAATTTCTAGCCTGCAAGCCGAGGACGTGGCCGTGTA
CTACTGCCAGAGATATTACGGCTACCCCTGGACCTTTGGCCAGGGCACCAAGGTGG
AAATCAAGggaggcggaggatctGAGGTGCAGCTTGTTGAATCAGGTGGCGGACTT
GTGCAGCCTGGCGGAAGCCTCAGACTTAGCTGTGCTGCTTCCGGCGTGACCTTCAA
CTACTACGGCATGAGCTGGATCAGGCAGGCACCTGGAAAGGGCCTCGAGTGGGTTG
CCTCTATCACAAGAAGCGGCGGCAGAATCTACTACCCCGACTCTGTGAAAGGCCGG
TTCACCATCTCCAGAGAGAACACCCAGAAAACACTCTATCTCCAGATGAACTCTCT
GCGCGCCGAAGATACAGCCGTCTATTACTGCACCCTGGACGGCAGAGATGGCTGGG
TTGCATATTGGGGACAGGGAACCCTCGTGACCGTGTCCTCTGCCTCTACAAAGGGC
CCTAGCGTGTTCCCTCTGGCTCCTAGCAGCAAGTCTACCAGCGGAGGAACAGCCGC
TCTGGGCTGTCTGGTCAAGGACTACTTTCCCGAGCCAGTGACAGTGTCCTGGAACT
CTGGCGCTCTGACATCCGGCGTGCACACATTTCCAGCCGTGCTGCAAAGCTCCGGC
CTGTACTCTCTGAGCAGCGTGGTCACAGTGCCAAGCTCTAGCCTGGGCACCCAGAC
CTACATCTGCAATGTGAACCACAAGCCTAGCAACACCAAGGTCGACAAGAGAGTGG
AACCCAAGAGCTGCGACAAGACCCACACCTGTCCTCCATGTCCTGCTCCAGAAGCT
GCAGGCGGCCCTTCCGTGTTTCTGTTCCCTCCAAAGCCTAAGGACACCCTGATGAT
CAGCCGGACACCTGAAGTGACCTGCGTGGTGGTGGATGTGTCCCACGAGGATCCCG
AAGTGAAGTTCAATTGGTACGTGGACGGCGTGGAAGTGCACAACGCCAAGACCAAG
CCTAGAGAGGAACAGTACAACAGCACCTACAGAGTGGTGTCTGTGCTGACAGTGCT
GCACCAGGACTGGCTGAACGGCAAAGAGTACAAGTGCAAGGTGTCCAACAAGGCCC
TGCCTGCTCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCTAGGGAACCC
CAGGTTTACACCCTGCCTCCATGCAGGGATGAGCTGACCAAGAACCAGGTGTCCCT
GTGGTGCCTGGTTAAGGGCTTCTACCCCTCCGATATCGCCGTGGAATGGGAGAGCA
ATGGCCAGCCAGAGAACAACTACAAGACAACCCCTCCTGTGCTGGACTCCGACGGC
TCATTCTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAA
CGTGTTCAGCTGCAGCGTGATGCACGAGGCCCTGCACAACCACTACACACAGAAGT
CCCTGTCTCTGAGCCCCGGCAAA
(SEQ ID NO: 27) Signal sequence(1-57)、hM23-H1L1 scFv(61-
792), linker(793-807), C3E-7085-VH(808-1161), CH1(1162-
1455)Hinge(1458-1500), CH2(1501-1830), CH3(1831-2151)
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[Fig. 32]

RX3-0002-HC_k
ATGAAGCACCTGTGGTTCTTTCTGCTGCTGGTGGCCGCTCCTAGATGGGTGCTGTC
TGGACAGGTGCAGCTGGTGCAGTCTGGCGCCGAAGTGAAGAAACCAGGCGCCAGCG
TGAAGGTGTCCTGCAAGGCCAGCGGCTACACCTTTACCGGCTACTACATGCACTGG
GTGCGCCAGGCTCCAGGCCAGGGACTGGAATGGATGGGCCGGATCAACCCCAATAG
CGGCGGCACCAACTACGCCCAGAAATTCCAGGGCAGAGTGACCATGACCCGGGACA
CCAGCATCAGCACCGCCTACATGGAACTGAGCGGCCTGAGAAGCGACGACACCGCC
GTGTACTACTGTGCCTCTGGCTCTGTGCGGCACCCTTGGGGACAGGGAACACTCGT
GACCGTGTCCAGCGGTGGAGGCGGTTCAGGCGGAGGTGGCAGCGGCGGTGGCGGGA
GTCAGCCTGTGCTGACACAGCCTCCAAGCGCCTCTGGCACACCTGGCCAGAGAGTG
ACAATCAGCTGCAGCGGCAGCAGAAGCAACATCGGCGGCAACATCGTGTCCTGGTA
TCAGCAGTTCCCCGGCACCGCCCCTAGACTGCTGACCTACGCCGACAACCAGAGGC
CTAGCGGCGTGCCCGATAGATTCAGCGGCTCTAAGAGCGGCACCAGCGCCAGCCTG
GCCATCTCTGGCCTGCAGTCTGAGGACGAGGCCGACTACTATTGCGCCGCCTGGGA
CGACAGCCTGAACGGCGTGGTGTTTGGCGGAGGCACCAAGCTGACAGTGCTGGGAG
GCGGAGGATCTGAGGTGCAGCTTGTTGAATCAGGTGGCGGACTTGTGCAGCCTGGC
GGAAGCCTCAGACTTAGCTGTGCTGCTTCCGGCGTGACCTTCAACTACTACGGCAT
GAGCTGGATCAGGCAGGCACCTGGAAAGGGCCTCGAGTGGGTTGCCTCTATCACAA
GAAGCGGCGGCAGAATCTACTACCCCGACTCTGTGAAAGGCCGGTTCACCATCTCC
AGAGAGAACACCCAGAAAACACTCTATCTCCAGATGAACTCTCTGCGCGCCGAAGA
TACAGCCGTCTATTACTGCACCCTGGACGGCAGAGATGGCTGGGTTGCATATTGGG
GACAGGGAACCCTCGTGACCGTGTCCTCTGCCTCTACAAAGGGCCCTAGCGTGTTC
CCTCTGGCTCCTAGCAGCAAGTCTACCAGCGGAGGAACAGCCGCTCTGGGCTGTCT
GGTCAAGGACTACTTTCCCGAGCCAGTGACAGTGTCCTGGAACTCTGGCGCTCTGA
CATCCGGCGTGCACACATTTCCAGCCGTGCTGCAAAGCTCCGGCCTGTACTCTCTG
AGCAGCGTGGTCACAGTGCCAAGCTCTAGCCTGGGCACCCAGACCTACATCTGCAA
TGTGAACCACAAGCCTAGCAACACCAAGGTCGACAAGAGAGTGGAACCCAAGAGCT
GCGACAAGACCCACACCTGTCCTCCATGTCCTGCTCCAGAAGCTGCAGGCGGCCCT
TCCGTGTTTCTGTTCCCTCCAAAGCCTAAGGACACCCTGATGATCAGCCGGACACC
TGAAGTGACCTGCGTGGTGGTGGATGTGTCCCACGAGGATCCCGAAGTGAAGTTCA
ATTGGTACGTGGACGGCGTGGAAGTGCACAACGCCAAGACCAAGCCTAGAGAGGAA
CAGTACAACAGCACCTACAGAGTGGTGTCTGTGCTGACAGTGCTGCACCAGGACTG
GCTGAACGGCAAAGAGTACAAGTGCAAGGTGTCCAACAAGGCCCTGCCTGCTCCTA
TCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCTAGGGAACCCCAGGTTTACACC
CTGCCTCCATGCAGGGATGAGCTGACCAAGAACCAGGTGTCCCTGTGGTGCCTGGT
TAAGGGCTTCTACCCCTCCGATATCGCCGTGGAATGGGAGAGCAATGGCCAGCCAG
AGAACAACTACAAGACAACCCCTCCTGTGCTGGACTCCGACGGCTCATTCTTCCTG
TACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTG
CAGCGTGATGCACGAGGCCCTGCACAACCACTACACACAGAAGTCCCTGTCTCTGA
GCCCCGGCAAA
(SEQ ID NO: 28) Signal sequence(1-57), C3022 scFv(61-
780), linker(781-795), C3E-7085-VH(796-1149), CH1(1150-
1443)Hinge(1444-1488), CH2(1489-1818), CH3(1819-2139)
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[Fig. 33]

TX3-0002-HC_k
MKHLWFFLLLVAAPRWVLSGQVQLVQSGAEVKKPGASVKVSCKASGYTFTTAGMQW
VRQAPGQGLEWMGWINTHSGVPKYAEDFKGRVTISADTSTSTAYLQLSSLKSEDTA
VYYCARSGFGSSYWYFDVWGQGTLVTVSSGGGGSGGGGSGGGGSDIQMTQSPSSLS
ASVGDRVTITCKASQDVSTAVAWYQQKPGKAPKLLIYSASYRYTGVPSRFSGSGSG
TDFTLTISSLQPEDFAVYYCQQHYITPLTFGQGTKLEIKRTGGGGSEVQLVESGGG
LVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVKG
RFTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVTVSSASTK
GPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSS
GLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPE
AAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPRE
PQVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSD
GSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
(SEQ ID NO: 29) Signal sequence(1-19)、HT1-11 scFv(21-
265), linker(266-270), C3E-7085-VH(271-388), CH1(389-
486)Hinge(487-501), CH2(502-611), CH3(612-718)
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[Fig. 34]

CX3-0002-HC_k
MKHLWFFLLLVAAPRWVLSGQVQLVQSGAEVKKPGASVKVSCKASGYAFSNYLIEW
VRQAPGQGLEWMGVINPGSGVTNYNEKFKGRVTITADTSTSTAYMELSSLRSEDTA
VYYCARAEAWFAYWGQGTLVTVSSGGGGSGGGGSGGGGSDIVMTQSPDSLAVSLGE
RATINCKSSQSLLYSSNQKNYLAWYQQKPGQPPKLLIYWASTRESGVPDRFSGSGS
GTDFTLTISSLQAEDVAVYYCQRYYGYPWTFGQGTKVEIKGGGGSEVQLVESGGGL
VQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVKGR
FTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVTVSSASTKG
PSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSG
LYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPEA
AGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTK
PREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREP
QVYTLPPCRDELTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDG
SFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
(SEQ ID NO: 30) Signal sequence(1-19)、hM23-H1L1 scFv(21-
264), linker(265-269), C3E-7085-VH(270-387), CH1(388-
485)Hinge(486-500), CH2(501-610), CH3(611-717)

36/63



[Fig. 35]

RX3-0002-HC_k
MKHLWFFLLLVAAPRWVLSGQVQLVQSGAEVKKPGASVKVSCKASGYTFTGYYMHW
VRQAPGQGLEWMGRINPNSGGTNYAQKFQGRVTMTRDTSISTAYMELSGLRSDDTA
VYYCASGSVRHPWGQGTLVTVSSGGGGSGGGGSGGGGSQPVLTQPPSASGTPGQRV
TISCSGSRSNIGGNIVSWYQQFPGTAPRLLTYADNQRPSGVPDRFSGSKSGTSASL
AISGLQSEDEADYYCAAWDDSLNGVVFGGGTKLTVLGGGGSEVQLVESGGGLVQPG
GSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITRSGGRIYYPDSVKGRFTIS
RENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGQGTLVTVSSASTKGPSVF
PLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSL
SSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPEAAGGP
SVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREE
QYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYT
LPPCRDELTKNQVSLWCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFL
YSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
(SEQ ID NO: 31) Signal sequence(1-19), C3022 scFv(21-
260), linker(261-265), C3E-7085-VH(266-383), CH1(384-
481)Hinge(482-496), CH2(497-606), CH3(607-713)
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[Fig. 36]

Amino acid sequence of C3E-7085 heavy chain CDR1
GVTFNYYG
(SEQ ID NO: 32)

Amino acid sequence of C3E-7085 heavy chain CDR2
ITRSGGRI
(SEQ ID NO: 33)

Amino acid sequence of C3E-7085 heavy chain CDR3
TLDGRDGWVAY
(SEQ ID NO: 34)

Amino acid sequence of C3E-7085 light chain CDR1
TGNIGSNY
(SEQ ID NO: 35)

Amino acid sequence of C3E-7085 light chain CDR2
RDD
(SEQ ID NO: 36)

Amino acid sequence of C3E-7085 light chain CDR3
QSYSSGFI
(SEQ ID NO: 37)

38/63



[Fig. 37]

GGGGS linker
GGGGS
(SEQ ID NO: 38)
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[Fig. 38A]
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[Fig. 38B]
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[Fig. 38C]
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[Fig. 38D]
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[Fig. 38E]
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[Fig. 38F]
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[Fig. 39A]
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[Fig. 39B]
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[Fig. 40A]
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[Fig. 40B]
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[Fig. 41A]

VH VL

VHVL

VH VL

X

Y

X

Y

X

Y

50/63



[Fig. 41B]
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[Fig. 42]
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[Fig. 43A]
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[Fig. 43B]
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[Fig. 44A]
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[Fig. 44B]
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[Fig. 45]
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[Fig. 46]

C3E-7097
EVQLVESGGGLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKCLEWVASITRSGG
RIYYPDSVKGRFTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGQGT
LVTVSSGGGGSGGGGSGGGGSNFMLTQPSSVSGVPGQRVTISCTGNTGNIGSNYVN
WYQQLPGTAPKLLIYRDDKRPSGVPDRFSGSKSGTSASLAITGFQAEDEADYYCQS
YSSGFIFGCGTKLTVL
(SEQ ID NO: 39)
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[Fig. 47]

Amino acid sequence of heavy chain CDR1 of C3E-7093
GVTFNYYG
(SEQ ID NO: 40)

Amino acid sequence of heavy chain CDR2 of C3E-7093
ITSSGGRI
(SEQ ID NO: 41)

Amino acid sequence of heavy chain CDR3 of C3E-7093
TLDGRDGWVAY
(SEQ ID NO: 42)

Amino acid sequence of light chain CDR1 of C3E-7093
TGNIGSNY
(SEQ ID NO: 43)

Amino acid sequence of light chain CDR2 of C3E-7093
RND
(SEQ ID NO: 44)

Amino acid sequence of light chain CDR3 of C3E-7093
QSYSSGFI
(SEQ ID NO: 45)
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[Fig. 48]

C3E-7093-Fab
EVQLVESGGGLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITSSGG
RIYYPDSVKGRFTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGQGT
LVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGV
HTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRV
(SEQ ID NO: 46)
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[Fig. 49]

C3E-7093-LC
NFMLTQPHSVSESPGKTVTISCKRNTGNIGSNYVNWYQQHEGSSPTTIIYRNDKRP
DGVSDRFSGSIDRSSKSASLTISNLKTEDEADYFCQSYSSGFIFGGGTKLTVLGQP
KAAPSVTLFPPSSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPS
KQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS
(SEQ ID NO: 47)
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[Fig. 50]

C3E-7098
EVQLVESGGGLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKGLEWVASITSSGG
RIYYPDSVKGRFTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGCGT
LVTVSSGGGGSGGGGSGGGGSNFMLTQPHSVSESPGKTVTISCKRNTGNIGSNYVN
WYQQHEGSCPTTIIYRNDKRPDGVSDRFSGSIDRSSKSASLTISNLKTEDEADYFC
QSYSSGFIFGGGTKLTVL
(SEQ ID NO: 48)
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[Fig. 51]

C3E-7099
EVQLVESGGGLVQPGGSLRLSCAASGVTFNYYGMSWIRQAPGKCLEWVASITSSGG
RIYYPDSVKGRFTISRENTQKTLYLQMNSLRAEDTAVYYCTLDGRDGWVAYWGQGT
LVTVSSGGGGSGGGGSGGGGSNFMLTQPHSVSESPGKTVTISCKRNTGNIGSNYVN
WYQQHEGSSPTTIIYRNDKRPDGVSDRFSGSIDRSSKSASLTISNLKTEDEADYFC
QSYSSGFIFGCGTKLTVL
(SEQ ID NO: 49)
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