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Sequence Listing

SEQ ID NQO:1 HCDR1-F018/F063/J004/J042/N049
GGSI

SEQ ID NQO:2 HCDR2-F018/F063/J004/J042/N049
IYSSGST

SEQ ID NO:3 HCDR3-FO018
VAWFGDLLSLKGVEL

SEQ ID NO:4 HCDR3-F063/J004/J042/N049
VVWFGDLLSLKGVEL

SEQ ID NO:5 LCDR1-F018/J042
SSNIGSNY

SEQ ID NO:6 LCDR1-F063/N049
SSNIGSKN

SEQ ID NO:7 LCDR1-J004
SSNIGSSY

SEQ ID NO:8 LCDR2-F018/F063/J004/J042/N049
RNN

SEQ ID NO:9 LCDR3-F018
AAWDDSLSAWV

SEQ ID NO:10 LCDR3-F063/J004/J042/N049
AAWDDSLSGWV

SEQ ID NO:11 HCDR1-I022
GGSISSTSYY

SEQ ID NO:12 HCDR2-I022
ISYSGST

SEQ ID NO:13 HCDR3-1I022
ARILWEFGEYLGDY

SEQ ID NO:14 LCDR1-1I022
QSVSNY

SEQ ID NO:15 LCDR2-1I022
GAS

SEQ ID NO:16 LCDR3-1I022
QOYYSTPWT

SEQ ID NO:17 HCDR1-N038
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GYSISSGYY

SEQ ID NO:18 HCDR2-N038
SNHSGST

SEQ ID NO:19 HCDR3-N038
AREAGYSSSWYFEFDY

SEQ ID NO:20 LCDR1-N038
SSNIGNNY

SEQ ID NO:21 LCDR2-N038
DNN

SEQ ID NO:22 LCDR3-N038
GTWDSSLSAWV

SEQ ID NO:23 VH-F018 (aa7-117 of 117, NA)
TCTGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCACTGTCTCTGGTGG
CTCCATCTGGGGCTGGATCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGAGTATCT
ATTCTAGTGGGAGCACCTACTACAACCCGTCCCTCAAGAGTCGAGTCACCACATCCGTAGAC
ACGTCCAAGAACCAGTTCTCCCTGAGGCTGAGCTCTGTGACCGCCGCAGACACGGCTGTGTA
TTACTGTGTGGCGTGGTTCGGGGACTTATTATCGTTGAAGGGGGTTGAATTGTGGGGCCAGG
GAACCCTGGTCACCGTCTCCTCA

SEQ ID NO:24 VH-F018 (aa’7-117 of 117, AA)
SGPGLVKPSETLSLTCTVSGGS IWNGWIRQPPGKGLEWIGSIYSSGSTYYNPSLKSRVTTSVD
TSKNQFSLRLSSVTAADTAVYYCVAWEGDLLSLKGVELWGQGTLVTVSS

SEQ ID NO:25 VL-F018 (2aab5-107 of 110, NA)
ACTCAGCCACCTTCAGCGTCTGGGACCCCCGGGCAGAGGGTCACCATCTCTTGTTCTGGAAG
CAGCTCCAACATCGGAAGTAATTATGTATACTGGTACCAGCAGCTCCCAGGAACGGCCCCCA
AACTCCTCATCTATAGGAATAATCAGCGGCCCTCAGGGGTCCCTGACCGATTCTCTGGCTCC
AAGTCTGGCACCTCAGCCTCCCTGGCCATCAGTGGGCTCCGGTCCGAGGATGAGGCTGATTA
TTACTGTGCAGCATGGGATGACAGCCTGAGTGCTTGGGTGTTCGGCGGAGGCACCCAGCTG

SEQ ID NO:26 VL-F018 (2ab5-107 of 110, AA)
TOPPSASGTPGORVTIISCSGSSSNIGSNYVYWYQOLPGTAPKLLIYRNNORPSGVPDRESGS
KSGTSASLAISGLRSEDEADYYCAAWDDSLSAWVEGGGTQL

SEQ ID NO:27 VH-F063 (aa’7-117 of 117, NA)
TCTGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCACTGTCTCTGGTGG
CTCCATCTGGGGCTGGATCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGAGTATCT
ATTCTAGTGGGAGCACCTACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCCGTAGAC
ACGTCCAAGAACCAGTTCTCCCTGAGGCTGAGCTCTGTGACCGCCGCAGACACGGCTGTGTA
TTACTGTGTGGTGTGGTTCGGGGACTTATTATCGTTGAAGGGGGTCGAATTGTGGGGCCAGG
GAACCCTGGTCACCGTCTCCTCA

SEQ ID NO:28 VH-F063-J042 (aa’7-117 of 117, AA)
SGPGLVKPSETLSLTCTVSGGS IWNGWIRQPPGKGLEWIGSIYSSGSTYYNPSLKSRVTISVD
TSKNQFSLRLSSVTAADTAVYYCVVWEGDLLSLKGVELWGQGTLVTVSS
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SEQ ID NO:29 VH-J042 (aa’7-117 of 117, NA)
TCGGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCACTGTCTCTGGTGG
CTCCATCTGGGGCTGGATCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGAGTATCT
ATTCTAGTGGGAGCACCTACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCCGTAGAC
ACGTCCAAGAACCAGTTCTCCCTGAGGCTGAGCTCTGTGACCGCCGCAGACACGGCTGTGTA
TTACTGTGTGGTGTGGTTCGGGGACTTATTATCGTTGAAGGGGGTTGAATTGTGGGGCCAGG
GAACCCTGGTCACCGTCTCCTCA

SEQ ID NO:30 VL-F063 (aab5-107 of 110, NA)
ACTCAGCCACCCTCAGTGTCTGGGACCCCCGGGCAGAGGGTCACCGTCTCTTGTTCTGGAAG
CAGCTCTAACATCGGAAGTAAAAATGTATACTGGTACCAGCAGCTCCCAGGAACGGCCCCCA
AACTCCTCATCTATAGGAATAATCAGCGGCCCTCAGGGGTCCCTGACCGATTCTCTGGCTCC
AAGTCTGGCACCTCAGCCTCCCTGGCCATCAGTGGGCTCCGGTCCGAGGATGAGGCTGATTA
TTACTGTGCAGCATGGGATGACAGCCTGAGTGGTTGGGTGTTCAGCGGAGGCACCAAGGTG

SEQ ID NO:31 VL-F063 (a2aab-107 of 110, AA)
TOPPSVSGTPGORVIVSCSGSSSNIGSKNVYWYQOLPGTAPKLLIYRNNORPSGVPDRESGS
KSGTSASLAISGLRSEDEADYYCAAWDDSLSGWVESGGTKV

SEQ ID NO:32 VH-J004 (aa’7-117 of 117, NA)
TCTGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGTCCCACACCTGCACTGTCTCTGGTGG
CTCCATCTGGGGCTGGATCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGAGTATCT
ATTCTAGTGGGAGCACCTACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCCGTAGAC
ACGTCCAAGAACCAGTTCTCCCTGAGGCTGAGCTCTGTGACCGCCGCAGACACGGCTGTGTA
TTACTGTGTGGTGTGGTTCGGGGACTTATTATCGTTGAAGGGGGTTGAATTGTGGGGCCAGG
GAACCCTGGTCACCGTCTCCTCA

SEQ ID NO:33 VH-J004 (aa’7-117 of 117, AA)
SGPGLVKPSETLSHTCTVSGGS INGWIRQPPGKGLEWIGSIYSSGSTYYNPSLKSRVTISVD
TSKNQFSLRLSSVTAADTAVYYCVVWEGDLLSLKGVELWGQGTLVTVSS

SEQ ID NO:34 VL-J004 (2ab-107 of 110, NA)
ACGCAGCCGCCCTCAGTGTCTGGGACCCCCGGGCAGAGGGTCACCATCTCTTGTTCTGGAAG
CAGCTCCAACATCGGAAGTAGTTATGTATACTGGTACCAGCAGCTCCCAGGAACGGCCCCCA
AACTCCTCATCTATAGGAATAATCAGCGGCCCTCAGGGGTCCCTGACCGATTCTCTGGCTCC
AAGTCTGGCACCTCAGCCTCCCTGGCCATCAGTGGGCTCCGGTCCGAGGATGAGGCTGATTA
TTACTGTGCAGCATGGGATGACAGCCTGAGTGGTTGGGTGTTCGGCGGAGGCACCGAGCTG

SEQ ID NO:35 VL-J004 (aab5-107 of 110, AA)
TOPPSVSGTPGORVTISCSGSSSNIGSSYVYWYQOLPGTAPKLLIYRNNQRPSGVPDRESGS
KSGTSASLAISGLRSEDEADYYCAAWDDSLSGWVEGGGTEL

SEQ ID NO:36 VL-J042 (a2ab-107 of 110, NA)
ACCCAGGAGCCCTCAGTGTCTGGGACCCCCGGGCAGAGGGTCACCATCTCTTGTTCTGGAAG
CAGCTCCAACATCGGAAGTAATTATGTATACTGGTACCAGCAGCTCCCAGGAACGGCCCCCA
AACTCCTCATCTATAGGAATAATCAGCGGCCCTCAGGGGCCCCTGACCGATTCTCTGGCTCC
AAGTCTGGCACCTCAGCCTCCCTGGCCATCAGTGGGCTCCGGTCCGAGGATGAGGCTGATTA
TTACTGTGCAGCATGGGATGACAGCCTGAGTGGTTGGGTGTTCGGCGGAGGGACCAAGCTG

SEQ ID NO:37 VL-J042 (2ab-107 of 110, AA)
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TOEPSVSGTPGORVTISCSGSSSNIGSNYVYWYQOLPGTAPKLLIYRNNORPSGAPDRESGS
KSGTSASLAISGLRSEDEADYYCAAWDDSLSGWVEGGGTKL

SEQ ID NO:38 VH-N049 (aa’7-117 of 117, NA)
TCTGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCACTGTCTCTGGTGG
TTCCATCTGGGGCTGGATCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGAGTATCT
ATTCTAGTGGGAGCACCTACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCCGTAGAC
ACGTCCGAGAACCAGTTCTCCCTGAGGCTGAGCTCTGTGACCGCCGCAGACACGGCTGTGTA
TTACTGTGTGGTGTGGTTCGGGGACTTATTATCGTTGAAGGGGGTTGAATTGTGGGGCCAGG
GAACCCTGGTCACCGTCTCCTCA

SEQ ID NO:39 VH-N049 (aa’7-117 of 117, AA)
SGPGLVKPSETLSLTCTVSGGS IWNGWIRQPPGKGLEWIGSIYSSGSTYYNPSLKSRVTISVD
TSENQFSLRLSSVTAADTAVYYCVVWEGDLLSLKGVELWGQGTLVTVSS

SEQ ID NO:40 VL-N049 (a2ab5-107 of 110, NA)
ACTCAGCCACCCACAGTGTCTGGGACCCCCGGGCAGAGGGTCACCATCTCTTGTTCTGGAAG
CAGCTCCAACATCGGAAGTAAAAATGTATACTGGTACCAGCAGCTCCCAGGAACGGCCCCCA
AACTCCTCATCTATAGGAATAATCAGCGGCCCTCAGGGGTCCCTGACCGATTCTCTGGCTCC
AAGTCTGGCACCTCAGCCTCCCTGGCCATCAGTGGGCTCCGGTCCGAGGATGAGGCTGATTA
TTACTGTGCAGCATGGGATGACAGCCTGAGTGGTTGGGTGTTCGGCGGAGGCACCAAGGTG

SEQ ID NO:41 VL-N049 (a2ab5-107 of 110, AA)
TOPPTVSGTPGORVTISCSGSSSNIGSKNVYWYQOLPGTAPKLLIYRNNORPSGVPDRESGS
KSGTSASLAISGLRSEDEADYYCAAWDDSLSGWVEGGGTKV

SEQ ID NO:42 VH-I022 (aa’7-121 of 121, NA)
TCGGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCACTGTCTCTGGTGG
CTCCATCAGCAGTACTAGTTACTACTGGGGCTGGATCCGCCAGCCCCCAGGGAAGGGGLTGG
AGTGGATTGGGAGTATCTCTTATAGTGGGAGCACCTACTACAACCCGTCCCTCAAGAGTCGA
GTCACCATATCCGTAGACACGTCCAAGAACCAGTTCTCCCTGAAGCTGACCTCTGTGACCGC
CGCAGACACGGCTGTGTATTACTGTGCGAGGATACTATGGTTCGGAGAGTACCTAGGGGACT
ACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCA

SEQ ID NO:43 VH-I022 (aa’7-121 of 121, AA)
SGPGLVKPSETLSLTCTVSGGSISSTSYYWGWIRQPPGKGLEWIGSISYSGSTYYNPSLKSR
VIISVDTSKNQEFSLKLTSVTIAADTAVYYCARILWEFGEYLGDYWGQGTLVTIVSS

SEQ ID NO:44 VL-I022 (2ab5-104 of 107, NA)
ACCCAGTCTCCAGGCACCCTGTCTTTGTCTCCAGGGGAAAGAGCCACCCTCTCCTGCAGGGC
CAGTCAGAGTGTTAGCAACTACTTAGCCTGGTACCAGCAGAAACCTGGCCAGGCTCCCAGGC
TCCTCATCTATGGTGCATCCAGCAGGGCCACTGGCATCCCAGACAGGTTCAGTGGCAGTGGG
TCTGGGACAGACTTCACTCTCACCATCAGCAGACTGGAGCCTGAAGATTTTGCAGTGTATCA
CTGTCAGCAATATTATAGTACTCCGTGGACGTTCGGCCAAGGGACCAAAGTG

SEQ ID NO:45 VL-I022 (2ab5-104 of 107, AA)
TOSPGTLSLSPGERATLSCRASQSVSNYLAWYQQOKPGQAPRLLIYGASSRATGIPDRESGSG
SGTDFTLTISRLEPEDFAVYHCQOYYSTPWTEFGOGTKV

SEQ ID NO:46 VH-NO38 (aa’7-121 of 121, NA)
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TCTGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCGCTGTCTCTGGTTA
CTCCATCAGCAGTGGTTACTACTGGGGCTGGATCCGGCAGCCCCCAGGGAAGGGGCTGGAGT
GGATTGGGAGTAGCAATCATAGTGGGAGCACCTACTACAACCCGTCCCTCAGGAGTCGAGTC
ACCATATCAGTAGACACGTCCAAGAACCAATTCTCCCTGAAGGTGAACTCTGTGACCGCCGC
AGACACGGCCGTTTATTACTGTGCGAGAGAGGCGGGGTATAGCAGCAGCTGGTACTTTGACT
ACTGGGGTCAGGGAACCCTGGTCACCGTCTCCTCA

SEQ ID NO:47 VH-NO038 (aa’7-121 of 121, AA)
SGPGLVKPSETLSLTCAVSGYSISSGYYWGWIRQPPGKGLEWIGSSNHSGSTYYNPSLRSRV
TISVDTSKNQESLKVNSVTAADTAVYYCAREAGYSSSWYEDYWGQGTLVTVSS

SEQ ID NO:48 VL-NO038 (aab-107 of 110, NA)
ACGCAGCCGCCCTCAGTGTCTGCGGCCCCAGGACAGAAGGTCACCATCTCCTGCTCTGGAAG
CAGCTCCAACATTGGGAATAATTATGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCA
AACTCCTCATTTATGACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTGGCTCC
AAGTCTGGCACGTCAGCCACCCTGGGCATCACCGGACTCCAGACTGGGGACGAGGCCGATTA
TTACTGCGGAACATGGGATAGCAGCCTGAGTGCTTGGGTGTTCGGCGGAGGGACCCAGCTG

SEQ ID NO:49 VL-NO038 (a2aab-107 of 110, AA)
TOPPSVSAAPGOKVTISCSGSSSNIGNNYVSWYQOLPGTAPKLLIYDNNKRPSGIPDRESGS
KSGTSATLGITGLOTGDEADYYCGTWDSSLSAWVEGGGTQL

SEQ ID NO:50 VH (aal-6, preferred sequence for all, AA)
0X.1QLOX,, wherein X; 1s selected from V and L, and wherein X, 1is
selected from E and Q

SEQ ID NO:51 VL (aal-4, preferred sequence for F018, F063,
J004, J042, N049, N038, AA)
QSVL

SEQ ID NO:52 VL (aal-4, preferred sequence for 1022, AA)
EIVX;, wherein X; is selected from L and M

SEQ ID NO:53 VL (aal08-110, preferred sequence for F018, F063,
J004, J042, N049, N038, AA)
TVL

SEQ ID NO:54 VL (a2al05-107, preferred sequence for 1022, AA)
X1IK, wherein Al is selected from D and E

SEQ ID NO:55 F018 gamma 2 heavy chain (with flanking sequence
and signal peptide)
MDWTWRILFLVAAATGAHSOMOLLESGPGLVKPSETLSLTCTVSGGSIWGWIRQPPGKGLEW
IGSIYSSGSTYYNPSLKSRVTITSVDTSKNQFSLRLSSVTAADTAVYYCVAWFGDLLSLKGVE
LWGQGTLVTVSSASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGY
HTFPAVLOSSGLYSLSSVVIVPSSNEGTQTYTCNVDHKPSNTKVDKTVERKCCVECPPCPAP
PVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVQEFNWYVDGVEVHNAKTKPREEQ
FNSTFRVVSVLTVVHODWLNGKEYKCKVSNKGLPAPTIEKTISKTKGOQPREPOQVYTLPPSREE
MTKNQVSLTCLVKGEYPSDIAVEWESNGOQPENNYKTTPPMLDSDGSEFFLYSKLTVDKSRWQQ
GNVFSCSVMHEALHNHYTOKSLSLSPGK
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SEQ ID NO:56 F018 lambda light chain (with flanking sequences
and signal peptide)
MAWALLLLTLLTQGTGSWAQSELTQPPSASGTPGQRVTISCSGSSSNIGSNYVYWYQQLPGT
APKLLIYRNNQRPSGVPDREFSGSKSGTSASLATISGLRSEDEADYYCAAWDDSLSAWVEGGGT
QLDILGOPKAAPSVTLFPPSSEELOANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTT
PSKOSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS

SEQ ID NO:57 fully human F018 gamma 2 heavy chain (with
flanking segquence and signal peptide)
MKHLWFFLLLVAAPRWVLSQLOLOESGPGLVKPSETLSLTCTVSGGSIWGWIRQPPGKGLEW
IGSIYSSGSTYYNPSLKSRVTITSVDTSKNQFSLRLSSVTAADTAVYYCVAWFGDLLSLKGVE
LWGQGTLVTVSSASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGY
HTFPAVLOSSGLYSLSSVVIVPSSNEGTQTYTCNVDHKPSNTKVDKTVERKCCVECPPCPAP
PVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVOFNWYVDGVEVHNAKTKPREEQ
FNSTFRVVSVLTVVHODWLNGKEYKCKVSNKGLPAPTEKTISKTKGQPREPQVYTLPPSREE
MTKNQVSLTCLVKGEFYPSDIAVEWESNGOQPENNYKTTPPMLDSDGSEFEFLYSKLTVDKSRWQQ
GNVFSCSVMHEALHNHYTOKSLSLSPGK

SEQ ID NO:58 fully human F018 lambda light chain (with
flanking segquences and signal peptide)
MAGFPLLLTLLTHCAGSWAQSVLTQPPSASGTPGQRVTISCSGSSSNIGSNYVYWYQQLPGT
APKLLIYRNNQRPSGVPDREFSGSKSGTSASLATISGLRSEDEADYYCAAWDDSLSAWVEGGGT
OLTVLGOPKAAPSVTLFPPSSEELOANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTT
PSKOSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS

SEQ ID NO:59 scFv-F018 Sfil-fragment (NA)
NGGCCCAGGCGGCCGAGCTCGTGCTGACTCAGCCACCTTCAGCGTCTGGGACCCCCGGGCAG
AGGGTCACCATCTCTTGTTCTGGAAGCAGCTCCAACATCGGAAGTAATTATGTATACTGGTA
CCAGCAGCTCCCAGGAACGGCCCCCAAACTCCTCATCTATAGGAATAATCAGCGGCCCTCAG
GGGTCCCTGACCGATTCTCTGGCTCCAAGTCTGGCACCTCAGCCTCCCTGGCCATCAGTGGG
CTCCGGTCCGAGGATGAGGCTGATTATTACTGTGCAGCATGGGATGACAGCCTGAGTGCTTG
GGTGTTCGGCGGAGGCACCCAGCTGACCGTCCTCGGTGGTGGTTCCTCTAGATCTTCCTCCT
CTGGTGGCGGTGGCTCGGGCGGTGGTGGGGAGGTGCAGCTGGTGCAGTCTGGCCCAGGACTG
GTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCACTGTCTCTGGTGGCTCCATCTGGGGCTG
GATCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGAGTATCTATTCTAGTGGGAGCA
CCTACTACAACCCGTCCCTCAAGAGTCGAGTCACCACATCCGTAGACACGTCCAAGAACCAG
TTCTCCCTGAGGCTGAGCTCTGTGACCGCCGCAGACACGGCTGTGTATTACTGTGTGGCGTG
GTTCGGGGACTTATTATCGTTGAAGGGGGTTGAATTGTGGGGCCAGGGAACCCTGGTCACCG
TCTCCTCAGCTTCCACCAAGGGCCCATCGGTCACTAGTGGCCAGGCCGGCECN

SEQ ID NO:60 scFv-F018 Sfil-fragment (AA)
XAELVLTQPPSASGTPGQRVTISCSGSSSNIGSNYVYWYQOLPGTAPKLLIYRNNQRPSGVP
DRESGSKSGTSASLATISGLRSEDEADYYCAAWDDSLSAWVEGGGTQLTVLGGGSSRSSSSGG
GGSGGGGEVQOLVOSGPGLVKPSETLSLTCTVSGGSIWGWIRQPPGKGLEWIGSIYSSGSTYY
NPSLKSRVTTSVDTSKNQFSLRLSSVTAADTAVYYCVAWEFGDLLSLKGVELWGQGTLVTVSS
ASTKGPSVTSGQA

SEQ ID NO:6l scFv-F063 Sfil-fragment (NA)

NGGCCCAGGCGGCCGAGCTCGTGCTGACTCAGCCACCCTCAGTGTCTGGGACCCCCGGGCAG
AGGGTCACCGTCTCTTGTTCTGGAAGCAGCTCTAACATCGGAAGTAAAAATGTATACTGGTA
CCAGCAGCTCCCAGGAACGGCCCCCAAACTCCTCATCTATAGGAATAATCAGCGGCCCTCAG
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GGGTCCCTGACCGATTCTCTGGCTCCAAGTCTGGCACCTCAGCCTCCCTGGCCATCAGTGGG
CTCCGGTCCGAGGATGAGGCTGATTATTACTGTGCAGCATGGGATGACAGCCTGAGTGGTTG
GGTGTTCAGCGGAGGCACCAAGGTGACCGTCCTAGGTGGTGGTTCCTCTAGATCTTCCTCCT
CTGGTGGCGGTGGCTCGGGCEGETGGTGGGGAGGTGCAGCTGGTGGAGTCTGGCCCAGGALCTG
GTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCACTGTCTCTGGTGGCTCCATCTGGGGCTG
GATCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGAGTATCTATTCTAGTGGGAGCA
CCTACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCCGTAGACACGTCCAAGAACCAG
TTCTCCCTGAGGCTGAGCTCTGTGACCGCCGCAGACACGGCTGTGTATTACTGTGTGGTGTG
GTTCGGGGACTTATTATCGTTGAAGGGGGTCGAATTGTGGGGCCAGGGAACCCTGGTCACCG
TCTCCTCAGCTTCCACCAAGGGCCCATCGGTCACTAGTGGCCAGGCCGGCCEN

SEQ ID NO:62 scFv-F063 Sfil-fragment (AA)
XAELVLTQPPSVSGTPGQORVTVSCSGSSSNIGSKNVYWYQOLPGTAPKLLIYRNNQRPSGVP
DRESGSKSGTSASLATISGLRSEDEADYYCAAWDDSLSGWVESGGTKVTVLGGGSSRSSSSGG
GGSGGGGEVQLVESGPGLVKPSETLSLTCTVSGGSIWGWIRQPPGKGLEWIGSIYSSGSTYY
NPSLKSRVTISVDTSKNQFSLRLSSVTAADTAVYYCVVWEGDLLSLKGVELWGQGTLVTVSS
ASTKGPSVTSGQA

SEQ ID NO:63 scFv-J004 Sfil-fragment (NA)
NGGCCCAGGCGGCCGGGCTCGTGGTGACGCAGCCGCCCTCAGTGTCTGGGACCCCCGGGCAG
AGGGTCACCATCTCTTGTTCTGGAAGCAGCTCCAACATCGGAAGTAGTTATGTATACTGGTA
CCAGCAGCTCCCAGGAACGGCCCCCAAACTCCTCATCTATAGGAATAATCAGCGGCCCTCAG
GGGTCCCTGACCGATTCTCTGGCTCCAAGTCTGGCACCTCAGCCTCCCTGGCCATCAGTGGG
CTCCGGTCCGAGGATGAGGCTGATTATTACTGTGCAGCATGGGATGACAGCCTGAGTGGTTG
GGTGTTCGGCGGAGGCACCGAGCTGACCGTCCTCGGTGGTGGTTCCTCTAGATCTTCCTCCT
CTGGTGGCGGTGGCTCGGGCGGTGGTGGGGAGGTGCAGCTGGTGGAGTCTGGCCCAGGACTG
GTGAAGCCTTCGGAGACCCTGTCCCACACCTGCACTGTCTCTGGTGGCTCCATCTGGGGCTG
GATCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGAGTATCTATTCTAGTGGGAGCA
CCTACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCCGTAGACACGTCCAAGAACCAG
TTCTCCCTGAGGCTGAGCTCTGTGACCGCCGCAGACACGGCTGTGTATTACTGTGTGGTGTG
GTTCGGGGACTTATTATCGTTGAAGGGGGTTGAATTGTGGGGCCAGGGAACCCTGGTCACCG
TCTCCTCAGCTTCCACCAAGGGCCCATCGGTCACTAGTGGCCAGGCCGGCECN

SEQ ID NO:64 scFv-J004 Sfil-fragment (AA)
XAGLVVTQPPSVSGTPGORVTISCSGSSSNIGSSYVYWYQOLPGTAPKLLIYRNNQRPSGVP
DRESGSKSGTSASLATISGLRSEDEADYYCAAWDDSLSGWVEFGGGTELTVLGGGSSRSSSSGG
GGSGGGGEVQLVESGPGLVKPSETLSHTCTVSGGSIWGWIRQPPGKGLEWIGSIYSSGSTYY
NPSLKSRVTISVDTSKNQFSLRLSSVTAADTAVYYCVVWEGDLLSLKGVELWGQGTLVTVSS
ASTKGPSVTSGQA

SEQ ID NO:65 scFv-J042 Sfil-fragment (NA)

NGGCCCAGGCGGCCGAGCACGTGGTGACCCAGGAGCCCTCAGTGTCTGGGACCCCCGGGCAG
AGGGTCACCATCTCTTGTTCTGGAAGCAGCTCCAACATCGGAAGTAATTATGTATACTGGTA
CCAGCAGCTCCCAGGAACGGCCCCCAAACTCCTCATCTATAGGAATAATCAGCGGCCCTCAG
GGGCCCCTGACCGATTCTCTGGCTCCAAGTCTGGCACCTCAGCCTCCCTGGCCATCAGTGGG
CTCCGGTCCGAGGATGAGGCTGATTATTACTGTGCAGCATGGGATGACAGCCTGAGTGGTTG
GGTGTTCGGCGGAGGGACCAAGCTGACCGTCCTAGGCGGTGGTTCCTCTAGATCTTCCTCCT
CTGGTGGCGGTGGCTCGGGCGGTGGTGGGCAGGTGCAGCTGCAGGAGTCGGGCCCAGGACTG
GTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCACTGTCTCTGGTGGCTCCATCTGGGGCTG
GATCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGAGTATCTATTCTAGTGGGAGCA
CCTACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCCGTAGACACGTCCAAGAACCAG
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TTCTCCCTGAGGCTGAGCTCTGTGACCGCCGCAGACACGGCTGTGTATTACTGTGTGGTGTG
GTTCGGGGACTTATTATCGTTGAAGGGGGTTGAATTGTGGGGCCAGGGAACCCTGGTCACCG
TCTCCTCAGCTTCCACCAAGGGCCCATCGGTCACTAGTGGCCAGGCCGGCCEN

SEQ ID NO:66 scFv-J042 Sfil-fragment (AA)
XAEHVVTQEPSVSGTPGORVTISCSGSSSNIGSNYVYWYQOLPGTAPKLLIYRNNQRPSGAP
DRESGSKSGTSASLATISGLRSEDEADYYCAAWDDSLSGWVEFGGGTKLTVLGGGSSRSSSSGG
GGSGGGGOVOLOESGPGLVKPSETLSLTCTVSGGSIWGWIRQPPGKGLEWIGSIYSSGSTYY
NPSLKSRVTISVDTSKNQFSLRLSSVTAADTAVYYCVVWEGDLLSLKGVELWGQGTLVTVSS
ASTKGPSVTSGQA

SEQ ID NO:67 scFv-N049 Sfil-fragment (NA)
NGGCCCAGGCGGCCGAGCTCGTGCTGACTCAGCCACCCACAGTGTCTGGGACCCCCGGGCAG
AGGGTCACCATCTCTTGTTCTGGAAGCAGCTCCAACATCGGAAGTAAAAATGTATACTGGTA
CCAGCAGCTCCCAGGAACGGCCCCCAAACTCCTCATCTATAGGAATAATCAGCGGCCCTCAG
GGGTCCCTGACCGATTCTCTGGCTCCAAGTCTGGCACCTCAGCCTCCCTGGCCATCAGTGGG
CTCCGGTCCGAGGATGAGGCTGATTATTACTGTGCAGCATGGGATGACAGCCTGAGTGGTTG
GGTGTTCGGCGGAGGCACCAAGGTGACCGTCCTAGGTGGTGGTTCCTCTAGATCTTCCTCCT
CTGGTGGCGGTGGCTCGGGCGGTGGTGGGCAGATCACCTTGAAGGAGTCTGGCCCAGGACTG
GTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCACTGTCTCTGGTGGTTCCATCTGGGGCTG
GATCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGAGTATCTATTCTAGTGGGAGCA
CCTACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCCGTAGACACGTCCGAGAACCAG
TTCTCCCTGAGGCTGAGCTCTGTGACCGCCGCAGACACGGCTGTGTATTACTGTGTGGTGTG
GTTCGGGGACTTATTATCGTTGAAGGGGGTTGAATTGTGGGGCCAGGGAACCCTGGTCACCG
TCTCCTCAGCTTCCACCAAGGGCCCATCGGTCACTAGTGGCCAGGCCGGCECN

SEQ ID NO:68 scFv-N049 Sfil-fragment (AA)
XAELVLTQPPTVSGTPGQORVTISCSGSSSNIGSKNVYWYQOLPGTAPKLLIYRNNQRPSGVP
DRESGSKSGTSASLATISGLRSEDEADYYCAAWDDSLSGWVEFGGGTKVTVLGGGSSRSSSSGG
GGSGGGGOITLKESGPGLVKPSETLSLTCTVSGGSIWGWIRQPPGKGLEWIGSIYSSGSTYY
NPSLKSRVTISVDTSENQFSLRLSSVTAADTAVYYCVVWEGDLLSLKGVELWGQGTLVTVSS
ASTKGPSVTSGQA

SEQ ID NO:69 scFv-I1022 Sfil-fragment (NA)
NGGCCCAGGCGGCCGAGCTCCACATGACCCAGTCTCCAGGCACCCTGTCTTTGTCTCCAGGG
GAAAGAGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGTTAGCAACTACTTAGCCTGGTACCA
GCAGAAACCTGGCCAGGCTCCCAGGCTCCTCATCTATGGTGCATCCAGCAGGGCCACTGGCA
TCCCAGACAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCACTCTCACCATCAGCAGACTG
GAGCCTGAAGATTTTGCAGTGTATCACTGTCAGCAATATTATAGTACTCCGTGGACGTTCGG
CCAAGGGACCAAAGTGGATATCAAAGGTGGTTCCTCTAGATCTTCCTCCTCTGGTGGCGGTG
GCTCGGGCGGTGGTGGGCAGGTGCAGCTGCAGGAGTCGGGCCCAGGACTGGTGAAGCCTTCG
GAGACCCTGTCCCTCACCTGCACTGTCTCTGGTGGCTCCATCAGCAGTACTAGTTACTACTG
GGGCTGGATCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGAGTATCTCTTATAGTG
GGAGCACCTACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCCGTAGACACGTCCAAG
AACCAGTTCTCCCTGAAGCTGACCTCTGTGACCGCCGCAGACACGGCTGTGTATTACTGTGC
GAGGATACTATGGTTCGGAGAGTACCTAGGGGACTACTGGGGCCAGGGAACCCTGGTCACCG
TCTCCTCAGCCTCCACCAAGGGCCCATCGGTCACTAGTGGCCAGGCCGGCECN

SEQ ID NO:70 scFv-I022 Sfil-fragment (AA)
XAELHMTQSPGTLSLSPGERATLSCRASQOSVSNYLAWYQQOKPGOAPRLLIYGASSRATGIPD
RESGSGSGTDFTLTISRLEPEDFAVYHCQOYYSTPWTFGQGTKVDIKGGSSRSSSSGGGGSG
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GGGOVOQLOESGPGLVKPSETLSLTCTVSGGSISSTSYYWGWIRQPPGKGLEWIGSISYSGST
YYNPSLKSRVTISVDTSKNQEFSLKLTSVIAADTAVYYCARILWEFGEYLGDYWGQGTLVTIVSS
ASTKGPSVTSGOA

SEQ ID NO:71 scFv-N038 Sfil-fragment (NA)
NGGCCCAGGCGGCCGAGCTCCTGGTGACGCAGCCGCCCTCAGTGTCTGCGGCCCCAGGACAG
AAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAATTATGTATCCTGGTA
CCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTCATTTATGACAATAATAAGCGACCCTCAG
GGATTCCTGACCGATTCTCTGGCTCCAAGTCTGGCACGTCAGCCACCCTGGGCATCACCGGA
CTCCAGACTGGGGACGAGGCCGATTATTACTGCGGAACATGGGATAGCAGCCTGAGTGCTTG
GGTGTTCGGCGGAGGGACCCAGCTGACCGTCCTCGGCGGTGGTTCCTCTAGATCTTCCTCCT
CTGGTGGCGGTGGCTCGGGCGGTGGTGGAGAGGTGCAGCTGGTGCAGTCTGGCCCAGGACTG
GTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCGCTGTCTCTGGTTACTCCATCAGCAGTGG
TTACTACTGGGGCTGGATCCGGCAGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGAGTAGCA
ATCATAGTGGGAGCACCTACTACAACCCGTCCCTCAGGAGTCGAGTCACCATATCAGTAGAC
ACGTCCAAGAACCAATTCTCCCTGAAGGTGAACTCTGTGACCGCCGCAGACACGGCCGTTTA
TTACTGTGCGAGAGAGGCGGGGTATAGCAGCAGCTGGTACTTTGACTACTGGGGTCAGGGAA
CCCTGGTCACCGTCTCCTCAGCCTCCACCAAGGGCCCATCGGTCACTAGTGGCCAGGCCGGL
CN

SEQ ID NO:72 scFv-N038 Sfil-fragment (AA)
XAELLVTQPPSVSAAPGQKVTISCSGSSSNIGNNYVSWYQOLPGTAPKLLIYDNNKRPSGIP
DRESGSKSGTSATLGITGLOTGDEADYYCGTWDSSLSAWVEGGGTQLTVLGGGSSRSSSSGG
GGSGGGGEVQLVOSGPGLVKPSETLSLTCAVSGYSISSGYYWGWIRQPPGKGLEWIGSSNHS
GSTYYNPSLRSRVTISVDTSKNQFSLKVNSVTAADTAVYYCAREAGYSSSWYFDYWGQGTLV
TVSSASTKGPSVTSGQA

SEQ ID NO:73 fully human F018 gamma 2 heavy chain
QLOLQESGPGLVKPSETLSLTCTVSGGSIWGWIRQPPGKGLEWIGSIYSSGSTYYNPSLKSR
VITSVDTSKNQFSLRLSSVTAADTAVYYCVAWFGDLLSLKGVELWGQGTLVTVSSASTKGPS
VEPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLOSSGLYSLSSVV
TVPSSNEGTQTYTCNVDHKPSNTKVDKTVERKCCVECPPCPAPPVAGPSVELFPPKPKDTLM
ISRTPEVTCVVVDVSHEDPEVQOENWYVDGVEVHNAKTKPREEQFNSTFRVVSVLTVVHQDWL
NGKEYKCKVSNKGLPAPIEKTISKTKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEYPSD
IAVEWESNGQPENNYKTTPPMLDSDGSFEFLYSKLTVDKSRWQOGNVESCSVMHEALHNHYTO
KSLSLSPGK

SEQ ID NO:74 fully human F018 lambda light chain
QSVLTOPPSASGTPGORVTISCSGSSSNIGSNYVYWYQQLPGTAPKLLIYRNNORPSGVPDR
FSGSKSGTSASLATISGLRSEDEADYYCAAWDDSLSAWVEGGGTQLTVLGQPKAAPSVTLEPP
SSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTP
EQWKSHRSYSCQOVTHEGSTVEKTVAPTECS

SEQ ID NO:75 fully human F063 and J042 gamma 2 heavy chain

QLOLQESGPGLVKPSETLSLTCTVSGGSIWGWIRQPPGKGLEWIGSIYSSGSTYYNPSLKSR
VITISVDTSKNQFSLRLSSVTAADTAVYYCVVWEGDLLSLKGVELWGQGTLVTVSSASTKGPS
VEPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLOSSGLYSLSSVV
TVPSSNEGTQTYTCNVDHKPSNTKVDKTVERKCCVECPPCPAPPVAGPSVELFPPKPKDTLM
ISRTPEVTCVVVDVSHEDPEVQOENWYVDGVEVHNAKTKPREEQFNSTFRVVSVLTVVHQDWL
NGKEYKCKVSNKGLPAPIEKTISKTKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEYPSD
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IAVEWESNGOPENNYKTTPPMLDSDGSEFEFLY SKLTVDKSRWOOGNVESCSVMHEALHNHYTOQ
KSLSLSPGK

SEQ ID NO:76 fully human F063 lambda light chain
QSVLTQPPSVSGTPGQRVTVSCSGSSSNIGSKNVYWYQQLPGTAPKLLIYRNNQRPSGVPDR
FSGSKSGTSASLAISGLRSEDEADYYCAAWDDSLSGWVESGGTKVTVLGOPKAAPSVTLEPP
SSEELQOANKATLVCLISDEYPGAVIVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTP
EQWKSHRSYSCQVTHEGSTVEKTVAPTECS

SEQ ID NO:77: fully human J004 gamma 2 heavy chain
QLOLQESGPGLVKPSETLSHTCTVSGGSIWGWIRQPPGKGLEWIGSIYSSGSTYYNPSLKSR
VITISVDTSKNQFSLRLSSVTAADTAVYYCVVWEGDLLSLKGVELWGQGTLVTVSSASTKGPS
VEPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLOSSGLYSLSSVV
TVPSSNEGTQTYTCNVDHKPSNTKVDKTVERKCCVECPPCPAPPVAGPSVELFPPKPKDTLM
ISRTPEVTCVVVDVSHEDPEVQOENWYVDGVEVHNAKTKPREEQFNSTFRVVSVLTVVHQDWL
NGKEYKCKVSNKGLPAPIEKTISKTKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEYPSD
IAVEWESNGQPENNYKTTPPMLDSDGSFEFLYSKLTVDKSRWQOGNVESCSVMHEALHNHYTO
KSLSLSPGK

SEQ ID NO:78 fully human J004 lambda light chain
QSVLTOPPSVSGTPGORVTISCSGSSSNIGSSYVYWYQQLPGTAPKLLIYRNNORPSGVPDR
FSGSKSGTSASLATISGLRSEDEADYYCAAWDDSLSGWVEGGGTELTVLGQPKAAPSVTLEPP
SSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTP
EQWKSHRSYSCQOVTHEGSTVEKTVAPTECS

SEQ ID NO:79 fully human J042 lambda light chain
QSVLTQEPSVSGTPGORVTISCSGSSSNIGSNYVYWYQQLPGTAPKLLIYRNNORPSGAPDR
FSGSKSGTSASLAISGLRSEDEADYYCAAWDDSLSGWVEGGGTKLTVLGQPKAAPSVTLEPP
SSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTP
EQWKSHRSYSCQOVTHEGSTVEKTVAPTECS

SEQ ID NO:80 fully human N049 gamma 2 heavy chain
QLOLQESGPGLVKPSETLSLTCTVSGGSIWGWIRQPPGKGLEWIGSIYSSGSTYYNPSLKSR
VITISVDTSENQFSLRLSSVTAADTAVYYCVVWEGDLLSLKGVELWGQGTLVTVSSASTKGPS
VEPLAPCSRSTSESTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLOSSGLYSLSSVV
TVPSSNEGTQTYTCNVDHKPSNTKVDKTVERKCCVECPPCPAPPVAGPSVELFPPKPKDTLM
ISRTPEVTCVVVDVSHEDPEVQOENWYVDGVEVHNAKTKPREEQFNSTFRVVSVLTVVHQDWL
NGKEYKCKVSNKGLPAPIEKTISKTKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEYPSD
IAVEWESNGQPENNYKTTPPMLDSDGSFEFLYSKLTVDKSRWQOGNVESCSVMHEALHNHYTO
KSLSLSPGK

SEQ ID NO:81 fully human N049 lambda light chain
QSVLTQPPTVSGTPGQORVTISCSGSSSNIGSKNVYWYQQLPGTAPKLLIYRNNORPSGVPDR
FSGSKSGTSASLATISGLRSEDEADYYCAAWDDSLSGWVEGGGTKVIVLGQPKAAPSVTLEPP
SSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTP
EQWKSHRSYSCQOVTHEGSTVEKTVAPTECS

SEQ ID NO:82 fully human I022 gamma 2 heavy chain

QLOLQESGPGLVKPSETLSLTCTVSGGSISSTSYYWGWIRQPPGKGLEWIGSISYSGSTYYN
PSLKSRVTISVDTSKNQFSLKLTSVTAADTAVYYCARILWFGEYLGDYWGQGTLVTVSSAST
KGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTIVSWNSGALTSGVHTFPAVLOSSGLYSL
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SSVVIVPSSNEFGTQTYTCNVDHKPSNTKVDKTVERKCCVECPPCPAPPVAGPSVELEFPPKPK
DTLMISRTPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQENSTFRVVSVLTVVH
ODWLNGKEYKCKVSNKGLPAPIEKTISKTKGOQPREPQVYTLPPSREEMTKNQVSLTCLVKGE
YPSDIAVEWESNGOQPENNYKTTPPMLDSDGSEFEFLYSKLTVDKSRWOQOGNVESCSVMHEALHN
HYTOKSLSLSPGK

SEQ ID NO:83 fully human I022 kappa light chain
EIVMTQSPGTLSLSPGERATLSCRASQSVSNYLAWYQOKPGOQAPRLLIYGASSRATGIPDRE
SGSGSGTDFTLTISRLEPEDFAVYHCOQOYYSTPWTFGQGTKLETIKRTVAAPSVEIFPPSDEQ
LKSGTASVVCLLNNEFYPREARKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADY
EKHKVYACEVTHQGLSSPVTKSEFNRGEC

SEQ ID NO:84 fully human N038 gamma 2 heavy chain
QVOLQESGPGLVKPSETLSLTCAVSGYSISSGYYWGWIRQPPGKGLEWIGSSNHSGSTYYNP
SLRSRVTISVDTSKNQEFSLKVNSVTAADTAVYYCAREAGYSSSWYFDYWGQGTLVTVSSAST
KGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTIVSWNSGALTSGVHTFPAVLOSSGLYSL
SSVVIVPSSNEGTQTYTCNVDHKPSNTKVDKTVERKCCVECPPCPAPPVAGPSVEFLEPPKPK
DTLMISRTPEVTCVVVDVSHEDPEVQEFNWYVDGVEVHNAKTKPREEQENSTFRVVSVLTVVH
ODWLNGKEYKCKVSNKGLPAPIEKTISKTKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGE
YPSDIAVEWESNGOQPENNYKTTPPMLDSDGSEFFLYSKLTVDKSRWQOGNVESCSVMHEALHN
HYTOKSLSLSPGK

SEQ ID NO:85 fully human N038 lambda light chain
QSVLTQPPSVSAAPGORKVTISCSGSSSNIGNNYVSWYQQLPGTAPKLLIYDNNKRPSGIPDR
FSGSKSGTSATLGITGLOTGDEADYYCGTWDSSLSAWVEGGGTQLTVLGQPKAAPSVTLEPP
SSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTP
EQWKSHRSYSCQOVTHEGSTVEKTVAPTECS

SEQ ID NO:86 HSC-F018-B
CCTGGCCGGCCTGGCCACTAGTGACCGATGGGCCCTTGGTGGAAGC



