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Figure 23
SEQ ID NO:27: Cloned Nucleotide Sequence of Rat #32A1 Heavy Chain (Variable Region

+ alpha)

ATGAAGTTGTGGTTGAGCTGGATATTCCTTGTTGTTCTTTTCAAAGGTGTGAGGTGTGAGGTGCAAATTTTGGAGACTGG
AGGAGGCTTGGTGAAGCCCGGTGGTTCCCTGAGACTGTCTTGTGCAACGTCTGGATTCAATTTCAATGATTATTTCATGA
ACTGGGTCGGTCAGGCTCCAGAAAAGGGGCTAGAGTGGGTTGCTCAAATAAGGAACAAAATTTATACTTATGCCACATTT
TATGCGGAGTCTTTGGAAGGCAGAGTCACAATCTCACGAGACGATTCCGAAAGCAGTGTCTACCTGCAAGTGAGCAGTTT
AAGAGCTGAAGACACTGCCATTTATTACTGTACAAGATCCCTAACTGGGGGAGACTACTTTGATTACTGGGGCCAAGGAG
TCATGGTCACAGTCTCCTTAGCTGAAACAACAGCCCCATCTGTCTATCCACTGGCTCCTGGAACTGCTCTCAAAAGTAAC

TCCATGGTGACCCTGGGATGC
Signal Sequence (1-57), Variable Region (58-420), Partial Sequence of Constant Region

(421-501)

SEQ ID NO:28: Amino Acid Sequence Encoded by Cloned rat #32A1 Heavy Chain (Variable

Region + alpha)
MKLWLSWIFLVVLFKGVRCEVQILETGGGLVKPGGSLRLSCATSGFNFNDYFMNWVRQAPEKGLEWVAQIRNKIYTYATF

YAESLEGRVTISRDDSESSVYLQVSSLRAEDTAIYYCTRSLTGGDYFDYWGQGYMVTVSLAETTAPSVYPLAPGTALKSN

SMVTLGC
Signal Sequence (1-19), Variable Region (20-140), Partial Sequence of Constant Region

(141-167)
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Figure 24
SEQ ID NO:29: Cloned Nucleotide Seguence of Rat #32A1 Light Chain (Variable Region

+ alpha)

ATGGAGACAGACAGACTCCTGCTATGGGCACTGCTGCTCTGGGTTCCAGGCTCCACTGGTGACATTGTCTTGACCCAGTC
TCCTGCTTTGGCTGTGTCTCTAGGGCAGAGGGCCACAATCTCCTGTAGGGCCAGCCAAAGTGTCACTATTTCTGGATATA
GTTTTATACACTGGTACCAACAGAAACCAGGACAGCAACCCAGACTCCTCATCTATCGTGCATCCAACCTAGCCTCTGGG
ATCCCGGCCAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCACCCTCACCATCAATCCTGTGCAGGCTGATGATATTGC
AACCTATTTCTGTCAGCAGAGTAGGAAATCTCCGTGGACGTTCGCTGGAGGCACCAAGCTGGAATTGAGACGGGCTGATG

CTGCACCAACTGTATCT
Signal Sequence (1-60), Variable Region (61-396), Partial Sequence of Constant Region

(397-417)

SEQ ID N0O:30: Amino Acid Sequence Encoded by Cloned Rat #32A1 Light Chain (Variable

Region + alpha)
METDRLLLWALLLWVPGSTGDIVLTQSPALAVSLGQRATISCRASQSVTISGYSFIHWYQQKPGQQPRLLIYRASNLASG

IPARFSGSGSGTDFTLTINPVQADDIATYFCQQSRKSPWTFAGGTKLELRRADAAPTVS
Signal Sequence (1-20), Variable Region (21-132), Partial Sequence of Constant Region

(133-139)
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Figure 25
SEQ ID NO: 40: Nucleotide Sequence of #32A1 Human Chimeric Antibody Heavy Chain

ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAGCGAGGTGCAAATTTTGGAGACTGG
AGGAGGCTTGGTGAAGCCCGGTGGTTCCCTGAGACTGTCTTGTGCAACGTCTGGATTCAATTTCAATGATTATTTCATGA
ACTGGGTCCGTCAGGCTCCAGAAAAGGGGCTAGAGTGGGT TGCTCAAATAAGGAACAAAATTTATACTTATGCCACATTT
TATGCGGAGTCTTTGGAAGGCAGAGTCACAATCTCACGAGACGATTCCGAAAGCAGTGTCTACCTGCAAGTGAGCAGTTT
AAGAGCTGAAGACACTGCCATTTATTACTGTACAAGATCCCTAACTGGGGGAGACTACTTTGATTACTGGGGCCAAGGAG
TCATGGTCACAGTCAGCTCAGCCTCCACCAAGGGCCCAAGCGTCTTCCCCCTGGCACCCTCCTCCAAGAGCACCTCTGGE
GGCACAGCCGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAACCCGTGACCGTGAGCTGGAACTCAGGCGCCCTGAC
CAGCGGCGTGCACACCTTCCCCGCTGTCCTGCAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCA
GCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGACAAGAGAGTTGAGCCC
AAATCTTGTGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAACTCCTGGGGGGACCCTCAGTCTTCCTCTITCCC
CCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACC
CTGAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAAC
AGCACGTACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTC
CAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGCCAGCCCCGGGAACCACAGGTGTACACCC
TGCCCOCATCCCGGGAGGAGATGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCCAGCGACATC
GCCGTGGAGTGGGAGAGCAATGGCCAGCCCGAGAACAACT ACAAGACCACCCCTCCCGTGCTGGACTCCGACGGCTCCTT
CTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGCTCCGTGATGCATGAGG

CTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCAAATGA

Signal Sequence (1-57), Variable Region (58~420), Constant Region (421-1413,

including stop codon)

SEQ ID NO: 41: Amino Acid Sequence of #32A1 Human Chimeric Antibody Heavy Chain

MKHLWFFLLLVAAPRWVLSEVQILETGGGLVKPGGSLRLSCATSGFNFNDYFMNWVRQAPEKGLEWVAQIRNKIYTYATF
YAESLEGRVTISRDDSESSVYLQVSSLRAEDTAIYYCTRSLTGGDYFDYWGQGVMYTVSSASTKGPSVFPLAPSSKSTSG
GTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKRVEP
KSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCYVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT ISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDI
AVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCSVMHEALHNHYTQKSLSLSPGK

Signal Sequence (1~19), Variable Region (20-140), Constant Region (141-470)
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Figure 26
SEQ ID NO: 42: Nucleotide Sequence of #3241 Human Chimeric Antibody Light Chain

ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCATATGGCGACATTGTCTTGACCCAGTC
TCCTGCTTTGGCTGTGTCTCTAGGGCAGAGGGCCACAATCTCCTGTAGGGCCAGCCAAAGTGTCACTATTTCTGGATATA
GTTTTATACACTGGTACCAACAGAAACCAGGACAGCAACCCAGACTCCTCATCTATCGTGCATCCAACCTAGCCTCTGGG
ATCCCGGCCAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCACCCTCACCATCAATCCTGTGCAGGCTGATGATATTGC
AACCTATTTCTGTCAGCAGAGTAGGAAATCTCCGTGGACGTTCGCTGGAGGCACCAAGCTGGAATTGAGACGTACGGTGG
CCGCCCCCTCCGTGTTCATCTTCCCCCCCTCCGACGAGCAGCTGAAGTCCGGCACCGCCTCCGTGGTGTGCCTGCTGAAT
AACTTCTACCCCAGAGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCCCTGCAGTCCGGGAACTCCCAGGAGAGCGTGAC
CGAGCAGGACAGCAAGGACAGCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACAAGG
TGTACGCCTGCGAGGTGACCCACCAGGGCCTGAGCTCCCCCGTCACCAAGAGCTTCAACAGGGGGGAGTGTTAG

Signal Sequence (1-60), Variable Region (61-396), Constant Region (397-714, including

stop codon)

SEQ ID NO: 43: Amino Acid Sequence of of #32A1 Human Chimeric Antibody Light Chain
MVLQTQVFISLLLWISGAYGDIVLTQSPALAVSLGQRATISCRASQSVTISGYSFIHWYQQKPGQQPRLLIYRASNLASG
IPARFSGSGSGTDFTLTINPVQADDIATYFCQQSRKSPWTFAGGTKLELRRTVAAPSVFIFPPSDEQLKSGTASVVCLLN
NFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC
Signal Sequence (1-20), Variable Region (21-132), Constant Region (133-237)
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Figure 27

SEQ ID NO:50: Nucleotide Sequence of h#32A1-T1H
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAGCGAGGTGC
AACTGGTGGAGAGCGGCGGCGGACTTGTGCAACCTGGCGGCTCCCTGAGACTTAGCTGTGCCGC
CTCCGGCTTCAACTTCAACGACTACTTCATGAACTGGGTGAGACAAGCCCCTGGCAAGGGCCTG
GAGTGGGTGGCCCAAATCAGAAACAAGATCTACACCTACGCCACCTTCTACGCCGAGAGCCTTG
AGGGCAGATTCACCATCTCCAGAGACAACGCCAAGAACAGCCTGTACCTTCAAATGAACTCCCT
GAGAGCCGAGGACACCGCCGTGTACTACTGTGCCAGAAGCCTTACCGGCGGCGACTACTTCGAC
TACTGGGGCCAAGGCACCCTGGTGACCGTGAGCTCAGCCTCCACCAAGGGCCCAAGCGTCTTCC
CCCTGGCACCCTCCTCCAAGAGCACCTCTGGCGGCACAGCCGCCCTGGGCTGCCTGGTCAAGGA
CTACTTCCCCGAACCCGTGACCGTGAGCTGGAACTCAGGCGCCCTGACCAGCGGCGTGCACACC
TTCCCCGCTGTCCTGCAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCAv
GCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGA
CAAGAGAGTTGAGCCCAAATCTTGTGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAA
CTCCTGGGGGGACCCTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCC
GGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAA
CTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAAC
AGCACGTACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGT
ACAAGTG AAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAA
AGGCCAGCCCCGGGAACCACAGGTGTACACCCTGCCCCCATCCCGGGAGGAGATGACCAAGAAC
CAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGA
GCAATGGCCAGCCCGAGAACAACTACAAGACCACCCCTCCCGTGCTGGACTCCGACGGCTCCTT
CTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGC
TCCGTGATGCATGAGGCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCA

Signal Sequence (1-57) , Variable Region (58-420) , Constant Region

SEQ ID NO:51: Amino Acid Sequence of h#32A1-TI1H

MKHLWFFLLLVAAPRWVLSEVQLVESGGGLVQPGGSLRLSCAASGFNFNDYFMNWVRQAPGKGL
EWVAQIRNKIYTYATFYAESLEGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCARSLTGGDYFD
YWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHT
FPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPE
LLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKN
QVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSC

SVMHEALHNHYTQKSLSLSPGK
Signal Seguence (1-19) , Variable Region (20-140) , Constant Region

(141-470)
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Figure 28

SEQ ID NO:52: Nucleotide Sequence of h#32A1-T2H
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAGCGAGGTGC
AACTGGTGGAGAGCGGCGGCGGACTGGTGCAACCTGGCGGCTCCCTGAGACTGAGCTGTGCCGC
CTCCGGCTTCAACTTCAACGACTACTTCATGAACTGGGTGAGACAAGCCCCTGAGAAGGGCCTG
GAGTGGGTGGCCCAAATCAGAAACAAGATCTACACCTACGCCACCTTCTACGCCGAGAGCCTGG
AGGGCAGAGTGACCATCTCCAGAGACAACGCCAAGAACAGCCTGTACCTGCAAATGTCCTCCCT
GAGAGCCGAGGACACCGCCGTGTACTACTGTGCCAGAAGCCTGACCGGCGGCGACTACTTCGAC
TACTGGGGCCAAGGCACCCTGGTGACCGTGAGCTCAGCCTCCACCAAGGGCCCAAGCGTCTTCC
CCCTGGCACCCTCCTCCAAGAGCACCTCTGGCGGCACAGCCGCCCTGGGCTGCCTGGTCAAGGA
CTACTTCCCCGAACCCGTGACCGTGAGCTGGAACTCAGGCGCCCTGACCAGCGGCGTGCACACC
TTCCCCGCTGTCCTGCAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCA
GCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGA
CAAGAGAGTTGAGCCCAAATCTTGTGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAA
CTCCTGGGGGGACCCTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCC
GGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAA
CTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAAC

AGCACGTACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGT

Aﬂ““ﬂm“ﬂAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAGCCAA

AP o Wop RN R SN 4 W

AGGCCAGCCCCGGGAACCACAGGTGTACACCCTGCCCCCATCCCGGGAGGAGATGACCAAGAAC
CAGGTCAGCCfGACCTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGA
GCAATGGCCAGCCCGAGAACAACTACAAGACCACCCCTCCCGTGCTGGACTCCGACGGCTCCTT
CTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGC
TCCGTGATGCATGAGGCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCA

gnal Sequence (1-57) , Variable Region (58-420) , Constant Region

SEQ ID NO:53: Amino Acid Sequence of h#32A1-T2H

MKHLWFFLLLVAAPRWVLSEVQLVESGGGLVQPGGSLRLSCAASGFNFNDYFMNWVRQAPEKGL
EWVAQIRNKIYTYATFYAESLEGRVTISRDNAKNSLYLQMSSLRAEDTAVYYCARSLTGGDYFD
YWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHT
FPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPE
LLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKN
QVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSC

SYMHEALHNHYTQKSLSLSPGK
Signal Sequence (1-19) , Variable Region

(141-470)

(20-140) , Constant Region
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Figure 29

SEQ ID NO:54: Nucleotide Sequence of h#32A1-T3H

ATCGAAACACCTETGETTCTTCCTCCTGCTEGTEGCAGCTCCCAGATGGETGCTGAGCGAGGTGE
AGATCGTGGAGAGCGGCGGCGGACTTGTGCAGCCTGGCGGCTCCCTGAGACTTAGCTGTGCCAC
CTCCGGCTTCAACTTCAACGACTACTTCATGAACTGGEGTGAGACAGGCCCCTGAGAAGGGCCTG
GACTGEGTCECCCAGATCAGAAACAAGATCTACACCTACGCCACCTTCTACGCCGAGAGCCTTG
AGGGCAGAGTGACCATCTCCAGAGACGACAGCGAGTCCAGCGTGTACCTTCAGATGTCCAGCCT
GAGAGCCGAGGACACCGCCGTGTACTACTGTACCAGAAGCCTTACCGGCGGCGACTACTTCGAC
TACTGEGGECCAGGGECACCCTGETCGACCETGAGCTCAGCCTCCACCAAGGGCCCAAGCGTCTTCC
CCCTGGCACCCTCCTCCAAGAGCACCTCTGGCGGCACAGCCGCCCTGGECTGCCTGETCAAGGA
CTACTTCCCCGAACCCETGACCGTGAGCTGGAACTCAGGCGCCCTGACCAGCGGCGTGCACALT
TTCCCOGOTETCCTGCAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCA
GCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGA
CAAGAGAGTTGAGCCCAAATCTTGTGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAA
CTCCTGRAREGACCCTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCC
GGACCCCTCAGGTCACATGCETCATGETCGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAA
CTCCTACCGTGEACCGECETGCAGCGTGCATAATGCCAAGACAARGCCCCGGGAGGAGCAGTACAAC
AGCACGTACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGT
ACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGARARACCATCTCCAAAGCCAA
AGGCCAGCCCCREEAACCACACETETACACCCTGCCCCCATCCCGGGAGGAGATGACCAAGAAC
CAGGTCAGCCTGACCTGCCTGETCARAGGCTTCTATCCCAGCGACATCGCCETGCAGTGGGAGA
GCAATGGCCAGCCCGAGAACAACTACARGACCACCCCTCCCGTGCTGGACTCCGACGGCTCCTT
CTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAGEGTGGCAGCAGGGCAACGTCTTCTCATGC
TCCGTGATGCATGAGGCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCA

AA
Signal Sequence (1-57) , Variable Region (58-420) , Constant Region
421-1410)

SEQ ID NO:55: Amino Acid Sequence of h#32A1-T3H
MKHLWFFLLLVAAPRWVLSEVQIVESGGGLVQPGGSLRLSCATSGFNFNDY FMNWVRQAPEKGL
EWVAQIRNKIYTYATFYAESLEGRVTISRDDSESSVYLQMSSLRAEDTAVYYCTRSLTGGDYFD
YWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHT
FPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPE
LLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPTIEKTISKAKGQPREPQVYTLPPSREEMTKN
QVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSC
SYMHEALHNHYTQKSLSLSPGK

Signal Sequence (1-19) , Variable Region (20-140) , Constant Region
(141-470)
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Figure 30 :
SEQ ID NO:56: Nucleotide Sequence of h#32A1-T5H

ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAGCGAGGTGC
AGGTGGTGGAGAGCGGCGGCGGACTTGTGCAGCCTGGCGGCTCCCTGAGACTTAGCTGTGCCAC
CTCCGGCTTCAACTTCAACGACTACTTCATGAACTGGGTGAGACAGGCCCCTGGCAAGGGCCTG
GAGTGGGTGGCCCAGATCAGAAACAAGATCTACACCTACGCCACCTTCTACGCCGAGAGCCTTG
AGGGCAGATTCACCATCTCCAGAGACAACAGCAAGTCCACCGTGTACCTTCAGATGAACTCCCT
GAGAGCCGAGGACACCGCCGTGTACTACTGTACCAGAAGCCTTACCGGCGGCGACTACTTCGAC
TACTGGGGCCAGGGCACCCTGGTGACCGTGAGCTCAGCCTCCACCAAGGGCCCAAGCGTCTTCC
CCCTGGCACCCTCCTCCAAGAGCACCTCTGGCGGCACAGCCGCCCTGGGCTGCCTGGTCAAGGA
CTACTTCCCCGAACCCGTGACCGTGAGCTGGAACTCAGGCGCCCTGACCAGCGGCGTGCACACC
TTCCCCGCTGTCCTGCAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCA
GCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGA
CAAGAGAGTTGAGCCCAAATCTTGTGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAA
CTCCTGGGGGGACCCTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCC
GGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAA
CTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAAC
AGCACGTACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGT

AGGCCAGCCCCGGGAACCACAGGTGTACACCCTGCCCCCATCCCGGGAGGAGATGACCAAGAAC
CAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGA
‘GCAATGGCCAGCCCGAGAACAACTACAAGACCACCCCTCCCGTGCTGGACTCCGACGGCTCCTT
CTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGC
TCCGTGATGCATGAGECTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCA

~~~~~~ (1-57) , Variable Region (58-420) , Constant Region

SEQ ID NO:57: Amino Acid Sequence of h#32A1-TS5SH

MKHLWFFLLLVAAPRWVLSEVQVVESGGGLVQPGGSLRLSCATSGFNFNDYFMNWVRQAPGKGL
EWVAQIRNKIYTYATFYAESLEGRFTISRDNSKSTVYLQMNSLRAEDTAVYYCTRSLTGGDYFD
YWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHT
FPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPE
LLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKN
QVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSC

SVMHEALHNHYTQKSLSLSPGK

Signal Sequence (1-19) , Variable Region (20-140) , Constant Region

(141-470)
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SEQ ID NO:58: Nucleotide Sequence of h#32A1-T6H
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAGCGAGGTGC
AGGTGGTGGAGAGCGGCGGCGGACTTGTGCAGCCTGGCGGCTCCCTGAGACTTAGCTGTGCCAC
CTCCGGCTTCAACTTCAACGACTACTTCATGAACTGGGTGAGACAGGCCCCTGAGAAGGGCCTG
GAGTGGGTGGCCCAGATCAGAAACAAGATCTACACCTACGCCACCTTCTACGCCGAGAGCCTTG
AGGGCAGAGTGACCATCTCCAGAGACAACAGCAAGTCCACCGTGTACCTTCAGATGTCCAGCCT
TAGAGCCGAGGACACCGCCGTGTACTACTGTACCAGAAGCCTTACCGGCGGCGACTACTTCGAC
TACTGGGGCCAGGGCACCCTTGTGACAGTGAGCTCAGCCTCCACCAAGGGCCCAAGCGTCTTCC
CCCTGGCACCCTCCTCCAAGAGCACCTCTGGCGGCACAGCCGCCCTGGGCTGCCTGGTCAAGGA
CTACTTCCCCGAACCCGTGACCGTGAGCTGGAACTCAGGCGCCCTGACCAGCGGCGTGCACACC
TTCCCCGCTGTCCTGCAGTCCTCAGGACTCTACTCCCTCAGCAGCGTGGTGACCGTGCCCTCCA
GCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACAAGCCCAGCAACACCAAGGTGGA
CAAGAGAGTTGAGCCCAAATCTTGTGACAAAACTCACACATGCCCACCCTGCCCAGCACCTGAA
CTCCTGGGGGGACCCTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCC
GGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTCAA
CTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCCCGGGAGGAGCAGTACAAC
AGCACGTACCGGGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAATGGCAAGGAGT
AGGCCAGCCCCGGGAACCACAGGTGTACACCCTGCCCCCATCCCGGGAGGAGATGACCAAGAAC
CAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGA
GCAATGGCCAGCCCGAGAACAACTACAAGACCACCCCTCCCGTGCTGGACTCCGACGGCTCCTT
CTTCCTCTACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGCAACGTCTTCTCATGC
TCCGTGATGCATGAGGCTCTGCACAACCACTACACCCAGAAGAGCCTCTCCCTGTCTCCCGGCA

AA
Signal Sequence (1-57) , Variable Region (58-420) , Constant Region
(421-1410)

SEQ ID NO:59: Amino Acid Sequence of h#32A1-T6H
MKHLWFFLLLVAAPRWVLSEVQVVESGGGLVQPGGSLRLSCATSGFNFNDYFMNWVRQAPEKGL

EWVAQIRNKIYTYATFYAESLEGRVTISRDNSKSTVYLQMSSLRAEDTAVYYCTRSLTGGDYFD
YWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHT
FPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPE
LLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKN
QVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSC

SVMHEALHNHYTQKSLSLSPGK
Signal Sequence (1-19) , Variable Region

(141-470)

(20-140) , Constant Region
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Figure 32
SEQ ID NO:60: Nucleotide Sequence of h#32A1-T1L
ATGETGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCATATGGCGACA

TCGTGATGACCCAGAGCCCTGACTCCCTTGCCGTGTCCCTGEGCCAGAGAGCCACCATCAACTG
TAGAGCCTCCCAGAGCGTGACCATCTCCAGCTACAGCTTCATCCACTGGTACCAGCAGAAGCCT
GECCAGCCTCCTAAGCTTCTGATCTACAGAGCCTCCAACCTTGCCAGCGGCGTGCCTGCCAGAT
TCTCCGECAGCEECTCCGECACCGACTTCACCCTGACCATCAGCTCCCTTCAGGCCGAGGACGET
GGCCGTGTACTACTGTCAGCAGAGCAGAAAGTCCCCTTGGACCTTCGGCGGCGGCACCAAGGTG
GAGATCAAGCGTACGGTGGCCGCCCCCTCCETETTCATCTTCCCCCCCTCCGACGAGCAGCTGA
AGTCCGGCACCGCCTCCETAGTGTGCCTGCTGAATAACTTCTACCCCAGAGAGGCCAAGGTGCA
GTCCAAGGTCGACAACGCCCTGCAGTCCGEGAACTCCCAGGAGAGCGTGACCGAGCAGGACAGC
AAGCGACAGCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACA
AGGTGTACGCCTGCGAGGTGACCCACCAGEGCCTGAGCTCCCCCGTCACCAAGAGCTTCAACAG

GGGGGAGTGT
Signal Sequence
(400-714)

(1-60) , Variable Region (61-399) , Constant Region

SEQ Iﬁ NO:61: Amino Acid Sequence of h#32A1-T1L

MVLQTQVFISLLLWISGAYGDIVMTQSPDSLAVSLGERATINCRASQSVTISGYSFIHWYQQKP
GQPPKLLIYRASNLASGVPARFSGSGSGTDFTLTISSLQAEDVAVYYCQQSRKSPWTFGGGTKV
EIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDS

KDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLS SPVTKSFNRGEC

Signal Sequence (1-20) , Variable Region (21-133) , Constant Region

(134-238)




33/57

Figure 33

SEQ ID NO:62: Nucleotide Sequence of h#32A1-T2L
ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCATATGGCGACA
TCGTGATGACCCAGAGCCCTGACTCCCTTGCCGTGTCCCTGGGCGAGAGAGCCACCATCAGCTG
TAGAGCCTCCCAGAGCGTGACCATCTCCGGCTACAGCTTCATCCACTGGTACCAGCAGAAGCCT
GGCCAGCCTCCTAGACTTCTGATCTACAGAGCCTCCAACCTTGCCAGCGGCGTGCCTGCCAGAT
TCTCCGGCAGCGGCTCCGGCACCGACTTCACCCTGACCATCAGCTCCCTTCAGGCCGAGGACGT
GGCCGTGTACTTCTGTCAGCAGAGCAGAAAGTCCCCTTGGACCTTCGCCGGCGGCACCAAGGTG
GAGATCAAGCGTACGGTGGCCGCCCCCTCCGTGTTCATCTTCCCCCCCTCCGACGAGCAGCTGA
AGTCCGGCACCGCCTCCGTGGTGTGCCTGCTGAATAACTTCTACCCCAGAGAGGCCAAGGTGCA
GTGGAAGGTGGACAACGCCCTGCAGTCCGGGAACTCCCAGGAGAGCGTGACCGAGCAGGACAGC
AAGGACAGCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACA
AGGTGTACGCCTGCGAGGTGACCCACCAGGGCCTGAGCTCCCCCGTCACCAAGAGCTTCAACAG

GGGGGAGTGT
Signal Sequence
(400-714)

(1-60) , Variable Region (61-399) , Constant Region

SEQ ID NO:63: Amino Acid Sequence of h#32A1-T2L

MVLQTQVFISLLLWISGAYGDIVMTQSPDSLAVSLGERATISCRASQSVTISGYSFIHWYQQKP
GQPPRLLIYRASNLASGVPARFSGSGSGTDFTLTISSLQAEDVAVYFCQQSRKSPWTFAGGTKV
EIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDS

KDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLS SPVTKSFNRGEC

Signal Sequence (1-20) , Variable Region (21-133) , Constant Region

(134-238)
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SEQ ID NO:64: Nucleotide Sequence of h#32A1-T3L
ATCGTCECTCCAGACCCAGETGTTCATCTCCCTGCTGCTGTGGATCTCCGECGCATATGGCGACA

TCETGCTTACCCAGAGCCCTGACTCCCTTGCCGTGTCCCTGEGGCGAGAGAGCCACCATCAGCTG
TAGAGCCTCCCAGAGCETGACCATCTCCGECTACAGCTTCATCCACTGETACCAGCAGAAGCCT
GGCCAGCAGCCTAGACTTCTGATCTACAGAGCCTCCAACCTTGCCAGCGGCATCCCTGCCAGAT
TCTCCGGCAGCGECTCCEECACCGACTTCACCCTGACCATCAGCTCCCTTCAGGCCGAGGACGT
GGCCACCTACTTCTGTCAGCAGAGCAGARAGTCCCCTTGGACCTTCGCCGGCGGCACCAAGGTG
GAGATCAAGCATACGETGECCGCCCCCTCCETGTTCATCTTCCCCCCCTCCGACGAGCAGCTGA
AGTCCGGCACCGCCTCCETEGETETGCCTGCTGAATAACTTCTACCCCAGAGAGGCCAAGGTGCA
CTGGAAGGTGGACAACGCCCTGCAGTCCGGGAACTCCCAGGAGAGCGTGACCGAGCAGGACAGC
AAGGACAGCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGARGCACA
AGGTGTACGCCTGECGAGETGACCCACCAGGGCCTGAGCTCCCCCGTCACCAAGAGCTTCAACAG

GGGGGAGTGT
Signal Sequence
(400-714)

(1-60) , Variable Region (61-399) , Constant Region

SEQ ID NO:65: Amino Acid Sequence of h#32A1-T3L
MVLQTQVFISLLLWISGAYGDIVLTQSPDSLAVSLQERATISCRASQSVTISGYSFIHWYQQKP
GQQPRLLIYRASNLASGIPARFSGSGSGTDFTLTISSLQAEDVATYFCQQSRKSPWTFAGGTKV
EIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDS
RDSTYSLESTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

Signal Sequence (1-20) , Variable Region (21-133) , Constant Region

(134-238)
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SEQ ID NO:66: Nucleotide Sequence of h#32A1-T4L
ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCATATGGCGACA
TCGTGCTTACCCAGAGCCCTGCCCTTGCCGTGTCCCTGGGCGAGAGAGCCACCATCAGCTGTAG
AGCCTCCCAGAGCGTGACCATCTCCGGCTACAGCTTCATCCACTGGTACCAGCAGAAGCCTGGC
CAGCAGCCTAGACTTCTGATCTACAGAGCCTCCAACCTTGCCAGCGGCATCCCTGCCAGATTCT
CCGGCAGCGGCTCCGGCACCGACTTCACCCTGACCATCAGCTCCCTTCAGGCCGAGGACGTGGC
CACCTACTTCTGTCAGCAGAGCAGARAGTCCCCTTGGACCTTCGCCGGCGGCACCAAGCTGGAG
ATCAAGCGTACGGTGGCCGCCCCCTCCGTGTTCATCTTCCCCCCCTCCGACGAGCAGCTGAAGT
CCGGCACCGCCTCCGTGGTGTGCCTGCTGAATAACTTCTACCCCAGAGAGGCCAAGGTGCAGTG
GAAGGTGGACAACGCCCTGCAGTCCGGGAACTCCCAGGAGAGCGTGACCGAGCAGGACAGCAAG
GACAGCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACAAGG
TGTACGCCTGCGAGGTGACCCACCAGGGCCTGAGCTCCCCCGTCACCAAGAGCTTCAACAGGGG
GGAGTGT

Signal Sequence (1-60) , Variable Region (61-396) , Constant Region

(397-711)

SEQ ID NO:67: Amino Acid Sequence of h#32A1-T4L

MVLQOTQVFISLLLWISGAYGDIVLTQSPALAVSLGERATISCRASQSVTISGYSFIHWYQQKPG

QQOPRLLIYRASNLASGIPARFSGSGSGTDFTLTISSLOAEDVATYFCQQOSRKSPWTFAGGTKLE
IKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSK
DSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

Signal Sequence (1-20) , Variable Region (21-132) , Constant Region
(133-237)
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SEQ ID NO:68: Nucleotide Seguence of h#32A1-T5L
ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCATATGGCGACA

TCGTGCTTACCCAGAGCCCTGACTCCCTTGCCETGTCCCTGGGCGAGAGAGCCACCATCAACTG
TAGAGCCTCCCAGAGCGTGACCATCTCCGGCTACAGCTTCATCCACTGGTACCAGCAGAAGCCT
GGCCAGCCTCCTAAGCTTCTGATCTACAGAGCCTCCAACCTTGCCAGCGGCATCCCTGCCAGAT
TOTCCEGCAGCEECTCCGECACCGACTTCACCCTGACCATCAGCTCCCTTCAGGCCGAGGACGT
GGCCACCTACTACTGTCAGCAGAGCAGAAAGTCCCCTTGGACCTTCGGCCAGGGCACCARGGTG
CAGATCAAGCGTACGETGECCECCCCCTCCETETTCATCTTCCCCCCCTCCGACGAGCAGCTGA
AGTCCGGCACCGCCTCCGTGGTGTGCCTGCTGAATAACTTCTACCCCAGAGAGGCCAAGGTGCA
GTCCAAGETGGACAACGCCCTGCAGTCCGGGAACTCCCAGGAGAGCGTGACCGAGCAGGACAGC
AAGGACAGCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCARAGCCGACTACGAGAAGCACA
AGGTCTACGCCTGCGAGETGACCCACCAGGGCCTGAGCTCCCCCGTCACCAAGAGCTTCAACAG

GGGGGAGTGT
Signal Sequence
(400-714)

(1-60) , Variable Region (61-399) , Constant Region

SEQ ID NO:69: Amino Acid Sequence of h#32A1-T5L
MVL TQVFISLLLWISGAYGDIVLTQSPDSLAVSLGERATINCRASQSVTISGYSFIHWYQQKP
GQPPKLLIYRASNLASGIPARFSGSGSGTDFTLTISSLQAEDVATYYCQQSRKSPWTFGQGTKV
EIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDS
KDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLS SPVTKSFNRGEC

signal Sequence (1-20) , Variable Region (21-133) , Constant Region

(134-238)
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SEQ ID NO:70: Nucleotide Seguence of h#32A1-T6L
ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCATATGGCGACA

) TCGTGCTTACCCAGAGCCCTGACTCCCTTGCCGTGTCCCTGGGCGAGAGAGCCACCATCAGCTG

TAGAGCCTCCCAGAGCGTGACCATCTCCGGCTACAGCTTCATCCACTGGTACCAGCAGAAGCCT
GGCCAGCCTCCTAGACTGCTGATCTACAGAGCCTCCAACCTTGCCAGCGGCATCCCTGCCAGAT
TCTCCGGCAGCGGCTCCGGCACCGACTTCACCCTGACCATCAGCTCCCTTCAGGCCGAGGACGT
GGCCACCTACTTCTGTCAGCAGAGCAGAAAGTCCCCTTGGACCTTCGCCGGCGGCACCAAGGTG
GAGATCAAGCGTACGGTGGCCGCCCCCTCCGTGTTCATCTTCCCCCCCTCCGACGAGCAGCTGA
AGTCCGGCACCGCCTCCGTGGTGTGCCTGCTGAATAACTTCTACCCCAGAGAGGCCAAGGTGCA
GTGGAAGGTGGACAACGCCCTGCAGTCCGGGAACTCCCAGGAGAGCGTGACCGAGCAGGACAGC
AAGGACAGCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACA
AGGTGTACGCCTGCGAGGTGACCCACCAGGGCCTGAGCTCCCCCGTCACCAAGAGCTTCAACAG

GGGGGAGTGT
Signal Sequence
(400-714)

(1-60) , Variable Region (61-399) , Constant Region

SEQ ID NO:71: Amino Acid Sequence of h#32A1-T6L
MVLQTQVFISLLLWISGAYGDIVLTQSPDSLAVSLGERATISCRASQSVTISGYSFIHWYQQKP
GQPPRLLIYRASNLASGIPARFSGSGSGTDFTLTISSLQAEDVATYFCQQSRKSPWTFAGGTKV
EIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDS
vKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

Signal Sequence (1-20) , Variable Region (21-133) , Constant Region

(134-238)
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SEQ ID NO:72: Amino Acid Sequence of h#32A1-T7H
EVQLVESGGGLVQPGGSLRLSCAASGFNFNDYFMNWVRQAPEKGLEWVAQIRNKIYTYATFYAE
SLEGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCARSLTGGDYFDYWGQGTLVTVSSASTKGPS
VFPLAPSSKSTSCGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTV
PSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLM
ISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNG
KEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLS

PGK
Variable Region (1-121), Constant Region (122-451)

SEQ ID NO:73: Amino Acid Sequence of h#32A1-T8H

EVQLVESGGGLVQPGGSLRLSCAASGFNFNDYFMNWVRQAPGKGLEWVAQIRNKIYTYATFYAE
SLEGRVTISRDNAKNSLYLQMNSLRAEDTAVYYCARSLTGGDYFDYWGQGTLVTVSSASTKGPS
VFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTV

PSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLM

ISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNG

KEYRCKVENKALPAPTEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLS

PGK
Variable Region (1-121), Constant Region (122-451)

SEQ ID NO:74: Amino Acid Sequence of h#32A1-T9H

EVQLVESGGGLVQPGGSLRLSCAASGFNFNDYFMNWVRQAPGKGLEWVAQIRNKIYTYATF
SLEGRFTISRDNAKNSLYLQMSSLRAEDTAVYYCARSLTGGDYFDYWGQGTLVTVSSASTKGPS
VFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTV
PSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLM
ISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNG
KEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVE

WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLS

N T
LA

PGK
Variable Region (1-121), Constant Region (122-451)
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Figure 39

SEQ ID NO:75: Amino Acid Sequence of h#32A1-T10H
EVQLVESGGGLVQPGGSLRLSCAASGFNFNDYFMNWVRQAPEKGLEWVAQIRNKIYTYATFYAE
SLEGRVTISRDNAKNSLYLQMNSLRAEDTAVYYCARSLTGGDYFDYWGQGTLVTVSSASTKGPS
VFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTV
PSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLM
ISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNG
KEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLS

PGK
Variable Region (1-121), Constant Region (122-451)

SEQ ID NO:76: Amino Acid Sequence of h#32A1-TI11H

EVQLVESGGGLVQPGGSLRLSCAASGFNFNDYFMNWVRQAPEKGLEWVAQIRNKIYTYATFYAE
SLEGRFTISRDNAKNSLYLQMSSLRAEDTAVYYCARSLTGGDYFDYWGQGTLVTVSSASTKGPS
VFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTV
PSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLM
ISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNG
KEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLS

PGK
Variable Region (1-121), Constant Region (122-451)

SEQ ID NO:77: Amino Acid Sequence of h#32A1-T12H

EVQLVESGGGLVQPGGSLRLSCAASGFNFNDYFMYWVRQAPGKGLEWVA-IRNKIYTYATFV“E
ST, EGRVTISRDNAKNSLYLOMSSLRAEDTAVYYCARSLTGGDYFDYWGQGTLVTVSSASTKGPS
VFPLAPSSKSTSGATAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLY SLSSVVTV
PSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLM
ISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNG
KEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVE

WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLS

PEK

variable Region (1-121), Constant Region (122-451)
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Figure 40

SEQ ID NO:78: Amino Acid Sequence of h#32A1-T7L
DIVMTQSPDSLAVSLGERATISCRASQSVTISGYSFIHWYQQKPGQPPKLLIYRASNLASGVPA
RFSGSGSGTDFTLTISSLQAEDVAVYYCQQSRKSPWTFGGGTKVEIKRTVAAPSVFIFPPSDEQ

LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HKVYACEVTHQGLSSPVTKSFNRGEC

Variable Region (1-113), Constant Region (114-218)

SEQ ID NO:79: Amino Acid Seqguence of h#32AL-T8L

DIVMTQSPDSLAVSLGERATINCRASQSVTISGYSFIHWYQQKPGQPPRLLIYRASNLASGVPA
RFSGSGSGTDFTLTISSLQAEDVAVYYCQQSRKSPWTFGGGTKVEIKRTVAAPSVFIFPPSDEQ
' LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HKVYACEVTHQGLSSPVTKSFNRGEC
Variable Region (1-113), Constant Region (114-218)

SEQ ID NO:80: Amino Acid Sequence of h#32A1-T9L
DIVMTQSPDSLAVSLGERATINCRASQSVTISGYSFIHWYQQKPGQPPKLLIYRASNLASGVPA

RFAGSE cmDFTszSSLQAEDVAVVFCQQSRKSPWTFGGGTKVEIKRTVAAPSVFIFPPSDEQ

LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HXVYACEVTHQGLSSPVTKSFNRGEC

Variable Region (1-113), Constant Region (114-218)

SEQ ID NO:81: Amino Acid Sequence of h#32A1-T10L
DIVMTQSPDSLAVSLGERATINCRASQSVTISGYSFIHWYQQKPGQPPKLLIYRASNLASGVPA
AGGTRKVEIKRTVAAPSVEIFPPSDED

e ataldalatateln)]

RFSGSGSGETDFTLTISSLOAEDVAVYYCQQSRRKSPWTIFA
LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HKVYACEVTHQGLSSPVTKSFNRGEC

Variable Region (1-113), Constant Region (114-218)

SEQ ID NO:82: Amino Acid Seguence of h#32A1-11L

DIVMTQSPDSLAVSLGERATISCRASQSVTISGYSFIHWYQQKPGQPPRLLIYRASNLASGVPA
RFSGSGSGTDFTLTISSLQAEDVAVYYCQQSRKSPWTFGGGTKVEIKRTVAAPSVFIFPPSDEQ
LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HRKVYACEVTHQGLSSPVTKSFNRGEC
vVariable Region (1-113), Constant Region (114-218)
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Figure 41
SEQ ID NO:83: Amino Acid Seguence of h#32A1-T12L

DIVMTQSPDSLAVSLGERATISCRASQSVTISGYSFIHWYQQKPGQPPKLLIYRASNLASGVPA
RFSGSGSETDFTLTISSLOAEDVAVYFCQQSRKSPWIFGGGTRVEIKRTVAAPSVFIFPPSDEQ
LEKSGTASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HKVYACEVTHQGLSSPVTKSFNRGEC

Variable Region (1-113), Constant Region (114-218)

SEQ ID NO:84: Amino Acid Sequence of h#32A1-T13L
DIVMTQSPDSLAVSLGERATISCRASQSVTISCYSFIHWYQQKPGQPPKLLIYRASNLASGVPA
REFSGSGSETDFTLTISSLOAEDVAVYYCQQSRKSPWTFAGGTKVEIKRTVAAPSVFIFPPSDEQ
LKSGTASVVCLLNNFY PREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HKVYACEVTHQGLSSPVTKSFNRGEC
Variable Region (1-113), Constant Region (114-218)

SEQ ID NO:85: Amino Acid Sequence of h#32A1-T14L
DIVMTQSPDSLAVSLGERATINCRASQSVTISGYSFIHWYQQKPGQPPRLLIYRASNLASGVPA
°SLQAEDVAVYFCQQSRKSPWTFGGGTKVEIKRTVAAPSVFIFPPSDEQ

inlrlalalatal
RFSGSGSGTDFTLTIS

LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK
HKVYACEVTHQGLSSPVITKSFNRGEC
Variable Region (1-113), Constant Region (114-218)

SEQ ID NO:86: Amino Acid Sequence of h#32A1-T15L
DIVMTQSPDSLAVSLGERATINCRASQSVTISGYSFIHWYQQKPGQPPRLLIYRASNLASGVPA

RESGSGSGTDFTLTISSLOAEDVAVYYCQQSRKSPWIFAGGTKVEIKRTVAAPSVFIFPPSDEQ
LKSGTASVVCLLNNEFY PREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK
HKVYACEVTHQGLSSPVTKSFNRGEC

Variable Region (1-113), Constant Region (114-218)

SEQ ID NO:87: Amino Acid Sequence of h#32A1-T16L

DIVMTQSPDSLAVSLGERATINCRASQSVTISGYSFIHWYQQKPGQPPKLLIYRASNLASGVPA
RFSGSGSCETDFTLTISSLOAEDVAVYFCQOSRKSPWTFAGGTKVEIKRTVAAPSVFIFPPSDEQ
LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HKVYACEVTHQGLSSPVIKSFNRGEC
Variable Region (1-113), Constant Region (114-218)
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Figure 42

SEQ ID NO:88: Amino Acid Sequence of h#32A1-T17L
DIVMTQSPDSLAVSLGERATISCRASQSVTISGYSFIHWYQQKPGQPPRLLIYRASNLASGVPA
RFSGSGSGTDFTLTISSLQAEDVAVYFCQQSRKSPWTFGGGTKVEIKRTVAAPSVFIFPPSDEQ

LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HKVYACEVTHQGLSSPVTKSFNRGEC

Variable Region (1-113), Constant Region (114-218)

SEQ ID NO:89: Amino Acid Sequence of h#32A1-T18L

DIVMTQSPDSLAVSLGERATISCRASQSVTISGYSFIHWYQQKPGQPPRLLIYRASNLASGVPA
RFSGSGSGTDFTLTISSLQAEDVAVYYCQQSRKSPWTFAGGTKVEIKRTVAAPSVFIFPPSDEQ
LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HKVYACEVTHOGLSSPVTKSFNRGEC
Variable Region (1-113), Constant Region (114-218)

SEQ ID NO:90: Amino Acid Sequence of h#32A1-T159L
DIVMTOSPDSLAVSLGERATISCRASQSVTISGYSFIHWYQQKPGQPPKLLIYRASNLASGVPA

RFSGSGSGTDFTLTISSLQAEDVAVYFCQQSRKSPWTFAGGTKVEIKRTVAAPSVFIFPPSDEQ

LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HKVYACEVTHQGLSSPVTKSFNRGEC :
Variable Region (1-113), Constant Region (114-218)

SEQ ID NO:91: Amino Acid Sequence of h#32A1-T20L
DIVMTQSPDSLAVSLGERATINCRASQSVTISGYSFIHWYQQKPGQPPRLLIYRASNLASGVPA
JAVYFCOQSRKS PWTFAGGTRVEIKRTVAAPSVFIFPPSDEQ

RFSGSGSGTDFTLTISSLOAEDVAVY
LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HKVYACEVTHQGLSSPVTKSFNRGEC

Variable Region (1-113), Constant Region {114-218)

SEQ ID NO:92: Amino Acid Sequence of h#32A1-T21L

EILMTQSPATLSLSPGERATLSCRASQSVTISGYSFIHWYQQKPGQAPRLLIYRASNLASGIPA
RFSGSGSGTDFTLTISSLEPEDFALYYCQQSRKSPWTFGQGTKVEIKRTVAAPSVFIFPPSDEQ
LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HKVYACEVTHQGLSSPVTKSFNRGEC
Variable Region (1-113), Constant Region (114-218)
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Figure 43
SEQ ID NO:93: Amino Acid Sequence of h#32AL-T22L

EILMTQSPATLSLSPGERATLSCRASQSVTISGYSFIHWYQQKPGQAPRLLIYRASNLASGIPA
RFSGSGSGTDFTLTISSLEPEDFALYFCQQSRKSPWTFAQGTKVEIKRTVAAPSVFIFPPSDEQ
LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HKVYACEVTHQGLSSPVTKSFNRGEC
Variable Region (1-113), Constant Region (114-218)

SEQ ID NO:94: Amino Acid Sequence of h#32A1-T23L

EILLTQSPATLSLSPGERATLSCRASQSVTISGYSFIHWYQQKPGQAPRLLIYRASNLASGIPA
RFSGSGSGTDFTLTISSLEPEDFALYYCQQSRKSPWTFGQGTKVEIKRTVAAPSVFIFPPSDEQ
LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HEKVYACEVTHQGLSSPVTKSFNRGEC
Variable Region (1-113), Constant Region (114-218)

SEQ ID NO:95: Amino Acid Sequence of h#32A1-T24L
EILLTQSPATLSLSPGERATLSCRASQSVTISGYSFIHWYQQKPGQAPRLLIYRASNLASGIPA

DFSGSGSGTDFTLTISSLEPEDFALYYCQQSRKSPWTFGQGTKVEIKRTVAAPSVFIFPPSDEQ

LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HKVYACEVTHQGLSSPVTKSFNRGEC
Variable Region (1-113), Constant Region (114-218)

SEQ ID NO:96: Amino Acid Sequence of h#32A1-T25L
DILLTQSPATLSLSPGERATLSCRASQSVTISGYSFIHWYQQKPGQQPRLLIYRASNLASGIPA

STETUVTT R FRTIITI T T AP AyAY
GGTKVEIKRTVAAPSVFIFPPSDEQ

RFSESGESCTDFTLTISSLEPEDFATYFCOOSRKSPWIFAGGTRKVELS
LKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEK

HRVYACEVTHQGLSSPVTKSFNRGEC
Variable Region (1-113), Constant Region (114-218)
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Figure 54 ‘
SEQ ID NO:98: Nucleotide Sequence of h#32A1-H1-1
ATGAAACACCTETEETTCTTCCTCCTGCTEGGTGECAGCTCCCAGATGEETGCTGAGCGAAGTCC
AGCTTGTGGAAAGCGGAGGGGGACTCGTTCAGCCAGGAGGCTCTCTGCGCCTGTCATGCGCTGC
CAGCGGATTTAATTTCAATGATTATTTTATGAACTGGGTCAGCCAGGCTCCGGGAARAGGGCTG
GAATGGGTCGCCCAGATCAGAAACAAGATCTATACTTACGCTACATTCTACGCCGCATCTGTAA
AGGCGAGETTTACAAT TAGTCGCGACAATGCAARAAATAGTCTGTATCTCCAAATGAACTCCCT
CCGCGCAGAGGATACTGCTGTCTACTACTGCECCAGGTCCTTGACTGGCGGCGACTATTTTGAT
TACTGEGGEACAGGECACCCTGETGACGETGAGCTCAGCCAGCACCAAGGGCCCTTCCGTGTTCC
CTCTGGCCCCTTETAGCCETTCCACCAGCGAGTCCACCGCCGCCCTTGGCTGTCTGGTGAAGGA
CTACTTCCCTGAGCCTATGACCGTGAGCTGGAACTCCEGAGCCCTTACCAGCGGCGTGCACACT
TTCCCTECCEGTGCTGCAGTCCAGCEECCTTTACTCCCTGAGCTCCEGTGGTGACCGTGCCTAGCT
CCAACTTCGGCACCCAAACCTACACCTGTAACGTGGACCACAAGCCTAGCAACACCAAGGTGGA
CAAGACCCETCEACGCGTAAGTETTETETGEGAGTGTCCTCCTTGTCCTGCCCCTCCTGTGGCCGGA
CCTTCCGTGTTCCTTTTCCCTCCTAAGCCTAAGGACACCCTGATGATCAGCCGTACCCCTGAGG
TRACCTCTCTGGTAGTEGACGTGTCCCACGAGGACCCTGAGGTGCAGTTCAACTGGTACGTGGA
CGGCETGCAGETGCACARCGCCAAGACCARGCCTCGTGAGGAGCAATTCAACAGCACCTTCCGT
GTGGTGTCCGTGCTTACCGTGGTGCACCAAGACTGGCTGAACGGCAAGGAGTACAAGTGTAAGG
TGAGCAACAAGGGACTTCCTGCCCCTATCGAGAAGACCATCTCCAAGACCAAGGGCCAACCTCG
TEAGCCTCAAGTGTACACCCTTCCTCCTAGCCEGTCGAGGAGATGACCAAGRACCAAGTGTCCCTT
ACCTGTCTGETGAAGGECTTCTACCCTAGCCGACATCGCCGTGGAGTGGGAGTCCAACGGACAAL
CTGAGAACAACTACAAGACCACCCCTCCTATGCTTGACAGCGACGGCTCCTTCTTCCTGTACAG
CAAGCTGACCGTGGACAAGTCCCGTTGGCAACAAGGCAACGTGTTCAGCTGTTCCGTGATGCAC
GAGGCCCTGCACAACCACTACACCCAAAAGAGCCTTTCCCTGAGCCCTGGAAAG

U = - . - { =t KR
Signal Sequence (1-57) , Variable Region (

(421-1398)

SEQ ID NO:99: Amino Acid Sequence of h#32A1-Hl-1
MKHLWFFLLLVAAPRWVLSEVQLVESGGGLVQPGGSLRLSCAASGFNFNDYFMNWVRQAPGKGL
EWVAQIRNKIYTYATFYAASVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCARSLTGGDYFD
YWGQGTLVTVSSASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHT
FPAVLQSSGLYSLSSVVTVPSSNFGTQTYTCNVDHKPSNTKVDKTVERKCCVECPPCPAPPVAG
PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQFNSTFR
VVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKGQPREPQVYTLPPSREEMTKNQVSL
TCLVKGFYPSDIAVEWESNGQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMH
EATLHNHYTQKSLSLSPGK

Signal Sequence (1-19) , Variable Region (20-140) , Constant Region
(141-466)
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Figure 55

SEQ ID NO:100: Nucleotide Sequence of h#32A1-H5
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTGCTGAGCGAGGTGC
AGGTGGTGGAGAGCGGCGGCGGACTTGTGCAGCCTGGCGGCTCCCTGAGACTTAGCTGTGCCAC
CTCCGGCTTCAACTTCAACGACTACTTCATGAACTGGGTGAGACAGGCCCCTGGCAAGGGCCTG
GAGTGGGTGGCCCAGATCAGAAACAAGATCTACACCTACGCCACCTTCTACGCCGAGAGCCTTG
AGGGCAGATTCACCATCTCCAGAGACAACAGCAAGTCCACCGTGTACCTTCAGATGAACTCCCT
GAGAGCCGAGGACACCGCCGTGTACTACTGTACCAGAAGCCTTACCGGCGGCGACTACTTCGAC
'TACTGGGGCCAGGGCACCCTGGTGACCGTGAGCTCAGCCAGCACCAAGGGCCCTTCCGTGTTCC
CTCTGGCCCOTTETAGCCETTCCACCAGCGAGTCCACCGCCGCCCTTGGCTGTCTGGTGAAGGA
CTACTTCCCTGAGCCTGTGACCGTGAGCTGGAACTCCGGAGCCCTTACCAGCGGCGTGCACACC
TTCCCTGCCETGOTGCAGTCCAGCEECCTTTACTCCCTGAGCTCCGTGGTGACCEGTGCCTAGCT
CCAACTTCGGCACCCARACCTACACCTGTAACGTGGACCACAAGCCTAGCAACACCAAGGTGGA
CAAGACCGTGGAGCGTAAGTGTTGTGTGGAGTGTCCTCCTTGTCCTGCCCCTCCTGTGGCCGGA
CCTTCCGTETTCCTTTTCCCTCCTAAGCCTAAGGACACCCTGATGATCAGCCGTACCCCTGAGE
TCACCTGTGTACTGGETGEGACGTETCCCACCGAGGACCCTGAGGTGCAGTTCAACTGGTACGTGGA
CGGCGTGGAGGTGCACAACGCCAAGACCAAGCCTCGTGAGGAGCAATTCAACAGCACCTTCCGT
GTGETETCCATGCTTACCGTEGTGCACCAAGACTGGCTGAACGGCAAGGAGTACAAGTGTAAGG
TGAGCAACAAGGGACTTCCTGCCCCTATCGAGAAGACCATCTCCAAGACCAAGGGCCAACCTCG
TGAGCCTCAAGTGTACACCCTTCCTCCTAGCCGTGAGGAGATGACCAAGAACCAAGTGTCCCTT
ACCTGTCTGETGAAGRGCTTCTACCCTAGCGACATCGCCGTGCGAGTGGGAGTCCAACGGACAAC
CTGAGAACAACTACAAGACCACCCCTCCTATGCTTGACAGCGACGGCTCCTTCTTCCTGTACAG
CAAGCTGACCGTGGACAAGTCCCGTTGGCAACAAGGCAACCTGTTCAGCTGTTCCGTGATGCAC
GAGGCCCTECACAACCACTACACCCARAAAGAGCCTTTCCCTGAGCCCTGGAAAG

g wence (1-57) , Variable Region (58-420) , Constant Region

Signal Sequ

(421-1398)

SEQ ID NO:101: Amino Acid Sequence of h#32A1-H5
MKHLWFFLLLVAAPRWVLSEVQVVESGGGLVQPGGSLRLSCATSGFNFNDYFMNWVRQAPGKGL
EWVAQIRNKIYTYATFYAESLEGRFTISRDNSKSTVYLQMNSLRAEDTAVYYCTRSLTGGDYFD
YWGQGTLVTVSSASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHT
FPAVLQSSGLYSLSSVVTVPSSNFGTQTYTCNVDHKPSNTKVDKTVERKCCVECPPCPAPPVAG
PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQFNSTFR
VVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKGQPREPQVYTLPPSREEMTKNQVSL
TCLVKGFYPSDIAVEWESNGQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMH
EATHNHYTQKSLSLSPGK

Signal Sequence (1-19) , Variable Region (20-140) , Constant Region
(141-466)
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Figure 56

SEQ ID NO:102: Nucleotide Sequence of h#32A1-L2-15
ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCATATGGCGAAA
TTCTGATGACGCAGAGTCCTGCAACTCTTAGTCTGTCACCTGGCGAGAGAGCCACACTCAGCTG
CCGAGCGTCCCAGTCCGTGACCATTAGCGGCTATTCTTTTATTCATTGGTATCAGCAAAAGCCT
GGACAGGCGCCAAGGCTGCTCATTTACAGAGCAAGCAACCTTGCCTCTGGCATTCCAGCAAGAT
TCAGCGGGAGCGGATCAGGGACAGATTTCACCTTGACCATCTCCTCCCTGGAGCCGGAGGATTT
CGCGTTGTATTATTGTCAGCAATCTAGGAAGAGTCCATGGACATTTGGCCAGGGCACCAAAGTG
GAGATCAAGCGTACGGTGGCCGCCCCCTCCGTGTTCATCTTCCCCCCCTCCGACGAGCAGCTGA
AGTCCGGCACCGCCTCCGTGGTGTGCCTGCTGAATAACTTCTACCCCAGAGAGGCCAAGGTGCA
GTGGAAGGTGGACAACGCCCTGCAGTCCGGGAACTCCCAGGAGAGCGTGACCGAGCAGGACAGC
AAGGACAGCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACA
AGGTGTACGCCTGCGAGGTGACCCACCAGGGCCTGAGCTCCCCCGTCACCAAGAGCTTCAACAG
GGGGGAGTGCT
Signal Sequence (1-60) , Variable Region (61-399) , Constant Region
(400-714) ‘

SEQ ID NO:103: Amino Acid Sequence of h#32A1-L2-15
MVLQTQVFISLLLWISGAYGEILMTQSPATLSLSPGERATLSCRASQSVTISGYSFIHWYQQKP
GQAPRLLIYRASNLASGIPARFSGSGSGTDFTLTISSLEPEDFALYYCQQSRKSPWTFGQGTKV

EIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDS
RDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC
Signal Sequence (1-20) , VariableRegion (21-133) , Constant Region

(134-238)
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Figure 57
SEQ ID NO:104: Nucleotide Sequence of h#32A1-L2-16

ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCGGCGCATATGGCGAAA
TCCTGATGACACAGAGTCCTGCGACCCTCTCCCTCTCACCAGGCGAGAGGGCCACCCTGTCTTG
TAGAGCCAGCCAGTCAGTCACTATTAGTGGATACTCATTTATCCATTGGTATCAACAGAAACCA
GGACAGGCGCCTCGGCTTCTGATCTACCGCGCCTCAAACCTTGCCTCTGGCATCCCCGCGAGGT
TCTCTGGCTCTGGCAGCGGTACCGATTTTACACTGACTATCTCAAGCCTCGAACCTGAAGACTT
CGCACTGTACTTTTGCCAGCAGAGCAGGAAGTCCCCCTGGACTTTTGCACAGGGAACCAAAGTC
GAAATCAAGCGTACGGTGGCCGCCCCCTCCGTGTTCATCTTCCCCCCCTCCGACGAGCAGCTGA
AGTCCGGCACCGCCTCCGTGGTGTGCCTGCTGAATAACTTCTACCCCAGAGAGGCCAAGGTGCA
GTGGAAGGTGGACAACGCCCTGCAGTCCGGGAACTCCCAGGAGAGCGTGACCGAGCAGGACAGC
AAGGACAGCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACA
AGGTGTACGCCTGCGAGGTGACCCACCAGGGCCTGAGCTCCCCCGTCACCAAGAGCTTCAACAG
GGGGGAGTGT
Signal Sequence (1-60) , Variable Region (61-399) , constant Region
(400-714)

SEQ ID NO:105: Amino Acid Sequence of h#32A1-L2-16

MVLQTQVFISLLLWISGAYGEILMTQSPATLSLSPGERATLSCRASQSVTISGYSFIHWYQQKE

GQAPRLLIYRASNLASGIPARFSGSGSGTDFTLTISSLEPEDFALYFCQQSRKSPWTFAQGTKV
EIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDS

KDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

Signal Sequence (1-20) , VariableRegion (21-133) , constant Region

(134-238).




