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[Figure 2-1]
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[Figure 2-2]
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[Figure 2-3]
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[Figure 3]
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[Figure 4-1]

SEQ ID NO: 7: Nucleotide sequence of LN22R8 light chain variable region
GACATCCAGATGACCCAGTCTCCATCCTCCT TATCTGCCTCTCTRGGAGAAAGAGTCAGT CTCACTTGTCGRACAAGTCTGGAAATT

AGTGGTTTCTTAAGTTGGCT TCAGGAGAAAGCAGATGGAAGTATTAAAGGCCTGATCTACGGCGCATCCATTTTAGATTCTGGTGTG
CCAAAAAGGTTCAGTGGCAGTAGGTCTGGGTCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCTGAAGATTTTGCAGACTATTAC
TGTCTAGAATATGCTAGTTATCCGTGGACGTTCGGTGGAGGCACCAAGCTGGAAATCAAAGGG

SEQ ID NO: 8: Amino acid sequence of LN22R8 light chain variable region (each CDR is underlined)
DIGMTQSPSSLSASLGERVSLTCRASLE | SGFLSWLQQKPDGT IKRLIYAAS ILDSGVPKRF SGSRSGSDYSLT I SSLESEDFADYY

CLGYASYPWTFGGGTKLEIKR

SEQ ID NO: 11: Amino acid sequence of CDRL1 of LN22R8
RASLEISGFLS

SEQ ID NO: 12: Amino acid sequence of CDRL2 of LN22R8
AASILDS

SEQ ID NO: 13: Amino acid sequence of CDRL3 of LN22R8
LOYASYPHT

[Figure 4-2]

SEQ ID NO: 9: Nucleotide sequence of LN22R8 heavy chain variable region
CAGATCCAGTTGGTGCAGTCTGGACCTGAGCTGAAGAAGCGTGGAGAGACAGTCAAGATCTCCTGCAAGGCTTCTBRATATACCTTC

ACAAACTATGGAATGAACTGGGTGAAGCAGGCTCCAGGAAAGGGT TTAAAGTGGATGGGCTGGATAAACACCTACAGTGGAGAGCCA
ACATATGCTGATGACTTCAAGGGACGGTTTGCCTTCTCTTTGGAAACCTCTGCCAGCACTGCCTATTTGCAGATCAAGAACGTCAAA
AATGAGGACACGGCTACATATTTCTGTGCAAGAGGGGGGTATGGTAACTACGGGGCGGGGGCTATGGACTACTGGGATCAAGGTACC
TCAGTGACCGTCTCCTCA

SEQ ID NO: 10: Amino acid sequence of LN22R8 heavy chain variable region (each CDR is underlined)
QI10LVASGPELKKPGETVK] SCKASGYTF TNYGMNWVKQAPGKGLKWMGW INTYTGEPTYADDFKGRFAFSLETSASTAYLQINNLK
NEDTATYFCARGGYGNYGAGAMDYWGQGTSVTVSS

SEQ ID NO: 14: Amino acid sequence of CORH1 of LN22R8
GYTFTNYGMN

SEQ ID NO: 15: Amino acid sequence of CORH2 of LN22R8
WINTYTGEPT

SEQ ID NO: 16: Amino acid sequence of CDRH3 of LN22R8
GGYGNYGAGAMDY
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[Figure 5-1]

SEQ ID NO: 17: Nucleotide sequence of 2P10F2 light chain variable region
GACATCCAGATGACACAGTCTCCAGCTTCCCTGTCTGCATCTCTGGGAGAAACTGTCTCCATCGAATGTCTTGCAAGTGAGBGCATT
TCCAATAGTTTAGCGTGGTATCAGCAGAAGCCAGGGAAATCTCCTCAGCTCCTGATCTATGGTGCAAGTAGCTTGCAAGACGGGETC
CCATCACGGTTCAGTGGCAGTGGATCTGGCACACAGTATTCTCTCAAGATCAGCGGCATGCAACCTGAAGATGAAGGGRTTTATTAC
TGTCAACAGGGTTACAAGTATCCATTCACGT TCGGCTCAGGGACGAAGT TGGAAATAAAACGG

SEQ ID NO: 18: Amino acid sequence of 2P10F2 light chain variable region (each CDR is underlined)
DIGMTQSPASLSASLGETVS IECLASEG] SNSLAWYQQKPGKSPQLL 1 YGASSLADGYPSRFSGSGSGTQYSLK]SGMOPEDEGVYY
CQOGYKYPFTFGSGTKLEIKR

SEQ ID NO: 21: Amino acid sequence of CDRL1 of 2P10F2
LASEGISNSLA

SEQ ID NO: 22; Amino acid sequence of CDRL2 of 2P10F2
GASSLOD

SEQ ID NO: 23: Amino acid sequence of CDRL3 of 2P10F2
QOBYKYPFT

[Figure 5-2]

SEQ ID NO: 19: Nucleotide sequence of 2P10F2 heavy chain variable region
GAGGTGCAGCTTCAGGAGTCAGGACCTGGCCTTGTGAAACCCTCACAGTCACTCTCCCTCACCTGTTCTGTCACTGGTTACTCCATC
ACTAGTAATTACTGBGGCTGGATCCGGAAGTTCCCAGGAAATAAAAT GGAGT GEATGGGATGCATAACCTACAGT GGTGGCACTAGE
TACAACCCATCTCTCAAAAGTCGAATCTCCATTACTAGAGACACATCAAAGAATCAGTTCTTCCTGCAGTTGAACTCTGTAACTACT
GAGGACACAGCCACATATTACTGTGCAAGTTCCTATAGCAGTGATGACGTCGATTACTGGGGCCAAGGAGTCATGGTCACAGTCTCC
TCA

SEQ ID NO: 20: Amino acid sequence of 2P10F2 heavy chain variable region (each CDR is underlined)
EVALOESGPGLYKPSQSLSLTCSVTGYS I TSNYWGWIRKFPGNKMEWMGC I TYSGGT SYNPSLKSRIS I TRDTSKNQFFLALNSYTT
EDTATYYCASSYTSGDVDYWGOGVMVTVSS

SEQ ID NO: 24; Amino acid sequence of CDRH1 of 2P10F2
GYSITSNYWG

SEQ ID NO: 25; Amino acid sequence of CDRHZ2 of 2P10F2
CITYSGGTS

SEQ ID NO: 26: Amino acid sequence of CDRH3 of 2P10F2
SYTSGDVDY
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[Figure 6]
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[Figure 8]
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[Figure 9-2]
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[Figure 10]
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[Figure 11]
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[Figure 12]
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[Figure 13-1]
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[Figure 13-2]
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[Figure 13-4]
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[Figure 14]
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[Figure 15]
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(a) Design of #84H1h variable region
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(b) Design of #84L2h variable region
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[Figure 16]

(a) Design of #110H1h variable region
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#110H1h 1 ... Voo VKL LLALLL VL. P S N o TR . P PP -1

[

rat_CD147_#110 HC 61 NQKFNGKATLTADKSSSTAYMQLSSLTSEDSAVYFCARGRGYVMDAWGQGASVTVES 117
#110H1h 61 ....Q.RV...R.T.T.....E..R.R.D.T... ¥ eierrnuin.nn TT..... 117

(b) Design of #110H13h variable region
rat_CD147_#110 HC QVOLOOSGAELVKPGSSVKISCKASGYTFTSDFMEW IKQQPGNGLEWIGWIYPGDGDTEY 60
4110H13h T N < S o T L -1¢)

-

rat_CD147_#110 HC 61 NQRFNGKATLTADKSSSTAYMOLSSLTSEDSAVYFCARGRGYVMDAWGQGASVTVSS 117
$#110H13h 6l A...Q.RV.M.R.T.I..... E..R.R.D.T... Y. ...ttt aeeTT. ... 117

(<) Design of #110L4h variable region

rat CD147_#110 LC 1 DIQMTQTPSSMPASLGERVTISCRASQGISNYLNWYQQOKPDGTIKPLIYYTSNLOSGVPS 60
#110L4h 1 ...... [ - R R e N 1
rat_CD147_#110 LC 61 RFSGSGSGTDYSLTISSLEPEDFAMYFCQQYDSSPRTFGGGTKLELKR 108
#110L4n 2 P V.I.. 108

(d) Design of #110L2h variable region

rat_CD147_#110 LC DIGMTQTPSSMPASLGERVTISCRASQGISNYLNWYQOKPDGTIKPLIYYTSNLQSGVPS 60

[

#110L2h - 1o GKAP........... ve... B0
rat_CD147_#110 LC 61 RFSGSGSGTDYSLTISSLEPEDFAMYFCQQYDSSPRTFGGGTKLELKR 108
#110L2h [ AP [ TV . S N v.I.. 108

(e) Design of #110L12h variable region

rat_CD147_#110 LC 1 DIQMTQTPSSMPASLGERVTISCRASQGISNYLNWYQOKPDGTIKPLIYYTSNLOSGVPS 60
$110L12h O o 18 P 1 A GRAP. ... .cocenanans 60
rat_CD147_#110 LC 61 RFSGSGSGTDYSLTISSLEPEDFAMYFCQQYDSSPRTFGGGTKLELKR 108
#110L12h ' 61 i - e FTovunn. Qv ToYaiwn oo casinn oo wiaim o vV.I.. 108
[Figure 17]
(a) Design of #131H2h variable region
rat_CD147_#131 HC 1 EVQLVESGGGLVQPGRSLKLSCGASGFTFNNYWMTWVRQAPGKGLEWVASITKAGGSTYY 60
#131H2h L OuerieeenVarnnnn, T P e, ceee. 60

rat_CD147_#131 HC 61 RDSVKGRFTISRDNAKSTLYLQMNSLRSEDTATYYCTRELGEEYVMDAWGQGASVTVSS 1119
#131H2h Bl A.iiiverrereasBanianeananan 2 TT..... 119

(b) Design of #131L2h variable region
rat_CD147_#131 LC DVQOMTQSPSYLAASPGESVSISCKASKSINTYLAWYQEKPGKTNKLLIYSGSTLOSGTPS €0
$131L2h 1 coieveens S.8..V.DR.T.Tesseveennunne Creresseraranecrsnsraares 60

=

rat_CD147_#131 LC 61 RFSGSGSGTDFTLTIRSLEPEDFAVYYCQQOHNEYPFTEFGSGTKLEIKR 108
#131L2Zh 6l Laiiiaeesens e 5..Q..... Teravsanaansnen [0 PO 108
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[Figure 18]
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[Figure 19]

P-p38MAPK signal in PANC-1 cells
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[Figure 20]
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[Figure 21]
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[Figure 22]
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(a)

[Figure 23]
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[Figure 24]
Tumor growth of BxPC-3
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[Figure 25]
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[Figure 26]
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[Figure 27]
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[Figure 28]
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[Figure 29]
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[Figure 30]
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[Figure 31]
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[Figure 32]

Cytokine production from human PBL
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[Figure 33-1]

SEQ ID NO: 48: Nucleotide sequence of rat_CD147_#84 light chain variable region
GATGTCCAGATGACCCAGTCTCCATCTTATCTTGCTGCGTCTCCTGGAGAAAGTGTTTCCATCAGTTGCAAGGCAAGTAAGAGCATTAGCAATAA

TTTAGCCTGGTATCAGGAGAAACCTGGGAAAGCAAATAAGCTTCTTATTCACTCTGGGTCAACTTTGCAATCTGGAACTCCATCGAGGTTCAGTG
GCAGTGGATCTGGTACAGATTTCACGCTCACCATCAGAAGCCTGGAGTTTGAAGATTTTGCAGTCTATTACTGTCAACAGTATAATGAATACCCA
CTCACGTTCGGTTCTGGGACCAAGCTGGAGATCAAACGG

SEQ ID NO: 49: Amino acid sequence of rat_CD147_#84 light chain variable region {each CDR is underlined)
DVOMTQSPSYLAASPGESVS]SCKASKS | SNNLAWYQEKPGKANKLL IHSGSTLQSGTPSRFSGSGSGTDFTLTIRSLEFEDFAYYYCQQYNEYP

LTFGSGTKLEIKR

SEQ ID NO: 52: Amino acid sequence of CDRL1 of rat_CD147_#84
KASKSISNNLA

SEs%)sTIBsNO: 53: Amino acid sequence of CDRL2 of rat_CD147_#84

SEQ ID NO: 54: Amino acid sequence of CDRL3 of rat_CD147_#84
OQYNEYPLT
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[Figure 33-2]

SEQ ID NO: 50: Nucleotide sequence of rat_CD147_#84 heavy chain variable region
GAGGTGCAGCTGGTGGAGTCTGEGGRAGGCCTAGTGCAGCCTAGAAGBTCOCTGAAACTCTCCTGTGCAGCCTCAGGATTCACTTTCAGTAACTA
TTACATGECCTGGETCCGCCAGRCTCCAAAGAAGGT CTGGAGTGGGTCGCAACCATTACTACCAGTGGTAGCAGACCTTACTATCCAGACTCCS
TGAAAGGCCGATTCACTATCTCCAGAGATAATGCAAAAAGCAGCCTATACCT GCAAATGAACAGTCTGAAGTCTGAGGACACGGCCACTTATTAG
TGTGCAAGACATATTTATTACTATGATAGT TACCCCTTTGCTTACTGGRGCCAAGGCACTCTGRTCACTGTCTCTTCA

SEQ ID NO: 51: Amino acid sequence of rat_CD147_#84 heavy chain variable region (each CDR is underlined)
EVOLVESGGGLVAPGRSLKLSCAASGFTFSNY YMAWVRGAPKKGLEWVAT I TTSGSRPYYPDSVKGRF T1SRDNAKSSLYLQMNSLKSEDTATYY
CARHIYYYDGYPFAYWGQGTLVTVSS

SEQ ID NO: 55: Amino acid sequence of CDRH1 of rat_CD147_#84
GFTFSNYYMA

SEQ ID NO: 56: Amino acid sequence of CDRH2 of rat_CD147_#84
TITTSGSRPY

SEQ ID NO: 57: Amino acid sequence of CDRH3 of rat_CD147_#84
HIYYYDGYPFAY

[Figure 34-1]

SEQ ID NO: 58: Nucleotide sequence of rat_CD147_#101 light chain variable region
GACATCCAGATGACCCAGTCTCCTTCACTCCTGTCTGCATCTGTGRGAGGCAGAATCACTGTCAACTGCAAAGCAAGTCAGAATCTCTATAAGAA
CTTAGCCTGGTATCAGCAGAAGCT TGBAGAAGCTCCCARACTCCTRATTGATAATGCARACAGT TTGCAAACGGGCATCCCATCAAGETTCAGTG
GCAGTGGATCTGGTACAGATTTCACACTCACCATCAGCAGCCTGCAGCCTGAAGATGT TGCCACATAT T TCTACCAGCAGTAT TATAGCGGGTCE
TACACGTTTGGAGCTGRGACCAAGCTGGAACTGAAACGE

SEQ ID NO: 59: Amino acid sequence of rat_CD147_#101 light chain variable region (each CDR is underlined)
DIAMTQSPSLLSASVGGR1 TLNCKASQNL YKNLAWYQQKL GEAPKLL IDNANSLQTG | PSRFSGSGSGTDFTLT 1 SSLAPEDVATYFCQQYYSGS
YTFGAGTKLELKR

SEQ ID NO: 62: Amino acid sequence of CDRL1 of rat_CD147_#101
KASONLYKNLA

SEQ ID NO: 63: Amino acid sequence of CDRL2 of rat_CD147_#101
NANSLOT

SEQ ID NO: 64: Amino acid sequence of CDRL3 of rat_CD147_#101
Q0YYSGSYT

[Figure 34-2]

SEQ ID NO: 60: Nucleotide sequence of rat_CD147_#101 heavy chain variable region
GAGGTGCAGCTGGTGGAGTCTGATGBAGGCT TAGTGCAGCC TGBAAGETCOCTAARACTCTCCTGTGCAGCCTCAGGATTCACTTTCAGTGACTA
TTACATGGCCTGGGTCCGCCAGRCTCCAACGAAGGGGCTGGAGTGGTCGCAACCATTAGTTATGATGGTAGTAACACT TACTATCGAGACTCCE
TGAAGGGCCGATTCACTATCTCCAGAGATAATGCAAAAAGCACCCTATACCTGGANATBRACAGTCTGAGGTCTGGGGACACGGCCACTTATTAC
TGTGCAAGATT TTACAACAACTACTACTTTGATTACTGEGECCAAGGAGTCATGGTCACAGTCTCCTCA

SEQ 1D NO: 61: Amino acid sequence of rat_CD147_#101 heavy chain variable region (each CDR is underlined)
EVOLVESDGGL VAPGRSLKLSCAASGFTFSDY YMAWVRQAPTKGLEWVAT 1 SYDGSNTYYRDSVKGRF T I SRDNAKSTLYLOMDSLRSGDTATYY
CARFYNNYYFDYWGQGVMVTVSS

SEQ ID NO: 65: Amino acid sequence of CDRH1 of rat_CD147_#101
GFTFSDYYMA

SEQ ID NO: 66: Amino acid sequence of CDRH2 of rat_CD147_#101
TISYDGSNTY

SEQ ID NO: 67: Amino acid sequence of CDRH3 of rat_CD147_#101
FYNNYYFOY
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[Figure 35-1]

SEQ ID NO: 68: Nucleotide sequence of rat_CD147_#110 light chain variable region
GACATCCAGATGACCCAGACTCCATCCTCCATGCCTRCATCTCTGGGAGAGAGAGTCACCATCAGTTGCAGAGCAAGTCAGGETATTAGCAATTA
TCTAAACTGGTATCAGCAGAAAGCAGATGGAACGATTAAACCCCTGATCTACTACACATCCAATTTACAATCTGGTGTCCCATCAAGGTTCAGTG
GCAGTGGGTCTGGRACAGATTATTCTCTCACCATCAGCAGCCTGGAGCCTGAAGAT TTTGCAATGTATTTCTRCCAACAGTATGATAGTTCTCCT
CGGACGTTCGATGAAGACACCAAGCTGGAATTGAAACGE

SEQ ID NO: 69: Amino acid sequence of rat_CD147_#110 light chain variable region (each CDR is underlined)
DIONTQTPSSMPASLGERVT 1SCRASQGE SNYLNWYQOKPDGT IKPL [ YYTSNLQSGVPSRFSGSGSGTDYSLT1SSLEPEDFAMYFCQQYDSSP
RIFGGGTKLELKR

SEQ ID NO: 72: Amino acid sequence of CDRL1 of rat_CD147_#110
RASGGISNYLN

SEQ ID NO: 73: Amino acid sequence of CDRL2 of rat_CD147_#110
YTSNLOS

SEQ ID NO: 74: Amino acid sequence of CDRL3 of rat_CD147_#110
BAYDSSPRT

[Figure 35-2]

SEQ ID NO: 70: Nucleotide sequence of rat_CD147_#110 heavy chain variable region
CAGGTACAGCTGCAGCAATCTGGAGCTGAACTGATGAAGCCTGGETCCTCAGTGAAAATTTCCTGCAAGGCTTCTGACTACACCTTCACCAGTGA
CTTTATGCACTGGATAAAACAGCAGCCTGGAAATGGCCTTGAGTGBATTGEGTGGATT TATCCTGRAGATGAT GATACAGAGTACAATCAARAGT
TCAATGGGAAGGCAACACTCACTGCAGACAAATCCTCCAGCACAGCCTATATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCAGTCTATTTC
TGTGCAAGGGGACGGGAGTATGTTATGGATGCCTRGEGTCAAGGAGCT TCAGTCACTGTCTCETCA

SEQ ID NO: 71: Amino acid sequence of rat_CD147_#110 heavy chain variable region (each CDR is underlined)
QVALOGSGAELVKPGSSVKI SCKASGYTFTSDFMHW IKQOPGNGLEW [ GWI YPGDGDTEYNGKFNGKATLTADKSSSTAYMAOLSSLTSEDSAVYF

CARGRGYVMDAWGQGASVTVSS

SEQ ID NO: 75: Amino acid sequence of CDRH1 of rat_CD147_#110
GYTFTSDFMH

SEQ ID NO: 76; Amino acid sequence of CDRH2 of rat_CD147_#110
WIYPGDGDTE

SEQ ID NO: 77: Amino acid sequence of CDRH3 of rat_CD147_#110
GRGYVHDA

[Figure 36-1]

SEQ ID NO: 78: Nucleotide sequence of rat_CD147_#131 light chain variable region
GATGTCCAGATGACCCAGTCTCCATCTTATCTTGCTGCGTCTCCTGRAGAAAGTGTTTCCATCAGTTGCAAGBCAAGTAAMGCATTAACACATA
CTTAGCCTGGTATCAGGAGAAACCTGBGAAAACGAATAAGCTTCTTATCTACTCTGGATCAACTTTGCAATCTGBAACTCCATCGAGATTCAGTG
GCAGTGBATCTGGTACAGATTTCACGCTCACCATCAGAAGCCTGRAGCCTGAAGATTTTGCAGT CTACTACTGTCAACAGCATAATGAATACCCC
TTCACGT TCGGCTCAGGGACGAAGTTGGARATAAAACGG

SEQ ID NO: 79: Amino acid sequence of rat_CD147_#131 light chain variable region (each CDR is underlined)
DVONTQSPSYLAASPGESVS | SCKASKS INTYLAWYQEKPGKTNKLL | YSGSTLOSGTPSRFSGSGSGTDF TLTIRSLEPEDFAVYYCQGHNEYP
FTFGSGTKLEIKR

SEQ ID NO: 82: Amino acid sequence of CDRL1 of rat_CD147_#131
KASKSINTYLA

SEQ ID NO: 83: Amino acid sequence of CDRL2 of rat_CD147_#131
SGSTLGS

SEQ ID NO: 84: Amino acid sequence of CDRL3 of rat_CD147_#131
OQHNEYPFT
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[Figure 36-2]

SEQ ID NO: 80: Nucleotide sequence of rat_CD147_#131 heavy chain variable region
GABGTGCAGCTGATGGAGTCTRGEGGAGECCTAGTGCAGCCTGEAAGGTCTCTGAAACTATCCTGTRGAGCCTCTGGATTCACATTCAATAACTA
CTGGATGACCTGGGTCCACCABGCTCCAGGGAAGRGRCTGGAGTGGATTGCATCCATTACTAAAGCTGGTGRTAGCACT TACTATCGAGACTCTG
TGAAGGGCCGATTCACTATCTCCAGAGATAATGCAAAAAGCACCCTATATCTGCAAATGAACAGTCTGAGGTCTGAGGACACGBCCACTTATTAC
TGTACAAGAGAACTGGGAGAGT TCTATGTTATGGATGCCTGRGGTCAAGGAGCTTCAGTCACTGTCTCCTCA

SEQ ID NO: 81: Amino acid sequence of rat_CD147_#131 heavy chain variable region (each CDR is underlined)
EVQLVESGEGLVQPGRSLKLSCGASGF TFNNYWMTWVRQAPGKGLEWVAS I TKAGGSTYYRDSVKGRF TISRDNAKSTLYLQMNSLRSEDTATYY
GTRELGEFYVMDAWGOGASYTVSS

SEQ ID NO: 85: Amino acid sequence of CDRH1 of rat_CD147_#131
GFTFNNYWMT

SEQ ID NO: 86: Amino acid sequence of CDRH2 of rat_CD147_#131
SITKAGGSTY

SEQ ID NO: 87: Amino acid sequence of CDRH3 of rat_CD147_#131
ELGEFYVNDA

[Figure 37-1]

SEQ ID NO: 123: Amino acid sequence of #84H1hlgG2 (each CDR is underlined)
MKHLWFFLLLVAAPRWVL SEVOLVESGGELVGPGGSLRLSCAASGF TFSNYYMARVROAPGKGLEWVST ITTSGSRPYYADSVKGRF T1SRDNSK
NTLYLQMNSLRAEDTAVYYCARHLYYYDGYPFAYWGOGTLYTVSSASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSHNSGAL TSGV
HTFPAVLOSSGLYSLSSVVTVPSSNFGTQTYTCNVDHKPSNTKVDKTVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVWVDY
SHEDPEVGFNWYVDGYEVHNAK TKPREEGFNS TFRVVSVL TVVHODWLNGKEYKCKVSNKGLPAP 1EKT I SKTKGOPREPQVY TLPPSREENTKN
QVSLTOLVKGFYPSD] AVEWESNGOPENNYKT TPPMLDSDGSFFLYSKLTVDKSRNGOGNVF SCSVMHEALHNHY TOKSLSLSPGK

Signal sequence1-19, Variable region20-140, Constant region141-466

SEQ ID NO: 124: Nucleotide sequence of #84H1hlgG2
ATGAAACACCTGTGGTTCTTCCTCCTGCTRGTGGCAGCTCCCAGATGGGTGCTGAGCGAAGTGCAGCTGGTTGAGTCTGGCGBAGGACTGTTCA
ACCTGACRGAAGCCTGAGACTATCTTGTGCOACCAGCARCT TCACCT TCAGCAACTACTATATGACCTGAGTCCAACAGGCCCCTGACAAAGBAC
TTGAATGGGTGTCCACCATCACCACCAGCGGCAGCAGACCT TACTACGCCGATAGCGT GAAGGGCAGAT TCACCATCAGCCGRGACAACAGCAAG
AACACCCTGTACCTGCAGATGAAGAGCCTGAGAGCCGAGBACACCGCCGTGTACTATTRCGCCAGACACATCTACTACTACGACGGCTACCCCTT
CGCCTATTEGGGCCAGGRAACACTGBTCACAGT TAGCTCABCCTCCACCAABGGCCCT TCCGTGT TCCCTCTGBCCOCT TRTAGCCATTCCACCA
GCGAGTCCACCGCCECCOTTGECTRTCTGGTGAAGGACTACT TCCCTGAGCCTGTGACCETRAGCTGGAACTCCGGAGCCCTTACCAGCGBCATG
GACACCTTCCCTACCATECTGCAGTCCAGCGECCT TTACTCCCTGAGCTCORTAATGACCATBCCTAGCTCCAACT TCGRCACCCAAACCTACAC
CTGTAACGTGGACCACAAGCCTAGCAACACCAAGGTGGACAAGACCGTGGAGCATAAGTETTETGTGEAGTATCCTCCTTRTCCTRCCCCTCCTR
TGRCCGGACCTTCCATGTTCCTTTTCCCTCCTAAGCCTAAGBACACCCTGATGATCAGCCGTACCCCTGAGRTGACCTGTGTGRTGATGGACETG
TCCCACGAGGACCCTGAGGTGCAGT TCAACTGGTACGTGGACEGCETGGAGGTGCACAACGCCAAGACCAAGCCTCGTGAGGAGCAATTCAACAG
CACCTTCCGTGTRGTGTCCGTGCT TACCGTGETGCACCAAGACTGGCTGAACGECAAGGAGTACAAGTGTAAGGT GAGCAACARGGGACTTCCTG
CCCCTATCEAGAAGACCATCTCCAAGACCAAGGGCCAACCTCRTGAGCCTCAAGTG TACACCCTTCCTCCTAGCCGTGAGGAGATGACCAAGAAC
CAAGTGTCCCTTACCTGTCTGETGAAGGECT TCTACCCTAGCGACATCGCCGTGRAGTGRGAGTCCAACGGACAACCTGAGAACAACTACAAGAC
CACCCCTCCTATACTTGACAGCGACGECTCCTTCTTCCTGTACAGCAAGC TZACCGTGRACAAGTCCOGT TGGGAAGAAGGCAACGTGTTCAGCT
GTTCCATGATGCACBAGRCCCTGOACAACCACTACACCCAAAAGAGCCTT TCOCTGAGCCCTGGAAAG

Signal sequence1-57, Variable region58-420, Constant region421-1398
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[Figure 37-2]

SEQ ID NO; 125; Amino acid sequence of #84H1hlgG4P (each CDR is underlined)
NKHLWFFLLLVAAPRWVL SEVQLVESGGGLYGPGGSLRLSCAASGF TFSNYYMAWVRGAPGKGLEWVST 1 TTSGSRPYYADSVKGRF TISRONSK
NTLYLOMNSLRAEDTAVYYCARHIYYYDGYPFAYWGQGTLVTVSSASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSHNSGAL TSGY
HTFPAVLOSSGLYSLSSVVTVPSSSLGTKTYTCNVDHKPSNTKVDKRVESKYGPPCPPCPAPEFL GEPSVFLFFPKPKDTLMI SRTPEVTCVVVD
VSOEDPEVOFNWYVDGVEVHNAKTKPREEQFNSTYRVVSVLTVLHODHLNGKEYKCKVSNKGLPSS IEKT I SKAKGOPREPOVYTLPPSQEEMTK
NQVSLTCLVKGFYPSD]AVEWE SNGOPENNYKTTPPYLDSDGSFFLYSRL TVDKSRWQEGNVF SCSVMHEALHNHY TOKSLSLSLGK

Signal sequence1-19, Variable region20-140, Constant region141-467

SEQ ID NO: 126: Nucleotide sequence of #84H1hlgG4P
ATGAAACACCTGTGGTTCTTCCTCCTGCTGATRGCAGCTCCCAGATGRGTGCTAGCGAAGTGCAGCTGGT TRAGTCTGGCAGAGGACTGGTTCA
ACCTGBCGGAAGCCTGAGACTGTCTTGTGCCGCCARCAACT TCACCTTCAGCAACTACTATATEGCCTGGATCCAACAGRCCCCTGACAAAGGAC
TTGAATGBGTGTCCACCATCACCACCAGCGGCAGCAGAGCT TACTACGCCGATAGCGT GAAGGGCAGAT TCACCATCAGCCGGEACAACAGCAAG
AACACCCTGTACCTGCAGATGAACAGCCTGAGAGCCRAGBACACCRCCRTATACTATTGCACCAGACACATCTACTACTACGACGGCTACCCCTT
CGOCTATTGGGGCCAGGGAACACTGRTCACAGT TAGCTCAGCCTCCACCAAGGGCCCTAGCGTGTTCCCTCTGGCCCCT TATAGCAGAAGCACCA
GOGAGTCTACAGCCGCCCTRGECTROCTCGTGAAGGACTACTTTCCCGAGCCCATBACCGTGTCCTGEAACT CTGRCGCTCTGACAAGCGGCATG
CACACCTTTCCAGCCGTGCTGCAGAGCAGCGRCCTGTAGTCTCTGTCCAGCETCATGACTGTRCCCAGCAGCTCTCTRGRCACCAAGACCTACAC
CTGTAACGTGGACCACAAGCCCAGCAACACCAAGGTGBACAAGCGGATAGAATCTAAGTACGRCCCTCCOTGCCCTCCT TGCCCAGCCCCTRAAT
TTCTGRGCGRACCCTCCATGTTCCTATTCCCCOCAAGCCCAAGRACACCCT BATGATCAGCCGRACCCCCGAAGTGACCTGCETGRTGGTGGAT
GTGTCCCAGGAAGATCCCGAGGTGCAGTTCAATTGGTACGT GGACGGCATGBAAGTGCACAACGCCAAGACCAAGCCTAGAGAGGAACAGTTCAA
CAGCACCTACCGGGTGGTGTCCATACTGACAGTGCTGCACCAGGACTGRCTGAACGGCAAAGAGT ACAAGTGCAAGGTGTCCAACAAGGGCCTGE
COAGCTCCATCGAGAAAACCATCAGCAAGGCCAAGGBCCAGCCCCRCGAACCCCAGRTGTACACACTGCCTCCAAGCCAGBAAGAGATGACCAAG
AATCAGGTGTCCOTGACCTGTCTCGTGAAAGGCTTCTACGCCTCCGATATCRCCGT GGAATGRGAGAGCAACGGCCAGCOCGAGAAGAACTACAA
BACCACCCCCCCTRTGCTGEACTCCRATRGCTCATTCTTCCTGTACAGCAGACTGACCAT GGACAAGAGCCAGTGGCAGGAAGGCAACGTGTTCA
GCTBCTCORTGATGCACGAGRCCCTRCACAACCACTACAGCCAGAAGTCCOTGTCTCTGABCCTGGGCAAA

Signal sequence1-57, Variable region58-420, Constant region421-1401

[Figure 37-3]

SEQ ID NO: 127:; Amino acid sequence of #84L2h (each CDR is underlined)

HVLOTQVF | SLLLW]SGAYGDVAMTQSPSSLSASVGDRVT I TCKASKS I SNNLAWYQOKPGKANKLL [HSGSTLOSGTPSRF SGSGSGTDFTLT]
SSLOPEDFATYYCOQYNEYPL TFGOGTKVEIKRTVAAPSVF 1FPPSDEOLKSGTASVVCLLNNF YPREAKVONKVDNAL GSGNSQESVTEQDSKD
STYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPYTKSFNRGEG

Signal sequence1-20, Variable region21-128, Constant region129-234

SEQ ID NO: 128: Nucleotide sequence of #84L2h
ATGBTGCTBCAGACCCAGETATTCATCTCCCTACTACTATGGATCTCCAECACATACGGCRACET TCAGATGACACAGAGCCCTAGCAGCCTETC
TGCCAGCGT GBGAGACAGAGTGACCATCACATGCAAGGCCAGCAAGAGCATCAGCAACAACCTGGCCTGETATCAGCAGAAGCCCGBAAAGGCCA
ACAAGCTGCTGATCCACAGCGGCAGCACACTGCAGTCTGGCACCCCT AGCAGAT TTTCCGECTCTGGCAGCGGCACCGATTTCACCCTGACCATA
TCTAGCCTBCAGCCTGAGEACTTCACCACCTACTACTGCCAGCAGTACAACGAGTACCCTCTGACCTTTBRCCAGRGCACCAAGGTARAAATCAA
GCGTACGGTGGCCGOCCCCTCCRTETTCATCTTCOCOCOCT CCGACGAGCAGCTGAAGTCCEGCACOGCCTCOGTGRTRTGCCTGCTGAATAACT
TCTAGCCCAGAGAGGCCAAGGTARCAGTGGAAGGTGEACAACGCCCTGCAGTCOGGRAACTCCCAGGAGAGCGTGACCEAGCAGRACAGCAAGGAC
AGCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACAAGGTGTACGCCTRCAAGRTGACCCACCAGGRCCTGAG
CTCCCCCGTCACCAAGAGCT TCAACAGGGGRGAGTGT

Signal sequence1-60, Variable region61-384, Constant region385-702
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[Figure 38-1]

SEQ D NO: 129: Amino acid sequence of #101H1hlgG2 (each CDR is underlined)
NKHLWFFLLLVAAPRWVL SEVQLVESGGGLVGPGRSLRLSCAASGF TFSDYYMAWVROAPGKGLEWVAT 1SYDGSNTY YRDSVKGRF T 1SRONSK
STLYLGMNSLRAGDTAVYYCARF YNNYYFDYWGQGTLVTVSSASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSHNSGALTSGVHTF
PAVLOSSGLYSLSSVVTVPSSNFGTQTYTCNVDHKPSNTKVDK TVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLM I SRTPEVTCVVVDVSHE
DPEVGFNHYVDGYEVHNAKTKPREEQFNSTFRVVSVL TVWHGDWLNGKE YKCKVSNKGLPAP TEKT1SKTKGOPREPQVYTLPPSREEMTKNOVS
LTCLVKGFYPSDI AVEWESNGQPENNYKTTPPMLDSDGSFF L YSKLTVDKSRHOQGNVF SCSVMHEAL HNHYTOKSLSLSPGK

Signal sequence1-19, Variable region20-137, Constant region138-463

SEQ ID NO: 130: Nucleotide sequence of #101H1higG2
ATGAAACACCTGTGBTTCTTCCTCCTGCTGETRGCAGCTCCCAGATGAGTGCTRAGCGAAGTGCAGCTGGT TGAGTCTGGCGRAGGACTGGTTCA
GCCTGBCAGAAGCCTGAGACTGTCTTGTGCCRCCAGCRACTTCACCTTCAGCGACTACTATATGGCCTGGATCCGACAGBCCCCTGRCAAAGBAC
TTGAATGGGTCGCCACCATCAGCTACGACGGCAGCAACACCTACTACCGGEACAGCGTGAAGGGCAGAT TCACCATCTCCAGAGACAACAGCAAG
AGCACCCTGTACCTRCAGATGAACAGCCTGAGAGCCGRCBATACCGCCGTGTACTACTGCGCCAGATTCTACAACAACTACTACT TCRACTACTG
GOGCCAGGGCACCCTGETCACAGT TAGCTCAGCCTCOACCAAGGCCCTTCCATAT TCOCTCTGACCCCTTATAGCCGT TCCACCAGCRART CCA
CCGCCECOCTTGRCTGTCTGETGAAGGACTACTTCCCTGAGCCTRTGACCATGAGCTGEAACTCCRGAGOCCT TACCAGCRGCGTGCACACCTTC
CCTGCCGTGCTGCAGTCCAGCGGCCTTTACTCCCTGAGCTCCATRGTGACCTECCTAGCTCCAACTTCGGCACCCAAACCTACACCTATAACGT
GGACCACAAGCCTAGCAACACCAAGGTGGACAAGACCGTGGAGCGTAAGTGTTGTGTGEAGTGTCCTCCTTRTCCTRCCCCTCCTGTGRCCARAC
CTTCCRTGTTCCTTTTCCOTCCTAAGCCTAAGGACACCCTGATGATCAGCCGTACCCCTGAGETGACCTGT GTGRTGGTGEACGTGTCCCACGAG
GACCCTGAGGTGCAGT TCAACTGGTACGTGGACGACGTGRAGRTACACAACGCCAAGACCAAGCCTCETRAGGAGCAATTCAACAGCACCTTCCG
TGTGGTGTCCGTGCTTACCGTGGTGCACCAAGACTGGCTGAACGECAAGGAGTACAAGTGTAAGGTGAGCAACAAGGGACT TCCTGOCCCTATCA
AGAAGACCATCTCCAAGACCAAGGECCAACCTCGTGAGCCTCAAGTGTACACCCTTCCTCCTAGCCATGAGGAGATEACCAAGAACCAAGTGTCC
CTTACCTGTCTGRTGAAGGRCTTCTACCCTAGCGACATCGCCATAGAGTGGEAGTCCAACGEACAACCTGAGAACAACTACAAGACCACCCCTCE
TATGCTTGACAGCGACGRCTCCTTCTTCCTGTACAGCAAGCT ZACCGTGGACAAGTCCCGTTGGCAACAAGGCAACGTGTTCAGCTGTTCCGTGA
TGCACGAGGCCCTGCACAACCACTACACCCAAAAGAGCCTT TCCOTRAGCCCTRGAAAG

Signal sequence1-57, Variable region58-411, Constant region412-1389

[Figure 38-2]

SEQ ID NO: 131: Amino acid sequence of #101H1hlgG4P (each CDR is underlined)
NKHLWFFLLLVAAPRWVL SEVOLVESGGGLVQPGRSLRLSCAASGF TFSDYYMAWVROAPGKGLEWVAT I SYDGSNTYYRDSVKGRF T1SRONSK
STLYLOMNSLRAGDTAVYYCARF YNNYYF DYWGAGTLVTVSSASTKGPSVF PLAPCSRSTSESTAALGCLVKDYFPEPYTVSHNSGALTSGVHTF
PAVLOSSGLYSLSSVVTVPSSSLGTKTYTCNVOHKPSNTKVDKRVESKYGPPCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCYVVDVSQ
EDPEVOFNWYVDGVEVHNAKTKPREEGFNSTYRVVSVLTVLHODWLNGKE YKCKVSNKGLPSSTEKT [ SKAKGQPREPQVY TLPPSQEEMTKNQV
SLTCLVKGF YPSD]AVEWESNGOPENNYKT TPPVLDSDGSFFL YSRLTVDKSRAQEGNVF SCSVMHEALHNHY TOKSLSLSLGK

Signal sequence1-19, Variable region20-137, Constant region138-464

SEQ ID NO: 132: Nucleotide sequence of #101H1hlgG4P
ATGAAACACCTRTGRTTCTTCCTCCTGOTGRTGRCAGCTCCCAGATGGGTGCTGAGCGAAGTGCAGCTGGTTGAGTCTGGCGGAGGACTGGTTCA
GCCTGRCAGAAGCCTGAGACTGTCTTGTGCCACCAGCRECT TCACCTTCAGCGACTACTATATGRCCTGGETCCRACAGGCCOCTGRCAAAGGAC
TTGAATGGGTCGCCACCATCAGCTACGACGBCAGCAACACC TACTACCGGRACAGCETGAAGRGCAGATTCACCATCTCCAGAGACAACAGCAAG
AGCACCCTGTACCTGCAGATGAACAGCCTGAGAGCCGGOGATACCGCOGTGTACTACTGCGCCAGATTCTAGAACAACTACTACTTCGACTACTG
GGBCCAGGBCACCCTAGTCACAGTTAGCTCAGCCTCCACCAAGGACCCTAGCBTETTCCCTCTGGCOCCTTATAGCABAAGCACCAGCRAGTCTA
CAGCCGCCCTGGGCTGCCTCRTGAAGGACTACTTTCCOGAGCCCATGACCGTGTCCTGGAACTCTGGORCTCTBACAAGCGRCGTGCACACCTTT
CCAGCOGTGOTBCAGAGCAGCGGCCTGTACTCTCTGTCOAGCATCATGACTATRCCCAGCAGCT CTCTGGGCACCAAGACCTACACCTGTAACGT
GGACCACAAGCCCAGCAACACCAAGGTGGACAAGCGGATRGAATCTAARTACGRCCCT CCCTGOCCTCCTTGCCCAGCCCOTGAATTTCTAGECG
GACCCTCCGTGTTCGTGTTCCCCCCAAAGCCCAAGGACACCCTGATGATCAGCOGGACCCCCGAAGTGACCTECGTGGTGETGGATGTGTCCCAG
GAAGATCCCGAGGTGCAGTTCAATTGGTACATGEACGACAT GRAAGTACAGAACGCCAAGACCAAGCCTAGAGAGGAACAGTTCAACAGCACCTA
CCGGRTGGTATCCATGCTGACAGTGCTRCACCAGEACTGRCTGAACGGCAAAGAGTACAAGT GCAAGGTGTCCAACAAGBGCCTGCCCAGCTCCA
TCGAGAAAACCAT CAGCAAGBCCAAGGGCCAGCCCCRCBAACCCCAGRT ETACACACT GCCTCCAAGCCAGGAAGAGATGACCAAGAATCAGGTG
TCCCTGACCTGTCTCGTGAAAGGCTTCTAGCCGTCCGATAT CGCCGTGEAATGAGAGAGCAACGGCCAGCCCGAGAACAACTACAAGACCACCCS
CCCTGTGCTRGACTCCGATGGCTCATTCTTCCTGTACAGCAGACTGACCGT GGACAAGAGCCGETGGCAGGAAGGCAACGTGT TCAGCTGCTCCG
TGATGCACGAGGCCCTGCACAACCACTACACCCAGAAGTCCCTGTCTCTGAGCCTGGGCAAA

Signal sequence1-57, Variable region58-411, Constant region412-1392
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[Figure 38-3]

SEQ ID NO: 133: Amino acid sequence of #101L2h (each CDR is underlined)

HVLQTQVF ISLLLWISGAYGD]GMTQSPSSLSASVGDRVT [NCKASONLYKNLAWYQOKPGKAPKLL IDNANSLOTGI PSRFSGSGSGTDFTLT]
SSLOPEDFATYFCOQYYSASYTF GOGTKVE 1 KRTVAAPSVF IFPPSDEGLKSGTASVVCLLNNFYPREAKVOWKVDNALQSGNSQESVTEQDSKD
STYSLSSTLTLSKADYEKHKVYACEVTHOGL SSPVTKSFNRGEG

Signal sequence1-20, Variable region21-128, Constant region129-234

SEQ ID NO: 134: Nucleotide sequence of #101L2h
ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCAECACATACGRCGATATCCAGAT GACACAGAGCCCTAGCAGCCTGTC
TGCCAGCGTGGGAGATAGAGTGACCATCAACTGCAAGGCCAGCCAGAACCTGTACAAGAACCTGGCCTGGTATCAGCAGAAGCCCRGCAAGGCTC
CTAAGCTGCTGATCGACAACGCCAACAGCCTGCAGACCGGCAT TCCCAGCABAT TTTCTGGCAGCGGCTCCGECACCEAT TTCACCCTGACCATA
TCTAGCCTGCAGCCTBAGBACT TCRCCACCTACTTTTGCCAGCAGTACTACAGCGGCAGCTACACCTTTGACCAGGGCACCAAGGTGEAAATCAA
GOGTACGGTGGCCRCCCCCTCCGTGTTCATCTTCCCCCOCTCCGACGAGCAGCTGAAGTCCGRCACCRCCTCOGTGGTGTGCOTGCTRAATAACT
TCTACCCCAGAGAGGCCAAGETGCAGTGGAAGGTGEACAACGCCCTGCAGTCCGGRAACTCCCAGGAGAGORTGACCEAGCAGGACAGCAAGGAC
AGCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACAAGET GTACGCCTGCEAGRTGACCCACCAGGRCCTGAG
CTCCCCCGTCACCAAGAGCT TCAACAGGGGGGAGTGT

Signal sequence1-60, Variable region61-384, Constant region385-702

[Figure 39-1]

SEQ ID NO: 135: Amino acid sequence of #110H1hlgG4P (each CDR is underlined)
MKHLWFFLLLVAAPRWVL SOVOLVOSGAEVKKPGASVKVSCKASGYTF TSDFMHRVROAPGOGLEWMGH1YPGDGDTE YNGKFQGRVTLTRDTS]
STAYMELSRLRSDDTAVYYCARGRGYVMDAWGQGTTVTVSSASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFP
AVLQSSGLYSLSSVVTVPSSSLGTKTYTCNVDHKPSNTKVDKRVESKYGPPCPPCPAPEFLGEPSVFLIFPPKPKDTLMI SRTPEVTCYVVDVSQE
DPEVOFNWYVDGVEVHNAKTKPREEQFNSTYRVVSVL TVLHGDWLNGKEYKCKVSNKGLPSS 1EKT1SKAKGQPREPQVYTLPPSQEENTKNGVS
LTCLVKGFYPSDI AVEWESNGOPENNYKTTPPVLDSDGSFFLYSRLTVDKSRHQEGNVF SCSVMHEALHNHYTOKSLSLSLGK

Signal sequence1-18, Variable region20-136, Constant region137-463

SEQ ID NO: 136: Nucleotide sequence of #110H1hlgG4P

ATGAAAGACCTGTGGTTCTTCGTCCTGCTGRTGGCAGCTCCCAGATGGGTGCTGAGCCAGGT TCAGCTGGT TCAGTCTGGOGOCGAAGTGAAGAA
ACCTGRCGCCTCTETGAAGRTGTCCTRCAAGBCCAGCGBCTACACCT TTACCAGCGACTTCATGCACTGGRTCOGACAGGCTCCAGBACAGRBAC
TTGAATGGATGGGCTGGATCTATCCCAGCRACAGCEACACCBAGTACAACCAGAAATTCCAGGBCAGAGTBACCCTRACCAGABACACCAGCATC
AGCACCGCCTACATBGAACTGAGCCGGCTGAGATCCRATGACACCRCCATGTACTACT GCGOCAGAGGCAGAGGCTATGTGATGGATGCT TGGGG
CCAGGBCACCACCRTTACAGTTAGCTCAGCCTCCACCAAGGBCCCTAGCATATTCCCTCTGACCCCTTGTAGCAGAAGCACCAGCGAGTCTACAG
CCGCCCTGRGCTGCCTCRTGAAGRACTACTT TCCCGAGCCCATGACCATGTCOTARAACTCTGRCGCTCTEACAAGCGACATGCACACCTTTCCA
GCCGTRCTGCAGAGCAGCGRCCTATACTCTCTATCCAGCGTCGTRACTGTGCCCARCAGCTCTCTGEGCACCAAGACCTACACCTGTAACGTGGA
CCACAAGCCCAGCAACACCAAGGTGGACAAGCRGGTGGAATCTAAGTACGRCCCTCCETRCCCTCCTTGCCCAGCCCCTRAATTTCTBEGCABAC
CCTCCGTGTTCCTRTTCCCCCCAAAGCCCAAGGACACCGTGATGATCAGCCGGACCCCCGAAGTGACCTGCGTGGTGETGGATRTGTCCCAGGAA
GATCCCGAGGTGCAGTTCAATTGRTACGTGGACGECGTGGAAGTGCACAACGCCAAGACCAAGCCTAGAGAGEAACAGTTCAACAGCACCTACCE
GGTGGTGTCCRTGCTRACAGTGCTGCACCAGGACTGGCTGAACGRCAAAGAGTACAAGTGCAAGGTETCCAACAAGBGCCTGCCCAGCTCCATCE
AGAAAACCATCAGCAAGGCCAAGGBCCAGCCOCGCGAACCCCAGGTGTACACACTGCCTCCAAGCCAGGAAGAGATGACCAAGAATCAGGTGTCC
CTGACCTGTCTCGTGAAAGBCTTCTACCCCT GCGATATCGCCGTARAAT GAGAGABCAACGRCCAGCCCGAGAACARCTACAAGACCACCCCCCE
TGTGCTGGACTCCGATGGCTCATTCTTCCTGTACAGCAGACTGACCGTGGACAAGAGCCGGTGGCAGGAAGGCAACGTGTTCAGCTGCTCCGTGA
TGCACGAGGCCCTGCACAACCACTACACCCAGAAGTCCCTGTCTCTGAGCCTGGGCAAA

Signal sequence1-57, Variable region58-408, Constant region409-1389
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[Figure 39-2]

SEQ ID NO: 147: Amino acid sequence of #110H13hIgG4P (each CDR is underlined)
WKHLWFFLLLVAAPRNVL SQVOLVOSGAEVKKPGASYKVSCKASGY TF TSDF MHWVROAPGOGLEWMGH | YPGDGDTEYAQKFOGRV THTRDTS |
STAYMEL SRLRSDDTAVYYCARGRGYVMDAWGQGTTVTVSSASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSHNSGAL TSGYHTFP
AVLOSSGLYSLSSYVTVPSSSLGTKTYTCNVDHKPSNTKVDKRVESKYGPPCPPCPAPEFLGGPSVFLFPPKPKDTLMSRTPEVTCVVVDVSGE
DPEVQFNHYVDGVEVHNAKTKPREEQFNS TYRVYSVL TVLHGDNLNGKE YKCKVSNKGLPSS IEKT [ SKAKGOPREPGVY TLPPSQEEMTKNGVS
LTCLVKGFYPSDIAVEWESNGOPENNYKT TPPVLDSDGSFFLYSRLTVDKSRWOEGNVF SCSVHEAL HNHYTOKSL SL SLGK

Signal sequence1-19, Variable region20-136, Constant region137-463

SEQ ID NO: 148: Nucleotide sequence of #110H13hlgG4P
ATGAAACACCTGTGGTTCTTCCTCCTRCTEGTGBCAGCTCOCABATGEATGCTGAGCCAGGT TCAGCTGGTTCAGTCTAGCGCCEAAGTRAAGAA
ACCTGRCGCCTCTGTGAAGGTRTCCTRCAAGBCCAGCGRCTACACCT TTACCAGCRACTTCATGCACTGGATCCGACAGGCTCCAGGACAGGBAC
TTGAATGGATGAGCTGGATCTATCCCRGCGACGGCGATACAGAGTACGCCCAGAAATTCCAGGGCAGAGTGACCATGACCAGAGACACCAGCATC
AGCACCGCCTACATGGAACTGAGCCGBCTGAGATCCGATGACACCACCATGTACTACTGCGCCAGAGGCAGAGGCTATGTGATGRATGCTTAEES
CCAGGBCACCACCOTTACAGTTAGCTCAGCCTCCACCAAGEGCCCTAGCETGTTCCCTCTEGCCCCTTG TARCAGAAGCACCAGCGAGTCTACAG
CCGCCCTGRECTGOCTCRTRAAGGACTACTTTGCCGAGCCCGTGACCGYGTCCTAGAACTCTGRCGCTCTGACAAGCGRCTGCACACCTTTCEA
GCCETBCTRCAGAGCAGCBGCCTATACTCTCTGTCCAGCGTCRTGACTGTECOCAGCAGC TCTCTGGRCACCAAGACSTACACCTGTAACGTGGA
CCACAAGCCCAGCAACACCAAGGTGGACAAGCGBGRTGGAATCTAAGTACGGCGCTCCCTGCCCTCCTTGCCCAGCCCCTGAAT TTCTGGGCAGAC
CCTCCATGTTCCTETTCCC0CCAAAGOCCARGGACACCCTRATAT CAGCCGRACCCCCRARGTRACCTGOGTGGTGRTGGATGTATCCCAGEAA
GATCCCGAGGTGCAGTTCAATTGGTACGTGGACRGCETGGAAGTGCACAACGCCAAGACCAAGEC TAGAGAGBAACAGT TCAACAGCACCTACCG
GGTGGTGTCOGTGCTGACAGTGCT GCACCAGGACTGECTGAACGGCAAAGAGTACAAGTGCAAGGTGTCCAACAAGGBCC TGCCCAGCTCCATCG
AGAAAACGATCAGGAAGGCCAAGRGCCAGCCCCGCGAACCCCAGGTGTACACACTGCCTCCAAGCCAGGAAGAGATGACCAAGAATCAGRTGTCC
CTGACCTGTCTCGTRAAAGBCTTCTACCCCTCCRATATCGCCGTBAAAT GRGAGAGCAACGGCCAGCCCGAGAACAACTAGARGACCACCCCCOC
TATGCTGRACTCCGATGACTCATTCTTOCTGTACAGCAGACTGACCATGRACAAGABCCGETGBCAGRAABGCAACRTGTTCAGCTGCTCCGTGA
TGCACGAGGCCCTGCACAACCACTACACCCAGAAGTCCOTGTCTCTGAGCCTGBACARA

Signal sequence1-57, Variable region58-408, Constant region409-1389

[Figure 39-3]

SEQ ID NO: 137; Amino acid sequence of #110L4h (each CDR is underlined)
HVLQTQVF I SLLLWISGAYGDIOMTQSPSSLSASVGDRVT I TCRASOG! SNYLHWYQQKPGKA IKPLIYYTSNLOSGVPSRF SGSGSGTOYTLT]
SSLOPEDFATYFGQOYDSSPRTFGGATKVEI KRTVAAPSVF I FPPSDEQLKSGTASVVCLLNNFYPREAKVONKVDNALOSGNSOESVTEQDSKD
STYSLSSTLTLSKADYEKHKVYACEVTHOGLSSPVTKSFNRGEG _

Signal sequence1-20, Variable region21-128, Constant region129-234

SEQ ID NO: 138: Nucleotide sequence of #110L4h
ATGGTGCTGCAGACCCAGGTBTTCATCTCCCTGLTGCTGTGGATCTCCRRCACTACGGCGATATCOAGATGACACAGABCOCTAGCAGCOTRTC
TGCCAGCGTGBGAGACAGAGTGACCATCACCTGTAGAGCCAGCCAGBGCATCAGCAAGTACCTGAACT GRTATCAGCAGAABCCCGGCAAGGLCA
TCAAGCGCCTBATCTACTACACCAGCANCGTGCAGAGCGBCGTGCCCAGCAGATTT TCTGECTCTBGCAGCAECACCGACTACACCCTGAGCATA
TCTAGCCTGCAGGCTGAGGAGT TCGCCAGCTACTTTTGCCAGCAGTACGACAGCAGCCCCAGAACCTT TGGCGEOGEAACAAAGGRTGGAAATCAA
GCGTACGGTGGCCGCCCCCTCCATATTCATCTTCCCCCCCTCOGACGAGCAGCTGAAGTCCABCACCRCETCCRTGETGTACCTECTGAATAACT
TCTACCCCAGAGAGGCCAAGGTGCAGTGGAAGGTRGACAACGCCCTRCAGTCCAGGAACTCCCAGBAGAGCGTGACCRAGCAGRACAGCAAGGAC
AGCACCTACAGCCTGAGCABCACCCTGACCCTGAGCAAABCCACTACRAGAAGCACARGBTTACGCCTGCAAGRTGACCCACCAGBGCCTGAG
CTCCCCCGTCACCAAGAGCTTGAACAGBGGGAGTGT

Signal sequence1-60, Variable region61-384, Constant region385-702

[Figure 39-4]

SEQ ID NO: 149: Amino acid sequence of #110L2h (each CDR is underlined)
MVLOTQVF1SLLLWISGAYGDIGHTQSPSSL SASVGDRVT 1 TCRASOG SHYLNWYGQOKPGKAPKFL I YYTSNLSGVPSRF SGSGSGTDYTLTI
SSLOPEDFATYYGOQYDSSPRTFGGGTKVEI KRTVAAPSVF IFPPSDEGLKSGTASYVCLLNNFYPREAKVGHKVDNALOSGNSQESVTEGDSKD
STYSLSSTLTLSKADYEKHKVYACEVTHOGLSSPVTKSFNRGEC

Signal sequence1-20, Variable region21-128, Constant region129-234

SEQ ID NO: 150: Nucleotide sequence of #110L2h
ATGGTGCTGCAGACCCAGGTGTTCATCTCCCTGCTGCTGTGGATCTCCRA0GCATACRGCEATATCCAGATGACACAGAGCCCTAGCAGCCTGTC
TGCCAGCGTGGGAGACAGAGTGACCATCACCTETAGAGCCAGCCAGBBCATCAGCAACTACCTGAACTGTATCABCAGAAGCCCGBCAAGACCC
CTAAGCCTCTBATCTACTACACCAGCAACCTECAGAGCGGCGTGOCCAGCAGAT TTTCTGOCTCTGECAGCGECACCGACTACACCCTGAGCATA
TCTAGGCTGCAGGCTGAGGACTTCGCCACCTACTACTGCCAGCAGTACGACAGGAGCCCCAGAACATTTGGCGGAGGCACCAAGGTGGAAATCAA
GCATACOGTEOCCROCCOCTCORTATTCATCTTCCC00CCTCOGACBAGCAGCTGAAGTCCGECACCROCTCOGTRATGTGCCTGCTGAATAACT
TCTACCCCAGAGAGGCCAAGATECAGTGRAAGGTRGACAACGCOCTBCAGTCOGGRAACTCCCAGGABAGCRTGACCGAGCAGGACAGCAAGRAC
AGCACCTAGAGCCTGAGGAGCACCCTGACCCTBAGCAAAGCCGACTACGAGAAGCACAAGGTGTACGCC TECRAGRTGACCCACCAGGGCCTGAG
CTCCCCCGTCACCAAGAGCT TCAACAGGGGGGAGTGT

Signal sequence1-60, Variable region61-384, Constant region385-702
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[Figure 39-5]

SEQ ID NO: 151: Amino acid sequence of #110L12h (each CDR is underlined)
NVLGTOVF 1 SLLLW]SGAYGDIONTOSPSSLSASYGDRYT 1 TCRASOGSNYLNWYGOKPGKAPKPLIYY TSNL OSGVPSRF SGSGSGTDFTLTI
SSLQPEDFATYYCOOYDSSPRTFGGGTKVEIKRTVAAPSVF [FPPSDEGLKSGTASVVCLLNNFYPREAKVGHKVDNALSGNSQESVTEGDSKD
STYSLSSTLTLSKADYEKHKVYACEVTHOGLSSPVTKSFNRGEC

Signal sequence1-20, Variable region21-128, Constant region129-234

SEQ ID NO: 152: Nucleotide sequence of #110L12h
ATOGTGCTOCAGACCCAGATATTCATCTOCCTGCTGCTRTGEATCTCCRECE0RTACGGCGATATCCAGATGACACAGAGCCCTAGCAGCCTGTC
TGCCAGCGTGGGAGACAGAGTGACCATCACCTGTAGAGCCAGCCAGRGCATCAGCAACTACCTGAACTGGTATCAGCAGAAGCCCGGCAAGRGEC
CTAAGCCTCTGATCTACTACACCAGCAACCTGCAGAGCBCBTGCCCAGCAGAT TTTCTGRCTCTGACAGCGGCACCRACTTCACCOTGACCATA
TCTAGGCTGCAGCCTRAGGACTTCRCCACCTACTACTGCCAGCAGTACGACAGCAGCCCCAGAACATT TGRCGBAGGCACCAAGGTGEAAATCAA
GCATACGGTGACCALCCCCTCORTRTTCATCTTCCC0CECTCOGACBAGCAGCTGAAGTCOGACACCALCTCCATGATGTGCCTECTGAATAACT
TCTACCCCAGAGAGGCCAAGGTGCAGTBGARGGTGGACAACGCCCTGCAGTCCGGRAACTCCCAGRAGAGCETACCRAGCAGBACAGCAAGRAC
AGCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAAGCCGACTACGAGAAGCACAAGBTGTACGCCTGCGAGGT GAGCCACCAGGGCCTGAG
CTCCOOCGTCACCAAGAGCTTCAACAGRGGARGAGTGT

Signal sequence1-60, Variable region61-384, Constant region385-702

[Figure 40-1]

SEQ ID NO: 139: Amino acid sequence of #131H2hlgG2 (each CDR is underlined)
MKHLWFFLLLVAAPRIVL SOVOLVESGGGVVOPGRSLRLSCARSEF TENNYWHTWVRQAPGKGLEWVAS TKAGGSTYYADSVKGRF TI SRONSK
STLYLOMNSLRAEGTAVYYCTREL GEFYVNDAWGOGTTVTVSSASTKGPSVFPLAPCSRSTSESTAAL GCLVKDYFPEPVTVSHNSGAL TSGVHT
FPAVLOSSGLYSLSSVVTVPSSNFGTGTYTCNVDHKPSNTKVDKTVERKCGVECPPCPAPPVAGPSVFLFPPKPKDTLMI SRTPEVTGVYVDVSH
EDPEVOFNHYVDGVEVHNAK TKPREEQFNSTFRVVSVL TYVHGDHLNGKE YKCKVSNKGLPAP 1EKT [ SKTKGGPREPOVY TLPPSREEMTKNQV
SLTCLVKGF YPSD I AVEWESNGOPENNYKTTPPHLDSDGSFFLYSKLTVDKSRHQOGNVF SCSVMHEALHNHY TOKSLSLSPGK

Signal sequence1-19, Variable region20-138, Constant region139-464

SEQ ID NO: 140: Nucleotide sequence of #131H2hlgG2
ATGARACACCTGTGGTTCTTCCTCGTGCTRETBRCAGCTCCCAGATEGATGCTBAGCCAGGTTCAGCTGATTGAATC TOGTGGCGRAGTBATGCA
GCCTGBCAGATCTCTEAGACTATCTTGTGCCACCAGCGRCTTCACCTTCAACAACTACTGGATGACCTGBETCCGACAGGCOCCTBRCARAGGAC
TTGAATGGGTCRCCAGCATCACCAABBCTGRCGGCTCTACCTACTACGCCAATAGCGTGAAGGRCAGAT TCACCATCAGCCGEGACAACAGCAAG
AGCACGCTGTACCTGCAGATGAACABCCTBAGAGCCGAGRRCACAGCCGTGTACTACTBTACAAGABAGCTRAGCGAGT TCTACGTBATGBATGC
CTGOGGCCAGGECACCACAGTTACAGTTAGCTCAGCCTCOACCAAGGGCCCTTCCGTGTTCCOTCTRACCCCTTRTAGCCATTCCACCAGCBAGT
CCAGCGCGGCCCTTRGCTGTCTGATRAAGRACTACTTCCCTGAGCCTRTGACCGTGAGCTGEGAACTCCGGAGCCCTTACCAGCGGOGTGCACACT
TTCCCTCCGTECTRCAGTCCAGCGRCCTTTACTCCCTGAGCTCCATGGTEACCRTGCCTAGCTCCAACTTCGGCACCCAAACCTACACCTGTA
CGTGGACCACAAGCCTAGCAACACCAAGGTGGACAAGACCATGAAGCGTAAGTGT TGTRTGGAGTGTCCTCOTTTCCTGCCOCTCCTGTGRCCG
GACCTTCCATGTTCCTTTTCOCTCCTAAGCCTAAGGACACCCTGATGATCAGCCOTACCCCTGAGGTGACCTGTRTGRTGGTGGACGTATCOCAC
GAGGACCCTGAGGTGCAGT TCAACTGGTACG TGGACGGCATGGABETGCACAACACCAAGACCAAGCCTCATGAGGAGCAATTCAACAGCACCTT
CCGTGTGGTGTCORTGCT TACCGTGGTGCACCAAGAGTGGC TGAACGGCAAGGAGTACAAGT GTAAGGTGAGCAACAAGGGACTTCCTGCCCCTA
TCGAGAAGACCATCTCCAAGACCAAGGGCCAACCTCGTRAGCCTCAAGTGTACACCCTTCCTCOTAGCCGTGAGGAGATGACCARGAACCAAGTE
TCCCTTACCTGTCTGRTGAAGGBCTTCTACCCTAGCGACATCACCATAGAGTREGAGT CCAACGGACAACCTGAGAACAACTACAAGACCACCCC
TCCTATGCTTGAGAGCGACBACTCCT TCTTCCTGTACAGCAAGCT ZACCRTGRACAAGTCOCBT TGGCAACAAGGCAACGTGTTCAGCTGTTCOR
TGATGCACGAGECCCTECACAACCACTACACCCAAAAGABCCT TTCOCTGAGCCCTGRAAAG

Signal sequence1-57, Variable region58-414, Constant region415-1392
[Figure 40-2]

SEQ ID NO: 141: Amino acid sequence of #131L2h (each CDR is underlined)
MVLQTOVF 1SLLLWISGAYGDVOMTOSPSSLSASVEDRVT I TCKASKS INTYL AWYOEKPGKTNKLL I YSGSTLOSGTPSRFSGSGSGTDFTLTI
SSLGPEDFATYYCQQHNEYPE TFGQGTKLEKRTVAAPSVF | FPPSDEQLKSGTASVVCLLNNFYPREAKVORKVDNALQSENSOESVTEQDSKD
STYSLSSTLTLSKADYEKHKVYACEVTHOGLSSPVTKSFNRGEC

Signal sequence1-20, Variable region21-128, Constant region129-234

SEQ ID NO: 142: Nucleotide sequence of #131L2h
ATGGTGCTGCAGACCCAGBTOTTCATCTCCCTGCTECTGTGGATCTCCGRCGCATACRBOGACGTTCAGATGACACAGAGCCCTAGCAGCCTETC
TGCCAGCGTGGGAGACAGAGTGACCATCACATGCAAGGCCAGCAAGAGCATCAACACCTACCTGECCTGGTATCAAGAGAAGCCCGRCAABACCA
ACAAGCTGGTGATCTACAGCBGCAGCAGACTGCAGAGCGGCACCCCTTCTAGAT TTTCCGGCTCTAGCAGCGGCACCGACTTCACCCTGACCATA
TCTAGCCTGCAGCCTGAGGACTTCGCCACCTACTACTGCCAGCAGCACAACGAGTACCCC TTCACCTTTGROCABGGCACCAAGCTBARATCAA
GCGTACGGTGRCCGCCOCCTOCGTATTCATCTTCCCOCCCTCCACGAGCAGCT GAAGTCOGRCACCECCTCORTGTGTGCCTGCTRAATAACT
TCTACCCCAGAGAGGCCAAGRTGCAGTGAAGGTABACAACGCCCTGCAGTCCARGAACTCCCAGGAGAGCRTGACCGACAGGACAGCARGEAC
AGCACCTACAGCCTGAGCAGCACCCTGACCCT GAGCAAAGCCRACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGACCCACCAGBACCTGAG
CTCCCCCRTCACCAAGAGCT TCAACAGGGBAGARTGT

Signal sequence1-60, Variable region61-384, Constant region385-702
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[Figure 41]
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[Figure 42]




45/49

[Figure 43]
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[Figure 44]
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[Figure 45]
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[Figure 46]
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Tumor growth of OCI-AML3
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[Figure 49]
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[Figure 50]
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