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FIG. 1A
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FIG. 1B-3
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FIG. 3k

3iH4

Nucleotide sequence of heavy chain variable region:
SGAGGTGCAGCTGGTGGAGTCTGOGGGAGGCCTGGTCAAGCOCTGGGGGGTCOCTGA
ACTCTCCTOTGCAGCCTCTGGATTCACCTTCAGTAGCTATAGCATGAACTGGGTCC
HCCAGGCTCCAGGUAAGOOGUTGOAGTGGOTCTCATCCATTAGTAGTAGTAGTAGT
TACATTTCCTACGCAGACTCAGTGAAGGGUUGATTCACCATCTCCAGAGACAACGOC
AAGAACTCACTGTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGUTGTGTA
ATICTGTGUOGAGAGATTACCGATTTTITGGAGTGCTTACTATGATGCTTTTGATGTICTOG

GGCCAAGGOACAATGGTCACCGTCTCTTCAY (REQ 1D NO: 152)

Aming acid sequence of heavy chaln variable region:
EVQLVESGGGLYKPGGSLRLSCAASGFTFSSY SMNWVROAPGKGLEW VSSISSSSSYISY
ADSVEGRFTISRDNAKNSLY LOMNSLRAEDTAVYFCARDYDFWSAYY DAFDVWGQGT
MVTVSS (SEQ 1D NO: é7)

MNucleotide seqguence of Hght chain variable region:
SCAGTCTGTGCTCGALGCAGCCGCOCTCAGTGTCTGGGGUCCCAGGGCAGAGGGTCA
CCATCTCCTGCACTGGGAGUCAGUTCCAACATCGGGGCAGGTTATGATGTACACTGGT
ACCAGCAGCTTCCAGGAACAGUOCCCAAACTCCTCATCTCTGGTAACAGCAATCGGC
CCTCAGGGGTCCCTGACCGATTCTCTGGCTCCAAGTCTGGCACCTCAGLCTCOCTGE
CCATCACTGOOCTCCAGGCTCAGCATGAGGUTIGATTATTACTGCCAGTCCTATGACA
GCAGCCTGAGTGUGTTCGGTATTCGGCOGAGGGACCAAGCTGACUGTCCTAY (SEQ
ID NO: 153)

Amino acid sequence of light chain variable region:
QSVLTOPPSVSGAPGQRVTISCTGSSSNIGAGYDVHWYQQLPGTAPKLLISGNSNRPSGY
PDRESGSESGTSASLAITGLQAEDEADYYCQSYDSSLSGSVEGGGTKLTVL {SEQ ID
MO 12)
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FiG. 3F

20010

Nucleotide sequence of heavy chain variable region:
S'CAGATTCAGUTGOTGCAGTCTGGAGUTGAGGTGAAGAAGCCTGGGGC
CTCAGTOAAGOTCTCCTGCAAGGCTTCTGGTTACCCCT TGACCAGCTAT
GOGTATCAGCTGGGTGUGACAGGUCCCTGCACAAGGGCTTIGAGTGGATG
GGATGGATCAGCGCTTACAATGGTAACACAAACTATGCACAGAAGGTC
CAGGGCAGCGTCACCATCACCACAGACACATCCACGAGCACAGTCTAC
ATGGAGCTGAGGAGCUTGAGATCTGACGACACGGCCGTGTATTACTGT
GCOAGAGGUTACGGTATGCACGTCTGGGGCCAAGGGACCACGGTCACC
GTCTCOTCTS (SEQ D NG: 92

Aming acid sequence of heavy chain variable region:
QIOLVOQSGAEVEKPGASVRKVSCKASGYPLTSYGISWVRQAPGOQGLEWMG
WISAYNGNTNYAQRVQGSVTMTITETSTSTVYMELRSIRSDDTAVYYCAR
GYGMDVWGQGTTVIVES (SEQ ID NO: 48)

Meecleotide sequence of Hght chain variable region:
STCAGTCTGCCCTGACTCAGCCTGUCTCCOTGTCTGGGTCTICCTGGACAG
TCOATCACCATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATA
ACTCTOGTCTCCTOGGTACCAACAGTACCCAGGCAAACCLCCCAAACTCAA
GATTTATOGAGOTCAGTAATCGGCCCTCAGGGGTTTCTAATCGCTTCTCT
GOLTCCAAGTUTGGCAACACGGCCTCCCTGACCATCTCTGGGCTCCAGG
CTGAGGACGAGGCTGATTATTTCTGCAGCTCATATACAAGCACCAGCAT
GGTCTTCOGCGGAGGGACCAAGCTGACCGTCUTASY (SEG 1D NO: 93

Amine acid sequence of lght chain variable region:
QSALTQPASVSGEPGQSITISCTGTSSDVGGYNSVSWYQQYPGKPPKLKIVE
VSNEPSGVENEFSGSKSGNTASLTISGLOAEDEADYFCSSYTSTSMVEGGG
TELTVL (SEQ IDNO: 19}



16/155

FIG. 3G

26E14

Nucleotide sequence of heavy chain variable region:
SCAGGTTCAGCTGGTOGCAGTCTGGAGUTGAGGTGAAGAAGCCTGGGGLCTCA
GTGAAGOTCTCCTGCAAGGUITCTGOTTACACCTTAACCAGCTATGGTATCAG
CTGOOTGCOACAGGCCUCTGOACAAGGGCTTGAGTGGATGGGATGGGTCAGT
TTTTATAATGCTAACACAAACTATGCACAGAAGUTCCAGGGCAGAGGLACCA
TCACCACAGACCCATCCACCGAGCACAGCCTACATGGAGCTCGAGGAGCCTCAG
ATCTGACGACACGOCCGTGTATTACTGTOCGAGAGGCTACGGTATGGACGTC
TGOGGCCAAGGGACCACGGTCACCGTCTCCTCTY (SEQ TR NG: 94)

Amntino acid sequence of heavy chain variable region:
OVQLVQSGAEVRKEPGASVEVSCKASGY TLTSYGISWVROQAPGQGLEWMGOWYS
FYNOGNTNYAQRKLOQGRGTMTTDPSTSTAYMELRSLRSDDTAVYYCARGYGMDY
WOQGTTVIVSS (BEQ ID NO: 49

Mecleotide sequence of light chain variable region:
SCAGTCTGCCCTGACTCAGCCTGLCTCLGTGTCTGGOTCTCCTGGACAGTCGA
TCACCATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATAACTCTGTC
TCCTGGTACCAACAGCACCCAGGCAAAGCUCCCAAACTCATGATTTATGAGG
TCAGTAATCOGUCCTCAGGGOTTTUTAATCCGUTTCTCTGGCTCCAAGTOTGEC
AACACGGUCTCCCTCGACCATUTCTGGGUTCCAGGCTGAGGACGAGGCTCATT
ATTACTGCAATTCATATACAAGCACCAGCATGGTATTCGGCGGAGGGACCAA
GCTGACCGTCCTAS (SEQ 1D NO: 35 '

Apung acid sequence of light chatn variable region:
QSALTQPASYSGSPGOSITISCTOTSEDVGOYNSVSWYQOQHPGK APKIMIYEVSN
RPSGVENRESGSKSONTASLTISGLOAEDEADY YONSYTSTSMVFGGGTKLTVL
{SEQ IB NO: 23}

Alternative Nucleotide sequence of light chain variable region (26E10v1):
FCAGTCTGCCCTGACTCAGCCTGOCTCCGTGTCTGGGTCTCCTGGACAGTCGA
TCACCATCTCCTGCACTGOAACCAGCAGTOACGTTGOTGOTTATAACTCTGTC
TCCTGGTACCAACAGUACCCAGGLCAAAGCCCCCAAACTCATCGATTTATGAGS
TCAGTAATCGCCCCTCAGGGOTTTCTAATCGOTTCTCTGGUTCCAAGTUTGGC
AACACGGCCTCCCTGACCATCTOTGOGUTCCAGGUTGAGGACGAGGUTOATT
ATTACTGCAACTCATATACAAGCACCAGCATGCGTATICGGUGGAGGGACCAA
GCTGACCGTCCTASZ (SEQ ID NG: 293)
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FiG. 3H

Z6HS

Mucleotide sequence of heavy chain variable region:
STCAGOGTTCAGCTGGTGCAGTCTGGAGCTGAAGTGAAGAAGUCTGGGGC
CTCACTGAAGUGTCTCCTGCAAGGUTTCTGGTTACACCTTGACCAGCTAT
GGTATCAGCTGGGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGGATG
GOATGCGATCAGCTTTTACAATGCGTAACACAAACTATGCACAGAAGGTC
CAGGGCAGAGTCACCATCGACCACAGACACATCCACGAGCACAGTCTAL
ATGGAGCTGAGGAGCCTGAGATCTGACGACACGGCCETGTATTACTGT
GCGAGAGGCTACGGTATGGACGTCTGGEGGCCAAGGGACCACGGTCACC
GTCTCCTCTY (SEQ 1D NO: 96)

Amine acid sequence of heavy chain variable region:
QVOLVOSCGAEVEKPGASVEVSCEKASGYTLTSYGISWVRQAPGOGLEWMG
WISFYNGNTNY AQRKVOQGRVTMTTDTSTSTVYMELRSLRSDDTAVYYCAR
GYGMDVWGOQGTTVTVSS (SEG ID NO: 51)

Nucleotide sequence of light chain variable region:
STCAGTCTGCCCTGACTCAGCCTGCCTCCOTGTCTGGGTCTCCTGGACAG
TCOGATCACCATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATA
ACTCTGTCTCCTGGTACCAACAGCACCCAGGCAAACCCCCCAAACTCAT
GATTTATGAGGTCAGTAATCGGCCCTCAGGGGTTTCTATICGCTTCTCT
GGCTCCAAGTCTGGUAACACGGCCTCCCTGACCATCTCTGGGCTCCAGG
CTGAGGACGAGGCUTGATTATTTCTGCAGCTCATATACAAGCACCAGCAT
GGTCTTCGGCGGAGGOACCAAGCTGACCGTCCTAS (SEQ 1D NO: 97

Amino acid sequence of Hght chain variable region:
QSALTQPASVSGSPGOSITISCTGTSSDVGGYNSVSWYQQHPGEKPPRIMIY
EVSNRPSGVSIRFSGEKSGNTASLTISGLQABDEADYFCSSYTSTSMVFGGG
TRLITVL SEQ IDNO: 17 '



18/155

FIG. 3l

RIN)

Mucleotide sequence of heavy chain variable region:
STCAGATTCAGCTGGTGCAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGC
CTCAGTGAAGGTCTCCTGCAAGGCTTCTGGTTACACCTTGACCAGCTAT
GOTATCAGCTGGGTGCGACAGGCCCCTGGACAAGGGCTTCAGTGGATG
GGATOGATCAGCTTTTACAATGGTAACACAAACTATGCACAGAAGGTC
CAGGGCAGAGTCACCATGACCACAGACACATCCACGAGCACAGTCTAC
ATGGAGCTGAGCAGCCTGAGATCTGACGACACGGCCGTGTATITCTGT
GCGAGAGGTTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACC
GTCTCCTCAY (SEQ 1D NO: 98)

Amine acid sequence of heavy chain variable region:
QIQLVOSGAEVEKPGASVEVSCKASGYTLYT %VQE%WVR(}APG\;L LEWMG
WISFYNGONTNYAQKVQGRVIMTTDTSTSTVYMELRSLRSDDTAVYFCAR
GYGMDVWGQGTTVTVSS (SEQ IDNO: 53)

Nucleotide sequence of light chain variable region:

S’ CAGTCTGCCCTGACTCAGCCTGCCTCOCGTGTCTGGGTCTCCTGGACAG
TCGATCACCATCTCCTGCACTGGAACCAGCAGTGACCTTGGTGGTTATA
ACTCTOTCTCGTGGTACCAACAGCACCCAGGCAAACCCCCCAAACTCAT
GATTTATGAGGTCAGTAATCGGUCCTCAGGGGTTTCTAATCGCTTCTCT
GGCTCCAAGTCTGGCAACACGGCCTCOCTGACCATCTCTGGGCTCCAGG
CTGAGGACGAGOCTGATTATTTCTGCAGCTCATATACAAGCACCAGCAT
GGTCTTCGGCGCAGGCGACCAAGCTGGCCGTCCTAS (SEQ ID NO: 99)

Amino acid sequence ef light chain variable region:
QSALTQPASVSGSPGOSITISCTGTSSDVGGYNSVEWY QQHPGK PPKLMIY
EVENRPSGVSNRFSGSKSGNTASLTISGLOAEDEADYFCSSYTSTSMVEGG
GTKLAVL (SEQ ID NO: 18)
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FiG. 3J

2341

Nucleotide sequence of heavy chain variable region:
STCAGETTCAGCTGGTCGCAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGT
CTCAGTGAAGOGTCTCCTGCAAGGCTTCTGGTTACACCTTAACCAGCTAT
GGTATCAGCTGGEGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGGATG
GGATOOOTCAGTTITITATAATGGTAACACAAACTATGCACAGAAGLTC
CAGGGCAGAGGCACCATGACCACAGACCCATCCACGAGCACAGCCTAL
ATGGAGCTGAGGAGCCTGAGATCTGACGACACGGCCGTGTATTACTGT
GUCGAGAGGCTACGGTATGGACGTCTGGGGCCAAGGGACCALCGGTCACC
GTCTCCTCAS (SEQ 1D NO: 160)

Amine acid sequence of heavy chain variable region:
QVQLVOSGAEVEKPGASVKVSCKASGYTLTSYGISWVROAPGQGLEWMG
WYSFYNGNTNYAQKLQGRGTMTITDPSTSTAYMELRSLRSDDTAVYYCAR
GYGMDVWGQGTTVIVSS (SEQ ID NG: 583

MNucleotide sequence of light chain variable region:
SCAGTCTCGCCCTGACTCAGCCTGCCTCCGTGTCTGGOGTCTCCTGGACAG
TCGATCACCATCTCCTGCACTGGAACCAGCAGTGACGTTGOTGGTTATA
ACTCTOTCTCCTGGTACCAACAGCACCCAGGCAAAGCCCCCAAACTCAT
GATTTATGAGGTCACTAATCGGCCCTCAGGGGTTITCTAATCGCTTCTCY
GOGCTCCAAGTCTOGCAACACGGCCTCCCTGACCATCTCTGGGCTCCAGG
CTGAGOGACGAGGUTGATTATTACTGCAACTCATATACAAGCACCAGCA
TGGTGTTCOGUGGAGGGACCAAGCTGACCGTCCTAY (SEQ ID NO: 161)

Amine acid sequence of light chain variable region:
QSALTQPASVSGSPGQSITISCTGTSSDVGGYNSVEWY QQHPGK APKIMIV
EVINRPSGVSNEFSGSKSGNTASLTISGLOAEDEADY YCNSYTSTSMVEGG
GTKLTVL (SEQ ID NO: 26)
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FIG. 3K

2782

Mucleotide sequenee of heavy chain variable region:
STCAGUTGCAGCTGCAGGAGTCGGGCCCAGGACTGUTGAAGCCTTCACA
GACCCTGTCCCTCACCTGCACTGTCTCTGGTGGUTCCATCAGCAGTGGT
GGTTACTACTGGAGCTGCATCCGCCAGCACCCAGGGAAGGGUUTGGAG
TGGATTGGGTACATATATAACAGTGGGAGCACCTACTACAACCCGTCC
CTCAAGAGTCGAGTTACCATATCAGTAGACACGTCTAAGAACCAGTTCY
COCTGAAGCTGAGCTCTGTGACTGUCGOGGACACGOQUCGTGTATTACTG
TGCGAGAGAGCGATACAGCTATGOTTCCTTACTTTGACTACTGGGGUCAG
GGAACCCTGGTCACCGTCTCCTCAS® (SEQ ID NO: 162)

Amino acid sequence of heavy chain variable region:
QVOLOESGPGLVKPSQTLSLTCTVSGGRISSGGYYWISWIRQHPGKGLEWIG
YIVNSGETYYNPSLESRVTISVDTSENQFSLKLSSVTAADTAVYYCAREDT
AMVPYFDYWGQGTLVTVSS SEQ 1D NO: 87

Mucleotide sequence of light chain variable region:
STCAGTCTGTACTGACGCAGCCGLCCTCAGTGTCTGGGGCCCCAGGGCA
GAGOUGTCACCATCTCCTGCACTOGOGAGCAGCTCCAACATCGGGGCACA
TTATGATGTGCACTGGTACCAGCAGUTTCCAGGAACAGCCCCCAAACT
CCTCATCTATGOTAACACCTATCGGCCCTCAGGGGTCCOTGACCGATTC
TCTGGCTCCAAGTUTGGUACCTCAGCCTCCCTGGUCATCACTGGGCTCC
AGOCTGAGGATGAGGCTOGATTATTACTGCCAGTCCTATGACAACAGCC
TGAGTGOTOTGOTATTUOGGCGGAGGGACCAAGCTGACCGTCLTAY
(SEQ ID NO: 163

Amino acid sequence of light chain variable region:
QSVLTOPPSVEGAPGORVTISCTGSSSNIGAHYDVHWY QOVPGTAPKLLIY
CGNTYRPSGVPDRISGSKSGTSASLAITGLOAEDEADYYCQSYDNSLSGVVE
GGGTELTVL SEQ D NO: 13)
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FIG. 3L

16F12

Nucleotide sequence of heavy chain variable region:
SCAGGTGCACCTGOTGCGAGTCTCGUGGAGGCGTGATCCAGCCTGGGAG
GTCCCTGAGACTCTCOTGTGCAGCGTCTGGATTCACCTTCAACAGOTTT
GGCATGCACTGGOTCCGCCAGGUTCCAGGCAAGGGGCTGGAGTGGGTG
GCACTTATCTGGTCTGATGGAAGTGATGAATACTATGCAGACTCCGTGA
AGGGCCGATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATC
TOGCAAATGAACAGCCTGAGAGCCGAGGACACGGUTGTGTATTACTGTG
COGAGAGCUCATAGCAGCCCTCTACTACTACTACGGTATGGACGTCTGGG
GCCAAGGUACCACGGTCACCGTCTCCTCAS (SEQ 1D NO: 164)

Amine acid sequence of heavy chain variable region:
QVHLVESGGGVVOQPGRSLRLSCAASGFTENSFGMHWVROAPGKGLEWVA
LIWSDGSDEYYADSVEGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCARA
IAALYYYYOMDVWGOGTTVTVSS (SEQID NG: 79

Nucleotide sequence of light chain variable region:
SCAGTCTGTGTTGACGCAGCCGCCCTCAGTGTCTGCGGOCCCAGGALCA
GAAGGTCACCATCTCCTGCTCTGGAAGCAGUTCCAACATTGGGAATAA
TTTTGTATCOTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTC
ATTTATCGACTATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTG
GCTCCAAGTCTGGCACGTCAGCCACCCTGGGCATCACCGGACTCCAGA
CTGGGOACGAGGUCGATTATTACTGCOGUGAACATGGGATAGCAGCCTGA
GTGCTTATGTCTTCGGAACTGGGACCAGGGTCACCGTCCTAS (SEQID
NG: 105)

Amino acid sequence of light chain variable region:
QSVLTQPPSVSAAPGOKVTISCSGSSSNIGNNFVSWYQQLPGTAPKLLIVDY
NERPSGIPDRFSGSKSGTSATLGITGLOTGDEADY YCGTWDISSLSAYVEGT
GTRVTVL (SEQ 1D NG: 35
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F1G. 3M

22E2
Nucleotide sequence of heavy chain variable region:

SCAGGTGCAGCTGGTGGAGTCTGOGGGAGGCGTGGTCCAGCCTGGGAG
GTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGCAGCTIT

GGCATGUACTGOGTCCGCCAGGUTCCAGOCAAGGOGCTGGAGTGGGTG
GCACTTATATGCGAATGATGGAAGTAATAAATACTATGCAGACTCCGTG

AAGGGCCGATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTAT

CTGCAAATCGAACAGCCTCGAGAGCCGAGGACACGGCTGTGTATTACTGT

GCOGAGAGCCATAGCAGCCCTCTACTACTACTACGGTATGGACGTCTGG

GGCCAAGOGGACCACGGTCACCOTCTCCTCAS (SEQ ID NO: 106)

Amino acid sequence of heavy chain variable region:
QVOLVESGGGVVQPGRSLRLSCAASGFTFSSFOMHWVRQAPGKGLEWVA
LIWNDGSNKYYADSVKGRFTISRDNSKNTLYLOMNSLRAEDTAVYVYCAR
AIAALYYYYGMDVWGQGTTVTVSS REQ ID NO: 8

Nucleotide sequence of light chain variable region:
S'CAGTCTOTGTTGACGCAGCCGCCCTCAGTGTCTGUGGUCCCAGGACA
GAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAA
TTTTGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTC
ATTIATGACTATAATAAGCGACCCTCAGGGATTCCTGACCGATTICTCTIG
GCTCCAAGTCTOGCACOGTCAGCCACCCTGGGCATCACCGGACTCCAGA
CTGGGGACGAGGCLGATTATTACTGCGGAACATGGGATAGCAGTCTGA
GTGGTTATGTCTTCGGAATTGGGACCAGGGTCACCGTCCTAY (SEQ ID
NG 107

Amino acid sequence of light chain variable recion:
QSVLTQPPSVSAAPGOKVTISCSGESSNIGNNFVEWYQQLPGTAPKLLIYDY
NEKRPSGIPDRFBGSKSGTSATLGITGLOTGDEADY YCGTWDSSLSGYVEGT
GIRVTVL (SEQG IDNO: 36)
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FiG. 3N
2746

Nucleotide sequence of heavy chain variable region:
5’CAGGTGCACCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGOCTGGGAG
GTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAACAGOTTT
GGCATGCACTGGGTCCGCCAGGUTCCAGGCAAGGGGCTGGAGTGOGTG
GCACTTATATGGTICTIGATGGAAGTGATAAATACTATGCAGACTCCGTGA
AGGOCCGATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATC
TGCAAATGAACAGCCTGAGAGCCCGAGGACACGGUTGTGTATTACTGTG
COAGAGCCATAGCAGCCCTCTACTACTACTACGGTATGGACGTCTGGG
GCCAAGGGACCACGGTCACCGTCTCCTCAY (SEQ ID NO: 168)

Amine acid sequence of heavy chain variable region:
QVHLVESGGGVVQPGRSLRLSCAASGFTFNSFGMHWYVRQAPGKGLEWVA
LIWSDGSDKY YADSVEGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCARA
IAALYYYYGMDVWGQGTTVTVSES (SEQ 1D NO: 76)

Nucleotide sequence of light chain variable region:
STCAGTCTGTGTTGACGCAGCCGCCCTCAGTGTCTGUGGUCCCAGGACA
GAAGOTCACCATCTCCTGCTCTGGAAGCAGTTCCAACATTGGGAATAAT
TTTGTATCCTGGTACCAGCAGTTCCCAGGAACAGCCCCCAAACTOCTCA
TTTATGACTATAATAAGCGACCCTCAGGGATTCCTOGACCGATTCTOTGSG
CTCCAAGTCTGGCACGTCAGCCACCCTGGGCATCACCGGACTCCAGACT
GGGCACGAGGCCCGATTATTACTGCGGAACATGGCGATAGCAGCCTGAGT
TCTTATGTCTTCGGAACTGGGACCAGGGTCACCGTCCTAY (SEQID
NG 1093 '

Amine acid sequence of light chain variable region:
QSVLTOPPSVSAAPGORVTISCSGSSSNIGNNFVSWYQOFPGTAPKLLIYDY
NKRPSGIPDRFSGSKSGTSATLGITGLQTGREADY YCGTWDSSLSSYVEGT
GTRVTVL (SEQ ID NG: 37)



24/155

FIG. 30

Z8BI2

Mucleotide sequence of heavy chain variable region:
SCAGGTGCAGCTGGTGCAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAG
GTCCCTCGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGCAGCTTT
GGCATGCATTGGOTCCGCCAGGUTCCAGGCAAGGGGCTGGAGTGGGTG
GCACTTATATGGAATGATGGAAGTAATAAATACTATGCAGACTCCGTG
AAGGGCCOATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTAT
CTGCAAATGAACAGCCTGAGAGCCCGAGGACACGGCTGTGTATTACTGT
GCGAGAGCCATAGCAGCCCTCTACTACTACTACGGTATGGACGTCTGG
GGCCACGGGACCACGGTCACCGTCTCCTCAR (SEQ ID NG: 110)

Amino acid sequence of heavy chain variable region:
QVQLVESGGGVV(QPGRSLRLSCAASGFTFSSFGMHWVRQAPGKGLEWVA
LIWNDGENKYYADSVEGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCAR
AIAALYYYYGMDVWGHGTTVTVSS (SEQ ID NG: 77)

Nucleotide sequence of light chain variable region:
S'CAGTCTOTCGTTGACGCAGCCGCCCTCAGTGTCTGCGGCCCCAGGACA
GAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAA
TTITGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAALCTCCTC
ATTTATGACTATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTG
CGUTCCAAGTCTGGCACGTCAGCCACCCTGGGCATCACCGGACTCCAGA
CTGGGOACGAGGCCGATTATTACTGCGGAACATGGGATAGCAGCCTGA
GTGUGTTATGTCTTCGGAACTGGGACCAGGGTCACCGTCCTAY (SEQ ID
NG: 1115

Amine acid sequence of light chain variable region:
OSVLTOQPPSVSAAPGOKVTISCSGSSSNIGNNFVSWYQQLPGTAPKLLIYDY
NEKRPSGIPDRFSGSKSGTSATLGITGLOTGDEADYYCGTWDSSLSGYVEGT
GTRVTIVL (SEQ ID NO: 38)
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FIG. 3P

28D6

Nucieotide sequence of heavy chain variable region:
FCAGGTGCAGCTGOTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAG
GTCCCTGA
CGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGCAGCTTTGGCATGCA
CTGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCACTTAT
ATGGAATGATGGAAGTAATAAATACTATGCAGACTCCGTGAAGGGCCG
ATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATG
AACAGCCTGAGAGCCGAGGACACGGCTGTGTATTACTGTGCGAGAGCC
ATAGCAGCCCTCTACTACTACTACGGTATGGACGTCTGGGGCCAAGGG
ACCACGGTCACCGTCTCCTCAS (SEQ ID NO: 112)

Amino acid sequence of heavy chain variable region;
QVOQLVESGGGVVOQPGRSLRLSCAASGFTFSSFGMHEWYRQAPGKGLEWV A
LIWNDGSNKYYADSVEGRFTISRONSKNTLYLOMNSLRAEDTAVYYCAR
AIAALYYYYGMDVWGQOGTTVTVSS (SEQ 1D NG: 78)

Mucleotide sequence of Hght chain variable region:
STCAGTCTGTGTTGACGCAGCCGLCCACAGTGTCTGCGGCUCCAGGACA
GAAGGTCACCATCTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAA
TTTTGTATCCTGOTACCAGCAGCTCCCAGGAACAGUCCCCAAACTCCTC
ATTTATGACTATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTG
GCTCCAAGTCTGGCACGTCAGCCACCCTGGGUATCACCGGACTCCAGA
CTGGGOACGAGGUCGATTACTACTGCGGAACATGGGATAGCAGCCTGA
GTOGTTATGTCTTCGGAACTGGGACCAGGGTCACCGTCCTAY (SEGID
MOz 1133

Amine acid sequence of light chain variable region:

QLVLTOPPTVSAAPGORVTISCSGSSSNIGNNFVSWYQQLPGTAPKLLIYDY
NKRPSGIPDRESGSKSGTSATLGITGLOTGREADYYCGTWDSSLSGYVEGT
GTRVTVL (SEQ ID NOG: 39)
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FIG. 3Q

31GIT

Nucleotide sequence of heavy chain variable region:
SCAGGTGCAGCTGGTGCAGTUTGGGGCAGGOGTGOGTCCAGCITGGGAG
GTCCOTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGGAGCTAT
GGCATGCACTGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTG
GCACTTATATGOCATCGATGUAAGTAATACATACTATGTAGALTCCGTGA
AGGOCCGATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATC
TGCAAATGAACAGCCTGAGAGCCGAGGACACGGCTGTGTATTACTGTG
CGAGAGGTATAGCAGTGOUTTACTACTACTACGGTATGGACGTICTGGG
GUCAAGGUACCACGGTCACCGTCTCCTCAY (SEQ IDNO: 114)

Amino acid sequence of heavy chain variable region:
QVOLVESGGGVVQPGRSLRLECAASGFTFRSYGMHW VRQAPGGLEWY
ALIWHDGSNTY YVDSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCA
RGIAVAYYYYGMDVWGQGTTVTVSS (SEQ ID NO: 83)

Nucleotide sequence of light chaln variable region:
SCAGTCTGIGTTCACGCAGCCGCCCTCAGTGTCTGCGGUCCCAGGACA
GAAGGTCACCATCTCCTGCTCTGGAAGUAGCTCCAACATTGGGAATAA
TTTTOTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTC
ATTTATCGACAGTAATAAGCGACCCTCAGGGATTCCTGACCGATTCTICTG
GCTCCAAGTCTGGCACGTCAGCCACCCTGGACATCACCGGACTCCAGA
CTCGGGACGAGGCCGATTATTACTGCGGAACATGGGATAGCAGCOTGA
GTGCTTATGTTTTCGGAACTGGGACCAAGGTCACCGTCCTAS (SEQ ID
NO: 115}

Amino acid sequence of light chain variable region:
QSVLTQPPSVSAAPGOKVTISCEGSSSNIGNNFVSWYQQLPGTAPKLLIYDS
NEKRPSGIPDRFSGSKSGTSATLRITGLOTGRDEADYYCGTWDSSLSAYVEGT
GTKVTVL (SEQ 1D NO: 40}
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MNucleotide sequence of heavy chain variable region:
SGAGGTGCAGCTGTTGGAGTCTGGGGGAGGCTTGGTACAGCCTGGGGG
GTCCCTGAGACTCTCOCTGTGCAGCCTCTGGATTCACCTTTAGCAGUTAT
GCCATGAACTGGGTCCGCCAGGCTCCAGGGAAGGGGUTGGAGTGGGTC
TCAACTATTAGTGGTAGTGGTGATAACACATACTACGCAGACTCCGTGA
AGGGCCGGTTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATC
TOCAAATGAACAGCCTGAGAGCCGAGGACACGGCCGTATATTACTGTG
CGAAAAAGTTTGTACTAATGGTGTATGCTATGCTTGACTACTGGGGCCA
GOUGAACCCTGCTCACCGTCTCCTCAS (SEQ ID NO: 116)

Amine acid sequence of heavy chain variable region:
EVOLLESGGGLVOPGGSLRLSCAASGFTFSSYAMNWVRQAPGKGLEWVS
TISGEGDNTYYADSVKGRFTISRDNSKNTLY LOMNSLRAEDTAVYYCAKK
FYLMVYAMELDYWGQGTLVTVSS (SEQ ID NO:w 71

Nucleotide sequence of light chain variable region: '
SGACATCCTGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTTGGA
GACAGAGTCACCATCACTTGCCGGGCAAGTCAGAGCATTAGCAGTTAT
TTAAATTGGTATCAGCAGAAACCAGGGAAAGCCCCTAAGGTCCTGATC
TATGCTGCCTCCAGTTTGCAAAGTGGGGTCCCATCAAGGTTCAGTGGCA
GTGGATCTGGGACAGATTITCACTCTCACCATCAACAGTCTGCAACCTGA
ACGATTTTGCAACTTACTACTGTCAACAGAGTTACAGTTCCCCCATCACC
TTCGGCCAAGGGACACGACTGGAGATTAAAY (SEQ ID NO: 11T)

Aming acid sequence of light chain variable region:
DILMTQSPSSLEASVGDRVTITCRASQSISSYLENWYQQRKPGEAPKVLIVAAS
SLOSGVPSRFSGSGSGTDFTLTINSLOPEDFATYYCQQSYSSPITFGQGTRLE
IK (SEGIDNG: %)
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25G4

Mucleotide sequence of heavy chain variable region:
STCGAGGTGCAGCTGTTGGAGTCTGGGGGAGGUTTGGTACAGCCGGGGGG
GTCCCTCGAGACTCTCCTGTGCAGCCTCTGGATTCACCTTTAGCAGCTAT
GCCATGAACTGGOTCCGCCAGGUTCCAGGGAAGGGGUTGGAGTGGGTC
TCAACTATTAGTGGTAGTGGTGGTAACACATACTACGCAGACTCCGTGA
AGGGCCGUTTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATC
TCCAAATGAACAGUCTGAGAGCCGAGGACACGGCCGTATATTACTGTG
COAAAAAGTTIGTACTAATGGTGTATGCTATGUTTGACTACTGGGGCCA
GGGAACCCTGGTCACCGTCTCCTCAS (SEQ ID NG 1183

Amine acid sequence of heavy chain variable region:
EVQLLESGOGGLYQPUGGSLRLSCAASGFTFSSYAMNWVROAPGRGLEWVS
TISGSGONTYYADSVKGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCAKK
FYLMVYAMLDYWGQGTLVTVSS (SEQ I NG 72) '

Nucleotide sequence of Hght chain variable region:
STCACATCCAGATGACCCAGTCTCCATCCTCCCTATCTGCATCTGTAGGA
GACAGAGTCACCATCACTTGCCGGGCAAGTCAGAGCATTAGCATCTAT
TTAAATTGGTATCAGCAGAAGCCAGGGAAAGCCCCTTACCTCCTGATCT
ATGCTGCAGCCAGTTTGCAAAGTGGGGTCCCATCAAGGTTCAGTGG CA
GTGOATCTGGGACAGATTTCACTCTCACCATCAGCAGTCTGCAACCTGA
AGATITTGCAACTTACTACTGTCAACAGAGTTACAGTGCCCCCATCACC
TTCGGCCAAGGGACACGACTGGAGATTAAAY (SEQ ID NG: 119)

Amine acid sequence of Hght chain variable region:
DIOMTOSPSSLSASVGDRVTITCRASQSISIYLINWYQOKPGKAPYLLIYAAA
- SLOSGVPSRESGSGSGTDFTLTISSLOPEDFATYYCQQSYSAPITFGQGTRLE
IK (SEQ ID NG: 1) '
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Nucleotide sequence of heavy chain variable region:
SCAGGTTCAGCTGGTGCAGTCTGGAGCTGAGUTGAAGAAGCCTGAGGC
CTCACTOGAAGGTCTCCTGCAAGGCTTCTGGTTACAGTTTGACCAGCTAT
GGTATCAGCTGGGTGCGACAGGCCLCTGGACAAGGGUTTGAGTGGATG
GGATGGATCAGUGUTTACAATGGTAACACAAACTATGCACAGAAGGTC
CAGGGCAGAGTCACCATGACCACAGACACATCCACGAGCACAGTCTAL
ATGOAGGTGAGGAGTCTCGAGATCTGACGACACGGCCGTGTATTACTGT
GUOAGAGGCTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACC
GTCTCCTCAS (SEQ IBD NG: 126)

Amine acid sequence of heavy chain variable region:
QVQLVOQSGAEVEKPGASLEKVSCKASGYSLTSYGISWVROAPGOGLEWMG
WISAYNGNTNYAQRVOGRVTIMTTDTSTSTVYMEVRELRSDITAVY YCAR
GYGMDVWGQGTTVTVSS (SEQ ID NO: 54)

Nucleotide sequence of light chain variable region:
5"CAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTOGOTCTCOTGGACAG
TCGATCACCATCTCCTGCACTGOAACCAGCAGTGACGTTGGTGGTTATA
ACTCTGTCTCCTGGTACCAACAGCACCCAGGCAAACCCCOCAAACTCAT
GATTTATGAGGTCAGTAATCGGCCCTCAGGGGTTITCTAATCGCTTCTCT
GOGUTCCAAGTCTGGCAATACGGCCTCCUTGACCATCTCTGGGCTCCAGG
CTCGAGGACGAGGCTGATTATTTCTGCAGCTCATATACAAGCACCAGCAT
GGTCTTCGGCGGAGGGACCAAGCTGACCGTCCTAY (SEQ ID NO: 121)

Amino acid sequence of Hght chain variable region:
QSALTQPASYSGSPGOSITISCTGTSSDVGGYNSYSWYQQHPGKPPK LMY
EVSNRPSGVSNRF QGQK‘%GNTASLTESGLQ AEDEADYFCUSSYTSTSMVEGG
GTKLTVL (SEQ D NO: 20y
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Mucleotide sequence of heavy chain variable region:
STCAGGTTCAGCTGGTGCAGTCTGOAGCTGAGGTGAAGAGGCCTGGGGC
CTCAGTGAAGGTCTCCTGCAAGGCTTCTGGTTACACCTTGACCAGCTAT
GGTATCAGCTGGGTGCGACAGGCCUCTGGACAAGGGCTTGAGTGGATG
GGATGGATCAGUGTTTACAATGGTAACACAAACTATGCACAGAAGGTC
CAGGGCAGAGTCACCATGACCACAGACACATCCACGAGCACAGTCTAL
ATGGAGCTGAGCGAGCCTCGAGCTCTGACGACACGGCCGTGTATTACTGT
GUGAGCGAGGCTACGGTATGGACGTCTGOGGCCAAGGGACCACGGTCACC
GTCTCCTCAY (SEQ D NO: 122)

Aming acid sequence of heavy chain variable region:
QVOQLVOSGAEVERPGASVEKVSCKASGYTLTSYGISWVRQAPGQGLEWMG
WISVYNGNTNYAQKVQGRVTMTTDTSTSTVYMELRSLSSDDTAVYYCAR
GYGMDVWGQGTTVTVSS (SEQ I NO: 52)

Nucleotide sequence of light chain variable region:
STCACGTCTGCCCTGACTCAGCOTGCCTCCGTGTCTGOGTCTCCTGGACAG
TCGATCACCATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATA
ACTCTGTCTCCTGGTACCAACAGCACCCAGGCAAACCCOCCAAACTCAT
GATTTATGAGGTCAGTAATCGGCCCTCAGGGGTTTCTATICGCTTCTCT
GGCTCCAAGTCTGGCAACACGOCCTCCCTGACCATCTCTGGGCTCCAGG
CTGAGGACCGAGGCTCGATTATTITCTGCAGCTCATATACAAGCACCAGCAT
GOGTCTTCGGOGGAGGGACCAAGCTGACCGTCCTAY (SEQG ID NG 123

Amino acld sequence of light chain variable region:
QBALTQPASYSGSPGQSITISCTGTSSDVGGYNSVEWYQOQHPGKPPKLMIY
EVENRPSGVSIRFSGSESGNTASLTISGLOAEDEADYFCSSYTSTSMVFGGG
TELTVL (SEQ 1D NO: 16}
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FIG. 3V
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Nucleotide sequence of heavy chain variable region:
STCAGGTTCAGCTOOTGCAGTCTGGAGUTCAGGTGAAGAAGCCTGGGGCCTCA
CTCAAGGTCTCCTGUAAGGCTTCTGGTTACCCCTTGACCAGUTATGCTATCAG
CTGGOTGUGACAGGCCCCTGGACAAGGGCTTGAGTGGATGGGATGGATCAGC
GUTTACAATGGTAACACAAACTATGCACAGAAGGTCCAGGGCAGAGTCACCA
TGACCACAGACACATCCACGAGCACAGTCTACATGGAGTTGAGGAGCCTGAG
ATCTGACGACACGGCCGTGTATTACTGTGCGAGAGGCTACGGTATGGACGTC
TOGGGOCCAAGGGACCACOGTCACCGTCTCCTCAS (SEQ ID NO: 124)

Amino acid sequence of heavy chain variable region: _
QVOLVOQSCGAEVEKKPGASVEVSCKASGYPLTSYGISWVROAPGOGLEWMGWISA
YNGNINYAQKVOGRVTMTTDTSTSTVYMELRSLRSDDTAVYYCARGYGMDY
WOOQGTTVTVSES (SEQ ID NO: 535)

Nucleotide sequence of bight chain variable region:
SCAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGTCGA
TCACCATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGGTTATAACTCTGTC
TCCTOGTACCAACAGCACCCAGGCAAACCCCCCAAACTCATGATTTATGAGE
TCAGTAATCGGUCCTCAGGGETTICTAATCGCTTCTCTGGCTCCAAGTCTGGC
AATACGGUCTCCCTCACCATCTCTGGGUTCCAGGUTGAGGACGAGGCTGATT
ATTTCTGCAGCTCATATACAACGCACCAGCATGGTCTTCGGCGGAGGGACCAA
GCTGACCGTCCTAS™ (SEQ 1D NO: 125)

Alternative Nucleotide sequence of light chain variable region:
SCAGTCTGCCCTOACTCAGCCTGUCTCCGTGTCTGGGTCTCCTGGACAGTCGA
TCACCATCTCCTGCACTOGAACCAGCAGTCACGTTGGTGGTTATAACTCTGTC
TCCTGOGTACCAACAGCACCCAGGCAAACCCCCCAAACTCATGATTTATGAGG
TCAGTAATCGOCOCTCAGGGGTTICTAATCGCTTCTCTGGCTCCAAGTCTGGC
AACACGGCCTCCCTCACCATCTCTGGGCTCCAGGCTGAGGACGAGGCTGATT
ATTTCTGCAGCTCATATACAAGCACCAGCATGGTCTTCGGCGGAGGGACCAA
GUTGACCGTCCTASZ™ (SEQ 1D MO 294)

Aming acid sequence of light chain variable region:
QSALTOPASVEGSPGOSITISCTGTSSDVGGYNSVSWY QOHPGEPPKLMIYEVSN
RPSGVSNRFSGSKSGNTASLTISGLOAEDEADYFCSSYTSTSMVEGGGTKLTVL
(SEQ D NO: 21
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Mucleotide sequence of heavy chain variable region:
STCAGOGTTCAGTTGGTGCAGTCTGGAGUTGAGGTGAAGAAGLCTGGGGE
CTCAGTGAAGGTCTCCTGCAAGGUTTCTGGTTACGCCTTGACCAGUTAT
GOGTATCAGCTGGGTGCGACAGGCCCCTGGACAAGGGUTTGAGTGGATG
GGATGGATCAGCGCTTACAATGGTAACACAAACTATGCACAGAAGGTC
CAGGUGCAGAGTCACCATGACCACAGACACATCCACGAGCACAGTCTAC
ATGGAGUTGAGGAGCCTGAGATCTGACGACACGGCCGTGTATTACTGT
GCGAGAGGCTACGGTATGGACGTCTGGGGCCA »’&GGG ACCACGGTCACC
GTCTCCTCAY (SEQ D NO: 126)

Amino acid seguence of heavy chain variable region:
QVOQLVOSGAEVKEKPGASVEKVSCKASGYALTSYGISWVRQAPGOGLEWM
GWISAYNGNINYAQKVOGRVTMTTDTSTSTVYMELRSLRSDDTAVYYCA
RGYGMBVWGQGTTVTVSS (SEQ ID NG: 56) '

Nucleotide sequence of light chain variable region:
STCAGTCTGCCCTGACTCAGCUTGCCTCOGTGTCTGGGTCTCCTGGACAG
TCOATCACCATCTCCTGCACTGGAACCAACAGTGACGTTGGTGGTTATA
ACTCTGTCTCCTGGTACCAACAGCACCCAGGCAAACCCCCCAAACTCAT
GATTTATGAGGTCAGTAATCGGUCCTCAGGGATTTCTAATCGCTTICTCT
GGCTCCAAGTCTGGCAACACGGUCTCCCTGACCATCTCTGGGCTCCAGG
CTGAGGACGAGGUTGATTATTTCTGCAGUTCATATACAAGCACCAGCAT
GGTCTTCGGCGGAGGCGACCAAGCTGACCGTCCTAY (SEQ ID NO: 127)

Amino acid sequence of light chain variable region:
QSALTQPASVSGSPGOSITISCTGTNSDVGGYNSVEWYQOHPGKPPRKLMIY
EVSNRPSGISNRFSGSKSGNTASLTISGLOQAEDEADYFUSSYTSTSMVIGGG
TELTVL (SEQ IDNG: 22)
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Nucleotide sequence of heavy chain variable region:
SCAGOGTTCAGCTGOTGCAGTCTGOAGCTGAGGTGAAGAAGCCTGGGGC
CTCAGTGAAGOGTCTCCTGCAAGGCTTCTGUGTTACAGCTTTACCAGCTAT
GOGTATCAGCTIGGGTGCGACAGGCCUCTGGACAAGGGCTTIGAGTGGATG
GOATOGOTCAGUGUTTACAATGGTAACACAAACTATGCACAGAAGTTC
CAGGGUAGAGTCACCATGACCACAGACACATCCACGAGCACAGCCTAC
ATGGAACTGAGGAGCCTGAGATCTGACGACACGGCCGTGTATTALCTGT
GCGAGAGGCTACGTTATGGACGTCTGGGGCCAAGGGACCACGGTCACC
GTCTCCTCAS (SEQID NG: 128)

Amine acid sequence of heavy chain variable region:
QVOQLVSGAEVEKPGASVKVSCKASGY SFTSYGISWVROQAPGOGLEWMG
WYSAYNGNTNY AQKFOGRVTMTTDTSTSTAYMELRSLRSDDTAVYYCA
RGYVMDVWGQGTTIVTVSS (SEQ ID NOG: 5T

MNucleotide sequence of light chain variable region:
STCAGTCTGCCCTGACTCAGCCTGCOTCOCGTTTCTGGOGTCTCCTGGACAG
TCGATCACCATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGCTTATA
ACTCTGTUTCCTGGTACCAACAGCACCCAGGCAAAGCCCCCAAACGCA
TOGATTTATGAGGTCAGTAATCGGLCCTCAGGGGTTTCTAATCGCTTICTC
TGGCTCCAAGTCTGGCAACACGGCCTCCCTGACCATCTCTGGGUTCCAG
GUTGAGGACGAGGUTGATTATTACTGCAGCTCATATACAAGCACCAAC
ATGGTATTCGGCGGAGGGACCAAGCTGACCGTCCTAS (SEQ ID NO:
129

Amino acid sequence of light chaip variable region: ,
QSALTOPASVEGSPGOSITISCTGTSSDVGAYNSVEW Y QOHPGE APERMIY
EVSNRPSGVSNRESGSKSGNTASLTISGLOAEDEADYYCSSY TS TNMVEGG
GTELTVL (SEQ 1D NO: 243 :
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FIG. 3Y
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Nucleotide sequence of heavy chain variable region:
STCAGOTACAGTTOCAGCAGTCAGGTCCAGGACTGGTGAAGCCUTCGCA
GACCCTCTCACTCACCTCTGCCATCTCCGGGGACAGTGTCTCTAGCAAL
AGTOGCTGCTTGGAACTGOATCAGGCAGTCCCCATCOGAGAGGCCTTGAG
TGGUTGGGAAGGACATACTACAGGTCCAAGTGGTATAAAAATTATTCA
GTATCTGTGAAAAGTCOAATAACCATCAACCCAGACACATCCAAGAAC
CAGTTCTCTCTGCAACTGAACTCTGTCGACTCCCGGGGACACGGUTGTGT
ATTACTGTGCAAGAGGGGGGCCAACTGCTGCTTTTGACTACTGGGGCC
AGGGAACCCTGOTCACCGTCTCCTCAY (SEQ ID NO: 136)

Amine acid sequence of heavy chain variable region:
QVOQLOQOSGPGLVKPSQTLSLTCAISGDSVSSNSAAWNWIRQSPSRGLEWLG
REYYRSKWYEKNYSVSVESRITINPDTSKNQFSLOQLNSVTPGDTAVYYCAR
GOPTAAFDYWGQGTLVTVSS (SEQ ID NQO: 91)

Nucleatide sequence of Bight chain variable region:
STCTTTCTGUOCTGACTCAGCCTGUCTCCGTGTCTGOGTCTCCTGGACAG
TCGATCACCATCTCOCTGCACTGGAACCAGCAGTGATGTTGGGAATTATA
ACCTTGTCICCTGUGTACCAACAGTATICAGGCAAAGCCCCCAAACTCAT
CGATTTATGAGGTCAGTAAGCOGCCCTCAGGGGTTTCTAATCGCTTCTICT
GGUTCOCAAGTCTGGUAACACGGCCTCCCTGACAATCTCTGGGCTCCAGG
CTGAGGACGAGGCTGATTATTACTGCTGCTCATATGCAGGTAGTAGCAC
TTTGOTTTTCOGGCGOGAGGGACCAAGCTGACCGTCCTAS® (SEQ D NO:
131)

Aming acid sequence of light chain variable region:

EVSKREPSGVSNRFSGSKSGNTASLTISGLQAEDEADYYCCSYAGSSTLVFG
GGTELTVL (SEQ ID NO: 28)
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FIG. 3Z
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Nucleotide seguence of heavy chain variable region:
SGAGGTGCAGTTGGTGGAGTCTGGGGGAGGCTTGGTCCAGCCTGGGGG
GTCCCTGAGACTCTCCTGTGTAGTCTCTGGATTCACCTTTAGTAGCTATT
GGATGAGCTGGGTCCGUCAGGUTCCAGGGAAGGGGCTGGAGTGGGTGG
CCAACATAAAGCAAGATGOAAGTGAGAAATACTATGTGGACTCTGTGA
AGOGGCCOATTCACCATCTCCAGAGACAACGCCAAGAACTCACTGTATC
TOGCAAATGAACAGCCTGAGAGCCGAGGACACGGUTGTATATTACTGTG
CGAGAGAGTCAAACTGGGGATTTOCTTTTGATATCTGGGGCCAAGGGA
CAATGGTCACCGTCTCTTCAS {SEQ 1D NO: 132)

Aming acid sequence of heavy chain variable region:
EVOQLVESGGGLVQPGGSLRLSCVVSGFTFSSYWMSWVRQAPGKGLEWVA
NIKODGSEKYYVDSVEKGRFTISRDNAKNSLYLOMNSLRAEDTAVYYCARE
SNWGFAFDIWGQGTMVTVES (SEQ ID NOG: 64)

Mucleetide sequence of light chain variable region:
STCAGTCTGTGOTCGACTCAGCCACCCTCAGCGTCTGGGACCCCCGGGCA
GAGGGTCACCATCTCTTGTTCTGGAAGCAGOTCCAACATCGGAAGTAA
GACTGTAAACTGGTACCAACAGGTCCCAGGAACGGCCCCCAAACTCCT
CATCTATAGGAATAATCAGCGGCCCTTAGGGGTCCCTGACCGATTCICT
GGCTCCAAGTCTGGCACCTCAGCCTCCCTGGCCATCAGTGGGCTCCAGT
CTGAGGATGAGGCTGATTATTATTGTGCAGCATGGGATGACAGCCTGA
ATTGGOGTGTTCOGCGGAGGGACCAAGCTGACCGTCCTAY (SEQ 1D NO:
133

Amino acid sequence of Hght chain variable region:
QSVLTOPPSASGTPGORVTISCSGSSENIGSK TVNWYQQVPGTAPKLLIYRN
NORPLGVPDRFSGSKSGTSASLAISGLOSEDEADYYCAAWDDSLNWYFRGG
GTELTVL (SEQ IR NG: 3%
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Nucleotide sequence of heavy chain variable region:

S GAGGTGCAGCTGOTGGAGTCTGGGGGAGGCTTGGTCCAGCCTGGGGG
GTCCCTGAGACTCTCCTGTGCAGCCTCTGGATTCACCTTTAGTCGOTATT
GGATGAGCTGGGTCCGUCAGGUTCCAGGGAAGGGGCTGGAGTGGGTGE
CCAACATAAAGUCATGATGGAAGTGAGAAATACTATGTGGACTCTGTGA
AGGGCCGATTCACCATTTCCAGAGACAACGCCAAGAACTCACTGTATC
TOCAAATGAACAGCUTGAGAGCCGAGGACACGGCTGTGTATTACTGTG
COAGAGAGTCAAACTGGGOATTTGCTTTTGATGTCTGGGGCCACGGGA
CAATOGGTCACCGTCTCTTCAS (SEG IN NG: 134)

Amino acid sequence of heavy chain variable region:
EVOLVESGGGLVQPGGSLRLSCAASGFTFSRYWMSWVRQAPGKGLEW VA
NIKHDGSEKYYVDSVKGRFTISRDNAEKNSLYLOMNSLRAEDTAVYYCARE
SNWGFAFDVWGHGTMVTVSES (SEG 1D NO: 62)

Nucleotide sequence of light chain variable region:
SCAGTCTGTGCTCGACTCAGCCACCCTCAGCGTCTGGGCCCCCCGGACA
GAGGGTCACCATCTCTTGTTCTOGAAGCAGCTCCAACATCGGAAGTAAT
ACTGTAAACTGGTACCAGCAGCTCCCAGGAACGGCCCCCAAACTCCTC
ATCTATAGTAATAATCGGCGGUCCCTCAGGGGTCUCTGACCGATTCTCTG
GCTCCAAGTCTGGCACCTCAGUCTCCCTGGUCATCAGTGGGCTCCAGTC
TGAGGATGAGGCTCGATTATTACTGTGCAGCATGGGATGACAGCCTGAA
TTGGOTGTTCOGCOGAGGGACCAAGCTGACCGTCCTAY (SEQ ID NO:
£35) -

Aming acid sequence of light chain variable region:
QSVLTOPPSASGPPGORVTISCSGSSSNIGSNTVN WY QOLPGTAPKLLIYSN
NREPSOVPDRFSGSKSGTSASLAISGLOSEDEADYYCAAWDDSLNWYVFGG
GTELTVL (SEQ ID NQG: 31)
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Nucleotide sequence of heavy chain variable region:

S CAGGTGCAGCTGTTGGAGTCTGGGGGAGGUTTGGTACAGCCTGGGGG
GTCCCTGAGACTCTCCTOTGCAGCCTCTGGATTCACCTTTAGCAGCTAT
GUCATGAGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTC
TCAACTATTAGTGGTAGTGGTGGTAGGACATATTACGCAGACTCCGTGA
AGGGCCOGOGTTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATC
TGCAAATGAACAGCCTGAGAGCCGAGGACACGGCCGTATATTACTGTG
COGAAAGAAGTTGGCAGTCCCTTTGACTACTGGGGCCAGGG, MCC& TGG
TCACCGTCTCCTCAY (SEQ ID NG: 136)

Amino gcid sequence of heavy chain variable region:
EVQLLESGGGLVQPGGSLRLSCAASGFTFSSYAMSWVROAPGKGLEWYST
ISGSGURTYYADSVEGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCAKEY
GSPFDYWGQOTLIVTVSS (SEQ 1D NO: 6%

Mucleotide sequence of light chain variable region;
S'CAGTCTGTGTTGACGCAGCCGOCCTCAGTGTCTGCGGCCCCAGGACA
GAAGGTCACCATCTCCTGOTCTGGAAGCAACTCCAACATTGGGAATAA
TTATGTATCCTGGTACCAGCAGCTCCCAGGAACAGCCCCCAAACTCCTC
ATTTATGACAATAATAAGCGACCCTCAGGGATTCCTGACCGATTCTCTG
GCTCCAACTCTGGUCACGTCAGCCACCCTGGGCATCACCGGACTOCAGA
CTGOGGACGAGGCUGATTATTACTGCGGAACATGGGATAGCAGCCTGA
GTGCTGTGOTATTCGGCGGAGGOACCAAGCTGACCGTCCTAY (SEQ ID
NG 137)

Amino acid sequence of Hight chain variable region:
QSVLTOPPSVEAAPGQRVTISCSGENSNIGNNY VWY QOLPGTAPKLLIVD
NNKRPSGIPDRFSGENSGTSATLGITGLOTGDEADYYCGTWDSSLSAVVEG
GGTKLTIVL (SEQ ID NG: 42)
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Nucleotide sequence of heavy chain variable region:
SCAGOTGCAGUTGGTOOAGTCTGGOGGAGGCOTGG TCCAGCCTGGGAGGTC
CCTOAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCAGTAGCTATGGCATGC
ACTGGGTCCOCCAGCCTCCAGGCAAGGGGUTGOAGTGGOTGGCAATTATATG
GTATCGATGUAAGTAATAAATACTATGCAGACTCCOTGAAGGGCCGATTCACS
ATCTCCAGAGACAATTCCAAGAACACACTGTATCTTCAAATGAACAGCCTGA
GAGCCGAGGACACGGCTGTGTATTACTGTGUGAGGAGGGGGGGTCTGGCAGC
TCOTCCGGGUGOGTATGGACGTCTOGOGUCAAGGGACCACGUTCACCGTCTCC
TCAZ (SEQ I NO: 138)

Amino acid sequence of heavy chain variabie region:
QVOLVESGOGVVQPGRSLRLSCAASGFTFSSYGMHWVROAPGKGLEW VALIWY
DGSNEYYADSVEKGRFTISRONSKNTLYLOQMNSLRAEDTAVYYCARRGGLAARY
GOMDVWGQOTTVTVES (SEQ ID NO: 813

Nuclentide sequence of light chain variable region:
STTCCTATGAGCTGACTCAGCCACCCTCAGTGTCTGTGTCLCCAGGACAGACA
GCCAGAATCACCTOGCTCTGOAGATAAATTGGGGGATAAATATGCTTGCTGGT

ATCAGCAGAAACCAGGUCAGTCCCOTOTGCTOGOTCATCTATCAAAATACCAA
GTCGGCCOTTAGGGATCCCTGAGCGATTCTICTGGUTCCAAGTCTGGGAACACA
GTCACTCTGACCATCAGCGGGACCCAGGUTATGGATCAGGUTGACTATTACT
GTCAGGUGTGOGOACAGCAGCACTGTGGTATTCGGCGGAGGGACCAAGCTGAC
COTCCTAY (SEQ ID NG: 13%)

Aming acid sequence of light chain variable region:
SYELTOQPPSVSVEPGOTARITCSGDKLGDEKYACWY QQEPGQSPVLVIVONTK WP
LGIPERFSGSKSONTVYTLTISGTQAMDEADYYCOAWDSSTVVFGCGGTKLTVL
(SEQ ID NG 44)

Alternative Nucleotide sequence of light chais variable region:
STTCCTATGAGCTGACTCAGCCACCCTCAGTGTCCGTGTCCCCAGGACAGACA
GCCAGAATCACCTGUTCTOOAGATAAATTGGGGGATAAATATGCTTGCTGGT
ATCAGCAGAAGCCAGGCCAGTCCCCTGTGUTGETCATCTATCAAAATACCAA
GTOGCCOTTAGGCATCCCTGAGCGATTCTCTGGUTCCAAGTCTGGGAACACA
GTCACTCTGACCATCAGCGGUGACCCAGGCTATGOATGAGGCTGACTATTACT
GTCAGGCGTGGGACAGCAGCACTGTGGTATTCGGCGGAGGOACCAAGCTGAC
COQTCCTAY (SEQ 1D NG: 295)
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Nucleotide sequence of heavy chaln variable region:
3’CAGGTGCAGCTGCAGCGAGTCOGGCCCAGGACTGGTGAAGCCTTCACA
GACCCIGTCCCTCACCTGCACTOTCTCTGGTOGCTCCATCAGCAGTAGT
GATTACTACTGGAGCTGGATCCGCCAGCACCCAGGGAAGGOCCTGGAG
TGGATTGGGTACATCTATTACAGTGGGAGCACCTACTACAACCCGTCCT
TCAAGAGTCGAATTACCATATCAGTAGACACGTCTAAGAACCTGTTCTC
CCTOAAGTTGAGCTCTIGTGACTGCCGCGGACACGGCCGTOTATTACTGT
GCGAGAGGGGGGETGACTACGTACTACTACGCTATGGACGTCTGGGGC
CAAGOGGACCACGGTCACCGTCTCCTCAS (SEQ ID NO: 140}

Amino acid sequence of heavy chain variable region:
QVOLQESGPGLVEPSOTLSLTCTVSGGSISSSDY YWSWIRQHPGKGLEWIG
YIYYSGETYYNPSLESRITISVDTSKNLFSLELSSVTAADTAVYYCARGGVT
TYYYAMDVWGQGTTVTVES (BEQ D NO: 8%

Nucleotide sequence of light chain variable region:
SGACATACAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGA
GACAGAGTCACCATCACTTGUCGGGCAAGTCAGCGCATTAGCAACTAT
TTAAGTTGGTATCTGCAGAAACCAGGGATTGCCCCTAAGCTCCTGATCT
ATGCTGCATCCAGTTTGCAGAGTGGGGTCCCATCAAGGTTCAGTGGCA
CTGGATCTGOOACAGATTTCACTCTCACCATCAGCAGTCTGCAATCTGA
AGATTTTGCAACTTACTACTGTCAACAGAGTTACAGTACCCCGCTCATT
TTCGGCGGAGGCACCAAGGTGGAGATC, U&’&E (SEQ ID NO: 141)

Amino acid sequence of light chain variable region:
DIOMTOSPSSLSASVODRVTITCRASQRISNY LS WY LOKPGIAPKLLIYAAS
SLOSGVPSRESGSGSGTDFILTISSLOSEDFATYYCOOSYST PLEE* GGGTRVE

IK SEQGIDNG: D
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FIG. 3EE

3044

Nucleotide sequence of heavy chain variable region:
STCAGGTOCAGCTGOTGCAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAG
GTCCOCTGAGACTCTCCTGTGCAGOGTCTGGATTCACCTTCAGTAGCTAT
GGCATGCACTGGGTCCGCCAGGUTCCAGGCAAGGGGCTGGAGTIGGGTG
GCAGTTATATGGTATGATGGAAGTGATAAATACTATGCAGACTCCGTG
AAGOGCCGATTCACCATCTCCAGAGACAATTCCAAGAACALCGCTGTAT
CTGCAAATGAACAGCCTGAGAGUCGAGGACACGGCTGTGTATTACTGT
GCGAGAGAGACTGGTCCCTTGAAACTCTACTACTACGGTATGGACGTCT
GOUGGCCAAGGGACCACGOGTCACCGTCTCCTCAS (SEQ ID NO: 142)

Amino acid sequence of heavy chain variable region:
QVOLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHEWVROAPGKGLEWVA
VIWYDGSDEYYADSVKGRFTISRDNSENTLYLOMNSLRAEDTAVYYCAR
ETGPLELYYYCGMDVWGQGTTIVTVSES (SEQ 1D NO: 74)

Nucleotide sequence of light chain variable region:
STGATATTGTGATGACTCAGTCTCCACTCTCCCTGTCCGTCACCCCTGGA
GAGCCGCCCTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTA
ATGOGATACAACTTTTTCGAATTGGTACCTGCAGAAGCCAGGGCAGTCTCC
ACAACTCCTGATCTATTTGGGTTCTCATCGGGOCTCCGGGGTCOCTGAC
AGGTTCAGTGGCAGTGGATCAGGCACAGATTTTACACTGGAAATCAGE
AGAGTGGAGGCTGAGGATGTTGOGGTTTATTACTGCATGCAAGTTCTAC
AAACTCCATTCACTTTCGGCCCTGGGACCAAAGTGGATATCAAAY

(SEQ ID NO: 143)

Amine acid sequence of Hght chain variable region:
DIVMTQSPLSLSVTPGEPPSISCRSSOSLLHESNGYNFLNWYLOKPGOSPOLLI
YLGSHRASGVPDRFSGSGSGTDFTLEISRVEAEDVGVYYCMQVLQTPFTRG
PGTKVDIK (SEQ ID NG: §) :
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FIG. 3FF

TAT2

Nucleotide sequence of heavy chain variable region:
FGAGGTGCAGCTGCTGCGAGTCTGGGGGAGGCTTGGTCCAGCCTGGE
GGGTCCCTGAGACTCTCCTGTGCAGCCTCTGGACTCACCTTITAGTAA
CTTTTGGATGAGCTGOGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAG
TGOOGTOCGUCAACATAAAGCAAGATGGAAGTCGAGAAATACTATGTGG
ACTCTGTGAAGGGCCCGATTCACCATCTCCAGAGACAACGCCAAGAA
TICACTOGTATCTGCAAATGAACAGCCTCGAGAGCCGAGGACACGGOT
GTOTATTCCTGTACGAGAGAGTCAAACTGGUGATTTGCTTTTGATAT
CTGGGGCCAAGGOACAATGCTCACCGTCTCTTCAY  (SEQ ID NO:
144)

Aming acid sequence of heavy chain variable region:
EVOQLVESGGGLVQPGGSLRLSCAASGLTFSNFWMSWVRQAPGKGLEW
VANIKQDGSEEYYVDSVKGRFTISRDNAKNSLYLOMNSLRAEDTAVYS
CTRESNWCFAFDIWGQGTMVTVSS (SEQ ID NO: 65

Nucleotide seguence of light chain variable region:
SCAGTCTCGTGUTGACTCAGCCACCCTCAGCGTCTGUGACCCCOGGGE
AGAGGGTCACCATCTCTTGTTCTGGAAGCAGCTCCAACATCGGAAGT
AAAACTGTAAACTGGTACCAGCAGTTCCCAGCGAACGGCCCCCAAAL
TCCTCATCTATAGTAATAATCGGCGGCCCTCAGGGGTCCCTGACCGA
TTCTCTGGUTCCAAGTCTGGCACCTCAGCCTCCUTGGUCATCAGTGE
GCTCCAGTCTGAGGATCGAGGCTGATTATTACTGTGCAGCATGGGATG
ACAGCCTGAATTGGGTGTTCOGGCOCAGGGACCAAGCTGACCGTCCTA
37 (SEQ ID NG 145)

Amino acid sequence of light chain variable region:
QSVLTQPPSASGTPGORVTISCSGSSSNIGSKTVNW Y QQFPGTAPKLLIVS
NNRRPSGVPDRFSGSKSGTSASLAISGLOSEDEADYYCAAWDDSLNWY
FOAGTKLTVL {(SEQ ID NO: 33)
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-G, 366G

3B6

Nucleotide sequence of heavy chain variable region:
SCAGCTTCAGCTGOTOGCAGTCTOGGAGCTGAGGTGAAGAAGCCTGGG
GCCTCAGTGAAGGTCTCCTGCAAGGUTTCTGGTTACACCTTTACCAG
CTATGGTATCAGCTGOGTGCGACAGGCCCCTGGACAAGGGCTTGAGT
GGATGGGATGGATCAGCACTTACAATGGTAACACAAACTATGCACA
GAAGGTCCAGGGCAGAGTCACCATGACCACAGACACATCCACGAGT
ACAGCCTACATOGOGAGUTQAGGAGCUTCAGATCTGACGACALGGCCSG
TTTATTACTGTGCGAGAGGGTATACTCGGGACTACTGGGGCCAGGGA
ACCCTGOGTCACCGTCTCCTCAY Y (SEQ ID NO; 146)

Amino acid sequence of heavy chain variable region:
QVOLVQSGAEVKKPGASVIVSCKASGYTEFTSYGISWVROQAPGOGLEW
MOWISTYNGNTNYAQKVOQGRVTMTTDTSTSTAYMELRSLRSDDTAVY
YCARGYTRDYWGQGTLVTVSS (SEQ ID NO: 60)

Nucleotide sequence of light chain variable region:
SCAGCCTOTOCTCACTCAGCCACTTTTTGCATCAGCCTCCCTGGGAG
CCTCGOTCACACTCACCTGCACCCTCGAGCAGCOGCTACAGTAGTTAT
GAAGTGGACTGOTATCAGCAGAGACCAGGGAAGGGCCCCOGATTTIC
TCATGCGAGTGOACACTGGTGGGATTGTGGGATCCAAGGGGGAAGS
CATCCCTGATCGCTTCTCAGTTTTGGGCTCAGGCCTGAATCGGTATCT
GACCATCAAGAACATCCAGGAAGAGGATGAGAGTGACTACCACTGT
GGGOGCAGACCATGGCACGTGOGACCAACTTCGTGGTGGTATTCGGLG
GAGGUGACCAAGCTGACCOGTCCTAY (SEQ ID NO: 147)

Aming acid sequence of light chain variable region:
OPVLTQPLFASASLGASVTLTCTLSSGYSSYEVDWYQQRPGKGPRFVM
RVDTGGIVGSKGEGIPDRFSVLGSGLNRYLTIKNIQEEDESDYHCGADH
GSGITNFYVVEGGGTELTVL (SEQ I NO: 46)
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FIG. 3HH
31A4

Nucleotide sequence of heavy chain variable region:
SCAGGETCCAGCTACAGCAGTGGGGCGCAGCGACTGTTGAAGCCTTCG
GAGACCCTGTCCCTCACCTGCGCTGTCTATGGTGGGTCCTTCAGTGE
GTACTACTGGAACTCGGATCCOCCAGCCCCCAGGGAAGGGGCTGGAG
TGGATTGGGGAAATCAATCATAGTGGAAGAACCGACTACAACCCGT
CCCTCAAGAGTCGAGTCACCATATCAGTAGACACGTCCAAGAAGCA
GITCTCCCTGAAGCTCGAACTCTGTGACCGCCGCGGACACGGCTGTGT
ATTACTGTGCGAGAGOGOGCAGCTCGTCCCCTTTGALCTACTGGGGUCAG
GGAACCCTGGTCACCOTCTICTTCAY (SEQ ID NO: 148)

Amino acid sequence of heavy chain variable region:
QVQLOQWGAGLLKPSETLSLTCAVY GGSFSAYYWNWIRQPPGKGLEW]
GEINHSGRTDYNPSLESRVTISVDTSKKQFSLKLNSVTAADTAVYYCAR
GQLVPFDYWOQQGTLVTVSS (SEQ ID NO: 89)

Nucleotide sequence of light chaln variable region:
SCAGTCTGTGCTGACTCAGCCACCCTCAGCGTCTGGGACCCCUGGGC
AGAGGOTCACCATCTCTTGTTCTGGAAGCAGCTCCAACATCGGAAGT
AATACTGTAAATTGGTATCAGCAACTCCCAGGAACGGCCCCCAAACT
CCTCATCTATAGTAATAATCAGCGGCCCTCAGGGGTCCCTGACCGAT
TCTCTGGCTCCAAGTCTGGCACCTCAGCCTCCCTGGUCATCAGTGGG
CTCCAGTCTCGAGGATOGAGGCTUATTATTACTGTGCAGTATGGGATGA
CAGCCTGAATOGGTTOGCTGTTCGGUGGAGGGACCAAGCTGACCGTC
CTA3 (SEQ ID NO: 149

Amino acid sequence of light chain variable region:
QSVLTQPPSASGTPGORVTISCSGSSSNIGENTVNWYQQLPGTAPKLLIY
SNNQRPSCGVPDRESGSKSGTSASLAISGLOGSEDBADY YCAVWDIDSLNG
WVEGGOGTRLTVL (SEG 1D NO: 32)
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FIG. 3l

25A7

Nucleotide sequence of heavy chain variable region:
SCAGOTTCAGCTGGTGCAGTCTGGAGCTGAGGTGAAGAAGCCOTGGG
GCCTCAGTGAAGOTCTCCTGCAAGGCTTICTGGTTACACCTTTCCCAG
CTATGOGTATCAGCTGUGGTGCCACAGGCCCCTGOACAAGGGCTTGAGT
GGATGGCGATGGATCAGCGCTTACAATGGTAACACAAACTATGCAGA
GAAGCTCCAGGGCAGAGTCACCATOACCACAGACACATCCACGAGC
ACAGUCTACATGOAGGTOGAGGAGUUTGAGATCTGACGACACGGCCG
TCTTTTACTGTGUGAGAGGCTACGTTATGGACGTCTGGGGCCAAGGG
ACCACGCGTCACCGTCTCCTCTY (SEQ ID NO: 150)

Amino acid sequence of heavy chain variable region:
QVOQLVQSGAEVKEPGASVEVSCRKASGYTFPSYGISWVRQAPGQGLEW
MOWISAYNGNTNYAERKLQGRVTMTTDTSTSTAYMEVRSLESDDTAVE
YCARGYVMDVWGQGTTVTVSS (SEQ 1D NG: 58)

Nucleotide sequence of light chain variable region:

5’ CAGTCTGCCCTCGACTCAGCCTGCCTCCGTGTCTGGGTOTCCTGGAC
AGTCGATCACCATCTCCTGCACTGGAACCAGCAGTGACGTTGGTCGT
TATAATTCTGTCTCCTGGTACCAACACCACCCAGGCAAAGCCCCCAA
AGTCATGATTTATGAGCTCAGTAATCGGUCCTCAGGGGTTTCTACTC
GCTTCTCTGGCTCCAAGTCTGGCAACACGGCCTCCCTGACCATCTCT
GGGCTCCAGGUTGAGGACGAGGCTGATTATTACTGCAGCTCATATAC
AAGCAGCAGUGTTGTATTCGCGCGGAGGGACCAAACTGACCGTCCTA
37 (SEQID NO: 1581

Amino acid sequence of light chain variable region:
QSALTOQPASVEGSPGOSITISCTOGTSSDVGRYNSVEWYQHHPGKAPK VM
IYEVSNRPSGVSTRESGSKSONTASLTISGLOAEDEADYYCSSYTSSSVVE
GOGTKLTVL (SEQ ID NO: 15)
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FIG. 3JJ

Z1B12

Nucleotide sequence of heavy chain variable vegion:
S'CAGGTTCAGCTOGTGCAGTCTGGAGCTGAGGTCAAGAAGCCTGGG
GCCTCAGTGAAGGTCTCCTGCAAGGCTTCTGOTTACACCTTAACCAG
CTATGGTATCAGCTGOGTGCGACAGGCUCCTGGACAAGGGCTTGAGT
GOATGGGATGGGTCAGTTTTTATAATGGTAACACAAACTATGCACAG
AAGUTCCAGGGCAGAGGCACCATGACCACAGACCCATCCACGAGCA
CAGCCTACATGGAGCTGAGCAGCCTGAGATCTGACGACACGGCCGT
GTATTACTGTGCGAGAGGCTACGGTATGGACGTCTGGGGCCAAGGG
ACCACGGTCACCCTCTCCTCTY (SEQ 1D NO: 94)

Amine acid sequence of heavy chain variable region:
QVOLVQSGAEVEKPGASVKVSCEASGYTLTSYGISWVROQAPGOGLEW
MOWVSFYNGNTNYAQKLQGRGTMTTDPSTSTAYMELRSLRSDDTAVY
YCARGYCGMDVWGOGTTVTVSES (SEQ ID NO: 49

MNucleotide sequence of light chain variable region:
SCAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGAL
AGTCOGATCACCATCTCCTGCACTGGAACCAGCAGTGACGTTGGTGOT
TATAACTCTGTCTCCTGCGTACCAACAGCACCCAGGCAAAGCCCCCAA
ACTCATGATTTATGAGCGTCAGTAATCGGCCCTCAGGGGTTTCTAATC
GCTTCTCTGGCTCCAAGTCTGGCAACACGGCCTCCCTGACCATCTCT
GGGCTCCAGGCTGAGCACGAGGCTGATTATTACTGCAATTCATATAL
AAGCACCAGCATGGTATTCGGCGGAGGGACCAAGCTGACCGTCCTA
3T(SEQ ID NO: 296

Aming acid seguence of light chain variable region:

QSALTQPASYSGSPGQSITISCTGTSSDVGGYNSVIWYQUHPGKAPKLM
PYEVSNRPSGVSNRFSGSKSGNTASLTISGLQAEDEADYYCNSYTSTSMY
FOGOGOTKLTVL (SEQ ID NO: 23)
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FIG. 3KK

Constant Domains
Human [gG2:

ASTEGPSVEPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLQSSGLYSLSSVVTVPSSNFGTOTY TONYDHK PENTK VDK TV
FRKCCVECPPCPAPPYV AGPSVFLIFPPKPKDTLMISR TPEVTCYVVDVSHE
DPEVOENWYVDGVEVHNAKTKPREEQFNSTFRVYSVLTVVHODWLNG
KEYKCKVSNKGLPAPIEK TISKTKGQPREPQVY TLPPSREEMTENGVSLT
CLVKGFYPSDIAVEWESNGQPENNYKTTPPMLDSDGSFFLYSKLTVDKS
RWOQQGNVFSCSVMHBALHNHY TQKSLSLSPGK (SEQ ID NO: 154)

Human feG4:

ASTKGPSVEPLAPCSRSTSESTAALGCLVKDVYFPEPVTVSWNSGALTSG
VHTFPAVLQSSCGLYSLSSVVTVPSSSLGTKTYTONVDHKPSNTEKVDKRY
ESKYCGPPCPSCPAPEFLGGPSVELFPPKPEKDTLMISRTPEVTCVVVIVSQ
EDPEVOFNWYVDGVEVHNAKTKPREEQFNSTYRVVSVLTVLHODWLN
GKEYKCEKVSNKGLPSSIEKTISK AKGQPREPQVY TLPPSOEEMTKNQVS
LTCLVKGFYPSDIAVEWESNGOPENNYK TTPPVLDSDGSFFLYSRLTVD
KSRWQEGNVFSCSVMHEALHNHYTQKSLSLSLGK (SEQ ID NO: 155)

Human larnbda:

QPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGAVTVAWKADSSPVE
AGVETTTPSKQSNNKYAASSYLSLTPEQWKSHRS YSCOVTHEGS TVEKT
VAPTECS (SEQ ID NO: 156)

Human kappa:
TVAAPSVEIFPPSDEQLESGTASYVCLLNNFYPREAKVQWEVDNALQSG

NSQESVTEQDSKDSTYSLSSTLTLSKADYERKHKVYACEVTHQGLSSPYT
KSFNRGEC (SEQ ID NO: 157
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FIG. 3LL

SHS1
Mucleotide sequence of beavy chain variable region:

SCAGOGTGCAGGTGOTGCAGTCTGGOGGCTGAGGTGAAGAAGCCTG
GGGCCTCAGTCGAAGOTCTCCTGCAAGGUTTCTGGATACACCTTCA
CCOGGUTACTATATACACTGGOGTGCGACAGGCCCCTCGCACAAGGG
CTTGAGTGGATGGOATGCATCAACCCTCACAGTGGETGGCGCAAA
CTATGCACAGAAGTTTCAGGGCAGGGTCACCATGACCAGGGACA
CGTCCATCAGCACAGCCTACATGGAGCTGAGCAGGCTGAGATCT

GACCGACACGGCCGTGTATTACTCTGCGAGAGGCAACTGGAACTA
CGACTACTACGGTATGGACGTCTGOOGCCAAGGGACCALGGTCA
CCOGTCTCCTCASZ (SEQ 1D NO418)

Amino acid sequence of heavy chain variable region:

OVOVVOLGAEVKKPGASVEVSCEASGYTFTGYYIHWVROAPGQGL
EWMGWINPHSGGANY AQKFOQGRVTMTRDTSISTAYMELSRIRSDD
TAVYYCARGNWHNYDYYOGMDVWGQGTTVTVES (SEQ 1D NG419)

MNucleotide sequence of light chain variable region:

STGACATCCAGATCACCCAGTCTCCATCCTCCCTGTCTGCATCTIGT

- AGCAGACAGAGTCACCATCACTTGCCGGGCGAGTCAGGACATTA
GCAATTATTTAGCCTGGTATCAGCAGAAACCAGGGAAAGTTCCTA
AGCTCCTGATCTATGCTGCATCCACTTTGCAATCAGGGGTCUCAT
CTCOOGTTCAGTGOCAGTGGATCTGGGACAGATTTCACTCTCACCA
TCAGCAGCCTACAGCCTGAAGATGTTGCAACTTATTTCTGTCAAA
GGTATCACGATTGCCCCATTCACTTITCGGCCCTGGGACCAAGGTGG
ATATCAAAS (5EQ 1D NO42E)

Amino acid sequence of Hght chain variable region:
DIQMTQSPSSLEASVGDRVTITCRASQDISNY LAWY QOKPGK VPKLL

IYAASTLOSGVPSRESGSGSGTDFTLTISSLOPEDVATYFCORY QIAPF
TFGPGTEVDIK (SEQ 1D N(421)
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24F7.1
Nucleotide sequence of heavy chain variable region:

FCAGGTGCAGCTGOTGGAGTCTOGGEGAGGCGTGGTCCAGCCTG
GGAGGTCCCTCGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCA
CTAGCTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAAGGGT
CTGOAGTGGGTGGCAGTTATCTOGTATGATGGAAGTACTAAATAC
TATGCAGACTCCGTCGAAGGGCCGATCCACCATCTCCAGAGACAAT
TCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGA
GGACACGGCTGTGTATTACTGTGCGAGGTCAGTGGUTGGTTACCA
CTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCA
CCGTCTCCTCAS (SEQ 1D NO:422)

Amino acid sequence of heavy chain variable region:

QVOLVESGGOVVOPGRSLRLSCAASGFTFSSYGMHWVRCQAPGEGL
EWVAVIWYDGSTKYYADSVKGRSTISRDNSKNTLYLOMNSLRAED
TAVYYCARSVAGYHYYYGMDVWGQGTTYTVSS (SEQ 1D NO: 423)

Nucleotide sequence of light chain variable region:

STTCTTCTGAGCTCGACTCAGGACCOTGCTGTOTCTGTGGCCTTGGG
ACAGACAGTCAGGATCACATGCCAAGGAGACAGCCTCAGAGGCT
ATTATGCAACCTGGTACCAGCAGAAGCCAAGACAGGCCCUTGT A
CTTGTCATCTATGGTAAAAACTACCGGCCCTCAGGGATCCCAGAC
COATTCTCTGGCTCCACCTCAGGAAACACAGCTTCCTTGACCATC
ACTGGGGCTCAGGCGGAAGATCAGGCTGACTATTACTGTAACTCC
COGGGACAGCATTGGTAACCATCTGOTGTYCGGUGGAGGGACCAA
GCTGACCOTCCOTAY (SEQ ID NO:424)

Amine acid sequence of light chain variable region:
SSELTODPAVSVALGQTVRITCOGDSLRGY YATWYQQKPRQAPVLY

Y GKNYRPSGIPDRFSGSTSGNTASLTITGAQAEDEADYYUNSRDSIG
NELVFGGGTELTVL (SEQ ID N(O:425)
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FIG. 3NN

2IB11.1
Nucleotide seguence of keavy chain variable region:

SCAGGTGCAGCTGOGTGOAGTCTGGGGEAGGCGTGGTUCAGCCTG
GGAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCA
OGTAGCTATGGCTTGCACTGGGTCCGUCAGGUTCCAGGCAAGGGG
CTOGGAGTOOUTGGCAGTTATATGGTTAGATGGAAGTAATAAATA
CTATGCAGACTCCGTGAAGGGCCGATCCACCATCTCCAGAGACA
ATTCCAAGAACACGUTGTATCTGUAAATGAACAGCCTGAGAGCC
GAGGACACGGCTGTGTATTACTGTGCCAGGTCAGTGGCTGGTTAC
CACTACTACTACGGTATGGACGTCTGGGGUCAAGGGACCACGGT
CACCGTCTCCTCAZ (SEQ D NOG:426)

Amino acid sequence of heavy chain variable region:

QVOLVESGGGVVOQPGRSLRLSCAASGFTFSSYGLHWVRQAPGEGLE
WYVAVIWLDGENKYYADSVEGRSTISRDNSKNTLYLOMNSLRAEDT
AVYYCARSVAGYHYYYGMDVWGQGTTVTVSES (SEQ 1D NO:427)

Nucleotide sequence of light chain variable region:
STCTTCTCGAGCTGACTCAGGACCCTGCTGTGTCTGTGGLCTTGGS
ACAGACAGTCAGOGATCACATGCCAAGGAGACAGCCTCAGAAGTT
ATTATGGAAGUTGOGTACCAGCAGAAGCCAAGACAGGCCCOTGTA
CTTGTCATCTTTIGGTAAAAACAACCGGCCCTCAGGGATCCCAGAC
CGATTCTCTGGLTCCACCTCAGGAAACACAGCTTCCTTGACCATC
ACTGGGOGUTCAGGCGOAAGATGAGGCTGACTATTACTGTAACTC
ACGGCACATCATTGGTCACCATCTGCTGTTCGGUGGAGGGACCA
AGCTGACCGTCCTAZ (SEQ ID N(O:428)

Amino acid sequence of light chair variable region:
SEELTQDPAVSVALGQTVRITCQGDSLRSYYGSWYQOQKPROAPVLVI

FORNNRPSGIPDRFSGSTSGNTASLTITGAQAEDEADYYCNSRDIIGD
HILLFOGOGTELTVL (SEQ ID NO:429)
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FIG. 300

30F1.1
Nucleotide sequence of heavy chain variable region:

SCAGGTGCAGCTGCTGGAGTCTGCGGGCAGGCGTGGTCCAGTOTS
GGAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCA
GGAACTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAAGGGE
CTGGAGTGGOTGGCAGTTATATGGTTTGATGGAAGTAATAAATAC
TATGCAGACTCCGTGAAGGGCCGATCCACCATCTCCAGAGACAAT
TCCAAGAACACGCTGTATCTGCTAATGAACAGCCTGAGAGCCGA
GGACACGGCTGTGTATTACTGTGCGAGGTCAGTGGCTGGTTACCA
CTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCA
CCGTCTCCTCAS (SEQ 1D NO:430)

Axaino acid sequence of heavy chain variable region:

QVOQLVESGGGVVSGRSLRLSCAASGFTFRNYGMHWVRQAPGEGL
EWVAVIWEFDGSNKY YADSVEGRSTISRONSKNTLYLLMNSLRAEDT
AVYYCARSVAGYHYYYGMDVWGQGTTVTVSS (SEQ D NO431)

Nucleotide sequence of Hght chain variable region:

STCTTCTCAGCTGACTCAGGACCCTGCTGTGTCTGTGGCCTTGGG

ACAGACAGTCAGGATCACATGCCAGGGAGACAGCCTCAGAAGCT
ATTATGCAAGCTGGTACCAGCAGAAGCCAAGACAGGCCCCTGTA

CTTGTCATCTATGGTAAAAACAACCGGCCCTCAGGGATCCCAGAL
CGAATCTCTOGGUTCCACCTCAGGAAACACAGCTTCCTTGACCATC
ACTGGOGCTCAGGUGGAAGATGAGGCTGACTATTACTGTAAATC

CCGGGACATCATTIGGTGACCATCTGGTGTTCGGUGGAGGGACCA

AACTGACCOGTCCTAS (SEQ ID NOG43D

Amine ackd sequence of light chain variable region:
SSELTQDPAVEVALGQTVRITCOGDSLRSY YASWYQOQKPROAPVIVIE

YORENNRPSGIPDRISGSTSGNTASLTITGAQAEDEADY YCKSRIDUGD
HEVFGGGTELTVL (SEQ ID NO:433)
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FIG. 3PP

Z48B9.1
Nucleotide sequence of heavy chain variable region:

5 CAGGTGCAGCTGGTGGAGTCTCGGGGAGGCGTGGTCCAGCCTS
GGAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCA
GTAGCTATGGCATGCACTGGGTCCGCCAGGOTCCAGGCAAGGGG
CTGGAGTGGGTGGCAGTTATATGG TATGATGGAAGTAATAAATA
CTATGCAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAA
TTCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCG
AGGACACGGCTGTGTATTACTGTGTOAGAGATCGGGGACTGGAC
TGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAR (SEQ ID
NO:434)

Amino acid sequence of heavy chain variable region:

QVOLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHEHWVROQAPGKGL
EWVAVIWYDGSNEYYADSVKGRFTISRDNSKNTLYLOMNSLRAED
TAVYYCVRDRGLDWGOGOGTLVTVSS (SEQ ID NO:435)

Nucleotide sequence of light chain variable region:

STCTTCTGAGUTGACTCAGGACCCTGCTGTGTCTGTGGCCTTGGG
ACAGACAGTCAGGATCACATGCCAAGGAGACAGCCTCAGAGGCT
ATTATGCAAGCTGGTACCAGCAGAAGCCAAGACAGGCCCCTIGTA

CTTGTCATCTATGGTAAAAACAACCGGCCCTCAGGGATCCCAGAC
CGATTCTCTGGCTCCACCTCAGGAAACACAGCTICCTTGACCATC

ACTGGGGCTCAGGCCGGAAGATGAGGUTGACTATTACTGTAAGTC

CCGGGACAGCAGTGOTCACCATCTGOTGTTCOGCGOAGGGALCCA

AGCTGACCGTCCTAY (SEQ ID NG:436)

Amine acid seguence of light chain variable region:
SSELTQDPAVEVALGOTVRITCOGDSLRGY YASWYQOQKPROAPVLY

IYGKNNEPSCGIPDRFSGSTSONTASLTITGAQAEDEADYYCKSRISSG
DHLVFGGGTKLTVL (SEQ ID NO:437)
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FIG. 3QQ

24B9.2
Nucleotide sequence of heavy chain variable region:

5 CAGGTGCAGGTOGTGGAGTCTGGGGGAGGCGTGGTCOAGCCTG
GGGGOTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCA
GTAACTATGGCATGCACTGGGTCCGCCAGGUTCCAGGCAAGGGG
CTGGAGTGGGTGGCAGTTATTTGGTATGATGGAAGTAGTAAATAC
TATGCAGACTCCGTGAAGGGCCGATCCACCATCTCCAGAGACAAT
TCCAAGAACACGGTGTATCTGCAAATGAACAGCCTGAGAGCCGA
GGACACGGCTGTGTATTACTGTGCGAGGTCAGTGGCTGGTTACCA
CTACTACTACGGTATGGACGTCTOGGGCCAAGGGACCACGGTCA
CCGTCTCCTCAR (SEQ ID NO:438)

Awino acid seguence of heavy chain variable region:

QVOVVESGGOVVQPGGSLRLSCAASCGFTFSENYGMHWVRQAPGEGL
EWVAVIWYDGSSKYYADSVEKGRSTISRUNSKNTVYLOMNSLRAED
TAVYYCARSVAGYHYYYGMDVWGOGTTVTVSES (8EQ ID N(Gi43%)

Nucleotide seguence of light chain variable region:

STTCTICTGAGUTGACTCAGGACCCTGCTGTGTCTGTGORCCTTGOGE
ACAGACAGTCAGGATCACATGCCAAGGAGACAGCCTCAGAGGCT
ATTATGCAAGCTGGTACCAGCAGAAGCCAAGACAGGCCCCTGTA
CITGTCATCTATGUTAAAAACAACCGGUCCTCAGGGATCCCAGAC
CGATTCTCTGGUTCCACCTCAGGAAACACAGCTTCCTTGACCATC
ACTGGGGCTCAGGUGOAAGATGAGGUTGACTATTACTGTAAGTC
CCOGGACAGCAGTGOGTGACCATCTGCTGTTCGGCGGAGGGACCA
AGCTGACCOTCCOTALY (SEQ 1D NO:444)

Amino acid sequence of light chain variable region:
SSELTODPAVSVALGOTVRITCQGDSLRGY YASWY QQKPROAPVLY

Y GENNRPSGIPDRESGSTSOGNTASLTITGAUQAEDEADY YCKSRIISSG
DHLVFGGGTELTVL (SEQ 1D KNO:441)
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FIG. 3RR
20451

Nucleotide sequence of heavy chain variable region:

S'CAGGTGCAGCTGOTGUAGTCTGEGGGAGGUGTGGTCCAGCOTG
GOAGGTCCCTGAGTCTCTCCTGTGCAGCGTCTGGATTCACCTTCA
GTAGCTATGGCATGUACTGGOTCCGCCAGGCTCCAGGCAAGGGG
CTGGAGTGOGTGGCAGTTATATGOTATGATOGAAGTTATAAAGA
CTATGCAGACUTCCGTGAAGGGUCCGATCCACCATCTCCAGAGACA
ACTCCAAGAACACGCTGTATCTCCAAATGAACAGCCTGAGAGCC
GAGGACACGGCTOTGTATTATTGTGCGAGGTCAGTGGUTGGTTAC
CACTACTACTACGGTATGGACGTCTGGOGUCCAAGGGACCACGGT
CACCGTCTCCTCASR (SEQ 1D NOw442)

Amino acid sequence of heavy chain variable region:

QVOQLVESGGGVYVQPGRSLSLESCAASGFTFSSYGMHWVYRQAPGKGLE
WVAVIWYDGSYKDYADSVEKGRSTISRDNSKNTLYLOMNSLRAEDT
AVYYCARSVAGYHYYYOMDVWGOQGTTVTVES (SEQ 1D NO:44%)

Mucleotide sequence of light chain variable region:

STTCTTCTGAGCTGACTTCAGGACCCTOCTGTGTCTGTGGCOTTGGE
ACAGACAGTCAGGATCACATOUCAAGGAGACAGCCTCAGAACCT
ATTATGCAAGCTGOTACCAGCAGAAGCCAAGACAGGCCCCTATT
CTTGTCATCTATGGTAAAAACAACCGGCCCTCAGGGATCCCAGAC
CGATICTCTGGUTCCACCTCAGGAATCACAGCTTCCTTGACCATC
ACTGGGGCTCAGGCGOAAGATCAGGUTGACTATTACTGTAAATC
CCGGGACATCATTGGTAACCATCTGCTGTTCGOCGGAGGGACTAA
GUTGACCGTCUTAZ™ (SEQ 1D NG:444)

Amino acid sequence of light chaln vartable region:
SSELTOQDPAVSVALGQTVRITCOGDSLRTYYASWYGOKPROAPILVI

YGRENNRPSGIFPDRISGSTSGITASLTITGAQAEDEADY YCKSRDIGN
HLEFGOGTILTVL (SEQ 1D NO:445)
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FIG. 35S

ZOASZ
Mucleotide sequence of heavy chain variable region:

S CAGOGTGCAGCTGETGOUOTCTGGOOCAGGCGTGGTCCAGCCTG
GOGAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCCTCA
GTAGCTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCLAGGGG
CTGGAGTGGGTGGCAGTCATATGGTATGATCCAAGTAACAAATA
CTATGCAGOCTCCGTGAAGGGCCGATTCACCATCTCCAGAGACAA
TTCCAAGAACACGCTGTATCTGCAAATGAACAGTCTGAGAGCCG
AGGACACGGCTGTIGTATTACTGTGCCGAGAGOGGGTOGETTICGGGG
AGTCATCGCTACTACTACTACGGTATGOACGTCTGGGGCCAAGGG
ACCACGGTCACCGTCTCOTCASZ (SEQ 1D NO:446)

Aminoe acid sequence of heavy chain variable region;

QVQLVASGGGVVQPGRSLRLECAASGFTLSSYGMHWVRQAPGOGL
EWVAVIWYDGSNKYYAASVEGRFTISRDNSKNTLYLOMNSLRAED
TAVYYCARGGGSGEHRYYYYGMDVWGQGTTIVTVSS (SEQ ID
NO447)

Mucleotide seguence of light chain variable region:

STCTTCTGAGCTGACTCAGGACCCTGCTGTGTCTGTGGCCTTGGG
ACAGACAGTCAGGATCACATGCCAAGGAGACAGCCTCAGAACCT
ATTATGCAAGCTGGTACCAGCAGAAGCCAAGACAGGCCCCTATT
CTTOGTCATCTATGOTAAAAACAACCGGCCCTCAGGGATCCCAGAC
COATTCTCTGGCTCCACCTCAGCGAATCACAGCTTCCTTGACCATC
ACTGGGGUTCAGGCOGAAGATCGAGGCTCGACTATTACTGTAAATC
CCGGGACATCATTGGTAACCATCTGCTGTTCOGUCGCAGGGACTAA
GUTGACCGTCCTAS (8EQ 1D NO:448)

Arnino acid sequence of light chain variable region:
SSELTQDPAVSVALGQTVRITCOGDSLRTY YASWYQUKPROAPILVI

YGKNNRPSGIFDRESGSTSGITASLTITGAQAEDEADYYCKSRDIIGN
HLLFGGGTILTVL (SEQ ID N(O:449)
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FIG. 3TT

20E5.1 — version] (vl)
Nucleotide sequence of heavy chain variable region:

S CAGCTGCAAGTOOTGOAGTCTGGGGGAGGCGTGUGTCCAGCCTG
GGAGGTCCCTGAGACTCTCCTGTGCAGCOGTCTGGATTCACCTTCA
GTAACTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAAGGGG
CTGOACTGOOGTGGCAGTTATATGGTATGATGGAGGTAATAAATA
CTATGCAGACTCCOGTGAAGGGUCGATCCATCATCTCCAGAGACAA
TTCCAAGAGCACGCTGTATCTGCAAATGAACAGCCTGAGAGCCG
AGGACACGGCTGTTTATTATTIGTGUGAGGTCAGTGGCTGGTTACC
ATTATTACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCA
CCGTCGCCTCAS (SEQ ID NO4350)

Amino acid seguence of heavy chaln variable region:

QVOQVVESGGGYVOPGRELRLSCAASGFTFSNY GMHWVRGQAPGEGL
EWVAVIWYDGONKYYADSVEGRSIISRDNSKSTLYLOMNSLRAEDT
AVYYCARSVAGYHYYYGMDVWGQGTTVTVAS (SEQ ID NO451H

Nucleotide sequence of light chain variable region:

SCAGTCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGUTCTICCTOG
ACAGTCGATCACCATCTCCTGCACTGGAACCAGCAGTGACGT TGS
TGGTTATAACTCTGTCTCCTGGTACCAACAGCACCCAGGCAAACC
CCCCAAACTCATGATTTATGAGGTCAGTAATCGGCCCTCAGGGAT
TTCTAATCGUTTCTCTGGCTCCAAGTCTGGCAACACGGCCTCCCTG
ACCATCTCTGOGGUTCCAGGCTGAGGACGAGGCTGATTATITCTGC
AGCTCATATACAAGCACCAGCATGGTICTTCGGCGGAGGGACCAA
GCTGGCCGTCCTAY (SEQ ID NG452)

Armine acid sequence of light chain variable region:
OSALTQPASVSGSPGOSITISCTGTSSDVGGYNSVSWY QQHPGKPPK

LMIYEVSNRPBGISNRFSGSKSGNTASLTISGLOAEDEADYFCSSYTST
SMYFGOGTKLAVL (SEQ TD NO:453)
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FIG. 3UU

ZOES.E — version2 (v2)
Mucleotide sequence of heavy chain variable region:

YCAGGTGUAAGTGGTGOAGTCTGGUGGAGOCGTGOTCCAGCCTS
GOAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATICACCTTCA
GTAACTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAAGGGG
CTGGACTGGOTGGCAGTTATATGGTATGATGGAGGTAATAAATA
CTATGCAGACTCCGTGAAGGGCCGATCCATCATCTCCAGAGACAA

AGGACACGOCTGTTTATTATTGTGCGAGGTCAGTGGOTGGTTACC
ATTATTACTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCA
CCGTCGCCTCAS (S8EQ ID NO:454)

Aming acid sequence of heavy chain variable region:

QVOVVESGGGVVQPGRSLRLECAASGFTFSNYGMHWVRQAPGKGL
EWVAVIWYDGGNKYYADSYVKGRSIISRDNSKSTLYLOMNSLRAEDT
AVYYCARSVAGYHYYYGMDVWGQGTTVTIVAS (SEQ ID N(O:455)

Nucleotide sequence of light chain variable region:

STCTTCTGAGUTGACTCAGGACCCTGCTGTGTCTGTGGCCTTGGE
ACAGACAGTCAGGATCACATGCCAAGGAGACAGCCTCAGAQGGCT
ATTATGCAAGCTGGTACCAGCAGAAGCCAAGACAGGCCCCTGTA
CTTGTCATCTATGGTAAAAACAACCGGCCCTCAGGGATCCCAGAC
COGATTCTCTGGUTCCACGTCAGGAAACACAGCTTICCTTGACCATC
ACTGGOGGUTCAGGCGGAAGATGAGGCTGACTATTACTGTAACTCC
COGGACAACATTGOTGACCATCTGGTGTTCGGCGCAGGGACCAA
GCTGACCGTCCOTAY (SEQ IDNO456)

Amino acid sequence of light chain variable region:
SEELTQDPAVEVALGQTVRITCOGDSLRGY YASWYQOKPROAPVLY

IYGRNNRPSGIPDRFSGSTSONTASLTITGAQAEDEADYYCNSRDNIG
DHLVFGGGTELTVL (SEQ ID NG:457)
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FIG. 3VV

8A3.1
Nucleotide sequence of heavy chain variable region:

5 GAGCTGCAGCTGGTGGAGTCTGGGGGAGGCTTGGTCCAGCCTG
GGGGGTCCCTGAGACTCTCCTGTGCAGCOTCCGGATTCACCTTTA
GTAGCTATTGCGATGAGCTGGGETCCGCCAGGCTCCAGGGAAGGGG
CTGGAGTGGOTGGCCAGCATAAAACAAGATGGAAGTGAGAAATA
CTATGTGGACTCTGTGAAGGGCCGATTCACCATCTCCAGAGATAA
CGCCAGGAACTCACTGTATCTGCAAATGAACAGCCTGAGAGCCG
AGGACACGGUTGTGTATTACTGTGCGAGAGATCTIGTATTAATGG
TCGTATGATATAGACTACTACTACTACGGTATGGACGTCTGGGGCC
AAGGGACCACGGTCACCGTCTCCTCAY (SEQ ID NO458)

Amino acid sequence of heavy chain variable resion:

AV LVESGGOLVQPGGSLRLSCAASGFTFSSYWMSWVROQARFGKGLE
WVASIKODGSEKYYVDSVEKGRFTISRDNARNSLYLOMNSLRAEDTA
VYYCARDLVLMVYDIDYYYYGOMDVWGOGTTVTVSES (SEQ 1D
NO:459)

MNucleotide sequence of light chain variable region:

SOGATATTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCC
TGGAGAGCCGGCCTCCATCTCCTGCAGGTCTAGTCAGAGCCTOCT
GCATAGTAATGGATACAACTATTTGGATTIGGTACCTGCAGAAGCC
AGGGCAGTCTCCACAGCTCCTGATCTATTTGGGTTCTAATCGGGC
CTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGOATCAGGCACAG
ATTTTACACTGAAAATCAGCAGAGTGGAGGCTGAGGATGTTGGG
GTTTATTACTGCATGCAAGCTCTACAAACTCCGCTCACTTTCGGC
GGAGGGACCAAGGTAGAGATCAAAY (SEQ 1D NO460)

Aming acid sequence of light chain variable region:
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLOKPGQOS

PQLLIYLGSNRASGVPDRFSGSGSGTDFILKISRVEAEDVGVYYOMOQ
ALQTPLTFGGGTEVEIK (SEQ ID NO:461)
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Nucleotide sequence of beavy chain variable region:

SGAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTGGTCCAGCCTG
GGOGGTCCCTGAGACTCTCCTGTGCAGCCTCCGGATTCACCTTTA
GTAACTATTGGATGAGUTGGGTCCGCCAGGCTCCAGGGAAGGGG
CTGGAGTGGGTGGCCAGCATAAAACAAGATGGAAGTGAGAAATA
CTATGTGGACTCTGTGAAGGGCCGATTCGCCATCTCCAGAGACAA
CGOCAAGAACTCACTGTTTCTGCAMATGAACAGCCTGAGAGCCG
AGGACACGGCTGTGTATTACTGTGCGAGAGATCTTGTACTAATGG
TGTATGATATAGACTACTACTACTACGGTATGGACGTCTGGGGCC
AMGGOACCACGGTCACCGTCTCCTCAY (SEQ D NO:462)

Afming ackd sequence of heavy chaln variable region:

EVQLVESGGGLYQPGGSLRLSCAASGFTFSNY WMSWVRQAPGKGL
EWVASIKODGSEK VY VDSVKGRFAISRDNAKNSLFLOMNSLRAEDT
AVYYCARDLVLMVYDIDYYYYGMDVWGOGTTVTVSS (SEQ ID
NO:463)

Wucleotide sequence of light chain variable region:

STOGATATTOTGATGACTCAGTCTCCACTCTCCCTGCCTGTCACCCCT
GUGAGAGCCOGOGCCTCCATCTCTTGCAGGTCTAGTCAGAGCCTCCTG
CATAGTAATGOGGTACAACTATTTGGATTGGTACCTGCAGAAGCCA
GGGCAGTCTCCACAGCTCCTCGATCTATTTGOGTTCTAATCGGGCC
TCCGOGOUGTCCCTGACAGGTTCAGTGGCAGTGGATCAGGCACACAT
CTTACACTOAAAATCAGCAGAGTGGAGGCTGAGGATGTTGGAGT
TTATTACTGCATCGCAAACTCTACAAACTCCGUTCACTTTCGGCGG
AGGCACCAAGGTGGAGATCAAAS (SEQ 1D NO:4643

Amino acid seguence of Hght chain variable region:
DIVMTOSPLSLPVTPGEPASISCRSSQSLLHSNGYNY LDWYLOKPGQS

POLLIYLGSNRASGVPDRFSGSGSGTHLTLKISRVEAEDVGVYYCMO
TLOTPLTFGOGGTKVEIK (SEQ 1D NO:463)
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FIG. 3XX

12HI13
Nuclestide sequence of heavy chain variable region:

YCAGGTGCAGCTGUTGGAGTCTGGGGGAGGCGTGGCCCAGCCTG
FOAGGTCCCTGAGACTCTCCTGTGCAGCGTCTGGATTCACCTTCA
GTAGCTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAAGGGG
CTGGAGTGGGTGGCAGTTATATACTATGATGCGAATTAATAAACAC
TATGCAGACTCCGTGAAGGGCCOGATTCACCATCTCCAGAGACAAT
TCCAAGAACACGCTGTATCTGCAAATGAACAGCCTGAGAGCCGA
GGACACGGCTGTCTATTACTGTGCGAGAGATCGGGGACTGGACT
GGGGCCAGGGAACCCTGOTCACCGTCTCCTCAS (SEQ 1D N(O466)

Awmaing acid sequence of heavy chain vartable region:

QVOQLVESGGGVAQPGRSLRLSCAASGFTFSSYGMHWVYROQAPGKGL
EWVAVIYYDGINKHYADSVEGRFTISRDNSKNTLYLOQWMNSLRAEDT
AVYYCARDRGLDWGQGTLVTVSS (SEQ ID NO:46T)

Nucleotide sequence of light chain variable region:

S CGACATCGTGATGACCCAGTCTCCAGACTCCCTGGOTGTGTCTCT
GGGCGAGAGGGCCACCATCAACTGCAAGTCCAGCCAGAGTGTTIT
TATACAGCTCCAACAGTAAGAACTACTTAGTTTGGTACCAGCAGA
AACCAGGACAGCCTCCTAAGCTGCTCATTTACTGGGCCTCTACCO
GGGAATCCGGGETCCCTCGACCGATTCAGTGGCAGCGGGTCTGGG
ACAGATTTCACTCTCACCATCAGCAGCCTGCAGGCTGAAGATGTG
GCAGTTTATTACTGTCAACAATATTATAGTACTCCGTGGACGTTC
GGCCAAGGGACCAAGGTGGAAATCAAAS (SEQ ID NO:468)

Amino acid sequence of light chain variable region:
DIVMTOSPDSLAVSLGERATINCKSSQSVLYSSENSKNYLVWYQOKPG

QPPRILLIY WASTRESGVPDRFSGSGSGTDFTLTISSLOAEDVAVYYCQ
QYYSTPWTFGOGTEVEIK (SEQ ID NUnds9)
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FIG. 3YY

11841
Mucleotide sequence of heavy chaln variable region:

STGAGGTGCAGCTGGTGUGAGTCTGOGGGAGGCTTGGTCCAGCCTG

GGOGGTCCCTGAGACTCTCCTETGCAGCCTCTGGACTCACCTTTA

GTAACTTTTGGATGAGCTGGGTCCGCCAGGCTCCAGGGAAGGGG

CTGGAGTGOGTGGCCAACATAAAGCAAGATGGAAATGATAAATA
CTATGTGGACTCTGTGAAGGGCCGATTCACCATCTCCAGAGACAA
CGCCAAGAATTCACTGTATCTGCAAATGAACAGCCTGAGAGCCG

AGGACACGGUTGTGTATTACTGTGCGAGAGAGTCAAACTGGGGA
TTTGCTTTTGATATCTOGGGCCAAGGGACAATGGTCACCGTCICT

TCAZ (8BQ ID NG.470)

Amino acid sequence of heavy chain variable region:

EVQLVESGGGLVOPGGSLRLSCAASGLTFSNFWMSWVROAPGKGL
EWVANIKQDGNDKYYVDSVEGRFTISRDNAKNSLYLOMNSLRAED
TAVYYCARESNWGOGFAFDIWGQGTMVTVSS (SEG ID NO:4TH

Nucleotide sequence of light chain variable region:

STCAGTCTGTGCTGACTCAGUCACCOCTCAGCGTCTGGGACCCLCGG
GCAGAGOOTCACCATCTCTTGTTCTGGAAGCAGCTCCAACATCGG
AAGTAAAACTGTAAACTGGTACCAGCAGTTCCCAGGAACGGCCC
CCAAACTCCTCATCTATAGTAATAATCGGCOGCCCTCAGGGGETCC
CTGACCGATTCTCTGGCTCCAAGTCTGGCACCTCAGCCTCCCTGE
CCATCAGTGGGCTCCAGTCTCGAGGATGAGGCTGATTATTACTGTG
CAGCATGGGATGACAGCCTGAATTGGGTGTTCGGCGCAGGGACC
AAGCTGACCGTCCTAS (SEQ 1D NO472)

Amine acid sequence of light chain variable region:
QSVLTOPPSASGTPGORVTISCSGESSNIGSKTYVNWY QOFPGTAPKLL

PYSNKNRRPSGVPDRESGSKSGTSASLAISGLOSEDEADYYCAAWDDS
ENWVFGAGTKLTVL (SEQ D NO:4T3)
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FIG. 3ZZ

11HE.1
Nucleotide sequence of heavy chais variable region:

S GAGGTGCAGCTGGTGGAGTCTGGGGCAGGTI TGO TCCAGCCTS
GGGGGTCCCTGAGACTCTCCTGTGCAGCCTCTGGACTCACCTTTA
GTAACTTTTGGATGAGCTGGGTCCGCCAGGCTCCAGGGAAGGGG
CTGGAGTGGUTGGCCAACATAAAGCAAGATGGAAGTGAGAAATA
CTATGTGGACTCTGTGAAGGGOCGATTCACCATCTCCAGAGACAA
CGCCAAGAATTCACTGTATCTGCAAATGAACAGCCTGAGAGCCS
AGGACACGGCTGTGTATTACTGTGCGAGAGAGTCAAACTGGGGA
TTTGCTTITGATATCTGGGOGOCAAGGGACAATGGTCACCGTCTCT
TCA3 (SEQ ID NO:474)

Aming acid sequence of heavy chain variable region:

E\/’QL\(’ESGGGLVQ?GGSLRLSCAA‘SGLTFSNFWMSV\"VRQAPGKGL
EWVANIKODGSEKYYVDSVEKGRFTISRDNAKNSLY LOMNSLRAEDT
AVYYCARESNWGFAFDIWGQGTMVYTVSS (SEQ 1D NO:475)

Nuclestide sequence of light chain variable region:

5 CAGTCTGTGCTGACTCAGCCACCCTCAGCGTCTGGGACCOCCGS
GCAGAGGGTCACCATCTCTTGTTCTGGAAGCAGCTCCAACATCGG
AAGTAAAACTGTAAACTGGTACCAGCAGTTOCCAGGAACGGCOC
CCAAACTCCTCATCTATAGTAATAATCGGCGGCCCTCAGGGGTCC
CTGACCGATTCTCTGGCTCCAAGTCTGGCACCTCAGCCTCCOTGS
CCATCAGTGGGCTCCAGTCTGAGGATGAGGCTGATTATTACTGTG
CAACATGGGATGACAGACTGAATTGOGTGTTCGGCGCAGGGACT
AAGCTGACCGTCCTAS? (SEQ ID NO:476)

Amino acid sequence of light chain variable region:
QSVLTQPPSASG "}_"PGQRV"F ISCSGESSNIGSKTVNWYQQFPGTAPKLL

FYSNNRRPSGVPDRISGSKSGTSASLAISGLOSEDEADYYCATWDDR
LNWVFGAGTKLTVL (SEQ ID NO:47T)
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FIG. 3AAA

11G1.5
Nucleotide sequence of heavy chain variable region:

FCAGGTCACCTTGAAGGAGTCTGGTCCTGTGCTGGTGAAACCCALC
AGAGACCCTCACGCTGACCTGCACCOTCTCTGGGTTCTCACTCAG
CAATGTTAGAATGGGTGTGAGCTGCATCCCGTCAGCCCCCAGGGA
AGGCCCTGOAGTGGCTTGCACACATTITTTTCGAATGACGAAAATT
CCTACAGAACATCTCTGAAGAGCAGGCTCACCATCTCCAAGGAC
ACCTCCAAAAGCCAGGTOGTCCTTACCATGACCAACATGGACCOT
GTGUACACAGCCACATATTACTGTGCACGGATAGTGGGAGCTAC
AACGGATGATGCTTTTGATATCTGGGGCCAAGGGACAATGGTCAC
CGTCTCTTCAT (SEQ D NG:478)

Amine acid sequence of heavy chain variable region:

QVTLKESGPVLVKPTETLTLTCTYSGFSLSNVRMGVY SWIRQPPGEAL
EWLAHIFSNDENSYRTSLKSRLTISKDTSKSQVVLTMTNMDPVDTAT
YYCARIVGATTDDAFDIWGOQGTMVYTVSS (SEQ 1D NG479)

Nucleotide sequence of Hght chain variable region:

STCCTATGTGCTGACTCAGCCACCCTCGGTGTCAGTGGLCCCAGG
ACAGACGGCCAGGATTACCTOGTGGGGGAAACAACATTGGAAGTA
AAAGTGTGCACTGGTACCAGCAGAAGUCAGGCCAGGCCCCTGTG
CTGGTCGTCTATGATGATAGCGACCGGCCCTCAGGGATCCCTGAG
COATTCTCTGGUTCCAACTCTGGOAACACGGCCACCCTGACCATC
AGCAGGGTCGAAGCCGGGGATGAGGCUGACTTTTACTGTCAGGT
GTGGOATAGTAGTAGTCGATCCTGTGGTATTCGGCGGAGGGACCA
AGCTGACCGTCCTAS (SEQ 1D NO:48’D)

Amino acid sequence of light chain variable region;
SYVLTQPPSVEVAPGQTARITCGONNIGSKSVEWYQOKPGQAPVLY

VYDDSDRPSGIPERFSGENSONTATLTISRVEAGDEADFYCQVWDSS
SDPVVEGGGTKLTVL (SEQ 1D NO48 !
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FIG. 3BBB

8ALZ
Nucleotide sequence of heavy chain variable region:

5GACGGTGCAGCTGCTGGAGTCTGGGGCGAGGCTTGGTCCAGCCTG
OOGOGGTCCCTCAGACTCTCCTGTGCAGCCTCTGGATTCACCTTTA
GTAACTATTGGATGACCTGGGTCCGCUCAGGCTCCAGGGAAGGGE
CTGGAGTGGGTGOCCAGCATAAAGCAAGATGGAAGTGAGAGATA
CTATGTGGACTCTGTGAAGOGGCCGATTCACCATCTCCCGAGACALC
CGCCAAGAACTCTCTGTATCTCCAAATGAACAGCCTGCGAGCLGA
GGACACGGCTGTGTATTACTGTGCGAGACCTCTTGTACTAATGGT
GTATGCTCTACACTACTACTACTACGGTATGGACGTCTGGGGCCA
CGGGACCACGGTCACCGTCTCCTCAR (SEQ 1D NO:4R2)

Amino acid sequence of heavy chain variable region:

EVQLVESGGGLVQPGGELRLSCAASGFTFENY WMTWVRQAPGKGL
EWVASIKQDGSERYYVDSVKGRFTISRDTAKNSLYLOMNSLRAEDT
AVYYCARPLVLIMVYALEYYYYGMDVWGHGTTVTVSS (SEQ D
NO:483)

Nucleotide seguence of Hght chain variable region:

S'GATATTGTGATCGACTCAGTCTCCACTCTCCCTGCCCGTCACCCC
TOGAGAGCCGGCOCTCCATCTCCTGCAGGTCTAGTCAGAGCCTCCT
GCATAGTAATGGATACAACTATTTGGATTGGTACCTGCAGAAGCC
AGGGCAGTCTCCACAGCTCCTGATCTATTTIGGGTTICTAATCGGGT
CTCCGGGUTOCCCTGACAGGTTCAGTGGCAGTGGATCAGGCACAG
ATTTTACACTGAAAATCAGCAGAGTGGAGGCTGAGGATGTTGGG
GTTTATTACTGCATGCAAGCTCTACAAACTCCGCTCACTTTCGGC
GOAGGGACCAAGGTGGAGATCAAAS (SEQ 1D NG:484)

Amine acid sequence of light chain variable region:
DIVMTQSPLSEPVTPGEPASISCRESQSLILHSNGYNY LDWYLQEPGQS

POLLIVLGSNRASGVPDRISGSGSCGTDFTLRISRVEAEDVGVYYCMQ
ALQTPLTFGGGTEVEIR (SEQ 1D NO:485)
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| 31H4 light cdr
1 2782 light cdr
- 1612 _light_cdr
1 2282 light odr
] 28812 lght cdr
2806 light odr
27A8 light cdr
31G11_light_cdr
— —— 1385 _light cdr
— DC8 light cdr
9H6 light_cdr
"E 1412 light_cdr
31A4 light cdr
31812 light_cdr
20010 _light odr
26H5 light_odr
131D _light odr
2TET light cdr
27H5 fight odr
3089 light cdr
- 21B12 light cdr 1
¥ - 10H2 fight cdr
{i: 23G1 light odr
17C2 light_cdr
— 25A7 light cdr
e A3HT light edr

- 2385 light cdr
'w%— 25G4 fight cdr

e 304 Hight cdr
3044 fight car
386 fight cdr
rmmaromsaonscd
10.00
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31H4 _heavy odr
{ 16F12_heavy odr
27AB_heavy cdr
22E7 heavy_cdr
‘—l 28812 _heavy_cdr
| 2808 heaw o
31G11_heavy _cdr
Bz heavy ooy
" e 3044 heavy cdr
“[ 9C9_heavy_cdr
gﬁﬁmhegwmc dr
— 1A12_heavy_odr
__[ 23B5 heavy cdr
2504 _heavy_cdr
I 1335*}1%&@_‘_8@3‘

: 20010 _heavy cdr
-i 30B3_heavy_cdr
e Z?E?”ﬁ@av},w{; di’
’ L 19HS heavy cdr
| ZgHﬁn—heaWﬂﬁﬁr
21D1_heavy cdr
27H5_heavy_odr
21B12_heawy _cdr 1
23G1_heavy cdr
- 1702 _heavy cdr
L 25A7 heavy cdr
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— 31H4 light odr
b 2782 fight cdr
~ 16F12_light_cdr
4 2282 light cor

28812 light cdr
28086 _light_cdr

L 2786 tight car
—L 31611 _light_odr
1385_fight_cdr

] 8Co light cdr
9HE light cdr
1ATZ light cdr
31A4 light odr
31812 _light_cdr
20010 fight edr
26H5 fight cdr
3101 Hight cdr
27E7 light cdr

27H5_light_cdr
{ 30B9 light_cdr

21B1Z light cdr

j 16HO fight_cdr

— 23G1 light cdr

- --IL— 1702 light_cdr

25A7 light cdr
b 13HT Jight oty
—- 2385 light cdr
—— 2504 light cdr

e 304 fight_cdr
30A4 Bight_cdr

386_light_cdr

oo

10.00
substitutions per 100 residues
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3tHd heavy odr
16F12_heavy _cdr
27A8 heavy cdr
2282 heavy cdr
28812 heavy cdr
28D6 _heavy cdr
31611 _heavy cdr
31812 _heavy cdr
30A4 heavy cdr
8C8 heavy cor
OHE heawy codr
1A12 heavy odr
2385 _heavy_cdr
25G4 heavy odr
1385 heavy cdr
20010 heavy_cdr
30BO heavy car
ZTET heavy cdr
18HE heavy codr
26H5_heavy cdr
3101 heavy cdr
27H5 heavy cdr
21812 heavy cdr
23G1_heawy_cdr
1702 _heavy cdr
25A7 heavy cdr
386 heavy cdr
2782 _heavy_cdr
3C4_heavy cdr
J1A4 heawy cdr
1301 _heavy cdr

|

10.00
substitutions per 100 residuss

PULOE R N T
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Anfibody  AUCp,(g-timl)  Clogmiikg)  Apparentiqp(h)

igG2 23,500 0.511 >120
11F1 34,700 0.865 83
8A3 38,700 0.817 59
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FIG. 41
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FIG. 43
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FIG. 44
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Mean {* SD) Pharmacokinetic Parameters

Y2z CLF Cmax ~ AUCp—=0Q
Antibody (h) (milkg)  (uoiml)  {ug*himl)

Ant-kLH 2201130 023470036 5087045 21701320
21812 4018 1571088 822%t2.21 355 T109
11F1 2107110 02287 0081 6721082 2440 510
8A3 190140 025510038 6631066 1,980 +290
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