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Amino-acid sequences ||

CDRs are in shaded and identified consecutively as CDR1 (first shaded region), CDR2 (second shaded
region) and CDR3 (third shaded region).

Light chain variable domain sequences for human IgG1

1A5

NFMLTQPHSVSESPGKTVAISCTGNSGS IASHYVOWFQORPGSAPTTVI YRBNORPSGVPDRES
GSIDRSSNSASLTISGLKSEDEADYYC
1A8
EIVLTQSPDSLAVSLGERATINCKSSQSVLYSSNNKNYLAWYQQKPGOPPKLLIYRARTRESGV
PDRFSGSGSGTDFTLTISSLQAEDVAVYY
1B2
NFMLTQPHSVSESPGKTVTISCTGSGGRIATNYVOWYQQRPGSAPTTVIYRINKRPSGVPHRES
GSIDASSNSASLTISGLETEDEADYYC GGGTIK

1B11
DVVMTQSPLSLPVTPGEPASISCRSSQSLLYSNGYNYLDWYLOKPGQSPQOLLI YRIENRASGVP
DRFSGSGSGTDFTLKISRVEAEDVGVYYCH
1C2
DVVMTQSPLSLPVTPGEPASISCRSSOSLLHSNGFTYLDWYLOKPGLSPOLLIYEESNRAPGVP
DRFSGSGSGTDFTLKISRVEAEDVGVYYC]
1C3
NFMLTQPHSVSESPGKTVTISCTRSSGSIASY YVOWYQQRPGSSPTTVIYREORPSGVPDRES
GSIDSASNSASLTISGLQTEDEADYYC
1D12
NFMLTQPHSVSESPGKTVTISCTGSSGS IASNYVHWYQQRPGSAPTTVI YRENORPSGVPDRE S
GSIDSSSNSASLTISGLKTEDEADYYC
1E5
NFMLTQPHSVSESPGKTLTISCTRSSGRIASNYVOWYQQORPGSAPTTVIYERTORPSGVPDRES
GSIDSSSNSASLTISGLKTEDEADYYC
1F4
QSVLTQPPSVSGTPGQRVTISCSGSSSNIGRNEVSWYQQLP GAAPRLLMYRNNORP SGVPDRES
GSESATSASLAITGLQPEDEADYY GGGTK

1H7

NFMLTQPHSVSESPGKTVTISCTRSSGS IASNYVOWYQQRPGSSPTTVI YRENORPSGVPDRES
GSVDSSSNSASLTISGLKTEDEADYYC
2C9
EIVLTQSPGTLSSSPGERATLSCTASQOTVGEGSYLAWYQOKRGOPPRLLI YERARTRAPGIPERFS
GSGSGTDFTLTISTLEPEDFAVYF
2C10
QSVVIQPPSASGSPGQSVTISCSGSSSTIGINYVAWYQQLPGTAPKLLI YRNYKRPSGIPDRES
GWRSGTSATLVISGLQIGDEADYY
2C12
DIQMTQSPSSLSASIGDRVTITCRASQSINIYLNWYQQKPGKAPKLLIYRRESLQSGVPSRFSG
SGSATDFTLTISSLQPEDFATYYCE
FIG. 16 (continued)
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2D3

NFMLTQPHSVSESPGKTVTISCTGSSGS IASNYVOWYQQRPGSAPTTIIYRINQRPSGVPDRES
GSVDSSSNSASLTISGLKTEDEADYYC ;
2G7
NFMLTQPHSVSESPGKTITISCTRSGGT IGSNYVOWYQQRPGSSPTTVI YRRNORPSGVPDRE S
GSIDSSSNSASLTISGLKTEDEADYYC
2H4

SGYGTIDFTLTIDDIQSEDSAFYFCH

3A11
QSALTQPASVSGSPGQAITMPCTGTSSDVGTYNYVSWYQHFPGKAPKLLIY§§§HRFAGISDRF
SGSKSGNTASLTISGLQAEDEADYYC GGGTK

3C5

GSIDSSSNSASLTISGLKTEDEADYYC
3D2

GSIDSSSNSASLTISGLKTEDEADYYC
3D11
NFMLTQPHSVSASPGKTVTIPCTGSSGNIASNYVQWYQQRPGSAPTTVIY§§§QRPSGVPDRFS
GSIDSSSNSASLTISGLKTEDEADYYC
3E9

GGGTR

GSIDSSSNSASLTISGLKTEDEADYYC
3F1

GSIDRSSNSASLTVSGLMTEDEADYYC
3F11
ETTLTQSPGTLSLSPGESATLSCRASHSDGRNYIAWYQQTPGQAPRLLVY§§§NRAAGVPDRFR
GSGSGIDFTLTISRLEPEDFAVYF
3H7

GSIDSSSNSASLTISGLKTEDEADYYC
3H11
NFMLTQPHSVSESPGKTVTIISCTRSSGNIASY YV WYQQRPGSSPTTVIY§§§QRPSGVPDRFS
GSIDSSSNSASLTISGLQTEDEADYYC GGGTR

5A6

SGSGTDFTLTISSLOPEDFATYYCE
6F8

GSGSGTIDFTLTISRLEPEDFAVYY

FIG. 16 (continued)
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Heavy chain variable domain sequences for human IgG1

1A5
QVOLOESGGGLVQPGGSLRLSCAASGETESSYAMSWVROAPGKGLEWVSATREEEERRY YADSV
KGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCE b
1A8
QVQLQESGPGLVKPSETLSLTCTVSGVSISSRSDHWGWVROPPGKGLEWIGSTRREEREYYNP S
LKSRVTISVDTSKNQLSLKLSSVTAADTAVYYC
1B2

QGRVTMTRDTSTSTVYMELSSLRSEDTAVYYCE
1B11

EVQLVQSGAEVKKPGSSVKVSCKASGGTESSYAT SWVRQAPGOGLEWMGGH IR RGRAN YAQKF
QGRVTITADESTSTAYMELSSLRSEDTAVYYCE
1C2

QGRVIMTRDTSTSTVYMELSSLRSEDTAVYYC}
1C3
EVQLVQSGAEVKKPGASVKVSCKASGYPFSTYYIHWVRQAP GOGLEWMG I{ HERENETS YAQKF
QGRVIMTRDTSTSTVYMELRSLRSDDTAVF YC2
1D12
EVQLVQSGAEVKKPGSSVKVSCKASGGTESSYAT SWVRQAPGOGLEWMGHE A VRGNENYAQKL
QGRVIMTTDTSTSTAYMELRSLRSEDTAVYY
1E5
EVQLVQSGAEVKKPGSSVKVSCKASGGTESSYAT SWWRQAPGOGLEWMGGHE R ERERANYAQKF
QGRVTITADESTSTAYMELSSLRSEDTAVYY
1F4

QVOLQQSGPGLVKP SQTLSLTCAISGDSVSSNSAAWNWIRQSP SRGLEWLGRENHRERREN
VSVKSRITINPDTSKNQF SLOQLNSVTPEDTAVYYC;
1H7

QVQLQOWGAGLLKP SETLPLTCAVYGGSFSGY YWSWIRQPPGKGLEWIGERRENERENYNP SLK
SRVTISVDTSKNQFSLKLSSVTAADTAVYYC
2C9

QGRVTITADKSTSTAYMELSSLRSEDTAVYY
2C10
QVQLOQWGAGLLKPSETLSLTCGVYGGSESGY YWSWIRQSPGKGLEWIGERRNIRENINYNPSLK
SRVTISVDTSKNQF SLNVNSVTAADTAVYYC
2C12

QVQLVESGGGVVQPGRSLRLSCAASGETE SSYAMHWVRQAP GKGLEWVAVEREIESRRY YADSV

RS

KGRFTISRDNSKNTLYLQMNSLRAEDTAVYY
2D3

EVQLVQSGAEVKKPGSSVKVSCKASGGTFSSYAT SWWRQAPGOGLEWMGGHE R ISR AN YAQKF
QGRVTITADESTSTAYMELSSLRSEDTAVYY

FIG. 16 (continued)
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267
QVOLOQWGAGLLKPSETLSLTCAVYGGSESGYYWSWIRQPPGKGLEWIGEFRESRBINYNP SLK
SRVTISVDTSKNQFSLKLSSVTAADTAVYYCH
2H4
QVQLVQSGAEVTKPGASVKVSCKASGYTFSGYY I HWVRQAP GOGLEWMGRYREREEETK YAQKF
QDRVTLTRDTSISTAYMELTSLRSDDTAMYFC
AN
EVQLVQSGAEVKKPGASVKVSCKASGYTESTYDISWVRQAP GOGLEWMGHW VRGN YAQKF
QGRVTMTTDTSTSTIYMELRSLRSDDTAVYYC
3C5

SRVTISVDTSKNQFSLKLSSVTAADTAVYYC
3D2, 3D11
QVOLQOWGAGLLKPSETLSLTCAVYGGSFSGY YWSWIRQPPGKGLEWI GEFRESESENYNPSLK
SRVTISVDTSKNQFSLKLSSVTAADTAVYYC
3E9

QGRVIMTTDTSTSTAYMELRSLRSDDTAVYYC
3F1

KGRFTISRDNSKNTLYLQMNSLRAEDTAVYYC
3F11

EVQLVQSGAEVKKPGASVKVSCKASGYTFSSSGT SWVRQAP GOGLEWMGH TR NENEN YAQNF
QGRVTMTTDTSTSTVYMELRGLTSDDTAVYYC
3H7

KGRFTVSRDNSKNTLYLOMDTLRAEDTAVYYC
3H11
QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYYMHWVRQAPGQGLEWMGI§§§§§§§§SYAQKF
QGRVIMTRDTSTNTVYMELSSLRSEDTAVYYC
5A6

KGRFTISRDNAKNSLYLOMNSLRAEDTAVYYC
6F8

GREFTISRDNSKNTLYLOMNSLRAEDTAVYYC

FIG. 16
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Nucleotide sequences

CDRs are in shaded and identified consecutively as CDR1 (first shaded region), CDR2 (second shaded
region) or CDR3 (third shaded region).

Light chain variable domain sequences for human IgG1

1A5
AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACGGTAGCCATCTCCT
GCACCGGCAACAGTGGCAGCAT TGCCAGCCACTATGTGCAGTGGTTCCAACAGCGCCCGGGCAG
TGCCCCCACTACTGTGATCTATHARE RN CAAAGACCCTCTGGGGTCCCTGATCGGTTCTCT
GGCTCCATCGACAGGTCGTCCAACTCTGCCTCCCTCACCATCTCTGGACTTAAGAGTGAGGACG
AGGCTGACTATTACTGT TTCGGCGGAGGGACCAAG
1A8
GAAATTGTGTTGACGCAGTCTCCAGACTCCCTGGCTGTGTCTCTGGGCGAGAGGGCCACCATCA
ACTGCAAGTCCAGCCAGAGTIGTTTTATACAGCTCCAACAATAAGAACTACTTAGCTTGGTATCA
ACAGAAACCAGGACAGCCTCCTAAGTTGCTCATT TACKEREE A CCCGGGAATCCGGGGTC
CCTGACCGATTCAGTGGCAGCGGGTCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGG
CTGAAGATGTGGCAGTTTATTACTGT
GACCAAG

1B2
AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACCGTAACCATCTCCT
GCACCGGCAGCGGTGGCAGGAT TGCCACCAACTATGTGCAGTGGTACCAGCAGCGCCCGGGCAG
TGCCCCCACCACTGTGATCTATHARRATRANA AAAGACCCTCTGGGGTCCCTCATCGGTTCTCT
GGCTCCATCGACGCCTCCTCCAATTCTGCCTCCCTCACTATCTCTGGACTGGAGACTGAGGACG
AGGCTGACTACTACTGT TCGGCGGCGGGACCAA
G
1

11
GATGTTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCCGGCCTCCATCT
CCTGCAGGTCTAGTCAGAGCCTCCTGTATAGTAATGGATACAACTATTTGGATTGGTACCTGCA
GAAGCCAGGGCAGTCTCCACAGCTCCTGATCTAT G N AATCGGGCCTCCGGGGTCCCT
GACAGGTTCAGTGGCAGTGGATCAGGCACAGATTTTACACTGAAAATCAGCAGAGTGGAGGCTG
AGGATGTTGGGGTTTATTACTGC TTTGGCCAGGGGAC
CAAG

1C2
GATGTTGTGATGACTCAGTCTCCACTCTCCCTGCCCGTCACCCCTGGAGAGCCGGCCTCCATCT
CCTGCAGGTCTAGTCAGAGCCTCCTGCATAGTAATGGAT TCACCTATTTGGATTGGTACCTGCA
GAAGCCAGGGCTGTCTCCACAGCTCCTGATCTACH I BRI ERAATCGGGCCCCCGGGGTCCCT
GACAGGTTCAGTGGCAGTGGATCAGGCACAGATTTTACACTGAAAATCAGCAGAGTGGAGGCTG
AGGATGTTGGGGTTTATTACTGC TTCGGCGGGGGGAC
CAAG

FIG. 17 (continued)
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1C3
AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACGGTAACCATCTCCT
GCACCCGCAGCAGCGECAGCATTGCCAGCTACTATGTGCAGTGGTACCAGCAGCGCCCGGGCAG
TTCCCCCACCACTGTGATCTATEARS A RERCAAAGACCCTCTGGGGTCCCTGATCGGTTCTCT
GGCTCCATCGACAGTGCCTCCAACTCAGCCTCCCTCACCATCTCTGGCCTGCAGACTGAGGACG
AGGCTGACTACTACTGT TTCGGCGGAGGGAC
CCAG

1D12
AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACGGTAACCATCTCCT
GCACCGGCAGCAGTGGCAGCATTGCCAGCAATTATGTGCATTGGTACCAGCAGCGCCCGGGCAG
TGCCCCCACCACTGTGATCT AT R AT RANCAAAGACCCTCTGGGGTCCCTGATCGGTTCTCA
GGCTCCATCGACAGCTCCTCCAACTCTGCCTCCCTCACCATCTCTGGACTGAAGACTGAGGACG
AGGCTGACTACTACTGT TTCGGCGGAGGGACCAAG
1E5
AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACGTTAACCATCTCCT
GCACCCGCAGCAGTGECAGEAT TGCCAGCAACTATGTGCAGTGGTACCAGCAGCGCCCGGGCAG
TGCCCCCACCACTGTGATCTATHAREATANCAAAGACCCTCTGGGGTCCCTGATCGGTTCTCT
GGCTCCATCGACAGCTCCTCCAACTCTGCCTCCCTCACCATCTCTGGACTGAAGACTGAGGACG
AGGCTGACTACTACTGT TTTCGGCGGAGGGAC
CAAR

1F4
CAGTCTGTGTTGACGCAGCCGCCCTCAGTGTCTGGGACCCCCGGGCAGAGGGTCACCATCTCTT
GCTCTGGAAGCAGCTCCAACATCGGACGTAATTT TGTATCCTGGTACCAGCAGCTCCCAGGAGC
GGCCCCCAGACTCCTCATGTAT AR AN RN CAGCGGCCCTCAGGGGTCCCTGACCGATTCTCT
GGCTCCGAGTCTGCCACCTCAGCCTCCCTGGCCATCACTGGGCTCCAGCCTGAGGATGAAGCTG
ATTATTACTGC TCGGCGGAGGGACCAAG

1H7
AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACGGTAACCATCTCCT
GCACCCGCAGCAGTGGCAGCATTGCCAGCAACTATGTGCAGTGGTACCAGCAGCGCCCGGGCAG
TTCCCCCACCACTGTGATCTATH FRANCAAAGACCCTCTGGGGTCCCTGATCGGTTCTCT
GGCTCCGTCGACAGCTCCTCCAACTCTGCCTCCCTCACCATCTCTGGACTGAAGACTGAGGACG
AGGCTGACTACTACTGT TTCGGCGGAGGGACCAAG
269
GAAATTGTGTTGACGCAGTCTCCAGGCACCCTGTCTTCGTCTCCTGGGGAGAGAGCCACCCTCT
CCTGCACGGCCAGCCAGACTGTCGGCGGCAGCTACTTAGCCTGGTACCAGCAAAAACGTGGCCA
GCCTCCCAGGCTCCTCATCTAT RN i ACTAGGGCCCCTGGCATCCCAGAGAGATTTAGT
GGCAGTGGGTCTGGGACAGACTTCACTCTCACCATCAGCACCCTGGAGCCTGAAGATTTTGCAG
TGTATTTCTGT TCGGCCAAGGGACCAGG

e
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2C10
CAGTCTGTCGTGACGCAGCCGCCCTCCGCGTCCGGGTCTCCTGGACAGTCAGTCACCATCTCCT
GTTCTGGAAGCAGCTCCACCATTGGAACTAATTATGTGGCCTGGTACCAGCAGCTCCCAGGAAC
AGCCCCCAAACTCCTCAT TTATH AR AR A AAGCGACCCTCGGGAATTCCTGACCGATTCTCT
GGCTGGAGGTCTGGCACGTCAGCCACCCTGGTCATCAGCGGACTCCAGACCGGGGACGAGGCCG
ATTATTACTGC TTCGGCGGAGGGACCAAG
2012
GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTATAGGAGACAGAGTCACCATCA
CTTGCCGGGCAAGTCAGAGCATTAACATCTATTTAAATTGGTATCAGCAGAAACCAGGGAAAGC
CCCTAAGCTCCTGATCTA T R AR AGTTTGCAAAGTGGGGTCCCGTCAAGGTTCAGTGGC
AGTGGATCTGCGACAGATTTCACTCTCACCATCAGCAGTCTGCAGCCTGAAGATTTTGCAACTT
ACTACTGT! TCGGCCAAGGGACCAAG

2D3
AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACGGTAACCATCTCCT
GCACCGGCAGCAGTGECAGCAT TGCCAGCAACTATGTGCAGTGGTACCAGCAGCGCCCGGGCAG
TGCCCCCACCACTATTATCTATHAREATAARCAAAGACCCTCTGGGGTCCCTGATCGGTTCTCT
GGCTCCGTCGACAGCTCCTCCAACTCTGCCTCCCTCACCATCTCTGGACTGAAGACTGAGGACG
AGGCTGACTACTACTGT TTCGGCGGAGGGACCAAG
267
AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACGATAACCATCTCCT
GCACCCGCAGCGGTGGCACCATTGGCAGCAACTATGTGCAGTGGTACCAGCAGCGCCCGGGCAG
TTCCCCCACCACTGTGATCTATE AN A AR CAAAGACCCTCTGGGGTCCCTGATCGGTTCTCT
GGCTCCATCGACAGCTCCTCCAACTCTGCCTCCCTCACCATCTCTGGACTGAAGACTGAGGACG
AGGCTGACTACTACTGT TTCGGCGGAGGGACCAAG
2H4
GAAACGACACTCACGCAGTCTCCAGCATTCGTGTCGGCGGCTCCCGGAGACAAAGTGTCCATCT
CCTGCAAAGCCAGTGAATTCATTGGAGATGATGTGAACTGGTACCAACAGAAACCAGGAGAGGC
TCCTGTTTTCATCATTCAAN R NG T TCCCGTTCGTGGAATCCCACCCCGATTCAGTGGC
AGCGGCTATGGAACAGAT TTTACCCTCACAATTGATGACATACAATCTGAGGATTCTGCATTTT
ACTTCTGT] TTGGCCAGGGGACCAAG

3A11
CAATCTGCCCTGACTCAGCCTGCCTCCGTGTCTGGGTCTCCTGGACAGGCGATCACCATGCCCT
GCACTGGAACCAGCAGTGACGTTGETACTTATAACTATGTCTCCTGGTATCAACACTTCCCAGG
CAAAGCCCCCAAACTCTTGATT TA TR AR CATCGGCCCGCGGGGATTTCTGATCGCTTC
TCTGGCTCCAAGTCTGGCAACACGGCCTCCCTGACCATCTCTGGCCTCCAGGCTGAGGACGAAG
CTGACTATTACTGCY ' TTCGGCGGAGGGACCAA
G
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3C5
AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACGGTAACCATCTCCT
GCACCGGCAGCAGTGGCAGCATTGCCAGCARACTATGTGCAGTGGTACCAGCAGCGCCCGGGCAG

TGCCCCCACCACTGTGATCTATER NCAAAGACCCTCTIGGGGTCCCTGATCGGTTCTCT
GGCTCCATCGACAGCTCCTCCAACTCTIGCCTCCCTCACCATCTCTGGACTGAAGACTGAGGACG
AGGCTGACTACTACTGT TTCGGCGGAGGGACCAAG

3D2

AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACGGTAACCATCTCCT
GCACCGGCAGCAGIGGEAGCATIGCCCGEAACTATGTGCATTGGTACCAGCAGCGCCCGGGCAG
TGCCCCCACCACTGTGATCTATER S CAAAGACCCTCTGGGGTCCCTGATCGGTTCTCT
GGCTCCATCGACAGCTCCTCCAACTCTGCCTCCCTCACCATCTCTGGACTGAAGACTGAGGACG
AGGCTGACTACTACTGT A TTCGGCGGAGGGACCAG

SR

w @

11
AATTTTATGCTGACTCAGCCCCACTCTIGTIGTCGGCGTCTCCGGGGAAGACGGTAACCATCCCCT
GCACCGGCAGCAGTGGCAACATTIGCCAGCAACTATGTGCAGTGGTACCAGCAGCGCCCGGGCAG

TGCCCCCACCACTGTGATCTATEA vk;A\%CAAAGACCCTCTGGGGTCCCTGATCGGTTCTCT

GGCTCCATCGACAGCTC TGGACTGAAGACTGAGGACG
AGGCTGACTACTACTGT TTCGGCGGAGGGACCAAG
3E9

AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACGGTAACCATCTCCT
GCACCGGCAGCAGTGGCAGCATTGCCAGCAACTATGTGCAGTGGTACCAGCAGCGCCCGGGCAG
TGCCCCCACCACTGTGATCT AT AR R CAAAGACCCTCTGGGGTCCCTGATCGGTTCTCT
GGCTCCATCGACAGCTCCTCCAACTCTGCCTCCCTCACCATCTCTGGACTGAAGACTGAGGACG
AGGCTGACTACTACTGT TTCGGCGGAGGGAC
CAAG

3F1
AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACGGTCACCATCTCCT
GCACCGCCAGCGGTGGCAGCAT TGCCGACAACTT TGTGCAGTGGTACCAGCAGCGCCCGGGCAG
TGCCCCCACCACTCTGATCTAT AR AT RN CGAAGACCCTATGGGGTCCCAGATCGGTTCTCT
GGCTCCATCGACAGGTCCTCCAATTCTGCCTCCCTCACCGTCTCTGGACTGATGACTGAGGACG
AGGCTGACTACTATTGT TTCGGCGGAGGGACCAAG
3F11
GAAACGACACTCACGCAGTCTCCAGGCACCCTGTCCTTGTCTCCAGGGGARAGCGCCACCCTCT
CCTGCAGGGCCAGTCACAGTGATGGCAGGAAT TACATTGCCTGGTACCAGCAGACACCTGGCCA
GGCTCCCAGGCTCCTCGTTTATHA RA A ACAGGGCCGCTGGCGTCCCAGACAGGTTCAGA
GGCAGTGGGTCTGGGACAGACTTCACTCTCACCATCAGCAGACTGGAGCCTGAGGATTTTGCAG
TTTATTTCTGT TTGGCCAGGGGACCAAA
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3H7
AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACGGTAACCATCTCCT
GCACCCGCAGCACTGACAGCATTGCCAGCAACTATGTGCAGTGGTACCAGCAGCGCCCGGGCAG
TGCCCCCACCACTGTGATCTATHRRE AR AN CAAAGACCCTCTGGGGTCCCTGATCGGTTCTCT
GGCTCCATCGACAGCTCCTCCAACTCAGCCTCCCTCACCATCTCTGGACTGAAGACTGAGGACG
AGGCTGACTACTACTGT TTCGGCGGAGGGAC
CAAG

3H11
AATTTTATGCTGACTCAGCCCCACTCTGTGTCGGAGTCTCCGGGGAAGACGGTAACCATCTCCT
GCACCCGCAGCAGTGGEAACATTGCCAGTTACTATGTGCAGTGGTACCAGCAGCGCCCGGGCAG
TTCCCCCACCACTGTGATCTAT NSRRI CAAAGACCTTCTGGGGTCCCTGATCGGTTCTCT
GGCTCCATCGACAGCTCCTCCAACTCTGCCTCCCTCACCATCTCTGGACTGCAGACTGAGGACG
AGGCTGACTACTACTGT TCGGCGGCGGGACCAG
G

5A6
GACATCCAGTTGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTGGGACACAGAGTCACCATCA
CTTGCCGGGCAAGTCAGAGCATTAGCAGCTATTTAAATTGGTATCAGCAGAAACCAGGGAAAGC
CCCTAAGCTCCTGATTTA TR A AGTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGC
AGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCGACTT
ACTACTGT! TCGGCGGAGGGACCAAG

6F8
GAAATTGTGCTGACTCAGTCTCCAGGCACCCTGTCTTTGTCTCCAGGGGARAGAGCCACCCTCT
CCTGCACGGCCAGTCAGACTATTAACAACAACTACTTAGCCTGGTACCAGCAGAAACCTGGCCA
GGGTCCCAGCCTCCTCATCTATEA R AGCAGGGCCACTGGCGTCCCAGACAGGTTCAGT
GGCAGTGGGTCGGGGACAGACTTCACTCTCACCATCAGCAGACTGGAGCCTGAAGATTTTGCAG
TGTATTACTGT TTCGGCCAAGGGACCAAG

PR

I.2.

Heavy chain variable domain sequences for human IgG1

1A5
CAGGTGCAGCTGCAGGAGTCGGGGGGAGGCTTGGTACAGCCTGGGGGGTCCCTGAGACTCTCCT
GTGCAGCCTCTGGATTCACCTTTAGCAGCTATGCCATGAGCTGGGTCCGCCAGGCTCCAGGGAA
GGGGCTGGAGTGGGTCTCAGCTRETRNT RENTACTACGCAGACTCCGTG
AAGGGCCGGTTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCC
TGAGAGCCGAGGACACGGCCGTATATTACTGT GGGGCCA
GGGAACCCTG

1A8
CAGGTGCAGCTGCAGGAGTCGGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGTCCCTCACCT
GCACTGTCTICTGGTGTCTCCATCAGCAGTAGARGTGACCACTGGGGCTGGGTCCGCCAGCCCCC
AGGGAAGGGGCTGGAGTGGATTGGAAGT A B TACTACAACCCGTCC
CTCAAGAGCCGAGTCACCATATCCGTAGACACCTCCAAGAACCAACTCTCCCTGAAGCTGAGCT
CTGTGACCGCCGCAGACACGGCTGTCTATTACTG
TGGGGCCACGGCACCCTG
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1B2
CAGGTCCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGAAGGTTTCCT
GCAAGGCATCTGGATACACCTTCACCAGCTACTATATGCACTGGGTGCGACAGGCCCCTGGACA
AGGGCTTGAGTGGATGGGAATARTHEM A 3 GCTACGCACAGAAGTTC
CAGGGCAGAGTCACCATGACCAGGGACACGTCCACGAGCACAGTCTACATGGAGCTGAGCAGCC
TGAGATCTGAGGACACGGCCGTGTATTACTGT
GGGGCCAGGGCACCCTG

1811
GAAGTGCAGCTGGTIGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGTCCTCGGTGAAGGTCTCCT
GCAAGGCTTCTGGAGGCACCTTCAGCAGETATGCTATCAGCTGGGTGCGACAGGCCCCTGGACA
AGGGCTTGAGTGGATGGGAGGGHRTEEA] ZAACTACGCACAGAAGTTC
CAGGGCAGAGTCACGATTACCGCGGACGAATCCACGAGCACAGCCTACATGGAGCTGAGCAGCC
TGAGATCTGAGGACACGGCCGTGTATTACTGT
GGGGCCAGGGAACCCTG

1C2
GAGGTCCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGAAGGTCTCCT
GCAAGGCATCTGGATACACCTTCACCAGCTACTATATGCACTGGGTGCGACAGGCCCCTGGACA

AGGGCTTGAGTGGATGGGAATARTHRAEES 3 AENAGCTACGCACAGAAGTTC
CAGGGCAGAGTCACCATGACCAGGGACACGTCCACGAGCACAGTCTACATGGAGCTGAGCAGCC
TGAGATCTGAGGACACGGCCGTGTATTACTGT

TGGGGCCAGGGCACCCTG

1C3
GAGGTCCAGCTGGTACAGTCTGGGGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGAAGGTTTCCT
GCAAGGCATCTGGATACCCCTTCAGCACTTACTATATACACTGGGTGCGACAGGCCCCTGGACA

AGGGCTTGAGTGGATGGGAATAR AR WA GCTACGCACAGAAGTTC
CAGGGCAGAGTCACCATGACCAGGGACACGTCCACGAGCACAGTCTACATGGAGCTGAGGAGCC
TAAGATCTGACGACACGGCCGTGTITTTACTGT
GGGGCCAGGGAACCCTG

1D12

GAGGTCCAGCTGGTACAGTCTGGGGCTGAGGTGAAGAAGCCTGGGTCCTCGGTGAAGGTCTCCT
GCAAGGCTTCTGGAGGCACCTTICAGCAGCTATGCTATCAGCTGGGTGCGACAGGCCCCTGGACA

AGGGCTTGAGTGGATGGGATGG§§§§Q SAACTATGCACAGAAGCTC
CAGGGCAGAGTCACCATGACCACAGACACATCCACGAGCACAGCCTACATGGAGCTGAGGAGCC
TGAGATCTGAGGACACGGCCGTGTATTACTGT
TGGGGCCAAGGGACCACG

1ES
GAGGTCCAGCTGGTIGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGTCCTCGGTGAAGGTCTCCT
GCAAGGCTTCTGGAGGCACCTTCAGCAGCTATGCTATCAGCTGGGTGCGACAGGCCCCTGGACA

AGGGCTTGAGTGGATGGGAGGGHH ACTACGCACAGAAGTTC
CAGGGCAGAGTCACGATTACCGCGGACGAATCCACGAGCACAGCCTACATGGAGCTGAGCAGCC
TGAGATCTGAGGACACGGCCGTGTATTACTGT
GGGGCCAGGGAACCCTG

SRS
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1F4
CAGGTACAGCTGCAGCAGTCAGGTCCAGGACTGGTGAAGCCCTCGCAGACCCTCTCACTCACCT
GTGCCATCTCCGGGGACAGTGTCTCTAGCAACAGTGCTGCTTGGAACTGGATCAGGCAGTCCCC
ATCGAGAGGCCTTGAGTGGCTGGGAAGGHERES AR ARER AT
GTATCTGTGAAAAGTCGAATAACCATCAACCCAGACACATCCAAGAACCAGTTCTCCCTGCAGC
TGAACTCTGTGACTCCCGAGGACACGGCTGTGTATTACTG
GGGGCCAGGGAACCCTG

1H7
CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTGCCCCTCACCT
GCGCTGTCTATGGTGGGTCCTTCAGTGGTTACTACTGGAGCTGGATCCGCCAGCCCCCAGGGAA

GGGGCTGGAGTGGATTGGGGA AR A A A ACTACAACCCGTCCCTCAAG
AGTCGAGTCACCATATCAGTAGACACGTCCAAGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGA
CCGCCGCGGACACGGCTGTGTATTACTGT!
GGGGCCAAGGGACAATG
209
CAGGTCCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGTCCTCGGTGAAGGTCTCCT
GCAAGGCTTCTGGAGGCACCTTCAGCAGCTATGCTATCAGCTGGGTGCGACAGGCCCCTGGACA
= RGN AA A CTACGCACAGAAGTTC
CAGGGCAGAGTCACGATTACCGCGGACAAATCCACGAGCACAGCCTACATGGAGCTGAGCAGCC
TGAGATCTGAGGACACGGCCGTGTATTACTGT
TGGGGCAAAGGGACCACG

2C10
CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTGTCCCTCACCT
GCGGTGTCTATGGTGGETCCTTCAGTGETTACTACTGGAGCTGGATCCGCCAGTCCCCAGGGAA

GGGGCTGGAGTGGATT GGGGAARRRAS SAACTACAACCCGTCTCTCAAG
AGTCGAGTCACCATATCGGTAGACACGTCCAAAAACCAGTTCTCCCTAAACGTGAACTCTGTGA
CCGCCGCGGACACGGCTGTGTATTATTGI
GGGCCAGGGAACCCTG

2C12
CAGGTGCAGCTGGTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTGAGACTCTCCT
GTGCAGCCTCTGGATTCACCTTCAGTAGCTATGCTATGCACTGGGTCCGCCAGGCTCCAGGCAA
GGGGCTGGAGTGGGTGGCAGT TH AT ATA AN R AN RARTACTATGCAGACTCCGTG
AAGGGCCGATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCC
TGAGAGCTGAGGACACGGCTGTGTATTACTGT
TGGGGCCAAGGGACCACG

AR

2D3
GAGGTCCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGTCCTCGGTGAAGGTCTCCT
GCAAGGCTTCTGGAGGCACCTTCAGCAGCTATGCTATCAGCTGGGTGCGACAGGCCCCTGGACA

AGGGCTTGAGTGGATGGGAGGGHE f&§}“CTACGCACAGAAGTTC

CAGGGCAGAGTCACGATTACCGCGGACGAATCCACGAGCACAGCCTACATGGAGCTGAGCAGCC
TGAGATCTGAGGACACGGCCGTGTATTACTGT
TGGGGCCAAGGGACAATG
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2G7

CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGT TGAAGCCTTCGGAGACCCTGTCCCTCACCT
GCGCTGTCTATGGIGGETCCTTCAGTGGTIACTACTGGAGCTGGATCCGCCAGCCCCCAGGGAA
GGGGCTGGAGTGGATTGGGGAA R A AT TR A R A A A CTACAACCCGTCCCTCAAG
AGTCGAGTCACCATATCAGTAGACACGTCCAAGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGA
CCGCCGCGGACACGGCTGTGTATTACTGT]
GGGGCCAAGGGACAATG

2H4
CAGGTCCAGCTGGTACAGTCTGGGGCTGAGGTGACGAAGCCTGGGGCCTCAGTGAAGGTCTCCT
GCAAGGCTTCTGGATACACCTTCAGCGGCTACTATATACACTGGGTGCGACAGGCCCCTGGACA
AGGGCTTGAGTGGATGGGGCGCHINART N A S ANBAAGTATGCACAGAAGTTT
CAGGACAGGETCACGTTGACCAGGGACACGTCCATCAGTACTGCCTACATGGART TGACCAGTC
TGAGATCTGACGACACGGCCATGTATTTCTGT
GGGGCCAGGGCACCCTG

3A11
GAGGTCCAGCTGGTACAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGAAGGTCTCCT
GCAAGGCTTCTGGITACACGTTTAGCACCTATGATATCAGCTGGGTGCGACAGGCCCCTGGACA

AGGGCTTGAGTGGATGGGAT GCRIHRTEA X AENAACTATGCACAGAAGTTC
CAGGGCAGAGTCACCATGACCACAGACACGTCCACGAGCACAATCTACATGGAGCTGAGGAGCC
TGAGATCTGACGACACGGCCGTCTATTACTGT
GGGGCCAGGGAACCCTG

3cs
CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTGTCCCTCACCT
GCGGTGTCTATGGTGGGTCCTTAAGTGGTTACTACT GGAGCTGGATCCGCCAGCCCCCAGGGAA

GGGGCTGGAGTGGATTGGGGAARTEART AR A ACTACAACCCGTCCCTCAAG
AGTCGAGTCACCATATCAGTAGACACGTCCAAGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGA
CCGCCGCGGACACGGCTGTGTATTACTGTS
B TGGGGCCAAGGGACCACG

3D2, 3D11
CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGT TGAAGCCTTCGGAGACCCTGTCCCTCACCT
GCGCTGICTATEGETGEETCETTCAGTGETTACTACTGGAGCTGGATCCGCCAGCCCCCAGGGAA
GGGGCTGGAGTGGATTGGGGAARTHARTRER A BENAACTACAACCCGTCCCTCARG
AGTCGAGTCACCATATCAGTAGACACGTCCAAGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGA
CCGCCGCGGACACGGCTGTGTATTACTG
'TGGGGCCAAGGGACCACG
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3E9
GAAGTGCAGCTGGTGCAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGAAGGTCTCCT
GCAAGGCTTCTGGTTACACCTTTACCAGCTATGGTATCAGCTGGGTGCGACAGGCCCCTGGACA
AGGGCTTGAGTGGATGGGATGGHY \AACTATGCACAGAAGCTC
CAGGGCAGAGTCACCATGACCACAGACACATCCACGAGCACAGCCTACATGGAGCTGAGGAGCC
TGAGATCTGACGACACGGCCGTGTATTACTGT
TGGGGCCAGGGAACCCTG
3F1
CAGGTGCAGCTGGTGCAATCTGGGGGAGGCGTGGTCCAGCCTGGGAGGT CCCTGAGACTCTCCT
GTGCAGCCTCTGGATTICACCTTCAGTAGCTATGGCATGCACTGGGTCCGCCAGGCTCCAGGCAA
GGGGCTGGAGTGGGTGGCAGTTREATER A AR RRATACTATGCAGACTCCGTG
AAGGGCCGATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATCTGCAAATGAACAGCC
TGAGAGCTGAGGACACGGCTGTGTATTACTGT
GGGCCAAGGGACCACG
3F11
GAGGTCCAGCTGGTACAGTCTGGAGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGAAGGTCTCCT
GCAAGGCTTCTGGTTACACCTTTAGCAGCTCTGGTATCAGCTGGGTGCGACAGGCCCCTGGACA
e e S AAACTATGCACAGAATTTC
CAGGGCAGAGTCACCATGACCACAGACACGTCCACGAGCACAGTCTACATGGAGTTGAGGGGCC
TGACATCTGACGACACGGCCGTGTATTACTGT
GGGGCCAGGGCACCCTG
3H7
CAGGTGCAGCTGGTGCAATCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTGAGACTGTCCT
GTGCAGCGTCTGGATTCACCTTCAGTAACTATGGCATGCACTGGGTCCGCCAGGCTCCGGGCAR
GGGGCTGGAGTGGGTGGCAGT TREATREE S RATACTATGCAGACTCCGTG
AAGGGCCGATTCACCGTCTCCAGAGACAATTCGAAGAACACTCTGTATTTGCAAATGGACACTC
TGAGAGCCGAGGACACGGCTGTGTATTACTGT
GGGGCCAGGGAACCCTG

TR

3H11
CAGGTGCAGCTGGTGCAATCTGGGGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGAAGGTTTCCT
GCAAGGCATCTGGATACACCTTCACCAGCTACTATATGCACTGGGTGCGACAGGCCCCTGGACA

AGGGCTTGAGTGGATGGGAATAKHGAZ 8AGCTACGCACAGAAGTTC
CAGGGCAGAGTCACCATGACCAGGGACACGTCCACGAACACAGTCTACATGGAGCTGAGCAGCC
TGAGATCTGAGGACACGGCCGTGTATTACTGT
'TGGGGCCAAGGGACCACG
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5A6
CAGGTGCAGCTGCAGGAGTCGGGGGGAGGCTTGGTACAGCCTGGAGGGTCCCTGAGACTCTCCT
GTGCAGCCTCTGGATTCACCTTCAGTAGTTATGAAATGAACTGGGTCCGCCAGGCTCCAGGCAA
GGGGCTGGAGTGGGTGGCAGTT:Tht A R TACTACGCAGACTCCGTG
AAGGGCCGATTCACCATCTCCAGAGACAATGCCAAGAACTCACTGTATCTGCAAATGAACAGCC
TGAGAGCCGAGGACACGGCTGTGTATTACTGT
TGGGGCCAGGGCACCCTG

6F8
CAGGTGCAGCTGGTGGAGTCCGGGGGAGGCTTGGTACAGCCTGGGGGGTCCCTGAGACTCTCCT
GTGCAGCCTCTGGGTTCACCGTCAGTAGCAACTACATGAGCTGGGTCCGCCAGGCTCCAGGGAA

GGGGCTGGAGTGGGTCTCAGTT}‘. TRARE .ﬁ&QTACTACGCAGACTCCGTGAAG
GGCCGATTCACCATCTCCAGAGACAATTCCAAGAACACGCTGTATCTTCAAATGAACAGCCTGA
GAGCCGAGGACACGGCCGTIGTATTACTG
GGGCCAGGGCACCCTG

FIG. 17



