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A3 clone

DIQMTQSPSFMSASVGDRVTITCRASQDIGSYLAWYQQKPGKAPKLLIYAASTL
QSGVPSRFSGSGSGTDFTLTINSLQPEDFATYYCQQSYSSPPTFGPGTTLEIK

(SEQ ID NO:1)
LC-CDR1: RASQDIGSYLA (SEQ ID NO:6)
LC-CDR2: AASTLQS (SEQ ID NO:7)
LC-CDR3: QQSYSSPPT (SEQ ID NO:8)
B10 clone

EIVLTQSPATLSFSPGERATLSCRASQSVGSYLAWYQQRPGQAPRPLIYDATN
RATGIPTRFSGSGSGTDFTLTISSLEPEDFATYYCQHRRTFGRGTKLEIK

(SEQ ID NO:2)
LC-CDR1: RASQSVGSYLA (SEQ ID NO:9)
LC-CDR2; DATNRAT (SEQ ID NO:10)
LC-CDR3: QHRRT (SEQ ID NO:11)
G6 clone

DVVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGYNYLDWYLQKPGQSPQLLI
YLGSNRASGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCMQGTHWPPTFGQ
GTKVELK (SEQ ID NO:3)

LC-CDR1: RSSQSLLHSNGYNYLD (SEQ ID NO:12)
LC-CDR2; LGSNRAS (SEQ ID NO:13)
LC-CDR3: MQGTHWPPT (SEQ ID NO:14)

Figure 1
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G7 clone

ETTLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQTPGQAPRLLIYGAS
SRATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSSPITFGQGTRLEIK

(SEQ ID NO:4)
LC-CDR1: RASQSVSSSYLA (SEQ ID NO:15)
LC-CDR2: GASSRAT (SEQ ID NO:16)
LC-CDRS3: QQYGSSPIT (SEQ ID NO:17)
G9 clone

ETTLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQQKIGQAPRLLIYGASS
RATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSSPITFGQGTRLEIK

(SEQ ID NO:5)
LC-CDR1: RASQSVSSSYLA (SEQ ID NO:15)
LC-CDR2: GASSRAT (SEQ ID NO:16)
LC-CDR3: QQYGSSPIT (SEQ ID NO:17)
A11 clone

QSVWWTQPPSVSAAPGQKVTISCSGSSSNIGNNYVSWYQQLPGTAPKLLIYGNN
WRPSGIPDRFSGSKSGTSATLAISGLOQTGDEADYYCETWDSSLSAGVFGGGT
KLTVL (SEQ ID NO:45)

LC-CDR1; SGSSSNIGNNYVS (SEQ ID NO:47)
LC-CDR2: GNNWRPS (SEQ ID NO:48)
LC-CDRS3: ETWDSSLSAGV (SEQ ID NO:49)

Figure 1 (Cont.)
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A11 gl clone

QSVLTQPPSVSAAPGQKVTISCSGSSSNIGNNYVSWYQQLPGTAPKLLIYGNN

WRPSGIPDRFSGSKSGTSATLGITGLQTGDEADYYCETWDSSLSAGVFGGGT
KLTVL (SEQ ID NO:46)

LC-CDR1: SGSSSNIGNNYVS (SEQ ID NO:47)
LC-CDR2: GNNWRPS (SEQ ID NO:48)
LC-CDRS3: ETWDSSLSAGV (SEQ ID NO:49)

Figure 1 (Cont.)
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A3 clone

QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYYMHVWVRQAPGQGLEWMGH
NPSGGSTSYAQKFQGRVTMTRDTSTSTVYMELSSLRSEDTAVYYCARSPGVV
TALEDYWGQGTLVTVSS (SEQ ID NO:19)

HC-CDR1: GYTFTSYYMH (SEQ ID NO:24), or
SYYMH (SEQ ID NO:58)
HC-CDR2: IINPSGGSTSYAQKFQG (SEQ ID NO:25)
HC-CDRS: SPGVVTALFDY (SEQ ID NO:26)
B10 clone

QVQLQESGPGLVKASETLSLTCTVSGGSIGSSDYYWGWIRQPPGKGLEWIGSI
YYSGSTYYNPSLKSRVTMSVDTPNNQFSLKLSSVTAADTAVYYCARGEHRGEF

DYWGQGTLVTVSS (SEQ ID NO:20)
HC-CDR1: GGSIGSSDYYWG (SEQ ID NO:27), or
SSDYYWG (SEQ ID NO:59)
HC-CDR2: SIYYSGSTYYNPSLKS  (SEQ ID NO:28)
HC-CDRaS: GEHRGEFDY (SEQ ID NO:29)
G6 clone

QVQLQESGPGLVKPSGTLSLTCAVSGGSISSSNWWSWVRQPPGKGLEWIGE!
YHSGSTNYNPSLKSRVTISVDKSKNQFSLKLSSVTAADTAVYYCARVVAVAGTV
DYWGQGTLVTVSS (SEQ ID NO:21)

HC-CDR1: GGSISSSNWWS (SEQ ID NO:30), or
SSNWWS (SEQ ID NO:60)

HC-CDR2: EIYHSGSTNYNPSLKS  (SEQ ID NO:31)

HC-CDRS3: VVAVAGTVDY (SEQ ID NO:32)

Figure 2
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G7 clone

EVOLVQSGAEVKKPGASVKVSCKASGYTFTSYYMHVWVRQAPGQGLEWMGIIN
PSGGSTSYAQKFQGRVTMTRDTSTSTVYMELSSLRSEDTAVYYCARDQYSSG

WYYYGMDVWGQGTTVTVSS (SEQ ID NO:22)
HC-CDR1: GYTFTSYYMH (SEQ ID NO:24), or
SYYMH (SEQ ID NO:58)
HC-CDR2: IINPSGGSTSYAQKFQG (SEQ ID NO:25)
HC-CDRS: DQYSSGWYYYGMDV  (SEQ ID NO:33)
G9 clone

QVQLQQSGAEVKKPGASVKVSCKASGYTFTSYYMHWVRQAPGQGLEWMGII
NPSGGSTSYAQKFQGRVTMTRDTSTSTVYMELSSLRSEDTAVYYCARDLYSY

GEYYYGMDVWGQGTTVTVSS (SEQ ID NO:23)
HC-CDR1: GYTFTSYYMH (SEQ ID NO:24), or
SYYMH (SEQ ID NO:58)
HC-CDR2: INPSGGSTSYAQKFQG (SEQ ID NO:25)
HC-CDRG3: DLYSYGFYYYGMDV (SEQ ID NO:34)
A11 clone

QVQLQQWGAGLLKPSETLSLTCAVYGGSFSGYYWSWIRQPPGKGLEWIGEIN
HSGSTNYNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARGYVAGFDY

WGQGTLVTVSS  (SEQ ID NO:50)
HC-CDR1: GGSFSGYYWS (SEQ ID NO:52), or
GYYWS (SEQ ID NO: 61)
HC-CDR2: EINHSGSTNYNPSLKS  (SEQ ID NO:53)
HC-CDR3: GYVAGFDY (SEQ ID NO:54)

Figure 2 (Cont.)
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A11 gl clone

QVQLQQWGAGLLKPSETLSLTCAVYGGSFEFSGYYWSWIRQPPGKGLEWIGEIN

HSGSTNYNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARGYVAGFDY
WGQGTLVTVSS (SEQ ID NO:51)

HC-CDR1: GGSFSGYYWS (SEQ ID NO:52), or
GYYWS (SEQ ID NO: 61)

HC-CDR2: EINHSGSTNYNPSLKS  (SEQ ID NO:53)

HC-CDR3: GYVAGFDY (SEQ ID NO:54)

Figure 2 (Cont.)
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Clone | CDR L1 | CDRL2 | CDRL3
Light Chain
A3 RASQDIGSYLA AASTLQS QQSYSSPPT
(SEQ ID NO:6) (SEQIDNO7) | (SEQID NO:8)
B10 RASQSVGSYLA DATNRAT QHRRT
(SEQ ID NO:9) (SEQIDNO:10) | (SEQID NO:11)
G6 | RSSQSLLHSNGYNYLD | LGSNRAS MQGTHWPPT
(SEQ ID NO:12) (SEQ IDNO:13) | (SEQID NO:14)
G7 RASQSVSSSYLA GASSRAT QQYGSSPIT
(SEQ ID NO:15) (SEQ ID NO:16) | (SEQ ID NO:17)
G9 RASQSVSSSYLA GASSRAT QQYGSSPIT
(SEQ ID NO:15) (SEQ ID NO:16) | (SEQ ID NO:17)
A1 SGSSSNIGNNYVS GNNWRPS ETWDSSLSAGV
(SEQ ID NO:47) (SEQ ID NO:48) | (SEQ ID NO:49)
A11_gl | SGSSSNIGNNYVS GNNWRPS ETWDSSLSAGV
(SEQ ID NO:47) (SEQ ID NO:48) | (SEQ ID NO:49)

Figure 3
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Clone | CDR L1 | CDR L2 CDRL3
Heavy Chain
A3 GYTFTSYYMH | INPSGGSTSYAQKFQG SPGVVTALFDY
(SEQ ID NO:24), or (SEQ ID NO:25) (SEQ ID NO:26)
SYYMH
(SEQ ID NO:58)
B10 | GGSIGSSDYYWG | SIYYSGSTYYNPSLKS GEHRGEFDY
(SEQ ID NO:27), or (SEQ ID NO:28) (SEQ ID NO:29)
SSDYYWG
(SEQ ID NO: 59)
G6 GGSISSSNWWS | EIYHSGSTNYNPSLKS VVAVAGTVDY
(SEQ ID NO:30), or (SEQ ID NO:31) (SEQ ID NO:32)
SSNWWS
(SEQ ID NO:60)
G7 GYTFTSYYMH | INPSGGSTSYAQKFQG| DQYSSGWYYYGMDV
(SEQ ID NO:24), or (SEQ ID NO:25) (SEQ ID NO:33)
SYYMH
(SEQ ID NO:58)
G9 GYTFTSYYMH | INPSGGSTSYAQKFQG | DLYSYGFYYYGMDV
(SEQ ID NO:24), or (SEQ ID NO:25) (SEQ ID NO:34)
SYYMH
(SEQ ID NO:58)
A11 GGSFSGYYWS | EINHSGSTNYNPSLKS GYVAGFDY
(SEQ ID NO:52), or (SEQ ID NO:53) (SEQ ID NO:54)
SGYYWS
(SEQ ID NO:61)
A11_gl| GGSFSGYYWS | EINHSGSTNYNPSLKS GYVAGFDY
(SEQ ID NO:52), or (SEQ ID NO:53) (SEQ ID NO:54)
SGYYWS
(SEQ ID NO:61)

Figure 3 (Cont.)
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Light chain variable domains

A3 clone
>A3 aa_L

DIOMTQSPSEFMSASVGDRVTITCRASQDIGSYLAWYQQKPGKAPKLLIYAASTLQSGVP
SRESGSGSGTIDFTLTINSLOQPEDFATYYCQQOSYSSPPTFGPGTTLEIK [SEQ D
NO. 1]

>A3_ntd_L

GACATCCAGATGACCCAGTICTICCCTCCTITCATGTCTGCATCTGTAGGAGACAGAGTCAC
CATCACTTGCCGGGCCAGTCAGGACATTGGCAGTTATTTAGCCTGGTATCAGCAAAAAC
CAGGGAAAGCCCCTAAACTCCTIGATCTATGCTGCATCCACTTTGCAAAGTGGGGTCCCA
TCAAGGTTCAGTGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAACAGTCTGCA
ACCTGAAGATTTTGCAACTTACTACIGTCAACAGAGTTACAGTTCCCCTCCGACTTTCG
GCCCTGGGACCACATTGGAGATCAAA [SEQ ID NO. 35]

B10 clone
>B10_aa_L

EIVLTQSPATLSFSPGERATLSCRASQSVGSYLAWYQQORPGQAPRPLIYDATNRATGIP
TRESGSGSGTIDFTLTISSLEPEDFATYYCQHRRTEGRGTKLEIK [SEQ ID NO. 2]

>B10 ntd L

GAAATTGTIGCTGACTCAGTCTCCAGCCACCCTGTCITTTTCTCCGGGTGAAAGAGCCAC
CCTCICCIGCAGGGCCAGTCAGAGTGTTIGGCAGCTACTTAGCCTGGTACCAGCAGAGAC
CTGGCCAGGCTCCCAGGCCCCTCATCTATGATGCAACCAACAGGGCCACTGGCATCCCA
ACCAGGTTCAGTGGCAGTGGGTICTGGGACAGACTTCACTCTCACCATCAGCAGCCTAGA
GCCTGAAGATTTIGCAACTTATTACTGTCAACACCGAAGGACTTTTGGCCGGGGGACCA
AGTTGGAGATCAAA [SEQ ID NO. 36]

Figure 4
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(G6 clone
>G6_aa_L

DVVMTQSPLSLPVIPGEPASISCRSSQSLLHSNGYNYLDWYLOKPGQSPOQLLIYLGSNR
ASGVPDRFSGSGSGTDEFTLKISRVEAEDVGVYYCMQGTHWPPTEGQGTKVELK [SEQ
ID NO. 3]

>G6 _ntd L

GATGTIGTGATGACTCAGICTCCACICICCCTGCCCGICACCCCTGGAGAGCCGGLCTIC
CATCTCCTGCAGGTCTAGTCAGAGCCTCCTACATAGTAATGGATACAACTATTTGGATT
GGTACCTGCAGAAGCCAGGGCAGTCTCCACAGCTCCTGATCTATTTGGGTTICTAATCGG
GCCTCCGGGGTCCCTGACAGGTTCAGTGGCAGTGGATCAGGCACAGATTTITACACTGAA
AATCAGCAGGGTIGGAGGCTGAGCGATGTTGGGGTITTATTACTGCATGCAAGGTACACACT
GGCCTCCGACGTTCGGCCAAGGGACCAAGGTGGAACTCAAA [SEQ ID NO. 37]

G7 clone
>G7_aa_L

ETTLTOSPGTLSLSPCERATLSCRASQSVSSSYLAWYQQTPGQAPRLLIYGASSRATGI
PDRFSGSGSGTIDEFTLTISRLEPEDFAVYYCQQYGSSPITFGOGTRLEIK [SEQ ID
NO. 4]

>G7_ntd_L

GAAACGACACTCACGCAGTCTICCAGGCACCCTGTCTTTGTCTCCAGGGGAAAGAGCCAC
CCICTCCIGCAGGGCCAGTCAGAGTGTTAGCAGCAGCTACTTAGCCTGGTACCAGCAGA
CACCTGGCCAGGCTCCCAGGCTCCTCATCTATGGTGCATCCAGCAGGGCCACTGGCATC
CCAGACAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCACTCTCACCATCAGCAGACT
GGAGCCTGAAGATTTTGCAGTIGTATTACTGTCAGCAGTATGGTAGCTCACCCATCACCT
TCGGCCAAGGGACACGACTGGAGATTAAA [SEQ ID NO. 38]

Figure 4 (Cont.)



11/25

G9 clone
>G9 _aa_ L

ETTLTQSPGTLSLSPGERATLSCRASQSVSSSYLAWYQOKIGQAPRLLIYGASSRATGI
PDRFSGSGSGIDFTLTISRLEPEDFAVYYCQQYGSSPITFGQGTRLEIK [SEQ ID
NO. 5]

>G99 _ntd_L

GAAACGACACTCACGCAGTCICCAGGCACCCIGTCTITIGTCTCCAGGGGAAAGAGCCAC
CCTCTCCIGCAGGGCCAGTCAGAGTGTTAGCAGCAGCTACTTAGCCTGGTACCAGCAAA
AAATTGGCCAGGCTCCCAGGCTCCTCATCTATGGTGCATCCAGCAGGGCCACTGGCATC
CCAGACAGGTTICAGTGGCAGTIGGGTCTGGGACAGACTTCACTCTCACCATCAGCAGACT
GGAGCCTGAAGATITTGCAGTIGTATTACTGTCAGCAGTATGGTAGCTCACCAATCACCT
TCGGCCAAGGGACACGACTGGAGATTAAA [SEQ ID NO. 39]

A11 clone
>All_aa_L

QSVVIQPPSVSAAPGOKVTISCSGSSSNIGNNYVSWYQQLPGTAPKLLIYGNNWRPSGI
PDREFSGSKSGTSATLAISGLQTGDEADYYCETWDSSLSAGVEFGGGTKLTVL [SEQ ID
NO. 45]

>All _ntd L

CAGTCTGTCGTGACGCAGCCGCCCTICAGTGTCTIGCGGCCCCAGGACAGAAAGTCACCAT
CTCCTGCTCTIGGAAGCAGCTCCAACATTGGGAATAATTATGTATCCTGGTACCAGCAGC
TCCCAGGAACAGCCCCCAAACTCCTCATTTATGGCAATAATTGGCGACCCTCAGGGATT
CCTGACCGCTTCICTGGCTCCAAGICTGGCACCTCAGCCACCCTGGCCATCAGCGGACT
TCAGACTGGGGACGAGGCCGATTATTACTGCGAAACATGGGATAGCAGCCTGAGTGCTG
GGGTATTCGGCGGAGGGACCAAGCTGACCGTCCTA [SEQ ID NO. 55]

Figure 4 (Cont.)
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A11 gl clone

>All_gl_aa_L

QSVLTQPPSVSAAPGQKVTISCSGSSSNIGNNYVSWYQQLPGTAPKLLIYGNNWRPSGI
PDRESGSKSGTSATLGITGLQTGDEADYYCETWDSSLSAGVEGGGTKLIVL [SEQ ID
NO. 46]

>All_gl _ntd L

CAGTCTIGTGTTGACGCAGCCGCCCTCAGTGTCTGCGGCCCCAGGACAGAAAGTCACCAT
CTCCTGCTCTGGAAGCAGCTCCAACATTGGGAATAATTATGTATCCTGGTACCAGCAGC
TCCCAGGAACAGCCCCCAAACTCCTICATTTATGGCAATAATTGGCGACCCTCAGGGATT
CCTGACCGCTTCTCIGGCTCCAAGTCTGGCACCICAGCCACCCTGGGCATCACCGGACT
TCAGACTGGGGACGAGGCCGATTATTACTGCGAAACATGGGATAGCAGCCTGAGTGCTG
GGGTATTCGGCGGAGGGACCAAGCTGACCGTCCTA [SEQ ID NO. 56]

Figure 4 (Cont.)
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Heavy chain variable domains

A3 clone
>A3 _aa_H

QVOLVQOSGAEVKKPGASVKVSCKASGYTFTSYYMHWVRQAPGQGLEWMGIINPSGGSTS
YAQKFQGRVIMTRDTSTSTVYMELSSLRSEDTAVYYCARSPGVVTALFDYWGQGTLVTV
35S [SEQ ID NO. 19]

>A3_ntd_H

CAGGTGCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGAAGGT
TTCCTGCAAGGCATCTGGATACACCTTCACCAGCTACTATATGCACTGGGTGCGACAGG
CCCCTGGACAAGGGCTTGAGTGGATGGGAATAATCAACCCTAGTGGTGGTAGCACAAGC
TACGCACAGAAGTTCCAGGGCAGAGTCACCATGACCAGGGACACGTCCACGAGCACAGT
CTACATGGAGCTGAGCAGCCTIGAGATCTGAGGACACGGCCGTGTATTACTGTGCGAGAA
GCCCTGGGGTGGTGACTGCCCTCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTC
TCAAGC [SEQ ID NO. 40]

B10 clone
>B10_aa H

QVOLOESGPGLVKASETLSLTCTIVSGGSIGSSDYYWGWIRQPPGKGLEWIGSIYYSGST
YYNPSLKSRVTMSVDTPNNQEFSLKLSSVTAADTAVYYCARGEHRGEFDYWGQGTLVTVS
S [SEQ ID NO. 20]

>B10_ntd H

CAGGTGCAGCTGCAGGAGTCGGGCCCAGGACTGGTGAAGGCTTCGGAGACCCTGTCCCT
CACCIGCACIGTCICIGGTGGCTCCATCGGCAGTAGTGATTACTACTGGGGCTGGATCC
GCCAGCCCCCAGGGAAGGGACTGGAGTGGATTGGGAGTATCTATTATAGTGGGAGCACC
TACTACAACCCCTCCCTCAAGAGTCGAGTCACCATGTCAGTAGACACGCCCAACAATCA
GTTCTCCCTGAAGCTGAGCTCTGTGACCGCTGCGGACACGGCCGTGTATTACTGTGCGA
GAGGAGAACATAGAGGGGAATTTGACTACTGGGGCCAGGGCACCCTGGTCACCGTCTCA
AGC [SEQ ID NO. 41]

Figure 4 (Cont.)
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G6 clone
>G6_aa_H

QVOLQESGPGLVKPSGTLSLTCAVSGGSISSSNWWSWVROQPPGKGLEWIGEIYHSGSTN
YNPSLKSRVTISVDKSKNQFSLKLSSVTAADTAVYYCARVVAVAGTVDYWGQGTLVTVS
S [SEQ ID NO. 21]

>G6_ntd H

CAGGTGCAGCTGCAGGAGTCCGGCCCAGGACTGGTGAAGCCTTICGGGGACCCTGTCCCT
CACCTIGCGCTGTCTCTGGCTIGGCTCCATTAGCAGTAGTAACTGGTGGAGTTGGGTCCGLC
AGCCCCCAGGGAAGGGGCTGGAGTGGATTGGGGAAATCTATCATAGTGGGAGCACCAAC
TACAACCCGTCCCTCAAGAGTCGAGTCACCATATCAGTAGACAAGTCCAAGAACCAGTT
CTCCCTGAAGCTGAGCTCTGTGACCGCCGCGGACACGGCCGTIGTATTACTGTIGCGAGAG
TAGTAGCAGTGGCTGGTACGGTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCA
AGC [SEQ ID NO. 42]

G7 clone
>G7_aa_H

EVQLVQSGAEVKKPGASVKVSCKASGYTEFTSYYMHWVRQAPGQGLEWMGIINPSGGSTS
YAQKFQGRVIMTRDTSTSTVYMELSSLRSEDTAVYYCARDQYSSGWYYYGMDVWGQGTT
VIVSS [SEQ ID NO. 22]

>G7_ntd_H

GAGGTCCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGAAGGT
TTCCTGCAAGGCATCTIGGATACACCTTICACCAGCTACTATATGCACTGGGTGCGACAGG
CCCCTGGACAAGGGCTTGAGTGGATGGGAATAATCAACCCTAGTGGTGGTAGCACAAGC
TACGCACAGAAGTTCCAGGGCAGAGTCACCATGACCAGGGACACGTCCACGAGCACAGT
CTACATGGAGCTGAGCAGCCTGAGATCTGAGGACACGGCCGTIGTATTACTGTIGCGAGAG
ATCAGTATAGCAGTGGCTGGTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACG
GTCACCGTICTICAAGC [SEQ ID NO. 43]

Figure 4 (Cont.)
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G9 clone
>G9_aa_H

OVOLQOSGAEVKKPGASVKVSCKASGYTEFTSYYMHWVRQAPGQGLEWMGIINPSGGSTS
YAQKFQGRVIMTRDTSTSTVYMELSSLRSEDTAVYYCARDLYSYGEFYYYGMDVWGQGTT
VIVSS [SEQ ID NO. 23]

>G9 _ntd_H

CAGGTACAGCTGCAGCAGTCAGGGGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGAAGGT
TTCCTGCAAGGCATCTIGGATACACCTTCACCAGCTACTATATGCACTGGGTGCGACAGG
CCCCIGCGACAAGGGCTTGAGTGGATGGGAATAATCAACCCTAGTGGTGGTAGCACAAGC
TACGCACAGAAGTTCCAGGGCAGAGTCACCATGACCAGGGACACGTCCACGAGCACAGT
CTACATGGAGCTGAGCAGCCTGAGATCTGAGGACACGGCCGTGTATTACTGTGCGAGAG
ATTTATACAGCTATGGTTTTTACTACTACGGTATGGACGTCTGGGGCCAAGGGACCACG
GTCACCGTCTCAAGC [SEQ ID NO. 44]

A11 clone
>A11 aa_ H

QVQLQOWGAGLLKPSETLSLTCAVYGGSEFSGYYWSWIRQPPGKGLEWIGEINHSGSTNY
NPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARGYVAGFDYWGQGTLVIVSS
[SEQ ID NO. 50]

>All _ntd_H

CAGGTGCAGCTACAGCAGTGGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTIGTCCCT
CACCIGCGCTGICTATGGTGGGTCCTTCAGTGGTTACTACTGGAGCTGGATCCGCCAGC
CCCCAGGGAAGGGGCTGGAGTGGATTGGGCGAAATCAATCATAGTGGAAGCACCAACTAC
AACCCGTCCCTCAAGAGTCGAGTCACCATATCAGTAGACACGTCCAAGAACCAGTTCTC
CTTGAAACTGAGCTICTGTGACCGCCGCGGACACGGCTGIGTATTACTGTGCGAGAGGCT
ACGTGGCTGGCTTTGACTACTGGGGCCAGGGAACCCTGGTCACCGTICTCAAGC [SEQ
ID NO. 57]

A11 gl clone heavy chain is identical to A11

Figure 4 (Cont.)
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Figure 11
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