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Fig. 3/4

>TPP-981 VH (PRT)
QVQLKQSGPGLVQPSQSLSITCTVSGFSLTNYGVHWVRQSPGKGLEWLGVIWSGGNTDYNTPFTSRLSINKDNSKSQVFEF
=== | ~———HCDR2---—~

KMNSLOSNDTAIYYCARALTYYDYEFAYWGQGTLVTVSA
| -~HCDR3-~ |

>TPP-981 VL (PRT)
DILLTQSPVILSVSPGERVSFSCRASQSIGTNIHWYQQORTNGSPRLLIKYASESISGIPSRFSGSGSGTDFTLSINSVES
| -~LCDR1--| |————- |

EDIADYYCQONNNWPTTFGAGTKLELK
| -LCDR3—|

>TPP-981 Heavy Chain (PRT)
QVQLKQSGPGLVQPSQSLSITCTVSGFSLTNYGVHWVRQSPGKGLEWLGVIWSGGNTDYNTPFTSRLSINKDNSKSQVFEF

-1 | -—--HCDR2----- \
HCDR1

KMNSLQSNDTAIYYCARALTYYDYEFAYWGQGTLVIVSAASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSW

| ——HCDR3——|

NSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGP

SVFLEFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQODWLNGKE

YKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVL

DSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

>TPP-981 Light Chain (PRT)
DILLTQSPVILSVSPGERVSFSCRASQSIGTNIHWYQORTNGSPRLLIKYASESISGIPSRFSGSGSGTDFTLSINSVES

| -LCDR3—|

ESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC
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>TPP-1015 VH (PRT)
EVQLVESGGGLVQPGGSLRLSCAASGFNIKDTYIHWVRQAPGKGLEWVARI YPTNGY TRYADSVKGRFTISADTSKNTAY
-1 |-———- HCDR2----- \
HCDR1
LOMNSLRAEDTAVYYCSRWGGDGE YAMDYWGQGTLVTVSS
| -~HCDR3-- |

>TPP-1015 VL (PRT)
DIOMTQSPSSLSASVGDRVTITCRASQDVNTAVAWYQQKPGKAPKLLIYSASFLYSGVPSRESGSRSGTDFTLTISSLQP
| -~LCDR1--| |————- |

EDFATYYCQQHYTTPPTEFGQGTKVEIK
| -LCDR3—|

>TPP-1015 Heavy Chain (PRT)
EVQLVESGGGLVQPGGSLRLSCAASGENIKDTYIHWVRQAPGKGLEWVARIYPTNGYTRYADSVKGRFTISADTSKNTAY

-1 |-———- HCDR2----- \
HCDR1

LOMNSLRAEDTAVYYCSRWGGDGEFYAMDYWGQGTLVTVSSASTKGP SVEPLAPSSKSTSGGTAALGCLVKDYFPEPVTVS

| ——HCDR3-—|

WNSGALTSGVHTFPAVLQOSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGG

PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGK

EYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPV

LDSDGSFFLYSKLTVDKSRWQQGNVESCSVMHEALHNHYTQKSLSLSPGK

>TPP-1015 Light Chain (PRT)
DIQMTQSPSSLSASVGDRVTITCRASQDVNTAVAWYQQKPGKAPKLLIYSASFLYSGVPSRFSGSRSGTDFTLTISSLQP

| -LCDR3—|

ESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

>TPP-2090 VH (PRT)

EVQLLESGGGLVQPGGSLRLSCAASGE TFSPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGRFTISRDNSKNTLY
-1 |-———- HCDR2----- \
HCDR1

LOMNSLRAEDTAVYYCARGGDTYFDYFDYWGQGTLVTVSS
| -~HCDR3-~ |
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>TPP-2090 VL (PRT)
DIOMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQQOKPGKAPKLLIYQASSLOSGVPSRESGSGSGTDFTLTISSLOP
| -~LCDR1-- | |————- |

EDFATYYCQQSYTSPFITFGQGTKVEIK
| -LCDR3——|

>TPP-2090 Heavy Chain (PRT)
EVQLLESGGGLVQPGGSLRLSCAASGFTFSPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGRFTISRDNSKNTLY

-1 |-———- HCDR2----- \
HCDR1

LOMNSLRAEDTAVYYCARGGDTYFDYFDYWGQGTLVTVSSASTKGPSVEPLAPSSKSTSGGTAALGCLVKDYFPEPVTVS

| ——HCDR3--|

WNSGALTSGVHTFPAVLQSSGLYSLSSVVTIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGG

PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGK

EYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPV

LDSDGSFFLYSKLTVDKSRWQQGNVESCSVMHEALHNHYTQKSLSLSPGK

>TPP-2090 Light Chain (PRT)
DIOMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQOKPGKAPKLLIYQASSLOSGVPSRFSGSGSGTDFTLTISSLQP

| -LCDR3——|

QESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

>TPP-2658 VH (PRT)
EVQLLESGGGLVQPGGSLRLSCAASGFTFSPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGRFTISRDNSKNTLY
[ === | ————— HCDR2-——-— |
HCDR1

LOMNSLRAEDTAVYYCARGGDTYFDYEFDYWGQGTLVTVSS
| ——HCDR3-—|
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>TPP-2658 VL (PRT)
DIQMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQQKPGKAPKLLIYQASSLQSGVPSRFSGSGSGTDFTLTISSLQP
| -~LCDR1--| |-———- \

EDFATYYCQQSYTSPFITFGQGTKVEIK
| -LCDR3-—|

>TPP-2658 Heavy Chain (PRT)
EVQLLESGGGLVQPGGSLRLSCAASGFTFSPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGRETISRDNSKNTLY

| ——HCDR3--|

WNSGALTSGVHTFPAVLQOSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGG

PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGK

EYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPV

LDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

>TPP-2658 Light Chain (PRT)
DIQMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQQKPGKAPKLLIYQASSLQSGVPSRFSGSGSGTDFTLTISSLQP

| -LCDR3-—|

QESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

>TPP-5442 VH (PRT)
EVQLLESGGGLVQPGGSLRLSCAASGFTFSPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGRFTISRDNSKNTLY

LOMNSLRAEDTAVYYCARGGDTYFDYFDYWGQGTLVTVSS
| -~HCDR3-~ |

>TPP-5442 VL (PRT)
DIQMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQQKPGKAPKLLIYQASSLQSGVPSRESGSGSGTDEFTLTISSLQP
| -~LCDR1--| |-———- \

EDFATYYCQQSYTSPFITFGQGTKVEIK
| -LCDR3——|
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>TPP-5442 Heavy Chain (PRT)
EVQOLLESGGGLVQPGGSLRLSCAASGFTEFSPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGRFTISRDNSKNTLY

| ——HCDR3--|

WNSGALTSGVHTFPAVLQOSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGG

PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYQSTYRVVSVLTVLHQDWLNGK

EYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPV

LDSDGSFFLYSKLTVDKSRWQQOGNVEFSCSVMHEALHNHYTQKSLSLSPG

>TPP-5442 Light Chain (PRT)
DIQMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQQKPGKAPKLLIYQASSLQSGVPSREFSGSGSGTDFTLTISSLQP

| -LCDR3——|

QESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

>TPP-7006 VH (PRT)
QVQLQQSGPELVKPGASVKMSCKASGYTFTDFIIAWVKQRTGQGLEWIGEIYPGTGRTYYSEKFRGKATLTADKSSNTAY

MQLSSLTSVDSAVYFCARRTIYYDYDGDYWGQGTTLTVSS
| -~HCDR3-~ |

>TPP-7006 VL (PRT)
DIVMTQAAFSNPVTLGTSASISCRSSKSLLESNGITYLYWYLQKPGQSPQLLIYQMSNLASGVPDREFSSSGSGTDFTLRI
| -=--LCDR1----- \ |-———-

SRVEAEDVGVYYCAHNLELPWTFGGGTKLELK
| ~-LCDR3—|
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>TPP-7006 Heavy Chain (PRT)
QVOLOOSGPELVKPGASVKMSCKASGYTFTDFIIAWVKORTGOGLEWIGEIYPGTGRTYYSEKFRGKATLTADKSSNTAY

| -~HCDR3-~ |

WNSGALTSGVHTFPAVLQOSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGG

PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGK

EYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPV

LDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

>TPP-7006 Light Chain (PRT)
DIVMTQAAFSNPVTLGTSASISCRSSKSLLHSNGITYLYWYLQOKPGQSPQLLIYQOMSNLASGVPDRFSSSGSGTDFTLRI

| -LCDR3—|

SGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

>TPP-7007 VH (PRT)
QVQOLVQSGAEVKKPGASVKVSCKASGYTFTDFITAWVKQAPGQGLEWIGEIYPGTGRTYYSEKFRGKATLTADTSTSTAY

MELSSLRSEDTAVYFCARRTIYYDYDGDYWGQGTLVTVSS
| -~HCDR3-~ |

>TPP-7007 VL (PRT)
DIVMTQSPLSLPVTPGEPASISCRSSKSLLHSNGITYLYWYLQKPGQSPQLLIYQMSNLASGVPDRFSGSGSGTDFTLKI
| --—-LCDR1---—~ | |-———-

SRVEAEDVGVYYCAHNLELPWTFGQGTKVEIK
| -LCDR3—|
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>TPP-7007 Heavy Chain (PRT)
QVOLVQOSGAEVKKPGASVKVSCKASGYTFTDFIIAWVKQAPGOGLEWIGEIYPGTGRTYYSEKFRGKATLTADTSTSTAY

| -~HCDR3-~ |

WNSGALTSGVHTFPAVLQOSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGG

PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGK

EYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPV

LDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

>TPP-7007 Light Chain (PRT)
DIVMTQSPLSLPVITPGEPASISCRSSKSLLHSNGITYLYWYLOQKPGQSPQLLIYQOMSNLASGVPDRFSGSGSGTDFTLKI

| -LCDR3—|

SGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

>TPP-7510 VH (PRT)
EVQLVESGGGLVQPGGSLRLSCAASGFNIKDTYIHWVRQAPGKGLEWVARIYPTNGYTRYADSVKGRFTISADTSKNTAY

LOMNSLRAEDTAVYYCSRWGGDGEFYAMDYWGQGTLVTVSS
| -~HCDR3-~ |

>TPP-7510 VL (PRT)
DIQMTQSPSSLSASVGDRVTITCRASQDVNTAVAWYQQKPGKAPKLLIYSASFLYSGVPSRFSGSRSGTDFTLTISSLQP
| -~LCDR1-- | |————- |

EDFATYYCQQHYTTPPTFGQGTKVEIK
| -LCDR3—|
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>TPP-7510 Heavy Chain (PRT)
EVQLVESGGGLVQPGGSLRLSCAASGENIKDTYIHWVRQAPGKGLEWVARIYPTNGYTRYADSVKGRFTISADTSKNTAY

| -~HCDR3-~ |

WNSGALTSGVHTFPAVLQOSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGG

PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGK

EYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPV

LDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

>TPP-7510 Light Chain (PRT)
DIQMTQSPSSLSASVGDRVTITCRASQDVNTAVAWYQQKPGKAPKLLIYSASFLYSGVPSRFSGSRSGTDFTLTISSLQP

| -LCDR3—|

ESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

>TPP-7511 VH (PRT)
EVQLVESGGGLVQPGGSLRLSCAASGFNIKDTYIHWVRQAPGKGLEWVARIYPTNGYTRYADSVKGRFTISADTSKNTAY

LOMNSLRAEDTAVYYCSRWGGDGEFYAMDYWGQGTLVTVSS
| -~HCDR3-~ |

>TPP-7511 VL (PRT)
DIQMTQSPSSLSASVGDRVTITCRASQDVNTAVAWYQQKPGKAPKLLIYSASFLYSGVPSRFSGSRSGTDFTLTISSLQP
| -~LCDR1-- | |————- |

EDFATYYCQQHYTTPPTFGQGTKVEIK
| -LCDR3—|
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>TPP-7511 Heavy Chain (PRT)
EVQLVESGGGLVQPGGSLRLSCAASGENIKDTYIHWVRQAPGKGLEWVARIYPTNGYTRYADSVKGRFTISADTSKNTAY

| -~HCDR3-~ |

WNSGALTSGVHTFPAVLQOSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGG

PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYQSTYRVVSVLTVLHQDWLNGK

EYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPV

LDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

>TPP-7511 (PRT)
DIQMTQSPSSLSASVGDRVTITCRASQDVNTAVAWYQQKPGKAPKLLIYSASFLYSGVPSRFSGSRSGTDFTLTISSLQP

| -LCDR3—|

ESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

>TPP-8382 VH (PRT)
EVQLLESGGGLVQPGGSLRLSCAASGFTFSSYAMSWVRQAPGKGLEWVSSISGSGGSTLYADSVKGREFTISRDNSKNTLY

>TPP-8382 VL (PRT)
QSVLTQPPSASGTPGQRVTISCSGSSSNIGSNPVNWYQQLPGTAPKLLIYSNNQRPSGVPDRFSGSKSGTSASLAITGLQO
| --—L.CDR1--~| R |

SEDEADYYCQSEFDSSLKKVEFGGGTKLTVL
| -LCDR3——|
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>TPP-8382 Heavy Chain (PRT)
EVQOLLESGGGLVQPGGSLRLSCAASGFTFSSYAMSWVRQAPGKGLEWVSSISGSGGSTLYADSVKGRFTISRDNSKNTLY

GALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKP SNTKVDKKVEPKSCDKTHTCPPCPAPELLGGP SV

FLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYK

CKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDS

DGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

>TPP-8382 Light Chain (PRT)
QSVLTQPPSASGTPGQRVTISCSGSSSNIGSNPVNWYQQLPGTAPKLLIYSNNQRPSGVPDRFSGSKSGTSASLAITGLQ

| -LCDR3-—|

GVETTTPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS

>TPP-8567 VH (PRT)
EVQLLESGGGLVQPGGSLRLSCAASGFTFSSYAMSWVRQAPGKGLEWVSSISGSGGSTLYADSVKGREFTISRDNSKNTLY

>TPP-8567 VL (PRT)
QSVLTQPPSASGTPGQRVTISCSGSSSNIGSNPVNWYQQLPGTAPKLLIYSNNQRPSGVPDRFSGSKSGTSASLAITGLQO
| --—L.CDR1--~| R |

SEDEADYYCQSEFDSSLKKVEFGGGTKLTVL
| -LCDR3——|
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>TPP-8567 Heavy Chain (PRT)
EVQOLLESGGGLVQPGGSLRLSCAASGFTFSSYAMSWVRQAPGKGLEWVSSISGSGGSTLYADSVKGRFTISRDNSKNTLY

GALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKP SNTKVDKKVEPKSCDKTHTCPPCPAPELLGGP SV

FLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYQSTYRVVSVLTVLHODWLNGKEYK

CKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDS

DGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

>TPP-8567 Light Chain (PRT)
QSVLTQPPSASGTPGQRVTISCSGSSSNIGSNPVNWYQQLPGTAPKLLIYSNNQRPSGVPDRFSGSKSGTSASLAITGLQ

| -LCDR3-—|

GVETTTPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS

>TPP-8825 VH (PRT)
EVQLLESGGGLVQPGGSLRLSCAASGFTFSPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGREFTISRDNSKNTLY

LOMNSLRAEDTAVYYCARGGDTYEFDYEFDYWGQGTLVTVSS
| -~HCDR3-~ |

>TPP-8825 VL (PRT)
DIQMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQQOKPGKAPKLLIYQASSLOSGVPSRFSGSGSGTDFTLTISSLQP
| -~LCDR1-- | |————- |

EDFATYYCQQSYTSPFITFGQGTKVEIK
| -LCDR3——|
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>TPP-8825 Heavy Chain (PRT)
EVQOLLESGGGLVQPGGSLRLSCAASGFTFSPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGRFTISRDNSKNTLY

| -~HCDR3-~ |

WNSGALTSGVHTFPAVLQOSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGG

PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREENYQSTYRVVSVLTVLHQDWLNGK

EYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPV

LDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

>TPP-8825 Light Chain (PRT)
DIQMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQQKPGKAPKLLIYQASSLOSGVPSRESGSGSGTDFTLTISSLQP

| -LCDR3-—|

QESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

>TPP-10334 VH (PRT)
QVQOLVQSGAEVKKPGASVKVSCKASGYTFTDFITAWVKQAPGQGLEWIGEIYPGTGRTYYSEKFRGKATLTADTSTSTAY

MELSSLRSEDTAVYFCARRTIYYDYDGDYWGQGTLVTVSS
| -~HCDR3-~ |

>TPP-10334 VL (PRT)
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGITYLYWYLQKPGQSPQLLIYQMSNRASGVPDRFSGSGSGTDFTLKI
| --—-LCDR1---—- | |-———-

SRVEAEDVGVYYCAHNLELPWTFGQGTKVEIK
| -LCDR3—|
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>TPP-10334 Heavy Chain (PRT)
QVOLVQOSGAEVKKPGASVKVSCKASGYTFTDFIIAWVKQAPGOGLEWIGEIYPGTGRTYYSEKFRGKATLTADTSTSTAY

| -~HCDR3-~ |

WNSGALTSGVHTFPAVLQOSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGG

PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGK

EYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPV

LDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

>TPP-10334 Light Chain (PRT)
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGITYLYWYLQOKPGQSPQLLIYQMSNRASGVPDRFSGSGSGTDFTLKI

| -LCDR3—|

SGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

>TPP-10335 VH (PRT)
QVQOLVQSGAEVKKPGASVKVSCKASGYTFTDFITAWVKQAPGQGLEWIGEIYPGTGRTYYSEKFRGKATLTADTSTSTAY

MELSSLRSEDTAVYFCARRTIYYDYDGDYWGQGTLVTVSS
| -~HCDR3-~ |

>TPP-10335 VL (PRT)
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNGINYLYWYLQKPGQSPQLLIYQMSNRASGVPDRFSGSGSGTDFTLKI
| --—-LCDR1---—- | |-———-

SRVEAEDVGVYYCAHNLELPWTFGQGTKVEIK
| -LCDR3—|
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>TPP-10335 Heavy Chain (PRT)
QVOLVQOSGAEVKKPGASVKVSCKASGYTFTDFIIAWVKQAPGOGLEWIGEIYPGTGRTYYSEKFRGKATLTADTSTSTAY

| -~HCDR3-~ |

WNSGALTSGVHTFPAVLQOSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGG

PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGK

EYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPV

LDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

>TPP-10335 Light Chain (PRT)
DIVMTQSPLSLPVITPGEPASISCRSSQSLLHSNGINYLYWYLOQKPGQSPQLLIYQOMSNRASGVPDRFSGSGSGTDFTLKI

| -LCDR3—|

SGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

>TPP-10336 VH (PRT)
QVQOLVQSGAEVKKPGASVKVSCKASGYTFTDFITAWVKQAPGQGLEWIGEIYPGTGRTYYSEKFRGKATLTADTSTSTAY

MELSSLRSEDTAVYFCARRTIYYDYDGDYWGQGTLVTVSS
| -~HCDR3-~ |

>TPP-10336 VL (PRT)
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNWINYLYWYLQKPGQSPQLLIYQMSNRASGVPDREFSGSGSGTDFTLKI
| --—-LCDR1---—- | |-———-

SRVEAEDVGVYYCAHNLELPWTFGQGTKVEIK
| -LCDR3—|
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>TPP-10336 Heavy Chain (PRT)
QVOLVQOSGAEVKKPGASVKVSCKASGYTFTDFIIAWVKQAPGOGLEWIGEIYPGTGRTYYSEKFRGKATLTADTSTSTAY

| -~HCDR3-~ |

WNSGALTSGVHTFPAVLQOSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGG

PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGK

EYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPV

LDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

>TPP-10336 Light Chain (PRT)
DIVMTQSPLSLPVITPGEPASISCRSSQSLLHSNWINYLYWYLOKPGQSPQLLIYQOMSNRASGVPDRFSGSGSGTDFTLKI

| -LCDR3—|

SGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

>TPP-10337 VH (PRT)
QVQOLVQSGAEVKKPGASVKVSCKASGYTFTDFITAWVKQAPGQGLEWIGEIYPGTGRTYYSEKFRGKATLTADTSTSTAY

MELSSLRSEDTAVYFCARRTIYYDYDGDYWGQGTLVTVSS
| -~HCDR3-~ |

>TPP-10337 VL (PRT)
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNWINYLYWYLQKPGQOSPQLLIYQGSNRASGVPDRFSGSGSGTDFTLKI
| --—-LCDR1---—- | |-———-

SRVEAEDVGVYYCAHNLELPWTFGQGTKVEIK
| -LCDR3—|
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>TPP-10337 Heavy Chain (PRT)
QVOLVQOSGAEVKKPGASVKVSCKASGYTFTDFIIAWVKQAPGOGLEWIGEIYPGTGRTYYSEKFRGKATLTADTSTSTAY

| -~HCDR3-~ |

WNSGALTSGVHTFPAVLQOSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGG

PSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGK

EYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPV

LDSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

>TPP-10337 Light Chain (PRT)
DIVMTQSPLSLPVTPGEPASISCRSSQSLLHSNWINYLYWYLOKPGQSPQLLIYQGSNRASGVPDRFSGSGSGTDFTLKI

| -LCDR3—|

SGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC
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Fig. 4/4

<SEQ ID NO:1>
QVQLKQSGPGLVQPSQSLSITCTVSGESLTNYGVHWVROSPGKGLEWLGVIWSGGNTDYNTPEFTSRLSINKDN
SKSQVFFKMNSLOSNDTAIYYCARALTYYDYEFAYWGQGTLVTVSA

<SEQ ID NO:2>
NYGVH

<SEQ ID NO:3>
VIWSGGNTDYNTPEFTS

<SEQ ID NO:4>
ALTYYDYEFAY

<SEQ ID NO:5>
DILLTOQSPVILSVSPGERVSEFSCRASQSIGTNIHWYQQORTNGSPRLLIKYASESISGIPSRESGSGSGTDETL
SINSVESEDIADYYCQONNNWPTTEFGAGTKLELK

<SEQ ID NO:6>
RASQSIGTNIH

<SEQ ID NO:7>
YASESIS

<SEQ ID NO:8>
QONNNWPTT

<SEQ ID NO:9>
QVQLKQSGPGLVQPSQSLSITCTVSGESLTNYGVHWVRQSPGKGLEWLGVIWSGGNTDYNTPEFTSRLSINKDN
SKSQVFFKMNSLOSNDTAIYYCARALTYYDYEFAYWGQGTLVTVSAASTKGPSVFPLAPSSKSTSGGTAALGC
LVKDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEP
KSCDKTHTCPPCPAPELLGGPSVFLEFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTK
PREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQV
SLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCSVMHEALHNHY
TOKSLSLSPGK

<SEQ ID NO:10>
DILLTQSPVILSVSPGERVSESCRASQSIGTNIHWYQORTNGSPRLLIKYASESISGIPSRESGSGSGTDETL
SINSVESEDIADYYCQONNNWPTTFGAGTKLELKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNEFYPREAKV
QWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

<SEQ ID NO:11>
EVOLVESGGGLVQPGGSLRLSCAASGENIKDTYIHWVRQAPGKGLEWVARIYPTNGYTRYADSVKGREFTISAD
TSKNTAYLOMNSLRAEDTAVYYCSRWGGDGEYAMDYWGQGTLVTVSS

<SEQ ID NO:12>
DTYIH

<SEQ ID NO:13>
RIYPTNGYTRYADSVKG

<SEQ ID NO:14>
WGGDGEFYAMDY

<SEQ ID NO:15>
DIOMTQSPSSLSASVGDRVTITCRASQDVNTAVAWYQQOKPGKAPKLLIYSASFLYSGVPSRESGSRSGTDETL
TISSLOPEDFATYYCQQHYTTPPTEGQGTKVEIK
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<SEQ ID NO:16>
RASQDVNTAVA

<SEQ ID NO:17>
SASFLYS

<SEQ ID NO:18>
QQHYTTPPT

<SEQ ID NO:19>
EVQLVESGGGLVQPGGSLRLSCAASGENIKDTYIHWVRQAPGKGLEWVARIYPTNGYTRYADSVKGREFTISAD
TSKNTAYLOMNSLRAEDTAVYYCSRWGGDGEFYAMDYWGQGTLVTVSSASTKGPSVEFPLAPSSKSTSGGTAALG
CLVKDYFPEPVIVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTIVPSSSLGTQTYICNVNHKP SNTKVDKKVE
PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQOGNVESCSVMHEALHNH
YTQKSLSLSPGK

<SEQ ID NO:20>
DIOMTQSPSSLSASVGDRVTITCRASQDVNTAVAWYQQKPGKAPKLLIYSASFLYSGVPSRESGSRSGTDETL
TISSLOPEDFATYYCQQHYTTPPTEFGQGTKVEIKRTVAAPSVEIFPPSDEQLKSGTASVVCLLNNEYPREAKV
OWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

<SEQ ID NO:21>
EVQLLESGGGLVQPGGSLRLSCAASGEFTEFSPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGREFTISRD
NSKNTLYLOMNSLRAEDTAVYYCARGGDTYFDYEFDYWGQGTLVTVSS

<SEQ ID NO:22>
PYPMI

<SEQ ID NO:23>
YISPSGGSTHYADSVKG

<SEQ ID NO:24>
GGDTYFDYFDY

<SEQ ID NO:25>
DIOMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQOKPGKAPKLLIYQASSLOSGVPSRESGSGSGTDETL
TISSLOPEDFATYYCQQSYTSPFITFGQGTKVEIK

<SEQ ID NO:26>
RASQSISGYLN

<SEQ ID NO:27>
QASSLQS

<SEQ ID NO:28>
QQSYTSPFIT

<SEQ ID NO:29>
EVQLLESGGGLVQPGGSLRLSCAASGEFTEFSPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGRETISRD
NSKNTLYLOMNSLRAEDTAVYYCARGGDTYEDYEFDYWGQGTLVTVSSASTKGPSVEPLAPSSKSTSGGTAALG
CLVKDYFPEPVIVSWNSGALTSGVHTEFPAVLQOSSGLYSLSSVVTIVPSSSLGTQTYICNVNHKP SNTKVDKKVE
PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQOGNVESCSVMHEALHNH
YTQKSLSLSPGK
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<SEQ ID NO:30>
DIOMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQOKPGKAPKLLIYQASSLOSGVPSRESGSGSGTDETL
TISSLOQPEDFATYYCQQOSYTSPFITFGQGTKVEIKRTVAAPSVEIFPPSDEQLKSGTASVVCLLNNEFYPREAK
VOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

<SEQ ID NO:31>
EVOLLESGGGLVQPGGSLRLSCAASGFTESPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGRETISRD
NSKNTLYLOMNSLRAEDTAVYYCARGGDTYFDYFDYWGQGTLVTVSS

<SEQ ID NO:32>
PYPMI

<SEQ ID NO:33>
YISPSGGSTHYADSVKG

<SEQ ID NO:34>
GGDTYFDYFDY

<SEQ ID NO:35>
DIOMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQQKPGKAPKLLIYQASSLOSGVPSRESGSGSGTDETL
TISSLOPEDFATYYCQQSYTSPFITFGQGTKVEIK

<SEQ ID NO:36>
RASQSISGYLN

<SEQ ID NO:37>
QASSLQS

<SEQ ID NO:38>
QQOSYTSPEIT

<SEQ ID NO:39>
EVOLLESGGGLVQPGGSLRLSCAASGFTESPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGRETISRD
NSKNTLYLOMNSLRAEDTAVYYCARGGDTYFDYFDYWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALG
CLVKDYFPEPVIVSWNSGALTSGVHTEFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKP SNTKVDKKVE
PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKT
KPREEQYASTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQ
VSLTCLVKGFYPSDIAVEWESNGOQPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWOQGNVESCSVMHEALHNH
YTQKSLSLSPG

<SEQ ID NO:40>
DIOMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQOKPGKAPKLLIYQASSLOSGVPSRESGSGSGTDETL
TISSLOPEDFATYYCQQOSYTSPFITFGQGTKVEIKRTVAAPSVEIFPPSDEQLKSGTASVVCLLNNEFYPREAK
VOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

<SEQ ID NO:41>
EVOLLESGGGLVQPGGSLRLSCAASGFTESPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGRETISRD
NSKNTLYLOMNSLRAEDTAVYYCARGGDTYFDYFDYWGQGTLVTVSS

<SEQ ID NO:42>
PYPMI

<SEQ ID NO:43>
YISPSGGSTHYADSVKG

<SEQ ID NO:44>
GGDTYFDYFDY
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<SEQ ID NO:45>
DIOMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQOKPGKAPKLLIYQASSLOSGVPSRESGSGSGTDETL
TISSLOPEDFATYYCQQOSYTSPFITFGQGTKVEIK

<SEQ ID NO:46>
RASQSISGYLN

<SEQ ID NO:47>
QASSLQS

<SEQ ID NO:48>
QQSYTSPFIT

<SEQ ID NO:49>
EVQLLESGGGLVQPGGSLRLSCAASGEFTEFSPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGRETISRD
NSKNTLYLOMNSLRAEDTAVYYCARGGDTYFDYFDYWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALG
CLVKDYFPEPVIVSWNSGALTSGVHTEFPAVLQOSSGLYSLSSVVTIVPSSSLGTQTYICNVNHKP SNTKVDKKVE
PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKT
KPREEQYQSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVESCSVMHEALHNH
YTQKSLSLSPG

<SEQ ID NO:50>
DIOMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQQOKPGKAPKLLIYQASSLOSGVPSRESGSGSGTDETL
TISSLOPEDFATYYCQQSYTSPFITFGQGTKVEIKRTVAAPSVEIFPPSDEQLKSGTASVVCLLNNFYPREAK
VOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

<SEQ ID NO:51>
QVOLOOSGPELVKPGASVKMSCKASGYTFTDF I ITAWVKQRTGOGLEWIGEIYPGTGRTYYSEKFRGKATLTAD
KSSNTAYMQLSSLTSVDSAVYFCARRTIYYDYDGDYWGQGTTLTVSS

<SEQ ID NO:52>
DEFIIA

<SEQ ID NO:53>
EIYPGTGRTYYSEKFRG

<SEQ ID NO:54>
RTIYYDYDGDY

<SEQ ID NO:55>
DIVMTQAAFSNPVTLGTSASISCRSSKSLLHSNGITYLYWYLOKPGOSPQLLIYQOMSNLASGVPDRESSSGSG
TDEFTLRISRVEAEDVGVYYCAHNLELPWTEFGGGTKLELK

<SEQ ID NO:56>
RSSKSLLHSNGITYLY

<SEQ ID NO:57>
OMSNLAS

<SEQ ID NO:58>
AHNLELPWT

<SEQ ID NO:59>

QVOLOOSGPELVKPGASVKMSCKASGYTFTDF I TAWVKQRTGOGLEWIGEIYPGTGRTYYSEKFRGKATLTAD
KSSNTAYMQLSSLTSVDSAVYFCARRTIYYDYDGDYWGQGTTLTVSSASTKGPSVFPLAPSSKSTSGGTAALG
CLVKDYFPEPVTIVSWNSGALTSGVHTEFPAVLQOSSGLYSLSSVVTIVPSSSLGTQTYICNVNHKP SNTKVDKKVE
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PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQ
VSLTCLVKGFYPSDIAVEWESNGOPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWOQGNVESCSVMHEALHNH
YTQKSLSLSPG

<SEQ ID NO:60>

DIVMTQAAFSNPVTLGTSASISCRSSKSLLHSNGITYLYWYLOKPGQSPQLLIYQOMSNLASGVPDRESSSGSG
TDFTLRISRVEAEDVGVYYCAHNLELPWTFGGGTKLELKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNEYP
REAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

<SEQ ID NO:61>
QVQLVQSGAEVKKPGASVKVSCKASGYTFTDF I TAWVKQAPGOGLEWIGEIYPGTGRTYYSEKFRGKATLTAD
TSTSTAYMELSSLRSEDTAVYFCARRTIYYDYDGDYWGQGTLVTIVSS

<SEQ ID NO:62>
DFIIA

<SEQ ID NO:63>
EIYPGTGRTYYSEKFRG

<SEQ ID NO:64>
RTIYYDYDGDY

<SEQ ID NO:65>
DIVMTQSPLSLPVIPGEPASISCRSSKSLLHSNGITYLYWYLOKPGQOSPQLLIYQOMSNLASGVPDRESGSGSG
TDFTLKISRVEAEDVGVYYCAHNLELPWTEFGQGTKVEIK

<SEQ ID NO:66>
RSSKSLLHSNGITYLY

<SEQ ID NO:67>
OMSNLAS

<SEQ ID NO:68>
AHNLELPWT

<SEQ ID NO:69>
QVQLVQSGAEVKKPGASVKVSCKASGYTFTDF I IAWVKQAPGQGLEWIGEIYPGTGRTYYSEKFRGKATLTAD
TSTSTAYMELSSLRSEDTAVYFCARRTIYYDYDGDYWGQGTLVTIVSSASTKGPSVEFPLAPSSKSTSGGTAALG
CLVKDYFPEPVIVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKP SNTKVDKKVE
PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQ
VSLTCLVKGFYPSDIAVEWESNGOQPENNYKTTPPVLDSDGSEFFLYSKLTVDKSRWOQGNVESCSVMHEALHNH
YTQKSLSLSPG

<SEQ ID NO:70>

DIVMTQSPLSLPVIPGEPASISCRSSKSLLHSNGITYLYWYLOKPGQSPQLLIYQOMSNLASGVPDRESGSGSG
TDFTLKISRVEAEDVGVYYCAHNLELPWTFGQGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNEYP
REAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

<SEQ ID NO:71>
EVQLVESGGGLVQPGGSLRLSCAASGENIKDTYIHWVRQAPGKGLEWVARIYPTNGYTRYADSVKGREFTISAD
TSKNTAYLOMNSLRAEDTAVYYCSRWGGDGEFYAMDYWGQGTLVTIVSS

<SEQ ID NO:72>
DTYIH

<SEQ ID NO:73>
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RIYPTNGYTRYADSVKG

<SEQ ID NO:74>
WGGDGEFYAMDY

<SEQ ID NO:75>
DIOMTQSPSSLSASVGDRVTITCRASQDVNTAVAWYQQKPGKAPKLLIYSASFLYSGVPSRESGSRSGTDETL
TISSLOPEDFATYYCQQHYTTPPTEFGQGTKVEIK

<SEQ ID NO:76>
RASQDVNTAVA

<SEQ ID NO:77>
SASFLYS

<SEQ ID NO:78>
QQHYTTPPT

<SEQ ID NO:79>
EVQLVESGGGLVQPGGSLRLSCAASGENIKDTYIHWVRQAPGKGLEWVARIYPTNGYTRYADSVKGREFTISAD
TSKNTAYLOMNSLRAEDTAVYYCSRWGGDGEFYAMDYWGQGTLVTVSSASTKGPSVEFPLAPSSKSTSGGTAALG
CLVKDYFPEPVIVSWNSGALTSGVHTEFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKP SNTKVDKKVE
PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKT
KPREEQYASTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVESCSVMHEALHNH
YTQKSLSLSPG

<SEQ ID NO:80>
DIOMTQSPSSLSASVGDRVTITCRASQDVNTAVAWYQOKPGKAPKLLIYSASFLYSGVPSRESGSRSGTDETL
TISSLOPEDFATYYCQQHYTTPPTEFGQGTKVEIKRTVAAPSVEIFPPSDEQLKSGTASVVCLLNNEYPREAKV
QWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

<SEQ ID NO:81>
EVOLVESGGGLVQPGGSLRLSCAASGENIKDTYIHWVRQAPGKGLEWVARIYPTNGYTRYADSVKGREFTISAD
TSKNTAYLOMNSLRAEDTAVYYCSRWGGDGEYAMDYWGQGTLVTVSS

<SEQ ID NO:82>
DTYIH

<SEQ ID NO:83>
RIYPTNGYTRYADSVKG

<SEQ ID NO:84>
WGGDGEFYAMDY

<SEQ ID NO:85>
DIOMTQSPSSLSASVGDRVTITCRASQDVNTAVAWYQQOKPGKAPKLLIYSASFLYSGVPSRESGSRSGTDETL
TISSLOPEDFATYYCQQHYTTPPTEGQGTKVEIK

<SEQ ID NO:86>
RASQDVNTAVA

<SEQ ID NO:87>
SASFLYS

<SEQ ID NO:88>
QQHYTTPPT
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<SEQ ID NO:89>
EVQLVESGGGLVQPGGSLRLSCAASGENIKDTYIHWVRQAPGKGLEWVARIYPTNGYTRYADSVKGREFTISAD
TSKNTAYLOMNSLRAEDTAVYYCSRWGGDGEFYAMDYWGQGTLVTVSSASTKGPSVEFPLAPSSKSTSGGTAALG
CLVKDYFPEPVTIVSWNSGALTSGVHTEFPAVLQOSSGLYSLSSVVTIVPSSSLGTQTYICNVNHKP SNTKVDKKVE
PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKT
KPREEQYQSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQOGNVESCSVMHEALHNH
YTQKSLSLSPG

<SEQ ID NO:90>
DIOMTQSPSSLSASVGDRVTITCRASQDVNTAVAWYQQKPGKAPKLLIYSASFLYSGVPSRESGSRSGTDETL
TISSLOPEDFATYYCQQHYTTPPTEFGQGTKVEIKRTVAAPSVEIFPPSDEQLKSGTASVVCLLNNEYPREAKV
OWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

<SEQ ID NO:91>
EVQLLESGGGLVQPGGSLRLSCAASGEFTEFSSYAMSWVRQAPGKGLEWVSSISGSGGSTLYADSVKGREFTISRD
NSKNTLYLOMNSLRAEDTAVYYCAKLTGTSEFDYWGQGTLVTVSS

<SEQ ID NO:92>
SYAMS

<SEQ ID NO:93>
SISGSGGSTLYADSVKG

<SEQ ID NO:94>
LTGTSEFDY

<SEQ ID NO:95>
QSVLTQPPSASGTPGQRVTISCSGSSSNIGSNPVNWYQQLPGTAPKLLIYSNNQRPSGVPDRESGSKSGTSAS
LATITGLOSEDEADYYCQSFDSSLKKVEGGGTKLTVL

<SEQ ID NO:96>
SGSSSNIGSNPVN

<SEQ ID NO:97>
SNNQRPS

<SEQ ID NO:98>
QSEFDSSLKKV

<SEQ ID NO:99>
EVQLLESGGGLVQPGGSLRLSCAASGEFTEFSSYAMSWVRQAPGKGLEWVSSISGSGGSTLYADSVKGRETISRD
NSKNTLYLOMNSLRAEDTAVYYCAKLTGTSEDYWGQGTLVTIVSSASTKGPSVEFPLAPSSKSTSGGTAALGCLV
KDYFPEPVIVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKS
CDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPR
EEQYNSTYRVVSVLTVLHQODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSL
TCLVKGFYPSDIAVEWESNGOQPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWQQGNVESCSVMHEALHNHYTQ
KSLSLSPG

<SEQ ID NO:100>
QSVLTQPPSASGTPGQRVTISCSGSSSNIGSNPVNWYQQLPGTAPKLLIYSNNQRPSGVPDRESGSKSGTSAS
LATITGLOSEDEADYYCQSFDSSLKKVEGGGTKLTVLGQPKAAPSVTLFPPSSEELQANKATLVCLISDEYPGA
VIVAWKADSSPVKAGVETTTPSKOSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS

<SEQ ID NO:101>
EVQLLESGGGLVQPGGSLRLSCAASGEFTEFSSYAMSWVRQAPGKGLEWVSSISGSGGSTLYADSVKGRETISRD
NSKNTLYLOMNSLRAEDTAVYYCAKLTGTSEDYWGQGTLVTVSS
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<SEQ ID NO:102>
SYAMS

<SEQ ID NO:103>
SISGSGGSTLYADSVKG

<SEQ ID NO:104>
LTGTSEFDY

<SEQ ID NO:105>
QSVLTQPPSASGTPGQRVTISCSGSSSNIGSNPVNWYQQLPGTAPKLLIYSNNQRPSGVPDRESGSKSGTSAS
LATITGLOSEDEADYYCQSFDSSLKKVEGGGTKLTVL

<SEQ ID NO:106>
SGSSSNIGSNPVN

<SEQ ID NO:107>
SNNQRPS

<SEQ ID NO:108>
QSEFDSSLKKV

<SEQ ID NO:109>
EVOLLESGGGLVQPGGSLRLSCAASGEFTESSYAMSWVRQAPGKGLEWVSSISGSGGSTLYADSVKGRETISRD
NSKNTLYLOMNSLRAEDTAVYYCAKLTGTSFDYWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLV
KDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKS
CDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPR
EEQYQSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSL
TCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFEFLYSKLTVDKSRWQOGNVESCSVMHEALHNHYTQ
KSLSLSPG

<SEQ ID NO:110>
QOSVLTQPPSASGTPGQRVTISCSGSSSNIGSNPVNWYQQLPGTAPKLLIYSNNQRPSGVPDRESGSKSGTSAS
LATTGLOSEDEADYYCQSEDSSLKKVEGGGTKLTVLGQPKAAPSVTLFPPSSEELQANKATLVCLISDEYPGA
VIVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS

<SEQ ID NO:111>
EVOLLESGGGLVQPGGSLRLSCAASGFTESPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGRETISRD
NSKNTLYLOMNSLRAEDTAVYYCARGGDTYFDYFDYWGQGTLVTVSS

<SEQ ID NO:112>
PYPMI

<SEQ ID NO:113>
YISPSGGSTHYADSVKG

<SEQ ID NO:114>
GGDTYFDYFDY

<SEQ ID NO:115>
DIOMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQQOKPGKAPKLLIYQASSLOSGVPSRESGSGSGTDETL
TISSLOPEDFATYYCQQSYTSPFITFGQGTKVEIK

<SEQ ID NO:116>
RASQSISGYLN

<SEQ ID NO:117>
QASSLQS
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<SEQ ID NO:118>
QQSYTSPFIT

<SEQ ID NO:119>
EVQLLESGGGLVQPGGSLRLSCAASGEFTEFSPYPMIWVRQAPGKGLEWVSYISPSGGSTHYADSVKGRETISRD
NSKNTLYLOMNSLRAEDTAVYYCARGGDTYFDYFDYWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALG
CLVKDYFPEPVTIVSWNSGALTSGVHTFPAVLQOSSGLYSLSSVVTIVPSSSLGTQTYICNVNHKP SNTKVDKKVE
PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKT
KPREENYQSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQOGNVESCSVMHEALHNH
YTQKSLSLSPG

<SEQ ID NO:120>
DIOMTQSPSSLSASVGDRVTITCRASQSISGYLNWYQQOKPGKAPKLLIYQASSLOSGVPSRESGSGSGTDETL
TISSLOPEDFATYYCQQSYTSPFITFGQGTKVEIKRTVAAPSVEIFPPSDEQLKSGTASVVCLLNNFYPREAK
VOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

<SEQ ID NO:121>
QVQLVQSGAEVKKPGASVKVSCKASGYTFTDF I IAWVKQAPGOGLEWIGEIYPGTGRTYYSEKFRGKATLTAD
TSTSTAYMELSSLRSEDTAVYFCARRTIYYDYDGDYWGQGTLVTVSS

<SEQ ID NO:122>
DEFIIA

<SEQ ID NO:123>
EIYPGTGRTYYSEKFRG

<SEQ ID NO:124>
RTIYYDYDGDY

<SEQ ID NO:125>
DIVMTQSPLSLPVIPGEPASISCRSSQSLLHSNGITYLYWYLOKPGOSPQLLIYQOMSNRASGVPDRESGSGSG
TDEFTLKISRVEAEDVGVYYCAHNLELPWTEFGQGTKVEIK

<SEQ ID NO:126>
RSSQSLLHSNGITYLY

<SEQ ID NO:127>
OMSNRAS

<SEQ ID NO:128>
AHNLELPWT

<SEQ ID NO:129>
QVQLVQSGAEVKKPGASVKVSCKASGYTFTDF I TAWVKQAPGOGLEWIGEIYPGTGRTYYSEKFRGKATLTAD
TSTSTAYMELSSLRSEDTAVYFCARRTIYYDYDGDYWGQGTLVTIVSSASTKGPSVEFPLAPSSKSTSGGTAALG
CLVKDYFPEPVIVSWNSGALTSGVHTFPAVLQOSSGLYSLSSVVTIVPSSSLGTQTYICNVNHKP SNTKVDKKVE
PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHQODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQ
VSLTCLVKGEFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQOGNVESCSVMHEALHNH
YTQKSLSLSPG

<SEQ ID NO:130>

DIVMTQSPLSLPVIPGEPASISCRSSQSLLHSNGITYLYWYLOKPGQSPQLLIYQOMSNRASGVPDRESGSGSG
TDFTLKISRVEAEDVGVYYCAHNLELPWTEFGQGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNEYP
REAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC
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<SEQ ID NO:131>
QVQLVQSGAEVKKPGASVKVSCKASGYTFTDF I TAWVKQAPGOGLEWIGEIYPGTGRTYYSEKFRGKATLTAD
TSTSTAYMELSSLRSEDTAVYFCARRTIYYDYDGDYWGQGTLVTVSS

<SEQ ID NO:132>
DFIIA

<SEQ ID NO:133>
EIYPGTGRTYYSEKFRG

<SEQ ID NO:134>
RTIYYDYDGDY

<SEQ ID NO:135>
DIVMTQSPLSLPVIPGEPASISCRSSQSLLHSNGINYLYWYLOKPGQSPQLLIYQOMSNRASGVPDRESGSGSG
TDFTLKISRVEAEDVGVYYCAHNLELPWTEFGQGTKVEIK

<SEQ ID NO:136>
RSSQSLLHSNGINYLY

<SEQ ID NO:137>
OMSNRAS

<SEQ ID NO:138>
AHNLELPWT

<SEQ ID NO:139>
QVQLVQSGAEVKKPGASVKVSCKASGYTFTDFIIAWVKQAPGQGLEWIGEIYPGTGRTYYSEKFRGKATLTAD
TSTSTAYMELSSLRSEDTAVYFCARRTIYYDYDGDYWGQGTLVTIVSSASTKGPSVEFPLAPSSKSTSGGTAALG
CLVKDYFPEPVIVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKP SNTKVDKKVE
PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQ
VSLTCLVKGFYPSDIAVEWESNGOQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWOQGNVESCSVMHEALHNH
YTQKSLSLSPG

<SEQ ID NO:140>

DIVMTQSPLSLPVIPGEPASISCRSSQSLLHSNGINYLYWYLOKPGQSPQLLIYQOMSNRASGVPDRESGSGSG
TDEFTLKISRVEAEDVGVYYCAHNLELPWTFGQGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNEYP
REAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

<SEQ ID NO:141>
QVQLVQSGAEVKKPGASVKVSCKASGYTFTDF I TAWVKQAPGOGLEWIGEIYPGTGRTYYSEKFRGKATLTAD
TSTSTAYMELSSLRSEDTAVYFCARRTIYYDYDGDYWGQGTLVTVSS

<SEQ ID NO:142>
DFIIA

<SEQ ID NO:143>
EIYPGTGRTYYSEKFRG

<SEQ ID NO:144>
RTIYYDYDGDY

<SEQ ID NO:145>
DIVMTQSPLSLPVIPGEPASISCRSSQSLLHSNWINYLYWYLOKPGQSPQLLIYQOMSNRASGVPDRESGSGSG
TDEFTLKISRVEAEDVGVYYCAHNLELPWTEFGQGTKVEIK

<SEQ ID NO:146>
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RSSQSLLHSNWINYLY

<SEQ ID NO:147>
OMSNRAS

<SEQ ID NO:148>
AHNLELPWT

<SEQ ID NO:149>
QVQLVQSGAEVKKPGASVKVSCKASGYTFTDF I IAWVKQAPGOGLEWIGEIYPGTGRTYYSEKFRGKATLTAD
TSTSTAYMELSSLRSEDTAVYFCARRTIYYDYDGDYWGQGTLVTVSSASTKGPSVEFPLAPSSKSTSGGTAALG
CLVKDYFPEPVIVSWNSGALTSGVHTEFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKP SNTKVDKKVE
PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHQODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVESCSVMHEALHNH
YTQKSLSLSPG

<SEQ ID NO:150>

DIVMTQSPLSLPVIPGEPASISCRSSQSLLHSNWINYLYWYLOKPGOSPQLLIYQOMSNRASGVPDRESGSGSG
TDFTLKISRVEAEDVGVYYCAHNLELPWTEFGQGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNEYP
REAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

<SEQ ID NO:151>
QVQLVQSGAEVKKPGASVKVSCKASGYTFTDFIIAWVKQAPGOQGLEWIGEIYPGTGRTYYSEKFRGKATLTAD
TSTSTAYMELSSLRSEDTAVYFCARRTIYYDYDGDYWGQGTLVTVSS

<SEQ ID NO:152>
DFIIA

<SEQ ID NO:153>
EIYPGTGRTYYSEKFRG

<SEQ ID NO:154>
RTIYYDYDGDY

<SEQ ID NO:155>
DIVMTQSPLSLPVIPGEPASISCRSSQSLLHSNWINYLYWYLOKPGQSPQLLIYQGSNRASGVPDRESGSGSG
TDEFTLKISRVEAEDVGVYYCAHNLELPWTEFGQGTKVEIK

<SEQ ID NO:156>
RSSQSLLHSNWINYLY

<SEQ ID NO:157>
QGSNRAS

<SEQ ID NO:158>
AHNLELPWT

<SEQ ID NO:159>
QVQLVQSGAEVKKPGASVKVSCKASGYTFTDF I TAWVKQAPGOGLEWIGEIYPGTGRTYYSEKFRGKATLTAD
TSTSTAYMELSSLRSEDTAVYFCARRTIYYDYDGDYWGQGTLVTVSSASTKGPSVEFPLAPSSKSTSGGTAALG
CLVKDYFPEPVIVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKP SNTKVDKKVE
PKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKT
KPREEQYNSTYRVVSVLTVLHQODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVESCSVMHEALHNH
YTQKSLSLSPG

<SEQ ID NO:160>
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DIVMTQSPLSLPVIPGEPASISCRSSQSLLHSNWINYLYWYLOKPGQSPQLLIYQGSNRASGVPDRESGSGSG
TDFTLKISRVEAEDVGVYYCAHNLELPWTEFGQGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNEYP
REAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

<SEQ ID NO:161>
HSDAVFTDNYTRLRKOMAVKKYLNSILN

<SEQ ID NO:162>
ATEPRKQYATPRVEWTDAPG

<SEQ ID NO:163>
LOWRRDDNVHNEFGVWARYRL

<SEQ ID NO:164>
MARGSLRRLLRLLVLGLWLALLRSVAGEQAPGTAPCSRGSSWSADLDKCMDCASCRARPHSDFCLGCAAAPPA
PFRLLWPILGGALSLTFVLGLLSGFLVWRRCRRREKFTTPIEETGGEGCPAVALIQ

<SEQ ID NO:165>
MLRRRGSPGMGVHVGAALGALWEFCLTGALEVQVPEDPVVALVGTDATLCCSEFSPEPGEFSLAQLNLIWQLTDTK
QLVHSFAEGQDQGSAYANRTALFPDLLAQGNASLRLORVRVADEGSFTCEFVSIRDEFGSAAVSLQVAAPYSKPS
MTLEPNKDLRPGDTVTITCSSYQGYPEAEVEWODGQGVPLTGNVTTSQMANEQGLFDVHSILRVVLGANGTYS
CLVRNPVLQQODAHSSVTITPQRSPTGAVEVQVPEDPVVALVGTDATLRCSFSPEPGEFSLAQLNLIWQLTDTKQ
LVHSFTEGRDQGSAYANRTALFPDLLAQGNASLRLORVRVADEGSEFTCEVSIRDEGSAAVSLQVAAPYSKPSM
TLEPNKDLRPGDTVTITCSSYRGYPEAEVEWODGQGVPLTGNVTTSQMANEQGLEDVHSVLRVVLGANGTYSC
LVRNPVLQODAHGSVTITGOPMTFPPEALWVTVGLSVCLIALLVALAFVCWRKIKQSCEEENAGAEDQDGEGE
GSKTALQPLKHSDSKEDDGQETIA

<SEQ ID NO:166>

MELAALCRWGLLLALLPPGAASTQVCTGTDMKLRLPASPETHLDMLRHLYQGCQVVQGNLELTYLPTNASLSFE
LODIQEVQGYVLIAHNQVRQVPLORLRIVRGTQLFEDNYALAVLDNGDPLNNTTPVTGASPGGLRELQLRSLT
EILKGGVLIQRNPQLCYQDTILWKDIFHKNNQLALTLIDTNRSRACHPCSPMCKGSRCWGESSEDCQSLTRTV
CAGGCARCKGPLPTDCCHEQCAAGCTGPKHSDCLACLHFNHSGICELHCPALVTYNTDTFESMPNPEGRYTEG
ASCVTACPYNYLSTDVGSCTLVCPLHNQEVTAEDGTQRCEKCSKPCARVCYGLGMEHLREVRAVTSANIQEFA
GCKKIFGSLAFLPESFDGDPASNTAPLOQPEQLOQVFETLEEITGYLYISAWPDSLPDLSVEFONLQVIRGRILHN
GAYSLTLOGLGISWLGLRSLRELGSGLALIHHNTHLCEFVHTVPWDQLFRNPHQALLHTANRPEDECVGEGLAC
HQLCARGHCWGPGPTQCVNCSQFLRGQECVEECRVLOGLPREYVNARHCLPCHPECQPONGSVTCEFGPEADQC
VACAHYKDPPFCVARCPSGVKPDLSYMP IWKFPDEEGACQPCPINCTHSCVDLDDKGCPAEQRASPLTSIISA
VVGILLVVVLGVVFGILIKRRQOKIRKYTMRRLLOQETELVEPLTPSGAMPNQAQMRILKETELRKVKVLGSGA
FGTVYKGIWIPDGENVKIPVAIKVLRENTSPKANKEILDEAYVMAGVGSPYVSRLLGICLTSTVQLVTQLMPY
GCLLDHVRENRGRLGSQDLLNWCMQIAKGMSYLEDVRLVHRDLAARNVLVKSPNHVKITDFGLARLLDIDETE
YHADGGKVPIKWMALESILRRRFTHQSDVWSYGVIVWELMTFGAKPYDGIPAREIPDLLEKGERLPQPPICTI
DVYMIMVKCWMIDSECRPRFRELVSEFSRMARDPQREFVVIQNEDLGPASPLDSTEFYRSLLEDDDMGDLVDAEE
YLVPQOGFFCPDPAPGAGGMVHHRHRSSSTRSGGGDLTLGLEPSEEEAPRSPLAP SEGAGSDVEFDGDLGMGAA
KGLOSLPTHDPSPLQRYSEDPTVPLPSETDGYVAPLTCSPQPEYVNQPDVRPQPPSPREGPLPAARPAGATLE
RPKTLSPGKNGVVKDVFAFGGAVENPEYLTPQGGAAPQPHPPPAFSPAFDNLYYWDQDPPERGAPPSTFKGTP
TAENPEYLGLDVPV

<SEQ ID NO:167>

MRPSGTAGAALLALLAALCPASRALEEKKVCQGTSNKLTQLGTFEDHFLSLORMENNCEVVLGNLEITYVQRN
YDLSFLKTIQEVAGYVLIALNTVERIPLENLQIIRGNMYYENSYALAVLSNYDANKTGLKELPMRNLQEILHG
AVRFSNNPALCNVESIQWRDIVSSDFLSNMSMDFQONHLGSCQKCDPSCPNGSCWGAGEENCQKLTKITICAQQC
SGRCRGKSPSDCCHNQCAAGCTGPRESDCLVCRKFRDEATCKDTCPPLMLYNPTTYQMDVNPEGKYSFGATCV
KKCPRNYVVTDHGSCVRACGADSYEMEEDGVRKCKKCEGPCRKVCNGIGIGEFKDSLSINATNIKHEKNCTST
SGDLHILPVAFRGDSFTHTPPLDPQELDILKTVKEITGFLLIQAWPENRTDLHAFENLEITRGRTKQHGQF SL
AVVSLNITSLGLRSLKEISDGDVIISGNKNLCYANTINWKKLFGTSGQKTKITISNRGENSCKATGQVCHALCS
PEGCWGPEPRDCVSCRNVSRGRECVDKCNLLEGEPREFVENSECIQCHPECLPQAMNITCTGRGPDNCIQCAH
YIDGPHCVKTCPAGVMGENNTLVWKYADAGHVCHLCHPNCTYGCTGPGLEGCPTNGPKIPSIATGMVGALLLL
LVVALGIGLFMRRRHIVRKRTLRRLLOQERELVEPLTPSGEAPNQALLRILKETEFKKIKVLGSGAFGTVYKGL
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WIPEGEKVKIPVAIKELREATSPKANKEILDEAYVMASVDNPHVCRLLGICLTSTVQLITQLMPFGCLLDYVR
EHKDNIGSQYLLNWCVQIAKGMNYLEDRRLVHRDLAARNVLVKTPQHVKITDFGLAKLLGAEEKEYHAEGGKV
PIKWMALESILHRIYTHQSDVWSYGVIVWELMTFGSKPYDGIPASEISSILEKGERLPQPPICTIDVYMIMVK
CWMIDADSRPKFRELITEFSKMARDPQRYLVIQGDERMHLPSPTDSNFYRALMDEEDMDDVVDADEYLIPQOG
FESSPSTSRTPLLSSLSATSNNSTVACIDRNGLQSCPIKEDSFLORYSSDPTGALTEDSIDDTEFLPVPEYINQ
SVPKRPAGSVONPVYHNQPLNPAPSRDPHYQDPHSTAVGNPEYLNTVQPTCVNSTFDSPAHWAQKGSHQISLD
NPDYQODFFPKEAKPNGIFKGSTAENAEYLRVAPQSSEF IGA



