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SEQUENCE LISTING

SEQ ID NO: 1 > 10/63 1D4_001l.abl
CAGGTCACCTTGAAGGAGTCTGGTCCTCCGCTGGTGAAACCCACACAGACCCTCACGCTGACCTGCACCTTC
TCTGGGTTCTCACTCAGCACTAGTGGAGTGAATGTGGGCTGGATCCGTCAGCCCCCAGGARAGGCCCTGGAG
TGGCTTGCACTCCTTTATTGGGATGATGATAGGCGCTACAGCCCATCTCTGAGGAGCAGGCTCACCATCACC
AAGGACACCTCCAAAAACCAGGTGGTCCTTACAATGACCAACATGGACCCTGTGCACACAGCCACATATTAC
TGTGCACACAGACGTTGGGAGGATAGTACTTTCCAACACTEGEGCCAGEGCACCCTCGTCACCGTCTCCTCA
G

SEQ ID NO: 2 > 10/63 1D-1_055
GATGTTGTGATGACTCAGTCTCCAGCCACCCTGTCTGTGTCTCCAGGGGAGAGAGCCACCCTCTCCTGCAGG
GCCAGTCAGAGTGTTAACAGCAACTTAGCCTGGTACCAGCAGAAACCCGECCAGGCTCCCAGGCTCCTCATC
TATGGTGCATCCACGAGGGCCACTGGTATCCCAGCCAGETTCAGTGGCAGTGGGTCTGGGACAGAGTTCACT
CTCACCATCAGCAGCCTACAGTCTGAGGATTTTGCAGTTTATTACTGTCAGCACTATCATAACTGGGGTACG
TTCGGCCAAGGGACCARAGGTGGARATCAAAC :

SEQ ID NO: 3 > 10/63 1E3_061
GAGGTGCAGCTGGTGCAGTCTGGGTCTGAGTTGAAGAAGCCTGGGGCCTCAGTAAAAGTTTCCTGCAAGGCT
TCTGGATACACCTTCCCTACGTATGCTATCAATTGGGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGGATG
GGATGGATCAACACCAACACTGGEGAACCCAATGTATGCCCAGGGCTTCACARGACGGTTTGTCTTCTCCTGG
GACACCTCTGTCAGCACGGCATATCTGCAGATCAGCAGCCTARAGACTGAAGACACTGCCGTCTATTACTGT
GCGAGAGGGAGGGGAGGGTTTGCAGCTACAGCCGGTACTGACTACTGGGGCCAGGGAACTCTGGTCACCGTC
TCCTCGG

SEQ ID NO: 4 > 10/63 1E-1_053
GAAATTGTGCTGACTCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGTCGG
GCGAGTCAGCCTATTAGCAGCTGGTTAGCCTGGTATCAGCAGAAACCAGGGARAGCCCCARAGCTCCTGATC

"TATGCCGCATCCAGTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAAATTTCACT.

CTCACCATCAGCAGCCTGCAGCCTGATGATTTTGTAACTTACTATTGTCAACAGGCTAACAGTTTCCCTTAC
ACTTTTGGCCAGGGGACCAAGTTGGAGATCAAAC '

SEQ ID NO: 5 > 10/63 2A5 014 .
CAAGTGCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGTCCTCGETGAAGGTCTCCTGCAAGGCT
TCTGGAGGCTCCTTCAACAATTACGCGATCGGCTGGGTGCGACAGGCCCCTGGGCAAGGGCTTGAGTGGATG
GGAGGGATCATCACCGTCTTTGGTAGAGGAAACTACGCACAGAAGTTCCAGGGCAGAGTCACGATTACCGCG
GACGAATCCACGAGCACAGCCTACATGGAGTTGAGCAGCCTGAGACCTGAGGACACGGCCEGTTTATTATTGT
GTGAGAGACTATACTTTCGTTCGGGGAGTGGCCTCCTGGGAATACTGGEGCCAGGGAACCCTGGTCACCGTC
TCCTCAG

SEQ ID NO: 6 > 10/63 2A-4_049
GAAATTGTGCTGACTCAGTCTCCATCTTCCGTEGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGTCGG
GCGAGTCAGCCTATTAGCAGCTGGTTAGCCTGGTATCAGCAGARACCAGGGAARGCCCCARAGCTCCTGATC
TATGCCGCATCCAGTTTGCAAAGTGGGETCCCATCARGGTTCAGCGGCAGTGGATCTGGGACARATTTCACT
CTCACCATCAGCAGCCTGCAGCTTGATGATTTTGTAACTTACTATTGTCAACAGGCTAACAGTTTCCCTTAC
ACTTTTGGCCAGCGGACCANGTTGGAGATCARAC

SEQ ID NO: 7 > 10/63 2C3_006.abl (
CAGGTACAGCTGCAGCAGTCAGGEGCTGAGETGACGAGECCTGGETCCTCGGTGAAGGTCTCCTGCARGGCT
TCTGGAGCCTCCATCGGCAGCTATACTGTGCACTGGETACGACAGGCCCCTGGACAAGGCCTTGAGTGGATT
GGAGGCATCAACCCTATCTTTGGGACAGTGAACTACGCACAGAGGTTCCAGGGCAGACTCACGATTAGCGCG
GACGATTCCACGAGTTCAGCCTACATGGAGATGAGCAGCCTGARATC TGAGGACACGGCCGTGTATTACTGT
GCGAGATCGCAGCGCCATATTTTGACTGGTCATTACACAGACTAT TGGGGCCCGGGAACCCTGGTCACCGTC
TCCTCAG

SEQ ID NO: 8 > 10/63 2C-2_058

GATGTTGTGATGACTCAGTCTCCATCCTCCCTGTCTGCATCTGTCGGAGACAGAGTCTCCATCACTTGCCAG
GCGAGTCAGGACATTAAGAACTATTTAAATTGGTATCAGCAGAAACCAGGGAAAGCCCCTAAGCTCCTGATC
TACGATGCATCCAATTTGGAAACAGGGGTCCCCTCCAGGTTCAGTGGAAGTGGATCTGGGACAGATTTTTCT
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TTCACCATCAGCAGCCTGCAGCCTGAAGACATTGCAACATATTACTGTCAACATTATGAAAATCTGCCCGCG
CTCACTTTCGGCGGAGGGACCARGGTGGAGATCAGAC

SEQ ID NO: 9 > 10/63 2E2_004

GAGGTGCAGCTGGTGGAGACTGGGGGAGGCGTGGTCCAGCCTGGGAAGTCCCTGACACTCTCCTGTGCAGCC
TCTGGATTCACCTTCAGTAACTATGGCATGGTTTGGGTCCGCCAGCCTCCAGGCARGGGGCTGGAGTGGGTG
GCAGTTATTTCATATGACGCAAAGAAGCAATACTATGCAGACTCCGTGAAGGGCCGATTCACCGTCTCCAGA
GACGATTCCGAGGGCAAGGTGTATCTTCAAATGARCAGTCTGAGAGGTGACGACGCGGCTGTTTATTTCTGT

" GCGAAACTCCAGAGACCCGACAGCACTGETCTGGCCGTTTGACCAGTGGGGCCAGGGAATCCTGETCATCGTC

TCCCCAG
SEQ ID NO: 10 > 10/63 2E-2_050
GARACGACACTCACGCAGTCTCCTTCCACCCTGTCTGCATCTGTCCGGAGACACAGTCACCATCACTTGTCGG

'GCCAGTCAGAGTATCAGTATGTGGTTGGCCTGGTATCAACAAAAACCAGGGAAAGCCCCARGACTCCTCATC

TACACGACGTCTAATTTACGAACTGGGGTCCCATCCAGCTTCAGCGGCAGTGGATCTGGCACAGARATTCACT
CTCACCATCAGCAGCCTGCAGCCTGAGGATTTTGCGACTTACTACTGCCAACAGTATAAAACTTCTTGGACG
TTCGGCCAGGGGACGAAGGTGGACATCAA '

SEQ ID NO: 11 > 10/63 2F1_031
GAGGTGCAGCTGGTGGAGTCCGGGGGAGCCTTGGTACAGCCTGGGEGGTCCCTGAGACTCTCCTGTGCAGCC
TCTGGATTCACCTTCARCAATTTTGAGATGAGCTGGGTCCGCCAGGCTCCAGEGARGGGACTGGAGTGGGTC
TCAGCAATTAGTGTTAGTGATGETAATACATACTACGCCGACTCCETGAAGGGCCEGCTTCACCATCTCCAGA
GACACTTCCAGGAACACTCTTTATCTACAAATGAACAGCCTGAGAGCCGAGEGACACGGCCCTCTATTACTGT
GCGAATGTTCTAGGTTACTGTACTCCCACCACCTGCTATGAAGATCATTGGGGCCAGGGAACCCTGGTCACC
GTCTCCTCAG

SEQ ID NO: 12> 10/63 2F1 059
GATGTTGTGATGACTCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTTACCATCACTTGCCGG
GCARGCCAGGGCATTAGAAATGATTTAGGCTGGTATCAGCAGARACCAGGGAAAGCCCCTAAGCGCCTGATC

‘"TATGCTGCATCCAGTTTGCAAAGTGGGGTCTCATCAAGGTTCAGCGCCAGTGGATCTGGGACAGAATTCACT

CTCACAATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTATTACTGTCTTCAGCATAATAGTTTCCCCGGA
TCGTTCGGCCAAGGGACCAAGGTGGAAATCAANC

SEQ ID NO: 13> 10/63 2G2_027.abl
CAGGTCCAGCTGGTGCAGTCTGGAGCAGAGETGAAAAAGGCCGGGGAGTCTCTGAAGATCTCCTGTAAGGGT
TCTGGATACACCTTTACCACCTACTGEATCGCCTGGGTGCGCCAGETGCCCGGGAAAGGCCTGGAGTGGATG
GGGATCATCTATCCTAGTGACTCTGATACCAGATACAGCCCGTCCTTCCAAGGCCAGATCACCATCTCAGCC
GACAAGTCCATCAACACCGCCTACCTEGCAGTGGACCAGCCTGAAGGCCTCGGACACCGCCATGTATTACTGT
GCGAGACCCGATGATAGTAGTGGCCTTGAGGCTTTTGATATCTGGGGCCAAGGGACAATGGTCACCGTCTCT
TCAG _ : '

SEQ ID NO: 14> 10/63 2G-1_079.abl
GARATTGTGCTGACTCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTCTCGG
GCGAGTCAGCCTATTAGCAGCTGGTTAGCCTGETATCAGCAGAAACCAGGGAARGCCCCARAGCTCCTGATC'
TATGCCGCATCCAGTTTGCARAGTGGEGTCCCATCAAGETTCAGCGGCAGTGGATCTGGGACABATTTCACT
CTCACCATCAGCAGCCTGCAGCCTGATGATTTTGTAACTTACTATTGTCAACAGGCTARCAGTTTCCCTTAC

) ACTTTTGGCCAGGGGACCARGTTGGAGATCARAC

SEQ ID NO: 15> 10/63 3D2 Heavy chain

> 10/63 3D Lo ) .
CGGCACTCATATAGAGTGGCTAGTCCTGAGACTCTCTTGTGCAGCCTCTGGATTCACCTTCAGCAGCTATGG
CATGCACTGGGTCCGCCAGGCTCCAGGCAAGGGGCTGGAGTGGGTGGCAGTTATAGCATATGATGGAATCAA
TAAGTACTACGCAGACTTCGTGAAGGGCCGATTCACCATCTCCAGAGACAATTCCAAGAATACGGTATATTT
GCAAATGATCAGCCTGGGACCTGAGGACACGGCTGTCTATTACTGTGCGAGAGAGTATTGTAGCAGTACAAC
CTGTATARATTCATTTTTGACTCCCGACTACTGGGGCCAGGGAACCCTGGTCATTGTCTCCTCAG

SEQ ID NO: 16> 10/63 3D-2 light chain 071.abl (SEQ ID NO: 110)
GAAATTGTGCTGACTCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGTCGG
GCGAGTCAGCCTATTAGCAGCTGGTTAGCCTGGTATCAGCAGAAACCAGGGAAAGCCCCANAGCTCCTGATC
TATGCCGCATCCAGTTTGCARAAGTGGGGTCCCATCAAGATTCAGCGGCAGTGGATCTGGGACAAATTTCACT
CTCACCATCAGCAGCCTGCAGCCTGATGATTTTGTAACTTACTATTGTCAACAGGCTAACAGTTTCCCTTAC
ACTTTTGGCCAGGGGACCAAGTTGGAGATCAAAC
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SEQ ID NO: 17> 10/63 3E1_030
CAAGTGCACCTGGTGCAGTCTGGGGGAGGCTTGGTCCAGCCTGGGGGGTCCCTGAGACTCTCCTGTGCAGCC
TCTGGATTCACCTTTAGCACCTATTGGATGAGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTG
GCCAACATAAAAGCAGATGGGCGTCAAGAATATTATCTGCAGTCTGTGACGGGCCGATTCACCGTCTCCAGA
GACAACGCCAAGAACTCACTGTATCTGGAAATGAGCAGCCTGAGAGCCGAGGACACGGCTATGTATTACTGT
GTGAGAGACGTCTCGTCGTATAGCATCATCTGGTCTGATGCTTTTGAGATCTGGGGCCAAGGGACAATGGTC
ACCGTCTCTCCAG

SEQ ID NO: 18> 10/63 3E-2 069
GAAACGACACTCACGCAGTCTCCATCCTCCCTGTCTGCATCTGTCGGAGACACAGTCACCATCACTTGCCGG
GCAAGTCAGGGCATTAGAAATGATTTAGGCTGGTATCAGCAGAAACCAGGGAAGGCCCCTAAGCGCCTAATC
TATGCTGCATCCAGTTTGCARAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGAATTCACT
CTCACAATCACCAGCCTGCAGCCTGAAGATCTTGCAACTTATTACTGTGTACACCATAATGATTATCCTCGG
ACGTTCGGCCAAGGGACCAAGGTGGAAATCAAAC

SEQ ID NO: 19> 10/63 3F1_026

CAGGTGCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGAAGCCTGGGTCCTCGGTGAAGGTCTCCTGCARGGCC
TCCGGAGGCACCTTCAGTACCCATTCTATTAATTGGGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGGATG:
GGAGGAAACATCCCTATCTTTGGTAAAGCAAGCTACGCAGAGAAGTTCCAGGACAGAGTCACGATTACCGCG
GACGAATCCACGAGCACAGCCTACATGGAGCTGAGCAGCCTGAGATCTGAGGACACGGCCGTCTATTACTGT
GCGCGGTTCTTCGTTAAGTATAGTGGGAGCCACTACTACTTTGACTCCTGGGGCCAGGGAACCCTGGTCACC

GTCTCCTCAG

SEQ ID NO: 20> 10/63 3F-2 _065
GATGTTGTGATGACTCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGTCGG
GCGAGTCAGCCTATTAGCAGCTGGTTAGCCTGGTATCAGCAGAAACCAGGGAAAGCCCCAARAGCTCCTGATC
TATGCCGCATCCAGTTTGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAAACTTCACT
CTCACCATCAGCAGCCTGCAGCCTGATGATTTTGTAACTTACTATTGTCAACAGGCTAACAGTTTCCCTTAC
ACTTTTGGCCAGGGGACCAAGTTGGAGATCAAAC ' ’

SEQ ID NO: 21> 10/63 4F6_020.abl
GAGGTGCAGCTGGTGGAGTCTCGGGCAGGCTTGGCGAAGCCGGGEGGGETCCCTTAGACTCTCCTGTGCGGCC
TCTGGATTCACTTTCAGTAATGCCTGGATGAGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGETT
GGCCGTATTAAAAACARAATTGATGGTGAGACRACAGACTACGCTGCATCCGTGAARAGGCAGATTCATCATC
TCAAGAGATGACTCAAAAARCACGGTGTATCTGCARATGARCAGCCTGAAAACCGAGGACACAGCCGAGTAT
TGGTGCACCATATATTTCTATGATAGARGTGGATACTTCTTTGACCACTGGGGCCAGGGAACCCTGGTCACC
GTCTCCTCAG

SEQ ID NO: 22> 10/63 4F-1_ 076
GAAACGACACTCACGCAGTCTCCAGCCACCCTGTCTTTGTCTCCAGGGCAAAGAGCCACCCTCTCCTGCAGG
GCCAGTCAGAGTGTTAGCAGCTACTTAGCCTGGTATCAACAGARACCTGGCCAGGETCCCAGGCTCCTCATC
TTTGATGCGTCCCACAGGGCCACTGGCATCCCAGCCAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCATT
CTCACCATCAGCAGCCTAGAGCCTGAAGATTTTGCAGTTTATTACTGTCTGCAGCGTGGCAAGTGGCCTTCC
TTCGGCCAAGGGACACGACTGGAGATTAAAC

SEQ ID NO: 23> 10/63 5A6_045.ab1

CAGGTGCAGCTGCAGGAGTCGGGGEGAGGCCTGGT TCAGCCGGGGGGETCCCTGAGACTCTCCTGTGCAGCC
TCTGGATTCACTTTTAGTGACTATGCCATGAGCTGGGTCCGCCAGGCTCCAGGGARGEGGCTGGAGTGGGTC
TCAGGTCTTAGTGAGAGTGGTCATAATACATACTACGCAGACTCCGTGCTGGACCCGETCCGCCATTTCCAGA
GACAATTCCAAGAGTACCCTGTATCTGCARATGARCAGCCTGACAGCCGAGGACACGGCCGTATATTACTGT
GCGAGATGTTGGAGGGGTTACGATCCTTTGACTGGCTATTATACGGGATACTACTTTGACTACTGGGGCCCG
GGAACCCTGGTCACCGTCTCCTCAG

SEQ ID NO: 24> 10/63 5A-1 074
GAAATTGTGCTGACTCAGTCTCCATCCTCCCTGTCTGCATCTATAGGAGACAGAGTCACCATCACTTGCCGE
GCGAGTCAGGACATTAGCAATTATTTAGCCTGGTATCAGCAGAGACCAGGGARAGTTCCTAAGCTCCTGATC
TATGCTGCATCCACTTTGCAATCGGEGGTCTCATCTCGATTCAGCGGCACTGGATCTGGGACAGATTTCACT
CTCACCATCAGCAGCCTACAGCCTGAAGATGTTGCAACTTATTACTGTCAAAAATATAACAATGCCCCTGTC
ACTTTCGGCGGAGGGACCAARGGTGGAGATCARAC

SEQ ID NO: 25> 10/63 5B1_043

CAGGTACAGCTGCAGCAGTCAGGCCCAGGACTGGTGAGGCCTTCGGAGACCCTGTCCCTCACGTGCAGTGTC
TCTGGAGGCTCCATCAGCAGTATTACTCCCTACTGGGGCTEGATCCGCCAGCCCCCAGGGARGGGECTGGAG
TGGATTGGGAGCCTCGCTTATAGTGGGGACACCTACTACAACCCETCCCTCARGAGTCGAGTCACCATATCC
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TTAGACACGTCCGAGACCCAGTTCTCCCTGAAGGTGAACTCTGTGACCGCCGCAGACACGGCTéTTTATTTC
TGTGCGAGACACCATAGCAGTGGGAACGCCCTCGACTACTGGGGCCAGGGAATCTTGGTCACCGTCTCCTCA
- = .

SEQ ID NO: 26> 10/63 5B1_053

" GARACGACACTCACGCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGCCGG
- GCCAGTCAGGGCATTAGCAGTTATTTAGCCTGGTATCAGCAAAAACCAGGARAAGCCCCTAAGCTCCTGATC
. TTTGGTGCATCCACTTTGCAAAGTGGGGTCCCATCARGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACT
‘CTCACCATCAGCAGCCTGCAGCCTGARGATTTTGCAACTTAT TACTGTCAGCAGCTTAATAATTACGTTCTC -

ACTTTCGGCGGAGGGACCAAGGTGGAGATCARAC

SEQ ID NO: 27> 10/63 5C2_041

GAAGTGCAGCTGCTGCAGTCTGGGGCTGAGATGGAGARGCCTGGGTCCTCGGTGAAGGTCTCCTGCAAGAGT
TCTGGAGGCACCTTCAACAACTATGCTATCAGCTEGGGTGCGACAGGCCCCTGGACARGGGCTTGAGTGGATG
GGAGGGATCAACCCTCTCTTTCGTACAGTAAARCTACGCACAGARGTTCCAGGGCAGAGTCACGATTACCGCG
GACGAATCCACGAGCACCGCCTACATGGAGCTGAGCAGCCTGAGATCTGACGACACGGCCGTCTATTACTGT
GCGGGTGCATATTGTAGTGCTACCAGCTGCTCTTCAGGGCAGTGGCTGGTTTACTGGGGCCAGGGAACCCTG

" GTCACCGTCTCTTCAG

SEQ ID NO: 28> 10/63 5C1_049.abl.
GATGTTGTGATGACTCAGTCTCCAGACTCCCTGGCTGTGTCTCTGGGCGAGAGGGCAACCATCAACTGCAAG
TCCAGCCAGAGTGTTTTTCACAGCTCCAATAATAAGAACTACTTAGCCTGGTACCAGCAGAAACCAGGACAG
CCTCCTAGGCTGCTCATCTACTGGGCATCTACCCGGGAATCCGGGGCTCCCTGACCGATTCAGTGGCAGCGGG
TCTGGGACAGAGTTCACTCTCACCATCAGCAGCCTGCAGGCTGAAGATGTGGCAGTTTATTATTGTCAACAA
TATTATAGTAGTCCTCCGGTATTCACTTTCGGCCCTGGGACCAAAGTGGATGTCAAAC

SEQ ID NO: 29> 10/63 5D1_037
GAAGTGCAGCTGGTGCAGTCTGGGGCTGAGGTGARGARGCCTGGGTCCTCGGTGAAGGTCTCCTGCARGGCT

 TCTGGAGGCACCTTCAGCAGCGATTCTATCAGCTGGGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGGATG

GGGAGCATCATCCCTATCTTTAGTCGAGCAAACTACGCACAGAAGTTCCAGGGCAGAGTCACCATTAACGCG

" GACGAATCCACGAGCACAGTCTACATGGAGCTGAGCAGCCTCAGGTCTGACGACACGGCCTTATATTTCTGT

GCGAGGACTCCAGTGACTGGTCCTGATCTTGACTACTGGGGCCAGGGAACCCTGATCACCGTCTCCTCAG
SEQ ID NO: 30> 10/63 5D-2 _070.abl.
GAAGTTGTGCTGACTCAGTCTCCATCCTCTCTGTCTGCATCTGTAGGAGACAGAGTCACAATCACTTGCCGG
GCAAGTGAGAGCATTAGCACCAATTTAAATTGGTTTCAGCAGARACCAGGGAAGGCCCCTACGCTCCTGATC
CATGCTGCCTCCACTTTGCAAACTGGGGTCCCATCAAGGTTCATTGGCAGTGGATCTGGGACAGATTTCACT
CTCACCGTCAGCAGTCTGCTACCTGAAGATTTTGCAACTTACTTCTGTCAGCAGACTTACAATACCCCTAGG

‘ACGTTCGGCCAAGGGACCAGGGTGGAAATCAAAC

7

SEQ ID NO: 31> 10/63 5H3_044
CAGGTGCAGCTGCAGGAGTCCGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCACTGTC
TCTGGTGGCTCCATTAACARTAGTAATTACTACTGGAGCTGGATCCGCCAGTCCCCAGGGAGGGGGCTGGAG
TGGATTGGCGGTATATATTTTAGTGGGACCACCTACTACAACCCGTCCCTCCAGAGTCGAGTCACCATATCC
ATAGACACGTCCAAGAATCAATTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCAGACACGGCTATATATTAC
TGTGTGAGACAGATGAATTACTATCATTTGGGGAGTTCTGTCGGGTTCGACCCCTGGGGCCAGGGAGCCCTE
GCCACCGTCTCCTCCG

SEQ ID NO: 32> 10/63 5H-1_095
GATGTTGTGATGACTCAGTCTCCAGCCACCCTGTCTGTGTCTCCAGGGGARAGAGCCACCCTCTCCTGCAGE
GCCAGTCAGAGTGTTAGTAGCAACTTAGCCTGGTACCAGCAGAAACCTGGCCAGGCTCCCAGTCTCCTCATC
TATGAAGCATCCACCAGGGCCACTGGTATCCCAGCCAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCACT
CTCACCATCAGCAGCCTGCAGTCTGARGATTTTGCAATTTATTACTGTCAGCAGTATAATGACTGGCTGTGE
ACGTTCGGCCAAGGGACCAAGGTGGAAATCAGAC

SEQ ID NO: 33> 10/63 6C8 036
CAGGTGCAGCTGCAGGAGTCGGGCGCTGAGGTGAAGAAGCCTGGGTCCTCGGTGAAGGTCTCCTGCAAGGCT
TCTGGAGACACCCTCAACACTTACACTCTCAGCTGGGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGGCTG
GGAGGGATCATCCATCCCTTTGGCACAGAARACTACGCACAGAAGCTTTCAGGGCAGACTCACGATCACCGCG
GACGAATCCACGAGCACAGCCTACATGGAGCTGAGGAGCCTGACATCTGAGGACATGGCCGTGTATTTTTGT
GCGAGACATCACCGCCATATTTTGACTGGTGAGCGCACCGACTACTGGGGCCAGGGAACCCTGGTCACCGTC
TCCTCAG

SEQ ID NO: 34> 10/63 6C-1_091
GAAATTGTGCTGACTCAGTCTCCATCCTCCCTGTCTGCATCTGTTGGAGACAGAGTCACCATCACTTGCCAG

:-3'
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GCGAGTCAGGACATTCGCAACTCTTTAAATTGGTATCAGCAGAAACCGGGGAAAGCGCCTATCCTCCTGATC

'TACGATGCATCCAATTTGAAAACAGGGGTCCCATCAAGGTTCAGTGGAAGTGGATCTGGGACAGATTTCACT
- TTCACCATCAGCAGCCTGCAGCCTGAGGATATTGCAACATATTTCTGTCAACATTATGATAATCTCCCCCTA

TTCACTTTCGGCCCTGGGACCAAAGTGGATATCARAC

SEQ ID NO: 35> 10/63 6E6_034
CAGGTCCAGCTGGTGCAGTCTGGGGCTGAGGTGAAGARGCCGEGGTCCTCGETGAAGGTCTCCTGCAAGTCT
TCTGGAGGCACCCTCAACAGCTATACTATCAGCTGGGTGCGACAGGCCCCTGGACAAGGCCTTGAGTGGATG
GGAGGGATCAATCCCATCTTTGGTACAACAAACAACGCACAGAAGTTCCAGGGCAGAGTCACGATTACCGCE
GACAAATCCACGAACACAGTCTACATGGAGCTGAGCAGCCTGAGGTCTGACGACACGGCCGTGTATTACTGT
GCGAGAGGGGGCCACCATATTTTGACTGGGCGTTACATTGACGACTGGGGCCAGGGAACCCTGGTCACCGTC
TCCTCAG

SEQ ID NO: 36> 10/63 6E1_058
GATGTTGTGATGACTCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGCCAG
GCGAGTCAGGACATTAGCAACTATTTAAATTGGTATCAGCAGAAAGCAGGGAARGGCCCTAAGCTCCTGATC
TACGATGCATCCAATTTGGAGACAGGGGTCCCATCAAGGTTCAGTGGAAGTGGATCTGGGACAGATTTTACT
TTCACCATCAGCAGCCTGCAGCCTGAAGATGTCGCAACATATTACTGTCAACAGTATGATAATCTCCCTCGG
CACACTTTTGGCCAGGGGACCAAGCTGGAGATCAAAC

SEQ ID NO: 37> 10/63 7E1_061
GAGGTGCAGCTGGTGGAGACCGGGGGAGGCGTGGTCCAGCCTGGGAGGTCTCTGAAACTCTCCTGTGCAGCG
TCTGGATTCAACTTCAATGAGTATGGCATGCACTGGETCCECCAGGCTCCAGGCARGGGGCTGGAGTGGGTE
GCTGTCGTAGCATATGATGGAATTAATAAATATTATGAAGACTCTGTGAAGGGCCGATTCACCATCTCCAGA
GACAATTCCAAGAACACACTATCTCTGCAAATGAACAGCCTGCAGCCTGAGGACACGGCTGTGTATTTCTGT
GCGAAATCGGCAGGATCTACTTTGAAAACAGTTATTAGTCTTCTGCAGCCTTTTGATATCTGGGGCCAAGGG
ACAATGGTCACCGTCTCTTCAG

SEQ ID NO: 38> 10/63 7E-1_087
GATGTTGTGATGACTCAGTCTCCAGCCACCCTGTCTEGTGTCTCCAGGGGAAAGAGCCACCCTCTCCTGCAGG
GCCAGTCAGAGTGTTAGCAGCAACTTAGGCTGGTACCAGCAGAAACCTGGCCAGGCTCCCAGGCTCCTCATC |
TATGATGCATCCACCAGGGCCACTGGCATCCCACCCAGGTTCAGTGGCAGTGGGTCTGGGACAGAGTTCACT

-CTCACCATCAGCAGCCTGCAGTCTGAGGATTTTGCAGT TTATTACTGTCAGCAGTATCATGACTGGCCTCCG

TACACTTTTGGCCAGGGGACCARGCTGGAGATCAAAC

SEQ ID NO: 39> 10/63 7G1_055

GAGGTGCAGCTGGTGGAGTCTGGGEGAGGCTTGGCGAAGCCEGGGGGETCCCTTAGACTCTCCTGTGCGGCC
TCTGGATTCACTTTCAGTAATGCCTGGATGAGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTT
GGCCGTATTAAARACAAAATTGATGGTGAGACAACAGACTACGCTGCATCCGTGARAGGCAGATTCATCATC
TCAAGAGATGACTCARAAAACACGETGTATCTGCAAATGAACAGCCTGAAAACCGAGGACACAGCCGAGTAT
TGGTGCACCATATATTTCTATGATAGAAGTGGATACTTCTTTGACCACTGGGGCCAGGGAACCCTGGTCACC
GTCTCCTCAG

SEQ ID NO: 40> 10/63 7G-1_081
GATGTTGTGATGACTCAGTCTCCAGCCACCCTGTCTTTGTCTCCAGGGCAAAGAGCCACCTTCTCCTGCAGG
GCCAGTCAGAGTGTTAGCAGCTACTTAGCCTGGTATCAACAGAAACCTGGCCAGGCTCCCAGGCTCCTCATC
TTTGATGCGTCCCACAGGGCCACTGGCATCCCAGCCAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCATT
CTCACCATCAGCAGCCTAGAGCCTGAAGATTTTGCAGTTTATTACTGTCTGCAGCGTGGCARGTGGCCTTCC
TTCGGCCAAGGGACACGACTGGAGATTAAAC

SEQ ID NO: 41> 10/63 7H-1_060

CAGGTGCAGCTGGTGCAGTCTGGGGGAGGCTTGGCGAAGCCGGGGGGEGTCCCTTAGACTCTCCTGTGCGGCC
TCTGGATTCACTTTCAGTAATGCCTGGATGAGCTGGGTCCGCCAGGCTCCAGGGAAAGGGCTGGAGTGGGTT
GGCCGTATTAAAAACAAAATTGATGGTGAGACAACAGACTACGCTGCATCCGTGARAGGCAGATTCATCATC
TCAAGAGATGACTCAAAARACACGGTGTATCTGCARAATGARCAGCCTGAARACCGAGGACACAGCCGAGTAT

" TGGTGCACCATATATTTCTATGATAGAAGTGGATACTTCTTTGACCACTGGGGCCAGGGAACCCTGGTCACC

GTCTCCTCAG

SEQ ID NO: 42> 10/63 7H-1_038
GARATTGTGCTGACTCAGTCTCCAGCCACCCTGTCTTTGTCTCCAGGGCAAAGAGCCACCCTCTCCTGCAGG
GCCAGTCAGAGTGTTAGCAGCTACTTAGCCTGGTATCAACAGARACCTGGCCAGGCTCCCAGGCTCCTCATC
TTTGATGCGTCCCACAAGACCACTGGCATCCCAGCCAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCATT
CTCACCATCAGCAGCCTAGAGCCTGAAGATTTTGCAGTTTATTACTGTCTGCAGCGTGGCAAGTGGCCTTCC
TTCGGCCAAGGGACACGACTGGAGATTAAAC
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SEQ ID NO: 43> 10/63 8F1 051

GAAGTGCAGCTGGTGCAGTCTGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCACTGTC
TCTGGTGGCTCCATCAGCTCTAGTTCTTACTACTGGGGCTGGATCCGCCAGCCCCCAGGGAAGGGGCTGGAA
TGGATTGGGGGTATCTATTACACTGGGACCACCTACTACAATCCGTCCCTGAACAGTCCAGTCACCATATCC
ATAGACATGTCCAAGAATCATTTCTCCCTGGAGTTGACCTCTGTGACCGCCGCAGACACGGCTGTTTATTAC
TGTGCGAGACAAGCGGTTTTTGCAGAAGCAACTGGTACAACCATTGGGGCCATTGACTACTGGGGCCAGGGG
ACCCTGGTCGTCGTCTCCTCAG

SEQ ID NO: 44> 10/63 8F-1 036
GATGTTGTGATGACTCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGAGTCATTATCACTTGTCGG
GCGAGTCAGAGTTTTAACAACTGGTTGGCCTGGTATCAGCAGAAACCAGGGAAAGCCCCTARGCTCCTGATC
TATGGTGCATCCACTTTACARAGTGGGGTCCCATCAAGATTCAGCGGCAGTGGATCAGGGACAGATTTCACT
CTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAGCAGTTTCCCGTGG.
ACGTTCGGCCAGGGGACCAAGGTGGAGATCAAAC

SEQ ID'NO: 45> 10/50 1Bl
GAGGTGCAGCTGGTGGAGTCCGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTETCTCTCACGTGCAGTETC
TCTGGTGACTCCATCACTAATTACTACTGGGCCTGGATCCGGCAGCCCCCAGGGAAGAGGCTGGAATGGATT
GCGAATCTGTATTACACTGGGGGTACCAATTACAACCCCTCCCTCAAGGCTCGACTCACCACGTCAGTAGAL
ACATCCAAGAACACCTTTTCCCTCAAGGTGAGGTCTGCGACCGCTGCGGACACGECCGTATATTATTGTGCG
AGAGTGACATCATTGAGTGGGAGCGAGGTCTACGGTATGGACGTCTGGGGCCAAGGGATCACGGTCACCGTC
TCCTCA

SEQ ID NO: 46> 10/50_ 1B1
GATGTTGTGATGACGCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGCCAG
GCGAGTCAGGACATTAGTAACTCTTTAACTTGGTTTCAGCAGARACCAGGGARRGCCCCTAGGCTCCTGATG
TACGCTGCGTCCAATTTGCAAACAGGGGTCCCATCAAGGTTCAGTGGAAGTGGATCTGGGACAGATTTTACT'
TTCACCATCAGCAGCCTGCAGCCTGARGACATTGCAACATATTACTGTCAACAGTATGATAGTATCCCGATC
ACCTTCGGCCAGGGGACACGACTGGAGCTTAAAC

SEQ ID NO: 47> 10/50_1D8

GAGGTCCAGCTGGTGCAGTCTGGGGGAGGCCTGGTCAAGCCTGGGGGGTCCCTGAGACTCTCCTGTGCTGCC
TCTGGATTCACCTTCGCTCCCTTTAGCCTGACCTGGGTCCGCCAGGCTCCAGGGAAGGGACTGGAGTGGGTC
TCATCCATTACTCCTAGTAGTAATTACATATTCTATGCAGACTCAGTGAAGGGCCGATTCACCATCTCCAGA
GACGACGGCAGGAAGTCAGTGTATCTGCAGATGAACAGCCTCAGAGTCGAGGACACGGCTGTGTATTACTGT
GCGAGAGATCCTTCCGGGACTTATGACTACAACTACTACGCAATGGACGTCTGGGGCCCCEGGACCACGGTC
ACCGTCTCCTCA

SEQ ID NO: 48> 10/50_1D1
GAAATTGTGTTGACACAGTCTCCAGGCACCCTGTCTTTGTCTCCAGGTGAAAGAGCCACCCTCTCCTGCAGG
GCCAGTCAGACTGTTGGTAGTAGTTATTTAGCCTGGTACCAGCAGAAACCTGGCCAGGCGCCCAGGCTCCTC
ATCTATGGTACATCCACCAGGGCCACTGEGCATCGCAGACAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTC
ACTCTCACCATCAGCAGACTGGAGCCTGAAGATTTTGCAGTCTATTACTGTCAACAGTATGGTGGCTCACCT

.CCGATCACCTTCGGCCAAGGGACACGACTGGAGACTAAAC

SEQ ID NO: 49> 10/50_2F1

CAGCTGGTGGAGACTGGAGCTGAGGTGAAGAARGCCTGGGGCCTCAGTGARGGTCTCCTGCAAGGCTTCAGGT
TCTGGTTACCCCTTTAGTAGTCATGGTTTCAGT TGGGTGCGACAGGCCCCTGGACAGGGGCTTGAGTGGATE
GGATGGACCACCGCTTACAATGGTGAAACACAATATGCACAGAAGTTCCTGGGCAGAGTCACCATGACCACA
GACACTTCCACGAACACAGCCTACATGGAGCTGAGGAGCCTGAGATCTGACGACACGGCCATCTACTATTGT

| TATAGCAGCGGTCCTCGATGGGGTCATTTTGATATC TGEGGCCAAGGGACAGTGETCACCGTCTCTTCAG

SEQ ID NO: 50> 10/50_2F3
GACATCCAGATGACCCAGTCTCCAGGCACCCTGTCTTTGTCTCCAGGGGAAAGAGCCACCCTCTCCTGCAGG
GCCAGTCAGAGTGTCGACTTAGCCTGGTTCCAGCAGARACCTGGCCAGGCTCCCAGGCTCCTCATCTATGET
ACATCCAGCAGGGCCACTGGCATCCCAGRARGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCACTCTCACC
ATCAGCAGACTGGAGCCTGAAGATTTTGCAGTGTATTACTGTCACCAATATGATTCCTCACCGTGGACGTTC
GGCCAAGGGACCAGGGTGGAATTCAAAC

SEQ ID NO: 51>10/50_3H1
CAGGTGCAGCTGCAGGAGTCGGGGEGAGGCTTGGTGCAACCGGGGEGETCCCTGCGACTCTCCTGTGCAGCC
TCTGGATTCAATTTTGGCGACTATGTCATGGCCTGGGTCCGCCAGGCTCCAGGCAAGGGCCTGGAGTGGGTC
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TCAGTTATTTATAATGGTGGAAGTAGTACATATTATGCAGACTCCGTGAAGGGCCGGTTCACCGTCTCCAGG
GATAATTCCAGGAACACGGTGTCTCTGCACATGAGCAGCCTGAGCGCCGAAGACACGGCCCGATATTACTGT
GCGARAGATCGACAGTCGTTGCATGACCCTEGTTCGGGGAGTTACCTCGCTCTTGACCACTGGGEGCCAGGGA
ACCCTGETCACCGTCTCCTCAG :

SEQ ID NO: 52> 10/50_3H1 _
GAAATTGTGATGACACAGTCTCCATCCTCCCTGCCCGCGTCTCTAGGAGACAGAGTCACCATCACTTGCCGG
GCAAGTCAGAGCATTAGCGETTCTTTAAATTGGTATCAGCAGAGACCAGGGAAAGCCCCTAAACTCCTGATC
TTTGCTGCATCCCGTTTACACAGTGGGETCCCTTCAAGGTTCAGTGGCAGTGGATCTGGGCCAGACTTCACT
CTCAGCATCAGCAGTCTGCAACCTGAAGATTTTGCAACTTACTACTGCCAACAGGGGAGCACTTTCGGCGGC
GGGACCAAGGTGGAGTTCAAAC

SEQ ID NO: 53> 10/50_432 » :

GAAGTGCAGCTGGTGCAGTCAGGCCCTGGACTGGTGARGCCTTCGGAGACCCTGTCCCTCACATGCACTGTC
TCTGGTGGCTCCCTCAGCAGTGATGGTCACTCCTGGGGCTGGCTCCGCCAGCCCCCAGGTAAGGGACTGGAG
TGGATTGGTAACATCTATTATACTGGGACCACCTACTACAATCCGTCCCTCGAGAGTCGARTCACCGTATCC
GTTGACACGTCCAAGAACCAGTTCTCCCTGAAGCTGAACTCTGTGGCCGCCGCAGACACGGCTGTCTATTAC

‘TGTGCGGCCTGGAACGCGGGACCATCGTACTATTTTCACTACTGGGGCCTGGGAACCCTGGTCACCGTTTCC

TC

SEQ ID NO: 54> 10/50_4B1

GAAATTGTGCTGACTCAGTCTCCAGCCACCTTGTCTGTGTCTCCAGGGGAGAGAGCCACCCTCTCCTGCAGG
GCCAGTCAGAGTGTTAGCAACAACTTAGCCTGGTACCAGCAGAGACCTGGCCAGGCTCCCAGGCTCCTCATC

. TATGGTGCATCCACCAGGGCCACTGGTATCCCAGCCAGGTTCAGTEGCAGTGGGTCTGGGACAGAGTTCACT

CTCACCATCAGCAGCCTGCAGTCTGAAGATTTTGCAGTTTATTACTGTCAGCAGTATGAGTCCTGGTGGACG
TTCGGCCAAGGGACCAAGGTGGAAGTCAARC

SEQ’ ID NO: 55> 10/50_5Al.
CAGGTACAGCTGCAGCAGTGGGGCGCAGGACTGTTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCGCTGTT
TATGATGGGTCCTTCAGTGGTTTCTCCTGGACCTGGATCCGCCAGTCCCCAGGGAAGGGGCTGGAGTGGATT
GGGGAAATCAATCACAGTGGAAGCACCAACTACAACCCETCCCTCAAGAGTCGACTCACCATTGCACTTGAC
ACATCCACGAACCAGTTCTCACTGAGGCTGACCTCTGTGAGCGCCGCGGACACGGCTATTTATTATTGTGCG
CTATCTCTGCAAACTCTGGTTCGGGGACTTGTTTATATTAACTTTGACTACTGGGGCCAGGGAAGTCTGGTC
ACCGTCTCCTCAG

SEQ ID NO: 56> 10/50 5A1l
GACATCCAGATGACCCAGTCTCCAGCCTCCCTGTCTGCATCTGTGGGAGACCGAGTCACCATCACTTGCCGG
GCAAGTCAGGCCATTACCACCTATTTARATTGGTATCAACAGAAGCCAGGGAAAGCCCCTAACCTCCTGATC
TATGCTGCATCCAGTTTGCAARAGTGGGGTCCCATCAAGGTTCACTGGCAGTGGATCTGGGACAGACTTCACT
CTCACCATCAGCAGTCTGCARCCTGGAGATTTTGCAACTTACTACTGTCAACAGAGTTACAATTTGCCTCGG |
ACGTTCGGCCATGGGACCAAGGTGGAAATCAAAC

SEQ ID NO: 57> 10/50_5C6 :
GAGGTGCAGCTGGTGGAGTCTGGGGCTGAGGTGAGGAGGCCTGGGGCCTCAATGAAGGTTTCCTGCARGGCA
TCTGGATACACCTTCAGCAGCTACTATATACACTGGGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGGGTG
GGAATAATCAACCCTAGGGGTGGAAGCGCAAGCGTCGCACAGAAGTTCCAGGGCAGAGTCACCCTGACCAGG
GACACGTCCACGAGTACAGTCTACATGGAGTTGAGTAGCCTGAGATCTGAGGACACGGCCCTGTATTTCTGT
GCGAGAGCCGGCGTAGCCCTTTTCTATGACAGTAGTGGGTATGACCCAACTCCCTATGATGCTTTTGAAGTC
TGGGGCCAAGGGACAATGGTCACCGTCTCTTCA

SEQ ID NO: 58> 10/50_5C1

GAAATTGTGATGACGCAGTCTCCCGCCACACTGTCTGTGTCTCCAGGGGAAAGAGCCACCCTCTCCTGTAGG _

GCCAGTCAGAGTGTTAGAAGTTACTTAGCCTGGTACCAGCAGAAACCTGGCCAGGCTCCCAGGCTCCTCATC
TTTGGTGCATCCACCAGGGCCACTGGTATCCCAGCCAGGTTCAGTGGCAGTGGGTCTGGGACAGAGTTCACT

CTCACCATCAGCAGCCTGCAGTCTGAAGATTTTGCAGTTTATTACTGTCACCAGTATAATCACTGGCCTCGG
ACGTTCGGCCAAGGGACCAAGGTGGARATCAAAC '

SEQ ID NO: 59> 10/50_5D6

GAGGTGCAGCTGGTGCAGTCTGGGGGAGGCTTGGTACAGCCTGGGGGGTCCCTGAGACACTCCTGTGTAGCC
TCTGGATTCACCTTTACCACCCATGCCATGGGCTGGETCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGETC
TCTGCTATTAGTGCCAGTGGGGATGGCACATACTATGCAGACTCCGTGAAGGGCCGGTTCACCATCTCCAGA -
GACAATTCCAAGAACACTCTCTTTCTGCAAATGAACAGCCTGACGGCCGCGGACACGGCCTTTTATTACTGT
GCGACCATTGACTGGAGCGACAAGGGGGTCTTTGACTACTGGGGCCAGGGAATCCCGGTCACCGTCTCCTCA
SEQ ID NO: 60> 10/50_5D2
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‘GAAATTGTGTTGACGCAGTCTCCATCTTCCGTGTCTGCGTCTGTAGGAGACAGAGTCACCATTACTTGTCGG

GCGRGTCAGGCTGTTGGCAGCTTGTTAGCCTGGTATCAGCAGAAGCCAGGGARACCCCCTAGGCTCCTTGTC
TATACTGCATCCACTTTGCAAAGTGGGGTCCCATCARGGCTTCAGCGGCAGTGGATCTGGGACAGATTTCACT
CTCACCATCACCAGCCTACAGCCTGAAGACTTTGCAACTTACTCTTGTCAACAGGCTTTCAGTTTCCCGTGG

ACGTTCGGCCAAGGGACCARAGGTGGAAATCAGAC

SEQ ID NO: 61> 10/50 6B1
GAGGTGCAGCTGGTGCAGTCTGGGGCTGAGGTGGAGAAGCCTGGGGCCTCAGTGAAGATTTCCTGCAAGGCA
TCTGGATACACTTTCGCCAACAACTATATACACTGGCTGCGACAAGCCCCTGGACAAGGGCTTCAGTGGATG
GGAGTCATCAACCCTAGAGGTGGTAGTGCAGCCTCGGCACAGATGTTCCAGGGCAGAATCACCATGACCAGG
GACACGTCCACGAGCACAGTCTACCTGGACCTGCGARGCCTGAGATCTGAGGACACGGCCGTCTATTACTGT
GCGAGAGGGGGAAGGGCCTATTACTATGATTCTTATACGACCCCCCGAGACGGAGAGTCGTGGTGGTTCGAC
CCCTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCA

SEQ ID NO: 62> 10/50_6B2:

vGAAACGACACTCACGCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGGGACAGAGTCACCATCACTTGCCAG

GCGAGTCAAGACATTAGGAAATATTTGAATTGGTATCAGCAGAAACCAGGAAAAGCCCCTAAAGTCCTGATC
TACGATGCATCCAATTTGAAGACAGGGGTCCCATCARGGTTCAGTGGAGGTGGATCTGGGACAGATTTTACT

"TTCACCATCAGCAGCCTGCAGCCTGGAGATATTGCAACATATTACTGTCAGCACTCTGATTATCTCCCGATC

ACCTTCGGCCAAGGGACACGACTGGAGATTGAAC"

SEQ ID NO: 63> 10/50_ 6D3

' CAGGTACAGCTGCAGCAGTCAGGGGCTGAGGTAAAGAAGCCTGGGGCCTCAGTTCACCTTTCCTGCAAGGCA

TCTGGATACTCCTTCACCAGCAACTATATGCACTGGGTGCGACAGGCCCCTGGACAAGGGCTTGAATGGATG
GGGATAATCAACCCTCGTGGTGGAAGCACARAGCATCGCACAGCAGTTCCAGGGCAGAATCACCATGACCAGG
GACACGTCCACGAGCACAGTCTACATGGAACTGAGAAGCCTGACATCTGAGGACACGGCCGTTTATTACTGT
GCGAGAGCCGGCCCAGCCCTTTATTATGATAGTAGTGGTTATGACCCAACTACTTATGATTCTTTTGAAGTC
TGGGGCCAAGGGACAATGGTCACCGTCTCTTCA

SEQ ID NO: 64> 10/50_6D1
GATGTTGTGATGACTCAGTCTCCAGCCACCCTGTCTGTGTCTCCAGGGGAAAGAGCCACCCTCTCCTGCAGG
GCCAGTCAGGGTGTGAGAAGCTATTTAGCCTGGTATCAGCAGAAACCTGGCCAGGCGCCCAGGCTCCTCATC
TATGGTGCGTCCACTAGGGCCACTGGTATCCCAGCCAGGTTCAGTGGCAGTGGCTTCTGGGACAGAGTTCACT
CTAACCATCARACAGCCTGCGGTCTGAAGATTCTGCAGTTTATTACTGTCAGCAGTATAATCACTGGCCTCGG
ACGTTCGGCCAAGGGACCAAGGTGGAAATCAAARC

SEQ ID NO: 65> 10/50_6E1
GAAGTGCAGCTGGTGCAGTCTGGGGGAGGCTTGGTACAGCCGGGEGEGGTCCCTGAGACTCTCCTGTGTAGCC
TCTGAATTCAGCTTTAGCACCTATGCCATGGGCTGGGCCCGCCAGGCTCCAGGGAAGGGGCTEGGAGTGGGTC
TCAGTTATTTATACCGGCGGAGGTAGCACCTACTATGCAGACTCCGTGAGGGGCCGGTTCACCATCTCCAGA
GATAATTCCAAGAACACCCTGTATGTGCARATGAACAGCCTGACAGTCGACGACACGGCCGTATATTACTGT
GCGGGAGGAGGAATAGTGTCAACGATGGGCGCTTTTGGTTTCTGGGGCCAAGGGACTATGGTCGCCGTCTCT
TCAG

SEQ ID NO: 66> 10/50_6El
GAAACGACACTCACGCAGTCTCCATCCTTCCTGTCTGCCTCTGTGGGAGACAGAGTCACCATCACTTGCCGG
GCCAGTCAGGAGTTCAGCAGTTATGTAGCCTGGTATCAGCAGAAACCAGGGAAAGCCCCTAAACTCCTGATT

- TATGGTGTATCCACTTTGCACAGTGGGGTCCCATTARGGTTCAGCGGCGGTGGCTCTGGGACAGAATTCATT

CTCACGATCAGCGGCCTGCAGCCTGAAGATGTCGGAACTTACTACTGTCAACAGACTGGGACGTTCGGCCAA
GGGACCAAGGTGGAAATCAAAC B

SEQ ID NO: 67> 10/50_7A1
CAGGTCCAGCTGGTGCAGTCTGGGGGAGGGTTGGTACAGCCTGGAGGGTCCCTGAGACTCTCCTGTGCAGCC
TCTGGATTCACCTTCAGTAGTTACGAAATGAACTGGGTCCGCCAGGCTCCAGGGAAGGGCCTGGAGTGGATT
TCATACATTAGTCGTAGTGGTACCGCCACATACTACGCAGACTCTGTGAAGGGCCGATTCACCATCTCCAGA
GACAACGCCAAGAACTCACTGTATCTGCAAATGAACAGCCTGAGGGCCGAGGACATGGCTGTTTATTACTGT
GCGGGAGAAGGTTACTTTGGTTCGGCCGCCATCAACTACTTTGCCTTCTGGGGCCAGGGAACCCTGGTCACC
GTCTCCTCAG

SEQ ID NO: 68> 10/50_7Al
GARACGACACTCACGCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGGGACAGAGTCACCATCACTTGCCGG
GCAAGTCAGACCATTGGCACCTATTTACATTGGTATCAGCAGAAACCAGGGAAAGCCCCGAAGCTCCTGATC
TTTGCTGCATCCAGTTTGCAAAGTGGGGTCCCATCAAGGTTCAGTGGCAGTGGATCTGGGACAGATTTCACT
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CTCACCATCAGCAGTCTGCAACCTGAAGATTTCGCAACTTACTACTGTCTACAGACTTACAGTAGTTTGTAC

'ACTTTTGGCCAGGGGACCAAGCTGGAGATCAAAC

SEQ ID NO: 69> 10/50_7C3.
GAGGTGCAGCTGGTGGAGTCTGGGGCTGAGGTGAAGAAGCCTGGGGCCTCAGTGAAGGTTTCCTGCAAGGCA
TCTGGATACACCTTCAGCAACTACTATATACACTGGGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGGATG

GGAGTAATAAACCCTCGTGGTGGAAGCGCAAGTAGTGCAGAGAAGTTCCAGGGCAGAATCACCATGACCAGE

GACACGTCCACGAGCACAGTTTACATGGAGCTGAGCAGCCTGAGATCGGAGGACACGGCCGTATTTTACTGT

“GCGAGAGGGGGATGGGCCTATTATTATGATAGTTACACGACCCCCCGAGACGGACAGTCGTGGTGGTTCGAC

CCCTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCA

SEQ ID NO: 70> 10/50_7C1
GATGTTGTGATGACTCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGCCAG
GCGAGTCAGGACATTAGAAACTTTTTAAATTGGTATCAGCACAAACCAGGGAAAGCCCCARAGGTCCTGATA
TACGATGCCTCCARATTGAAAACAGGGGTCCCATCARGGTTCAGTGGAAGTGGATCTGGGACAGACTTTACT
TTCACCATCCGCAGCCTGCAGCCTGAAGATATTGCGACCTATTACTGTCAACAGTCTGACAATCTCCCGATC
ACCTTCGGCCAAGGGACACGACTGGAGATTARAC

SEQ ID NO: 71> 10/50_7El
CAGGTACAGCTGCAGCAGTCCGGCCCAGGACTGGTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCACTGTC
TCTGGTGGCTCCATCARTAGTTACTACTGGAGCTGGATCCGGCAGCCCCCAGGGAAGGGACTGGAGTGGATT
GGGTATATTCATTACAGTGGGAGCACCAACTACAACCCCTCCCTCAAGAGTCGAGTCACCATATCAGTAGAC
ACGTCCAAGAACCACTTCTCCCTGAAGCTGAACTCTGTGACCGCCGCAGACACGGCCGTCTATTACTGTGCG
AGACATGATTGTAGTGATACCACCTGCCGTGAATACTTCCAGCACTGGGGCCAGGGCACCCTGGTCACCGTC
TCCTCA

SEQ ID NO: 72> 10/50_7El
GAAACGACACTCACGCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGCCGG

GCAAGTCAGAGCATTAGCACCTTTTTAAATTGGTATCAGAAGAARACCTGGGAAAGCCCCTGAGCTCCTGATC

TCTGCAGCATCCACTTTGCAAAGTGGCGTCCCATCAAGGTTCAGTGGCAGTGGATCTGGGACAGATTTCACT
CTCACCATCAACAGTCTGCAACCCGGAGACTTTGCGACTTACTACTGTCAAGAGAGTTACAGTATGATGTAC
ACTTTTGGCCAGGGGACCARGGTGGAGATCARAC

SEQ ID NO: 73> 10/50_7H1
GAGGTGCAGCTGGTGGAGACTGGGGGAGGCTTGGTCCAGCCTGGGGGGTCCGTGAGACTCTCCTGTGCAGCC
TCTGGATTCACCTTTAGTAGATATTGGATGAGTTGGGTCCGCCAGGCTCCAGGAAAGGGGCTGGAGTGGGTG
GCCAACATAAATCAAGGTGGAAGTGAGAGGCACTACGTGGACTCTGTGAAGGGCCGATTCACCATCTCCAGA
GACAACGCCAGGAATTCGTTCTACTTAGAAATTAGGAACCTGAGAGTCGAGGACACGGCCGTCTACTATTGT
GCGAGAGAGGGGATGGTCGAGGETGACCGCACTCTCCTTCTTGGACTACTGGGGCCAGGGARACCTEGTCECC
GTCTCCTCAG

SEQ ID NO: 74> 10/50_7H1
GAAACTGCGTTCACGCAGTCTCCATCCTCCCTGTCTGCATCCGTTGGAGACACAGTCACCATCACTTGCCGG
GCAAGTCAGACCATTGGCACCTTTTTAAATTGGTATCAGCTGAAGCCAGGGAAAGCCCCTAAACTCCTGATC
TTCGCTACATCTAACTTGCAAGGTGGCGTCCCATCAAGGTTCAGTGGCAGTGGATCTGGGGGAGATTTCACT
CTCACCATCACCAGTCTGCAACCTGAGGATTTTGGAACTTACTACTGTCAACAGACTTACAGTATGATTTAC
ACTTTTGGCCAGGGGACCAGGGTGGACATCAAALC

SEQ ID NO: 75> 10/50_9Bl

CAGGTCCAGCTGGTGCAGTCTGGAGCAGAGGTGAARAARGCCCGGAGAGTCTCTARAGATCTCTTGTAAGGCC
TCTGGATACATCTTTACCAGCTACTGGATCGCCTGGGTGCGCCAGATGCCCGGGAAAGGCCTAGAGTGGATG
GGGATTATCTATCCTGGTAACTCTGACCCCAGATACAGCCCGTCCTTCCAGGGCCAGGTCACCATCTCAGCC
GACAAGTCCAGCAGTACCGCCTACCTGCAGTGGAGCAGCCTGAAGGCCTCGGACACCGCCATATATTACTGT

TCGAGACTCGACCACTACTTCTACTACGGTATGGACCTCTGGGGCCAGGGGACCACGGTCACCGTCTCCTCA o

SEQ ID NO: 76> 10/50_9B1
GATGTTGTGATGACTCAGTCTCCAGGCGCCCTGTCTCTGTCTCCAGGGGAAAGAGCCACCCTCTCCTGCAGG
GCCAGTCAGACTTTTAGCAGCATCTACTTATCCTGGTTCCAGCAGARACCTGGCCAGGCTCCCAGGCTCCTC
ATTTATGGTGCATCCAACAGGGCCGATGGCATCCCAGACAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTC
ACTCTCATCATCAGCAGACTGGAGCCTGAAGATTTTGCAGTTTATTATTGTCAGCACTATGACAACTCCTTC
TTCACTTTCGGCCCTGGGACCAAAGTGGATATCAAAC

SEQ ID NO: 77> 10/50_9E2
CAGGTGCAGCTGGTGCAGTCTGCGGGAGGCTTGGTACAGCCTGGGGGGTCCCTGAGACTCTCCTGTGTAGCC
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.TCTGGATTCACCCTCAGAAGCTATGCCATGAGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTC

’

TCATCTATTAGTGATAGTGATGATAGCACATACTACGCAGACTCCGTGAAGEGCCGCTTCACCATCTCCAGA
GACGATTCCAAGAACACGCTGTATCTGCARATGAGCAGCCTGAGAGCCGAGGACACGGCCGTATTTTTCTGT
GCGACGACAAACTGGGGTGTTTCGGTCAAGCCGGGTACTTTTGATATCTGGGGCCAAGGGACAGTGATCACC
GTCTCTTCA

SEQ ID NO: 78> 10/50_9E2
GACATCCAGTTGACCCAGTCTCCATCTTCCGTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGTCGG
GCGAGTCAGGGTATTAGCAGCTACTTAGCCTGGTATCAGCAGAAGCCAGGGAAAGCCCCTARGCTCCTGATC
TTTGCTGCATCCAGTTTGCAAAGTGGGETCCCATCAAGGTTCAGCGGCAGTGGCTCTGGGACAGATTTCACT
CTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTACTATTGTCAACAGGCTAACAGTTTCCCTTGG
ACGTTCGGCCCAGGGACCAAGGTGGAAATCAAAC

SEQ ID NO: 79> 10/50_11El
GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTGGTARAGCCTGGGGGGTCCCTGAGACTCTCCTGTGCAGCC
TCTGGATTCACTTTCAGCACCTATCCCATGAGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTC
TCAGTCATTTTTAACGGAGGTAGTAGTACATACTATGCAGACTCCGTGAAGGGCCGGTTCACCATTTCCAGA
GATAATTCCAAGAACACGCTGTATCTGCAAATGAATAGCCTGAGAGCCGAGGACACGGCCGTATATTACTGT
GCGAAATTTGCGGCCCCGCCGAGTGGCTGGTGTGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCA
G

SEQ ID NO: 80> 10/50 11El
CCCTGTCTGCATCTGTGGGAGACAGAGTCACCATCACTTGCCGGGCCAGTCAGAGTGTTAGTAACTGGTTGG
CCTGGTATCAGCAGAAACCAGGGAAAGCCCCTAAACTCCTGATCTATAAGGCGTCCACTTTAGAAAGTGGGG
TCCCATCAAGGTTCAGCGGCAGCGGATCTGGGACAGAATTCACTCTCACCATCAGCAGCCTGCAGCCTGATG

ATTTTGCAACTTATTACTGCCAACAGTCTGGGACATTCGGCCAAGGGACCAAGGTGGARATCAAAC

SEQ ID NO: 81> 1st BASE 973574_A3_3M2 D3 _H 2 1146 _
GAGGTGCAGCTGGTGGAGTCTGGGGGAGGCTTGGTCCGGCCGGGGGGGTCCCTGAGACTCTCCTGTGTGGGC
TCTGGATTCAATTTTGGGAGGCATTGGATAAGCTGGGTCCGCCAGGCTCCAGGGAACGGGCTGGAGTGGETG

GCCAATATAAARGAAGACGGAAGTGCGAAGTACTATGTGGAGTCTGTGAAGGGCCGATTCACCATCGTCAGA

GACAACGCCAAAARATTCGCTGTTTCTGCAAATGAGCAGCCTGAGAGCCGAGGACACGGCAGTATATTACTGT
GCGAGAGAGTCTTGTACTGGTGTTACCTGCCAAGGTTTCCTAGACTTCTGGGGCCAAGGAACCCTGGTCACC
GTCTCCTCAG

SEQ ID NO: 82> 1lst_ BASE_ 945681 _A3-3M2-D3_Ck516
AGTCTCCATCCTCCCTGTCTGCATCTATAGGAGACAGAGTCACCATCGCTTGCCGGGCAAGTCAGAACATTG
GCATCTTTTTGAACTGGTATCACCACAAACCAGGGGAAGCCCCTAAACTCCTGATCTATGCTGCATCCACTT |
TGCAAACTGGGGTCCCATCAAGGTTCAGTGGCAGTGGATCTGGGACAGAGTTCACTCTCACCATCAGCAGTC
TGGAACGTGAAGATTTTGCAACTTACTACTGTCAGCAGACTTACAGTATGTTCTATAGTTTTGGCCAGGGGA
CCAACCTGGTGATCAAAC

SEQ Ip NO 83> 1st BASE 892549 A3 -3M2-F5_PWCgamma
AGGTGCAGCTGTTGGAGTCGGGCCCAGGACTGGTGAAGCCTGCGGGGACCCTGTCCCTAAATTGCGCTGTGT -
CTGGTGGCTCCATCAGCACCAGTAACTGGTGGAGT TGGCTTCGTCAGTCCCCAGGGAAGGGACTGGAGTGGA
TTGGAGABRATTCATCATAGTGGGARCACCAACTACARCCCGTCCCTCARGAGTCGACTCACCATATCAGTAG
ACACCTCCAAGAACCAGTTCTCCCTGAAACTGACGTCTGTGACCGCCGCGGACACGGCCGTCTATTACTGTG
GGAGGACCGGGGTGATAGCAACGCCTGGCCAGATTGACTACTGGGGCCAGGGAATCCTGGTCACCGTCTCCT
CAG

SEQ ID NO: 84> 1lst BASE 945687_A3-3M2-F5_Ck516
AGTCTCCATCCTCCCTGTCTGCATCTGTGGGAGACAGGGTCACCATCACTTGCCGGGCAAGTCAGAGCATTA
GCAGATTTTTARATTGGTATCAGCAGCGACCAGGGARAGCCCCTARCCTCCTGATCTATGCTGCATCCARATT
TGCAAGGTGGGGTCCCATCAAGATTCAGTGGCTCTGGAT CTGGGACAGATTTCACTCTCACCATTAGTAGTC

\TGCAACCTGAAGATTTTGCAACCTACTACTGTCAACAGACTTACAGTTCCCCTCCGACGTTCGGCCTAGGGA

CCAAGGTGGAAATCARAC

SEQ ID NO: 85> 1lst_BASE 892571 A3-3M3-C4_ PWCgamma

GGTGCAGCTGTTGGAGTCTGGGEGAGECTTGETACAACCTCGAGGGTCCCTGAGACTATCCTGTGCAGCCTC
TGGAATCACCCTCAGGAATTATGAAGTGAACTGGGTCCGCCAGGCTCCAGGARAGGGGCTGGAGTGGCTTTC
ATACATCAGTATTAGAGGTAATACCATATACTATGCAGACTCTGCGAAGGGCCGATTCACCGTCTCCAGAGA
CAACGCCGAGAACTCAGTGTTTCTACARATGAATAGCCTGAGAGCCGAGGACACGGCTGTTTATTACTGTGC
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. GAGATGGTCCCGTGGTAACTCCGACTCTGGGGGTATGGACGTCTGGGECCAAGGGACCACGGTCACCGTCTC

CTCA

SEQ ID NO: 86> ist _BASE_945760_A3-3M3-C4_Ck516
AGTCTCCAGGCACCCTGTCTTTGTCTCCAGGGGARAGAGCCACCCTCTCCTGCAGGGCCAGTCAGAGTGTTA
ACAGCAGGTTCTTAGCCTGGTACCAACAAAAACCTGGCCAGGCTCCCAGGCTCCTCATCTATGCTGCATCCT
ACAGGGCCACTGGCATCCCAGACAGGTTCAGTGGCAGTGGCTCTGAGACAGACTTCACGCTCACCATCAACA
GACTGGAGCCTGAAGATGTCGCAGTGTATTTCTGTCACCAGTATGGGTTTTCACCTCCGTATGTTTTTGGCC
AGGGGACCAGGCTGGAGATCARGC '

SEQ,ID NO: 87> 1st_BASE_896204_A3—2M2-G8_PWCgamma
GGTGCAGCTGTTGGAGTCTGGGGGACGCTTGGTACGGCCAGGAGGGTCCCAGAGACTCTCCTGTACAGCCTC
TGGATTCAGTTTTAGTAGTTATGAAATGAGTTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTTTC
ATACATAAGTAGTAGTGGGACTACCATATACTACGCAGACTCTGTGAAGGGCCGATTCACCATCTCCAGAGA
CAACGCCAAGAACTCACTGTATCTGCAARATGAACAGCCTGAGAGCCGAGGACACGGCTGTTTATTACTGTGC
GAGACTCCTATTACTATGGTTGGGGGAGACAACGGCAATGGACGGTATGGACGTCTGGGGCCAAGGGACCAC
GGTCACCGTCTCCTCA

SEQ ID NO: 88> 1st BASE 945551 A3-2M2-G8 Ck516
AGTCTCCATCCTCCCTGTCTGCTTCTGTAGGAGACAGAGTCACCATCACTTGCCGGECAAGTCAGAAGATTA
ATAGGTTTTTAAATTGGTATCAGCAAAAACCAGGGAAAGCCCCTAAGCTCCTGATCTATGCTGCATCCAGTT
TGCAAAGTGGGGTCCCATCAAGGTTCAGTGGCAGTGGATCTGGGACAGAGTTCACTCTCACCATCACCAGTC
TGCAACCTGATGATTTTGCGACTTACTACTGTCAGCAGAGTTACACTTCCCCGCTCACTTTCGGCGGAGGGA
CCAAGGTGGAGATCAAAC

SEQ ID NO: 89> 1lst_ BASE 878754 _A3-3M1-Bll PWCgamma
GAGGTGCAGCTGTTGGAGTCTGGGGGAGGCGTGGTCCAGCCTGGGAGGTCCCTGAGACTCTCCTGTGCAGCC
TCTGAATTCACCTTCAGTAGCTATGCTATGCACTGGEGTCCGCCAGGCTCCAGGCAAGGGECTGCGAGTGEETG
GCAGTTACATCATATGATGGCATTAATACATACTACGTAGACTCCGTGAAGGGCCGATTCACCATCTCCAGA
GACAATTCCAAGAACACGCTGTATCTGCAAATGARCAGCCTGAGAGCGGAGGACACGGCTGTGTATTACTGT
GCGAGAGCCCCCCAGGAACATGATAGCAGTGGTAATCCCCTCGACTACGGTATGGACCTCTGGGGCCAGGGG
ACCACGGTCACCGTCTCCTCA

SEQ ID NO: 90> 1lst BASE 945644 _A3- 3M1 B11l_Ck516
AGTCTCCATCCTTCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGCCGGGCCAGTCAGGGCATTA
GCAGTTCTTTAGCCTGGTATCAGCAAAGACCAGGGGAAGCCCCTAAGCTCCTGATCTATGCTGCATCCACTT
TGCAAAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGAATTCACTCTCACAATCAGCAGCC
TGCAGCCTGARAGATTTTGCAACTTATTACTGTCAACAGCTGAATAGTTACCTTTTCGGCGGAGGGACCAAGG
TGGAGATCAAAC

SEQ ID NO: 91> lst_ BASE 878760 _A3-3M1-D1_PWCgamma
AGGTGCAGCTGTTGGAGTCTGGGGGAGGCTTGGTACAGCCAGGECGETCCCTGAGACTCTCCTGTACAGCTT
CTGGATTCACCTTTGGTGATTATGCTATGAGCTGGETCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGETAG
GTTTCATTAGAAGCAAAGCTTATGGTGGGACAACAGAATACGCCGCEGTCTGTGAARGGCAGATTCACCATCT
CARGAGATGATTCCARAAGCATCGCCTATCTGCAAATGAACAGCCTGARAACCGAGGACACAGCCGTGTATT
ACTGTACTAGGACGCGCGGCAGCAGCTGGTCCCACTACTACTACTACGGTATGGACGTCTGGGGCCAAGGGA
CCACGGTCACCGTCTCCTCA

SEQ ID NO: 92> 1st BASE_945652_A3-3M1-D1_Ck516
AGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGCCGGGCAAGTCAGAGCATTA
GCAGCTATTTAAATTGGTATCAGCAGARACCAGGGAARGCCCCTARGCTCCTGATCTATGCTGCATCCAGTT
TGCAAAGTGGGGTCCCATCAAGGTTCAGTGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGTC
TGCAACCTGAAGATTTTGCAACTTACTACTGTCAACAGAGTTACAGTACCCCGTACACTTTTGGCCAGGGGA
CCAAGCTGGAGATCAAAC

SEQ ID NO: 93> 1lst_BASE 892606_A3-3M3-G3_PWCgamma

CAGGTGCAGCTGGTGGAGACTGEGCCTGAGGTGAAGAAGCCTGGGACCTCAGTGAAGGTCTCCTGCAAGGCT
TCTGGGTTCACCTTTACTAGTTCTGGTATACAGTGGGTTCGACAGGCTCGTGGACARAGCCTTGAGTGGATA
GGATGGATCGTCGTCGGCAGTGACATGACAAACTACGCACGGAAGTTGCAGGGAAGGGTCACCATCACCTGE

GACATGTCCACAAGCACAGCCTACATGGAACTAAACAGCCTGCGATCCGAGGACTCGGCCATTTATTACTGT

GCGGCAGTGGGAACTTCGCCTCCGCCATACTTTGACCACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAA
G
SEQ ID NO: 94> 1lst BASE_945781_ A3-3M3-G3 Ck516
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AGTCTCCATCCTTCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGCCGGGCCAGTCAGGGCATTT
ACAGTTATTTAGCCTGGTTTCAGCAAAAACCAGGGAAAGCCCCTAAACTCCTGATCTATTCTGTTTCCACTT
TGCAARAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGACTTCACTCTCACCATCAACAGCC
TGCAGCCTGAGGATTTTGCAACTTATTATTGTCAACAGCTTAATGGTTACCCCTCCTTCGGCCAAGGGACAC
GACTGGAAATTAGAC

SEQ ID NO: 95> 1st_BASE 904578_A3-2M1-A5_ PWCgamma
GGTGCAGCTGTTGGAGTCTGGGGGAGCCTTGGTACAGCCTGGAGGGTCCCTGAGACTCTCCTGTACAGCCTC
TGATTTCACCTTCAGTGATTATGACATGAACTGGGTCCGCCAGGCTCCAGGGARGGGGCTGGAATGGCTTTC
ATACATTAATTCTAGGGGTGTTACAAAATACTACGCAGACTCTGTGAAGGGCCGGTTCACCATCTCCAGAGA
CAACGCCAAGAACTCACTTTATCTGCAAATGAACAGCCTGAGAGCCGAGGACACGGCTCTTTATTACTGTGC
CCGAGGACTCAGAGGGCACGATTACGGTATGGACGTCTGGGGCCAAGGGACCACGGTCACCGTCTCCTCA
SEQ ID NO: 96> 1st BASE 945500_A3-2M1-A5_Ck516
AGTCTCCAGGCACCCTGTCTTTGTCTCCAGGGGARAGAGCCACCCTCTCCTGCAGGGCCAGCCAGAGTGTTA
GCAGCAGGTTCTTAGCCTGGTACCAGCAGAAACCAGGCCAGGCTCCCAGGCTCCTCATCTACGGTGCATCCA
GCAGGGCCTCTGGCATCCCAGATAGGTTCAGTGGCAGTGGGTCTGAGACAGACTTCACTCTCAGCATCAGCA
GACTGGAGCCTGAAGATTTTGCAGTGTATTTCTGTCTGCAGTATGGTTTCTCACCCCCGTACACTTTTGGCC
AGGGGACCAAACTGGAGATCAAAC

SEQ ID NO: 97> lst_BASE 896206_A3-2M2-H5_ PWCgamma
GGTGCAGCTGTTGGAGTCTGGGGGAGGCTTGGTTCAGCCTGGGGGGTCCCTGAGACTCTCCTGTGCAGCCTC
TGGATTCACCTTTAGCAACTATGCCATGAGCTGGGTCCGCCAGGCTCCAGGGARGGGGCTGGAGTGGGTCTC
AGTTATTTATAACGGTGGCAGTAGCACATACTATGCAGACTCCGTGAAGGGCCGCTTCACCATCTCCAGAGA
TAACTCCAAGAACACACTGTATCTGCGAATGAACAGTCTGCGAGTCGARGACACGGCCGTATATTACTGCGC
GAAATTCCTCGTGTTGCCAGCAGCTGCTGCCGACTACTGGGGCCAGGGAACCCTGGTCACCGTCTCCTCAG
SEQ ID NO: 98> l1lst BASE 945554 A3-2M2-H5 Ck516 ,
AGTCTCCATCCTTCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGCCGGGCCAGTCAGGGCATTA
GCAGTCATTTAGCCTGGTATCAGCAGAAACCAGGGAAAGCCCCTAAACTCCTGATCTATGCTGCATCCACTC
TGCACACTGGAGTCCCATCAAGGTTCAGCGGCAGTGGATCTGGGACAGAGTTCACTCTCACAATCACCAGCC
TTCAGCCTGAAGATTTTGCGACTTATTACTGTCAGCAGCCGGGTGCTTTCGGCCCTGGGACCAGACTGGATA
TCAA ;

SEQ ID NO: 99> l1lst_ BASE 897923 A3-2M3-C9_PWCgamma
GGTGCAGCTGTTGGAGTCTGGGGGAGGCTTGCGTACAGCCTGGAAGGTCCCTGAGACTCTCCTGTGCAGCCTC
TGGATTCCCCTTCAGTAGCTATGARATGAACTGGGTCCGCCARGCTCCAGGGAAGGGGCTGGAGTGGATTTC
ATATATCAGTAGTACTGGTAGTCCCATCCACTACGCAGACTCTGTGAGGGGCCGATTCACCATCTCCAGAGA
CAACGCCAAGAACTCACTCTATCTGCACATGAACAGCCTGAGAGCCGAGGACACGGCTATTTATTACTGTGC
GGGGGATTTGCTGCTCTGGGTCCCCGAAGCAACAGGTGCTACAGCTGGTACCGGCGGTTTGGACGTCTGGGG
CCARGGGACCACGGTCACCGTCTCCTCA

SEQ ID NO: 100> 1lst BASE 949089 _A3-2M3-C9_Ck516
AGTCTCCATCCTTCCTGTATGCATCTGTAGGAGACAGAGTCACCATCACTTGCCGGGCAAGTCAGACCATCA
GTAAATATTTAAATTGGTACCACCAGAAGCCAGGGAAAGCCCCTAATCTCCTGATCTATGCTGCATCAAGTT
TGCAGAGTGGAGTCCCATCGAGGTTCAGCGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGTC
TGCAGCCTGAAGACTTTGCAACTTACTACTGTCAACAGAGTTACAGTATCCCTCGGACGTTCGGCCAAGGGA
CCAAGGTGGAAATCAAAC

SEQ ID NO: 101> 1st BASE 992133 _A3-2M3-E9-H-1 Resendsl1146_ Resend
GAGGTGCAGCTGETACAGTCTGAAACAGAGCTGAAAGAGCCCGGGCAGTCTCTGAAGATCTCCTGTAAGGGT
TCTGGATACACCTTTACCAACTACTGGATCGGCTGGGTGTGCCARATGCCCGGGARAGGCCTGGAGTGGATG
GGGATCATCTATCCTGGTGACTCTGARACCAGATACAGCCCGTCCTTTCAAGGCCAGGTCACCATCTCAGTC
GACAAGTCCATCAGCACCGCCTACCTGCAGTGGAGTAGCCTGARGGCCTCGGACACCGCCATGTATTACTGT
GCGAGACTCAAAAATTACTATACTTCGGGGAATTATGTTCCGGTGEGAGGTATGGACGTCTGGEGCCARGGE
ATCACGGTCACCGTCTCCTCAG

SEQ ID NO: 102> 1lst BASE_949097_A3-2M3-ES_Ck516
AGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGCCGGGCAAGTCAGAGCETTA
GCAACTATTTAAATTGGTATCAGCAGAAACCAGGGAAAGCCCCTARACTCCTGATCTATGCTGCTTCCACTT
TGCAAAGTGGECTCCCATCARGATTCAGTGGCAGTGGATCTGGGACAGATTTCACTCTCTCCATCAGCAGTC
TGCAACCTGAAGACTTTGCAATATACTACTGTCAACAGACTTACAGTCCCCCTCAGAACACTTTTGGCCAGG
GGACCAAGCTGGAGATCAAAC
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" SEQ ID NO: 103> 1st BASE 988416 A3-2M3-F9-H- ¥ 1146

GCCAGGTGGAGCTGGTGGAGTCGGGCCCAGGACTGGTGAAGCCTTCGGGGTCCCTGTCCCTCACCTGCGCT
GTCTCTGGTGGCTCCATCACCAGTAGTAACTGETGGAGTTGGGTCCGCCAGCCCCCAGGGAAGGGGCTGEAR
TGGATTGGAGAAATCTATCATAGTGGGAGCGCCGACTACAACCCGTCCCTCAAGAGTCGAGTCACCATATCA
GTAGACACCTCCAAGAACCAGTTCTCCCTGAAGCTGAGGTCTGTGACCGCCGCGGACACGGCCGTGTATTAC
TGTGCGAGGGTTGAGGTTATGATTAAGTTTGGGGGAGTTATCCGATACTTTGACTACTGGGGCCTGGGAACC
CTGGTCACCGTCTCCTCAG '
SEQ ID NO: 104> 1st_BASE 949101 A3-2M3-F9_Ck516
AGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCACTTGCCAGGCGAGTCAGGACATTA
GCAACTATTTAAATTGGTATCAGCAGARAACCAGGGAARGCCCCTAAGCTCCTGATCTACTATGCATCCAATT
TGGAAACAGGGGTCCCATCAAGGTTCAGTGGARGTGGATC TGGGACAGATTTTACTTTCACCATCAGCAGCC
TGCAGCCTGAAGATTTTGCAACATACTACTGTCAACAGTATGATAATCTCCCTCCGCGGTACACTTTTGGCC
AGGGGACCAAGCTGGAGATCAAAC

]
SEQ ID NO: 105> 1st BASE_ 897935 A3-2M3-G3_PWCgamma
GGTGCAGCTGTTGGAGTCTGGGGGAGCCTTGGTACAGCCAGGGCGGTCCCTGAGACTCTCCTGTACAGCTTC
TGGATTCACCTTTGGGGATTTTGCTTTGAGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGGTAGG
TGTCATCAGAAGCAAAGGCTATGGTGGGACAACAGAGTACGCCGCGTCTGTGARAGGCAGATTCAGTATCTC
AAGAGATGATTCCAAATTCATCGCCTATCTGCAAATGAACAGCCTGGARACCGAGGACACTGCCGTGTACTT
CTGTACCAGCACAACCTTATATTATTTTGTTTCGGGGAGGGCARRAGACTACGGGATGGACGTCTGEGGCCA
AGGGACCACGGTCACCGTCTCCTCA : ‘
SEQ ID NO: 106> 1lst BASE 949103_A3-2M3-G3_Ck516
AGTCTCCATCCTCCCTGTCTGCATCTGTTGGAGACAGTGTCACCATCACTTGCCGGGCAAGTCAGGGCATTA
GARATGATTTAGGCTGGTATCAGCAGARAGCAGGTAAAGCCCCTAAGGCCGTGATCTATGCTGTATCCACTT
TACAAAGTGGGGTCCCATCGAGGTTCAGCGGCAGTGGATCTGGCACAGATTTCACTCTCACCATCAGCAGCC
TGCAGCCTGAAGATTTTGCAACTTATTACTGTCTGCAAGATTACAGTTTTCCGTGGACGTTCGGCCAAGGGA
CCAAGGTGGAAATCAAAC

SEQ ID NO: 107> 1st_BASE_988406_A3-2M3-C2-H-3_1146
GAGGTGCAGCTGCAGGAGTCGGGCCCAGGACTGETGARGCCTTCGGAGACCCTGTCCCTCACCTGCACTGTC
TCTGGTGGCTCCATCACCAGTAGTAGTTACTACTGGGCCTGGCTCCGCCAGCCCCCAGGGAAGGGGCTGGAG -
TGGATTGGGAATATCTATTACAGTGGGAACACCGACTACAACCCGTCCCTCARGAGTCGAGTCACCATATCC -
GCAGACACGTCCATGGACCAATTCTCCCTGAGGCTGAGGTCTATGGCCGCCTCAGACACGGCTGTTTATTAT
TGTGCGAGCGGGCTACAGACCTGEGACGTGACTACGGETGGTGCETCEGCCTCCCTCGACTACTGGGGCCAG
GGAACCCTGGTCACCGTCGCCTCAG

SEQ ID NO: 108> 1st BASE 949084 A3-2M3-C2_Ck516
AGTCTCCAGGCACCCTGTCTTTGTCTCCAGGEGAAAGAGCCACCCTCTCCTGCAGGGCCAGTCAGAGTETTA
GCAGCAGTTTCTTAGCCTGGTACCAGCACARACCTGGCCAGECTCCCAGGCTCCTCATCTATGGTGCATCCA:
TCAGGGCCACTGGCATCCCAGACAGGTTCAGTGGCAGTGGGTCTGGGACAGACTTCATTCTCACCATCAGCA
GGCTGGAGCCTGAAGATTTTGCAGTGTATTACTGTCAGCAGTTTGETAGAACACCTCCAATGTACACTTTTG
GCCAGGGGACCAAGCTGGAGATCARAC

Ab 10/50 11E-H1L1l

heavy chain:

SEQ ID NO: 109> 10/50_11El
EVQLVESGGGLVKPGGSLRLSCAASGFTFSTYPMSWVRQAPGKGLEWVSVIFNGGSSTYYADSVKGRFTISR
DNSKNTLYLQMNSLRAEDTAVYYCAKFAAPPSGWCDYWGQGTLVTVSS '
light chain:

SEQ ID NO: 110> 10/50 11E1
xLSASVGDRVTITCRASQSVSNWLAWYQQKPGKAPKLLIYKASTLESGVPSRFSGSGSGTEFTLTISSLQPD

' DFATYYCQQSGTFGQGTKVEIK

Ab 10/50 1B-H1L1l

heavy chain:

SEQ ID NO: 111> 10/50_1B1
EVQLVESGPGLVKPSETLSLTCSVSGDSITNYYWAWIRQPPGKRLEWIANLYYTGGTNYNPSLKARLTTSVD
TSKNTFSLKVRSATAADTAVYYCARVTSLSGSEVYGMDVWGQGITVTVSS

light chain:

SEQ ID NO: 112> 10/50_1B1
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'“DVVMTQSPSSLSASVGDRVTITCQASQDISNSLTWFQQKPGKAPRLLMYAASNLQTGVPSRFSGSGSGTDFT

FTISSLQPEDIATYYCQQYDSIPITFGQGTRLELK

Ab 10/50 3H-H1L1l

heavy chain:

SEQ ID NO: 113> 10/50 3H1

QVQLQESGGGLVQPGGSLRLSCAASGFNFGDYVMAWVRQAPGKGLEWVSVIYNGGSSTYYADSVKGRFTVSR

DNSRNTVSLHMSSLSAEDTARYYCAKDRQSLHDPGSGSYVALDHWGQGTLVTVSS

1lght chaing

SEQ ID NO: 114> 10/50 3H1
EIVMTQSPSSLPASLGDRVTITCRASQSISGSLNWYQQRPGKAPKLLIFAASRLHSGVPSRFSGSGSGPDET

-LSISSLQPEDFATYYCQQGSTFGGGTKVEFK

Ab 10/50 5A-H1L1

heavy chain: .
SEQ ID NO: 115> 10/50_5Al
QVQLQQWGAGLLKPSETLSLTCAVYDGSFSGFSWTWIRQSPGKGLEWIGEINHSGSTNYNPSLKSRLTIALD
TSTNQFSLRLTSVSAADTAIYYCALSLQTLVRGLVYINFDYWGQGSLVTVSS

light chain:

SEQ ID NO: 116> 10/50 5A1
DIQMTQSPASLSASVGDRVTITCRASQAITTYLNWYQQKPGKAPNLLIYAASSLQSGVPSRFTGSGSGTDFT
LTISSLQPGDFATYYCQOSYNLPRTFGHGTKVEIK

Ab 10/50 S5D-H6L2

heavy chain: )

SEQ ID NO: 117> 10/50_5D6
EVQLVQSGGGLVQPGGSLRHSCVASGFTFTTHAMGWVRQAPGKGLEWVSAISASGDGTYYADSVKGRFTISR

‘DNSKNTLFLOMNSLTAADTAFYYCATIDWSDKGVFDYWGQGIPVTVSS

light chain:
SEQ ID NO: 118> 10/50 5D2

‘EIVLTQSPSSVSASVGDRVTITCRASQAVGSLLAWYQQKPGKPPRLLVYTASTLQSGVPSRFSGSGSGTDFT

LTITSLQPEDFATYSCQQAFSFPWTFGQGTKVEIR

Ab 10/50 6E-HI1L1l

heavy chain: .

SEQ ID NO: 119> 10/50 6E1 : ‘
EVQLVQSGGGLVQPGGSLRLSCVASEFSFSTYAMGWARQAPGKGLEWVSVIYTGGGSTYYADSVRGRFTISR
DNSKNTLYVOMNSLTVDDTAVYYCAGGGIVSTMGAFGFWGQGTMVAVSS

light chain:

SEQ ID NO: 120> 10/50_6E1l
ETTLTQSPSFLSASVGDRVTITCRASQEFSSYVAWYQQKPGKAPKLLIYGVSTLHSGVPLRFSGGGSGTEFI
LTISGLQPEDVGTYYCQQTGTFGQGTKVEIK

Ab 10/50 7A-H1Ll

heavy chain:

SEQ ID NO: 121> 10/50 TAL
QVQLVQSGGGLVQPGGSLRLSCAASGFTFSSYEMNWVRQAPGKGLEWISYISRSGTATYYADSVKGRFTISR
DNAKNSLYLQMNSLRAEDMAVYYCAGEGYFGSAAINYFAFWGQGTLVTVSs

light chain:

SEQ ID NO: 122> 10/50_7Al
ETTLTQSPSSLSASVGDRVTITCRASQTIGTYLHWYQQKPGKAPKLLIFAASSLQSGVPSRFSGSGSGTDEFT
LTISSLQPEDFATYYCLQTYSSLYTFGQGTKLEIK

Ab 10/50 7H-H1L1

heavy chain: _

SEQ ID NO: 123>'10/50_7H1
EVQLVETGGGLVQPGGSVRLSCAASGFTFSRYWMSWVRQAPGKGLEWVANINQGGSERHYVDSVKGRFTISR
DNARNSFYLEIRNLRVEDTAVYYCAREGMVEVTALSFLDYWGEGNLVAVSS

light chain:

SEQ ID NO: 124> 10/50_7H1
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ETAFTQSPSSLSASVGDTVTITCRASQTIGTFLNWYQLKPGKAPKLLIFATSNLQGGVPSRFSGSGSGGDFT
LTITSLQPEDFGTYYCQQTYSMIYTFGQGTRVDIK

" Ab 10/50 9B-HIL1

heavy chain:

SEQ ID NO: 125> 10/50 9B1
QVQLVQSGAEVKKPGESLKISCKASGYIFTSYWIAWVRQMPGKGLEWMGIIYPGNSDPRYSPSFQGQVTISA
DKSSSTAYLOQWSSLKASDTAIYYCSRLDHYFYYGMDLWGQGTTVTVSS

light chain:

SEQ ID NO: 126> 10/50 9B1
DVVMTQSPGALSLSPGERATLSCRASQTFSSIYLSWFQQKPGQAPRLLIYGASNRADGIPDRFSGSGSGTDF
TLIISRLEPEDFAVYYCQHYDNSFFTFGPGTKVDIK

Ab 10/50 1D-H8L1
heavy chain:
SEQ ID NO: 127> 10/50_1D8

" EVQLVQSGGGLVKPGGSLRLSCAASGEFTFAPFSLTWVRQAPGKGLEWVSSITPSSNYIFYADSVKGRFTISR

DDGRKSVYLOMNSLRVEDTAVYYCARDPSGTYDYNYYAMDVWGPGTTVTVSS

light chain:

SEQ ID NO: 128> 10/50_1D1
EIVLTQSPGTLSLSPGERATLSCRASQTVGSSYLAWYQQKPGQAPRLLIYGTSTRATGIADRFSGSGSGTDF

‘TLTISRLEPEDFAVYYCQQYGGSPPITFGQGTRLETK

Ab 10/50 2F-H3L1

heavy chain:

SEQ ID NO: 129> 10/50 2F1
QLVETGAEVKKPGASVKVSCKASGSGYPFSSHGFSWVRQAPGQGLEWMGWTTAYNGETQYAQKFLGRVTMTT
DTSTNTAYMELRSLRSDDTAIYYCYSSGPRWGHFDIWGQGTVVTVSS

light chain:

SEQ ID NO: 130> 10/50 2F3
DIQMTQSPGTLSLSPGERATLSCRASQSVDLAWFQQKPGQAPRLLIYGTSSRATGIPERFSGSGSGTDFTLT
ISRLEPEDFAVYYCHQYDSSPWTFGQGTRVEFK

Ab 10/50 4B-H2L1

heavy chain:

SEQ ID NO: 131> 10/50 4B2
EVQLVQSGPGLVKPSETLSLTCTVSGGSLSSDGHSWGWLRQPPGKGLEWIGNIYYTGTTYYNPSLESRITVS
VDTSKNQFSLKLNSVAAADTAVYYCAAWNAGPSYYFHYWGLGTLVTVSX

light chain:

SEQ ID NO: 132> 10/50_4Bl
EIVLTQSPATLSVSPGERATLSCRASQSVSNNLAWYQQORPGOAPRLLIYGASTRATGIPARFSGSGSGTEFT
LTISSLQSEDFAVYYCQQYESWWTFGQGTKVEVK

Ab 10/50 5C-H6L1

heavy chain:

SEQ ID NO: 133> 10/50 5C6
EVQLVESGAEVRRPGASMKVSCKASGYTFSSYYIHWVRQAPGQGLEWVGIINPRGGSASVAQKFQGRVTLTR
DTSTSTVYMELSSLRSEDTALYFCARAGVALFYDSSGYDPTPYDAFEVWGQGTMVTVSS :
light chain: \

SEQ ID NO: 134> 10/50_5C1
ETIVMTQSPATLSVSPGERATLSCRASQSVRSYLAWYQOKPGOAPRLLIFGASTRATGIPARFSGSGSGTEFRT
LTISSLQSEDFAVYYCHQYNHWPRTFGQGTKVEIK

Ab 10/50 6B-H1L2

heavy chain:

SEQ ID NO: 135> 10/50_6B1
EVQLVQSGAEVEKPGASVKISCKASGYTFANNYIHWVRQAPGQGLQWMGVINPRGGSAASAQMFQGRITMTR
DTSTSTVYLDLRSLRSEDTAVYYCARGGRAYVYYDSYTTPRDGESWWFDPWGQGTL.VTVSS

light chain:

SEQ ID NO: 136> 10/50_6B2
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ETTLTQSPSSLSASVGDRVTITCQASQDIRKYLNWYQQKPGKAPKVLIYDASNLKTGVPSRFSGGGSGTDFT
FTISSLOPGDIATYYCQHSDYLPITFGQGTRLEIE

Ab 10/50 6D-H3L1

heavy chain:

SEQ ID NO: 137> 10/50_6D3
QVQLQQSGAEVKKPGASVHLSCKASGYSFTSNYMHWVRQAPGQGLEWMGIINPRGGSTSIAQQFQGRITMTR
DTSTSTVYMELRSLTSEDTAVYYCARAGPALYYDSSGYDPTTYDSFEVWGQGTMVTVSS

11ght chain:

SEQ ID NO: 138> 10/50 6D1
DVVMTQSPATLSVSPGERATLSCRASQGVRSYLAWYQQKPGQAPRLLIYGASTRATGIPARFSGSGSGTEFT
LTINSLRSEDSAVYYCQQYNHWPRTFGQGTKVEIK

Ab 10/50 7C H311

heavy chain:

SEQ ID NO: 139> 10/50 7C3
EVQLVESGAEVKKPGASVKVSCKASGYTFSNYYIHWVRQAPGQGLEWMGVINPRGGSASSAEKFQGRITMTR
DTSTSTVYMELSSLRSEDTAVFYCARGGWAYYYDSYTTPRDGQSWWFDPWGQGTLVTVSS

light chain:

SEQ ID NO: 140> 10/50_7C1

-DVVMTQSPSSLSASVGDRVTITCQASQDIRNFLNWYQHKPGKAPKVLIYDASKLKTGVPSRFSGSGSGTDFT

FTIRSLQPEDIATYYCQQSDNLPITFGQGTRLEIK

Ab 10/50 7E-H1L1

heavy chain:

SEQ ID NO: 141> 10/50_7El
QVQLQQSGPGLVKPSETLSLTCTVSGGSINSYYWSWIRQPPGKGLEWIGYIHYSGSTNYNPSLKSRVTISVD
TSKNHFSLKLNSVTAADTAVYYCARHDCSDTTCREYFQHWGQGTLVTVSS

light chain:

SEQ ID NO: 142> 10/50 7E1
ETTLTQSPSSLSASVGDRVTITCRASQSISTFLNWYQKKPGKAPELLISAASTLQSGVPSRFSGSGSGTDFT
LTINSLQPGDFATYYCQESYSMMYTFGQGTKVEIK

Ab 10/50 9E-H2L2

heavy ‘chain:

SEQ ID NO: 143> 10/50_9E2
QVQLVQSGGGLVQPGGSLRLSCVASGFTLRSYAMSWVRQAPGKGLEWVSSISDSDDSTYYADSVKGRFTISR
DDSKNTLYLQMSSLRAEDTAVFFCATTNWGVSVKPGTFDIWGQGTVITVSS '

light chain:

SEQ ID NO: 144> 10/50 9E2
DIQLTQSPSSVSASVGDRVTITCRASQGISSYLAWYQQKPGKAPKLLIFAASSLQSGVPSRFSGSGSGTDFT
LTISSLQPEDFATYYCQQANSFPWTFGPGTKVEIK

Ab 10/63 1D-H4L1

heavy chain:

SEQ ID NO: 145> 10/63 1D4_001l.abl
QVTLKESGPPLVKPTQTLTLTCTFSGFSLSTSGVNVGWIRQPPGKALEWLALLYWDDDRRYSPSLRSRLTIT
KDTSKNQVVLTMTNMDPVDTATYYCAHRRWEDS TFQHWGQGTLVTVSS

light chain:

SEQ ID NO: 146> 10/63 1D-1 055
DVVMTQSPATLSVSPGERATLSCRASQSVNSNLAWYQQKPGOAPRLLIYGASTRATGIPARFSGSGSGTEFT
LTISSLOSEDFAVYYCQHYHNWGTFGQGTKVEIK

Ab 10/63 1E-H3L1

heavy chain:

SEQ ID NO:147> 10/63 1E3_061
EVQLVQSGSELKKPGASVKVSCKASGYTFPTYAINWVRQAPGQGLEWMGWINTNTGNPMYAQGFTRRFVFSW
DTSVSTAYLQISSLKTEDTAVYYCARGRGGFAATAGTDYWGQGTLVTVSS

light chain:

SEQ ID NO: 148> 10/63 1E-1_053



10

15

20

25

_ 30

35

40

45

50

55

60

PCT/SG2012/000477

83

EIVLTQSPSSVSASVGDRVTITCRASQPISSWLAWYQQKPGKAPKLLIYAASSLQSGVPSRFSGSGSGTNFT

LTISSLQPDDFVTYYCQQANSFPYTFGQGTKLEIK

Ab 10/63 5D-H1L2

heavy chain:

SEQ ID NO: 149> 10/63 5D1_037
EVQLVQSGAEVKKPGSSVKVSCKASGGTFSSDSISWVRQAPGQGLEWMGSIIPIFSRANYAQKFQGRVTINA
DESTSTVYMELSSLRSDDTALYFCARTPVTGPDLDYWGQGTLITVSS

light chain:

SEQ ID NO: 150> 10/63 SD- 2_070.abl
EVVLTQSPSSLSASVGDRVTITCRASESISTNLNWFQQKPGKAPTLLIHAASTLQTGVPSRFIGSGSGTDFT
LTVSSLLPEDFATYFCQQTYNTPRTFGQGTRVEIK

Ab 10/63 2A-H5L4

heavy chain:

SEQ ID NO: 151> 10/63 2A5 014
QVQLVQSGAEVKKPGSSVKVSCKASGGSFNNYAIGWVRQAPGQGLEWMGGI I TVFGRGNYAQKFQGRVTITA
DESTSTAYMELSSLRPEDTAVYYCVRDYTFVRGVASWEYWGQGTLVTVSS '
light chain: - .

SEQ ID NO: 152> 10/63 2A-4_ 049

EIVLTQSPSSVSASVGDRVTITCRASQPISSWLAWYQQKPGKAPKLLIYAASSLQSGVPSRFSGSGSGTNFT%*.

LTISSLOLDDFVTYYCQQOANSFPYTFGQGTKLEIK

Ab 10/63 2C-H3L2

heavy chain:

SEQ ID NO: 153> 10/63 2C3 _006.abl
QVQLQQSGAEVTRPGSSVKVSCKASGASIGSYTVHWVRQAPGQGLEWIGGINPIFGTVNYAQRFQGRLTISA
DDSTSSAYMEMSSLKSEDTAVYYCARSQRHILTGHYTDYWGPGTLVTVSS ‘

light chain:

SEQ ID NO: 154> 10/63 2C-2_058 :
DVVMTQSPSSLSASVG!RVSITCQASQDIKNYLNWYQQKPGKAPKLLIYDASNLETGVPSRFSGSGSGTDFS'
FTISSLQPEDIATYYCQHYENLPALTFGGGTKVEIR

Ab 10/63 2E-H2L2

heavy chain:

SEQ ID NO: 155> 10/63 2E2_004
EVQLVETGGGVVQPGKSLTLSCAASGFTFSNYGMVWVRQPPGKGLEWVAVISYDAKKQYYADSVKGRFTVSR
DDSEGKVYLOMNSLRGDDAAVYFCAKLORPDSTVWPFDQWGQGILVIVSP

light chain:

SEQ ID NO: 156> 10/63 2E- 2_050
ETTLTQSPSTLSASVGDTVTITCRASQSISMWLAWYQQKPGKAPRLLIYTTSNLRTGVPSRFSGSGSGTEFT
LTISSLOPEDFATYYCQQYKTSWIFGQGTKVDIX

Ab 10/63 2F-H1L1

heavy chain:

SEQ ID NO: 157> 10/63 2F1_031
EVOLVESGGALVQOPGGSLRLSCAASGFTFNNFEMSWVRQOAPGKGLEWVSAISVSDGNTYYADSVKGRFTISR
DTSRNTLYLQMNSLRAEDTALYYCANVLGYCTPTTCYEDHWGQGTLVTVSS

light chain: '

"SEQ ID NO: 158> 10/63 2F1 059

DVVMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAASSLQSGVSSRFSASGSGTEFT
LTISSLQPEDFATYYCLQHNSFPGSFGQGTKVEIK

Ab 10/63 2G-H2L1

heavy chain:

SEQ ID NO: 159> 10/63 2G2_027.abl
QVQLVQSGAEVKKAGESLKISCKGSGYTFTTYWIAWVRQVPGKGLEWMGIIYPSDSDTRYSPSFQGQITISA
DKSINTAYLQWTSLKASDTAMYYCARPDDSSGLEAFDIWGQGTMVTVSS

light chain:

SEQ ID NO: 160> 10/63 2G-1_079.abl
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EIVLTQSPSSVSASVGDRVTITCRASQPISSWLAWYQQKPGKAPKLLIYAASSLQSGVPSRFSGSGSGTNFT

‘_LTISSLQPDDFVTYYCQQANSFPYTFGQGTKLEIK

Ab 10/63 3E-H1L2

heavy chain:

SEQ ID NO: 161> 10/63 3E1_030
QVHLVQSGGGLVQPGGSLRLSCAASGFTFSTYWMSWVRQAPGKGLEWVANIKADGRQEYYLQSVTGRFTVSR
DNAKNSLYLEMSSLRAEDTAMYYCVRDVSSYSIIWSDAFEIWGQGTMVTVSP

light chain:

" SEQ ID NO: 162> 10/63 3E-2 069

ETTLTQSPSSLSASVGDTVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAASSLQSGVPSRFSGSGSGTEFT
LTITSLQPEDLATYYCVHHNDYPRTFGQGTKVEIK

BAb 10/63 3F-H1L2

heavy chain:

SEQ ID NO: 163> 10/63 3F1_026
QVQLVQSGAEVKKPGSSVKVSCKASGGTFSTHSINWVRQAPGQGLEWMGGNIPIFGKASYAEKFQDRVTITA
DESTSTAXMELSSLRSEDTAVYYCARFFVKYSGSHYYFDSWGQGTLVTVSS

light chain:

SEQ ID NO: 164> 10/63 3F-2 065

DVVMTQSPSSVSASVGDRVTITCRASQPISSWLAWYQQKPGKAPKLLIYAASSLQSGVPSRESGSGSGTNFT
LTISSLOPDDFVTYYCQOANSFPYTFGQGTKLEIK

Ab 10/63 4F-H6L1

heavy chain:

SEQ ID NO: 165> 10/63 4F6_020.abl
EVQLVESGGGLAKPGGSLRLSCAASGFTFSNAWMSWVRQAPGKGLEWVGRIKNKIDGETTDYAASVKGRFII
SRDDSKNTVYLOMNSLKTEDTAEYWCTIYFYDRSGYFFDHWGQGTLVTVSS

light chain:

SEQ ID NO: 166> 10/63 4F- 1 _076
ETTLTQSPATLSLSPGQRATLSCRASQSVSSYLAWYQQKPGQAPRLLIFDASHRATGIPARFSGSGSGTDFI
LTISSLEPEDFAVYYCLQRGKWPSFGQGTRLEIK

Ab 10/63 SA-H6L1 .

heavy chain:

SEQ ID NO: 167> 10/63 SA6 _045.abl
QVQLQESGGGLVQPGGSLRLSCAASGFTFSDYAMSWVRQAPGKGLEWVSGLSESGHNTYYADSVLDRSAISR
DNSKSTLYLQMNSLTAEDTAVYYCARCWRGYDPLTGYYTGYYFDYWGPGTLVTVSS

light chain:

SEQ ID NO: 168> 10/63 5A-1_074
EIVLTQSPSSLSASIGDRVITITCRASQDISNYLAWYQQRPGKVPKLLIYAASTLQSGVSSRFSGSGSGTDFT
LTISSLQPEDVATYYCQKYNNAPVTFGGGTKVEIK

Ab 10/63 5B-H1L1l

heavy chain:

SEQ ID NO: 169> 10/63 5B1_043
QVQLQQSGPGLVRPSETLSLTCSVSGGSISSITPYWGWIRQPPGKGLEWIGSLAYSGDTYYNPSLKSRVTIS
LDTSETQFSLKVNSVTAADTALYFCARHHSSGNALDYWGQGILVTVSS

light chain:

SEQ ID NO: 170> 10/63 5B1_053
ETTLTQSPSSLSASVGDRVTITCRASQGISSYLAWYQQKPGKAPKLLIFGASTLQSGVPSRFSGSCGSGTDFT
LTISSLQPEDFATYYCQQLNNYVLTFGGGTKVEIK

Ab 10/63 5C-H2Ll

heavy chain:

SEQ ID NO: 171> 10/63 5C2 _041
EVQLVQSGAEMEKPGSSVKVSCKSSGGTFNNYAISWVRQAPGQGLEWMGGINPLFRTVNYAQKFQGRVTITA
DESTSTAYMELSSLRSDDTAVYYCAGAYCSATSCSSGQWLVYWGQGTLVTVSS

light chain:

SEQ ID NO: 172> 10/63 5C1_049.abl
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DVVMTQSPDSLAVSLGERATINCKSSQSVFHSSNNKNYLAWYQQKPGQPPRLLIYWASTRESGVPDRFSGSG ‘
SGTEFTLTISSLQAEDVAVYYCQQYYSSPPVFTFGPGTKVDVK

Bb 10/63 5H-H3L1

heavy chain:

SEQ ID NO: 173> 10/63 SH3_044
QVQLQESGPGLVKPSETLSLTCTVSGGSINNSNYYWSWIRQSPGRGLEWIGGIYFSGTTYYNPSLQSRVTIS
IDTSKNQFSLKLSSVTAADTAIYYCVRQMNYYHLGSSVGFDPWGQGALATVSS

light chaln-

. SEQ ID NO#°174> 10/63 SH- 1 095

DVVMTQSPATLSVSPGERATLSCRASQSVSSNLAWYQQKPGQAPSLLIYEASTRATGIPARFSGSGSGTDFT
LTISSLQSEDFAIYYCQQYNDWLWTFGQGTKVEIR

Ab 10/63 6C-HBL1

heavy chain:

SEQ ID NO: 175> 10/63 6CB_036
QVQLQESGAEVKKPGSSVKVSCKASGDTLNTYTLSWVRQAPGQGLEWLGGIIHPFGTENYAQKFQGRLTITA
DESTSTAXMELRSLTSEDMAVYFCARHHRHILTGERTDYWGQGTLVTVSS

light chain:

SEQ ID NO: 176> 10/63 6C-1_091

-EIVLTQSPSSLSASVGDRVTITCQASQDIRNSLNWYQQKPGKAPILLIYDASNLKTGVPSRFSGSGSGTDFT.

FTISSLOPEDIATYFCQHYDNLPLFTFGPGTKVDIK

Ab 10/63 6E-H6LL

“heavy chain:

SEQ ID NO: 177> 10/63 6E6_ 034
QVQLVQSGAEVKKPGSSVKVSCKSSGGTLNSYTISWVRQAPGQGLEWMGGINPIFGTTNNAQKFQGRVTITA
DKSTNTVYMELSSLRSDDTAVYYCARGGHHILTGRYIDDWGQGTLVTVSS

light chain:

SEQ ID NO: 178> 10/63 6El_058
DVVMTQSPSSLSASVGDRVTITCQASQDISNYLNWYQQKAGKGPKLLIYDASNLETGVPSRFSGSGSGTDFT
FTISSLQPEDVATYYCQQYDNLPRHTFGQGTKLEIK

Ab 10/63 7E-H1L1

heavy chain:

SEQ ID NO: 179> 10/63 7E1_061
EVQLVETGGGVVQPGRSLKLSCAASGFNFNEYGMHWVRQAPGKGLEWVAVVAYDGINKYYEDSVKGRFTISR
DNSKNTLSLQMNSLQPEDTAVYFCAKSAGSTLKTVISLLQPFDIWGQGTMVTVSS

light chain:

SEQ ID NO: 180> 10/63 7E- 1 087
DVVMTQSPATLSVSPGERATLSCRASQSVSSNLGWYQQKPGQAPRLLIYDASTRATGIPPRFSGSGSGTEFT
LTISSLQSEDFAVYYCQQYHDWPPYTFGQGTKLEIK :

Ab 10/63 7G-H1L1

heavy chain: '

SEQ ID NO: 181> 10/63 7G1 _055
EVQLVESGGGLAKPGGSLRLSCAASGFTFSNAWMSWVRQAPGKGLEWVGRIKNKIDGETTDYAASVKGRFII
SRDDSKNTVYLQMNSLKTEDTAEYWCTIYFYDRSGYFFDHWGQGTLVTVSS

light chain:

SEQ ID NO: 182> 10/63 7G-1_081
DVVMTQSPATLSLSPGQRATFSCRASQSVSSYLAWYQQKPGQAPRLLIFDASHRATGIPARFSGSGSGTDFI
LTISSLEPEDFAVYYCLQRGKWPSFGQGTRLEIK

Ab 10/63 7H-H1L1

heavy chain:

SEQ ID NO: 183> 10/63 7H-1_060
QVQLVQSGGGLAKPGGSLRLSCAASGFTFSNAWMSWVRQAPGKGLEWVGRIKNKIDGETTDYAASVKGRFIT
SRDDSKNTVYLQMNSLKTEDTAEYWCTIYFYDRSGYFFDHWGQGTLVIVSS ‘
light chain:

SEQ ID NO: 184> 10/63 7H-1_038
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EIVLTQSPATLSLSPGQRATLSCRASQSVSSYLAWYQQKPGQAPRLLIFDASHKTTGIPARFSGSGSGTDFf
LTISSLEPEDFAVYYCLQRGKWPSFGQGTRLEIK

Ab 10/63 8F-H1L1

heavy chain:

SEQ ID NO: 185> 10/63 8F1l_051
EVQLVQSGPGLVKPSETLSLTCTVSGGSISSSSYYWGWIRQPPGKGLEWIGGIYYTGTTYYNPSLNSPVTIS
IDMSKNHFSLELTSVTAADTAVYYCARQAVFAEATGTTIGAIDYWGQGTLVVVSS

light chain:

SEQ ID NO: 186> 10/63 8F- 1 036
DVVMTQSPSSVSASVGDRVIITCRASQSFNNWLAWYQQKPGKAPKLLIYGASTLQSGVPSRFSGSGSGTDFT
LTISSLQPEDFATYYCQQASSFPWTFGQGTKVEIK

Ab 10/63 3D-H2L2

heavy chain:

SEQ ID NO: 187> 10/63 3D
GTHIEWLVLRLSCAASGFTFSSYGMHWVRQAPGKGLEWVAVIAYDGINKYYADFVKGRFTISRDNSKNTVYL
QMISLGPEDTAVYYCAREYCSSTTCINSFLTPDYWGQGTLVIVSS

light chain:

SEQ ID NO: 188> 10/63 3D-2_071l.abl -
EIVLTQSPSSVSASVGDRVTITCRASQPISSWLAWYQQKPGKAPKLLIYAASSLQSGVPSRFSGSGSGTNFT
LTISSLQPDDFVTYYCQQANSFPYTFGQGTKLEIK

SEQ ID NO: 189> 1lst BASE 945644 _A3-3M1-B1l1_Ck516 :
xSPSFLSASVGDRVTITCRASQGISSSLAWYQQRPGEAPKLLIYAASTLQSGVPSRFSGSGSGTEFTLTISS
LOPEDFATYYCQQLNSYLFGGGTKVEIK

SEQ ID NO: 190> 1st BASE 945644 A3-3M1-Bll Ck516
xSPSFLSASVGDRVTITCRASQGISSSLAWYQQRPGEAPKLLIYAASTLQSGVPSRFSGSGSGTEFTLTISS

"LQPEDFATYYCQQLNSYLFGGGTKVEIK

SEQ ID NO: 191> 1st_BASE_878760_A3-3M1-D1_PWCgamma
XVQLLESGGGLVQPGRSLRLSCTASGFTFGDYAMSWVRQAPGKGLEWVGFIRSKAYGGTTEYAASVKGRFTT |
SRDDSKSIAYLOMNSLKTEDTAVYYCTRTRGSSWSHYYYYGMDVWGQGTTVTVSS

SEQ ID NO: 192> 1lst_BASE 945652_A3-3M1-D1_Ck516
XSPSSLSASVGDRVTITCRASQSISSYLNWYQOKPGKAPKLLIYAASSLOSGVPSRFSGSGSGTDFTLTISS
LOPEDFATYYCQQSYSTPYTFGQGTKLEIK

SEQ ID NO: 193> 1st BASE_973574_ A3 _3M2 D3 H 2 1146
EVQLVESGGGLVRPGGSLRLSCVGSGFNFGRHWISWVRQAPGNGLEWVANIKEDGSAKYYVESVKGRFTIVR
DNAKNSLFLQMSSLRAEDTAVYYCARESCTGVTCQGFLDFWGQGTLVTVSS

SEQ ID NO: 194> lst BASE 945681 A3-3M2-D3_Ck516
XSPSSLSASIGDRVTIACRASONIGIFLNWYHHKPGEAPKLLIYAASTLQTGVPSRFSGSGSGTEFTLTISS
LEREDFATYYCQQTYSMFYSFGQGTNLVIK

SEQ ID NO: 195> 1lst BASE_892549 A3-3M2-F5_PWCgamma
XVOLLESGPGLVKPAGTLSLNCAVSGGS ISTSNWWSWLRQSPGKGLEWIGE IHHSGNTNYNPSLKSRLTISV
DTSKNQFSLKLTSVTAADTAVYYCGRTGVIATPGQIDYWGQGILVTVSS

SEQ ID NO: 196> lst_ BASE_945687_A3-3M2-F5_Ck516
*xSPSSLSASVGDRVTITCRASQSISRFLNWYQQRPGKAPNLL I YAASNLQOGGVPSRFSGSGSGTDFTLTISS
LQPEDFATYYCQQTYSSPPTFGLGTKVEIK

SEQ ID NO: 197> lst BASE_892571 A3-3M3-C4 PWCgamma
XVOLLESGGGLVQPGGSLRLSCAASGITLRNYEVNWVRQAPGKGLEWLSYISIRGNTIYYADSAKGRFTVSR
DNAENSVFLQMNSLRAEDTAVYYCARWSRGNSDSGGMDVWGQGTTVTVSS

SEQ ID NO: 198> 1st BASE_945760_A3-3M3-C4_Ck516 »
XSPGTLSLSPGERATLSCRASQSVNSRFLAWYQOKPGQAPRLLIYAASYRATGIPDRFSGSGSETDFTLTIN
RLEPEDVAVYFCHQYGFSPPYVFGQGTRLEIK

‘SEQ ID NO: 199> lst BASE 892606 A3-3M3-G3_PWCgamma

QVQLVETGPEVKKPGTSVKVSCKASGFTFTSSGIQWVRQARGQSLEWIGWIVVGSDMINYARKLQGRVTITW
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DMSTSTAYMELNSLRSEDSAIYYCAAVGTSPPPYFDHWGQGTLVTVSS
SEQ ID NO: 200> lst BASE 945781 A3-3M3-G3_Ck516
XSPSFLSASVGDRVTITCRASQGIYSYLAWFQQKPGKAPKLLIYSVSTLQSGVPSRFSGSGSGTDFTLTINS

‘LQPEDFATYYCQQLNGYPSFGQGTRLEIR

' SEQ ID NO: 201> lst BASE_904578_A3-2M1-A5_PWCgamma

XVQLLESGGALVQPGGSLRLSCTASDFTFSDYDMNWVRQAPGKGLEWLSYINSRGVTKYYADSVKGRFTISR
DNAKNSLYLOMNSLRAEDTALYYCARGLRGHDYGMDVWGQGTTVTVSS

SEQ ID NO: .202> 1st BASE 945500 _A3-2M1-A5_ Ck516
XSPGTLSLSPGERATLSCRASQSVSSRFLAWYQQKPGQAPRLLIYGASSRASGIPDRFSGSGSETDFTLSIS
RLEPEDFAVYFCLQYGFSPPYTFGQGTKLEIK

SEQ ID NO: 203> 1st_BASE 896204 A3-2M2-G8_PWCgamma
XVOLLESGGRLVRPGGSQRLSCTASGFSFSSYEMSWVRQAPGKGLEWVSYISSSGTTIYYADSVKGRFTISR
DNAKNSLYLQMNSLRAEDTAVYYCARLLLLWLGETTAMDGMDVWGQGTTVTVSS

SEQ ID NO: 204> 1st BASE 945551 A3-2M2-G8_Ck516
xSPSSLSASVGDRVTITCRASQKINRFLNWYQOKPGKAPKLLIYAASSLQSGVPSRFSGSGSGTEFTLTITS
LQPDDFATYYCQQOSYTSPLTFGGGTKVEIK

SEQ ID NO: 205> 1st BASE 896206_A3-2M2-H5_ PWCgamma
xVQLLESGGGLVQPGGSLRLSCAASGFTFSNYAMSWVRQAPGKGLEWVSVIYNGGSSTYYADSVKGRFTISR
DNSKNTLYLRMNSLRVEDTAVYYCAKFLVLPAAAADYWGQGTLVTVSS

SEQ ID NO: 206 1lst BASE 945554 _A3-2M2-H5 Ck516
xSPSFLSASVGDRVTITCRASQGISSHLAWYQQKPGKAPKLLIYAASTLHTGVPSRFSGSGSGTEFTLTITS
LQPEDFATYYCQQPGAFGPGTRLDIx

SEQ ID NO: 207> 1lst_BASE 897923 A3-2M3-C9_PWCgamma
xVQLLESGGGLVQPGRSLRLSCAASGFPFSSYEMNWVRQAPGKGLEWISYISSTGSPIHYADSVRGRFTISR
DNAKNSLYLHMNSLRAEDTAIYYCAGDLLLWVPEATGATAGTGGLDVWGQGTTVTVSS

SEQ ID NO: 208> 1lst_BASE 949089 _R3-2M3-C9_Ck516
XSPSFLYASVGDRVTITCRASQTISKYLNWYHQKPGKAPNLLIYAASSLQSGVPSRFSGSGSGTDFTLTISS
LQPEDFATYYCQQSYSIPRTFGQGTKVEIK

SEQ ID NO: 209> 1lst BASE 992133-A3 2M3-E9-H-1 Resend 1146 Resend
EVQLVQSETEVKEPGQSLKISCKGSGYTFTNYWIGWVCQMPGKGLEWMGIIYPGDSETRYSPSFQGQVTISV
DKSISTAYLQWSSLKASDTAMYYCAR

SEQ ID NO: 210> lst_ BASE_949097_A3-2M3-E9_Ck516°

XSPSSLSASVGDRVTITCRASQSVSNYLNWYQQKPGKAPKLLIYAASTLQSGVPSRFSGSGSGTDFTLSISS

LQPEDFAIYYCQQTYSPPONTFGQGTKLEIK

SEQ ID NO: 211> 1st_BASE 988416 _A3-2M3-F9-H-2_1146
GQVELVESGPGLVKPSGSLSLTCAVSGGSITSSNWWSWVRQPPGKGLEWIGEI YHSGSADYNPSLKSRVTIS
VDTSKNQFSLKLRSVTAADTAVYYCARVEVMIKFGGVIRYFDYWGLGTLVTVSS '

SEQ ID NO: 212> 1lst_BASE 949101 A3-2M3-F9_Ck516
XSPSSLSASVGDRVTITCQASQDISNYLNWYQQKPGKAPKLLIYYASNLETGVPSRFSGSGSGTDFTFTISS
LQPEDFATYYCQQYDNLPPRYTFGQGTKLEIK

SEQ ID NO: 213> 1st_BASE_897935_A3-2M3-G3_PWCgamma
XVQLLESGGALVQPGRSLRLSCTASGFTFGDFALSWVRQAPGKGLEWVGVIRSKGYGGTTEYAASVKGRFST
SRDDSKFIAYLOMNSLETEDTAVYFCTSTTLYYFVSGRAKDYGMDVWGQGTTVTVSS

SEQ ID NO: 214> lst_BASE 949103_A3-2M3-G3_Ck516
XSPSSLSASVGDSVTITCRASQGIRNDLGWYQQKAGKAPKAVIYAVSTLQSGVPSRFSGSGSGTDFTLTISS
LQPEDFATYYCLQDYSFPWTFGQGTKVEIK

SEQ ID NO: 215> 1st BASE_988406_A3-2M3-C2-H-3_1146
EVQLQESGPGLVKPSETLSLTCTVSGGS ITSSSYYWAWLRQPPGKGLEWIGNIYYSGNTDYNPSLKSRVTIS
ADTSMDQFSLRLRSMAASDTAVYYCASGLQTWDVTTGGAWASLDYWGQGTLVTVAS

SEQ ID NO: 216> 1lst_BASE 949084 A3-2M3-C2_Ck516
xSPGTLSLSPGERATLSCRASQSVSSSFLAWYQHKPGQAPRLLIYGASIRATGI PDRFSGSGSGTDFILTIS
RLEPEDFAVYYCQQFGRTPPMYTFGQGTKLEIK
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