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Figure 3

HGF 1.24.1 Light chain V region (Vk, 1-1.15)
ATCGACATGAGGGETGCCCGCTCAGCTCCTGEGGLTCCTGCTGCTCTGGTTCCCAGCTTCCAGATRL
GACATCCAGATGACCCAGTCTCCATCTTCCGETGCTCTCCATCTGTAGGACACAGAGTCACCATCALT
TETCCCECCAGTCAGGGTATTAGCAGCTGETTAGCCTGETATCAGCAGAAACCAGGCGAANGCCCOT
AACCTCCTGATCTATGAAGCATCCAGTTTGCARACTGGGEGETCCCATCARAGGTTCCCGCEGCAGTGGA
TCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCCTGAAGATTTTGCAACTTACTATTET
CAACAGGCTRAACGGTTTCCCGTGEGACGTTCGGECCAAGGGACCARACGTGGARATCARAA (SEQ
ID NO: 01)

HGF 1.24.1 Heavy chain V region (Vh, H3-11)-hulgG2 C region)
ATGCAGTTTGEGCTCAGCTCEGETTTTICCTTEGTTGCTATTATARRAGETGTCCAGTGTCAGGTGCAG
CTGETGCAGTUTGEEERAGGECTTGGTCAAGCCTGGAGGGTCCCTGAGACTCTCCTGTGCAGCCTCT
GGATTCACCTTCAGTGACTACTACATGAGCTGGATCCGCCAGGCTCCAGGGARGGGEGCTGGAGTGEG
GTTTCATACATTAGTAGTAGTGGTAGTACCATATACTACGCAGACTCTGTGAAGGGCCGATTCACC
ATCTCCAGGGACAACGCCAAGARACTCACTECTATCTGCAAATCAACAGCCTGAGAGCCGAGGACACG
GCCETGTATTACTCTGCCGAGAGATCGAGTATAACAGTGGCTGETACGTCCTCTTTGACTACTGGGGEC
CAGGGAACCCTGETCACCGTCTCTAGT (SEQ ID WO: 02)

HGF 1.29.1 Light chain V region (Vk, 4-B3)
ATGETGTTGCAGACCCACCTCTTCATTTCTCTGTTGCTCTGGATCTCTGATGCCTACGGAGACATC
GTGATGACCCAGTCTCCAGACTCCCTGGEUTIGTETCTCTGGEECGAGAGGECCACCATCAMACTGCARG
TOCAGCCAGAGTATTTTTTACAGCTCCACCAATARAGAACTACTTAGCTTGGTATCAGAAGAMACCG
GGACAGCCTCCTAAGCTGCTCATTTACTGGGCATCTACCCGGGAATCCGGGGTCCCTGACCGGTTC
AGTGGECAGCGEGTCTEGCEGACAGATTTCACTCTCACCATCAGCAGCCTGCAGGCTGARAGATGTGGCA
GTTTATTACTGTCAGCAATATTATAGTACTCCEGTGCGACGTTCGGECCAAGGGACCARGETGGAAATC
AADL {SEQ ID NO: 03)

HGF 1.29.1 Heavy chain V region (Vh, 3-33)- hulgG2 C region
ATGGAGTTTGEECTGRACTGGGTTTTCCTCATTGCTCTTTTAAGAGGTGTCCAGTGTCAGGTGCAG
CTEETGGAGTCTGGGGEEAGGCETGETCCAGCCTGGGAGGTCCCTGAGACTCTCCTGTGCAGCETCT
GGATTCACCTTCAGTAGCTATGGCATGCACTGGGTCCGCCAGGCTCCGGGCAAGGGACTGGRETGG
GTGGCAGTTATATGGTATGATGGAAGTGATAAATACTATGCAGACTCCGTGAAGGGCCGATTCACC
ATCTCCAGAGACAATTCCAAGAACACGUTGTATCTGCARATGAACAGCCTGAGAGCCGAGGACACG
GOTETGTATTACTGTGCCAGAGAGGACTACGGCGAGGGTTTTGACTACTGGEGCCAGGGRACCCTEG
GTCACCGTCTCTAGT (SEQ ID NO: 04)

HGF 1.60.1 Light chain V region (Vk, 1-A20) :
ATCCACATGAGCETGRCCLACTCAGCTCCTGGEACTCCTGCTGCTCTEGCTCCCAGATACCAGATGT
GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGTATCTGTCGGAGACAGAGT CACCATCACT
TECCOCECGAGTCAGGECATTAGCAGTTATTTAGCCTGGETAT CAGCAGAAALCCAGGGARAAGTTCCT
ALGCTCCTGATCTATETTGCATCCACTTTGCAATCAGGGGTCCCGTCTCGGETTCAGTGGCAGTGGA
TOTCCGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCCTGARGATGTTGCAACTTATTACTGT
CARABRCTATAACAGTGACCCGCTCACTTTCGGCGGCGGECACCRAGGTGCGAGATCAAA (SEQ
ID NO: 05)
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Figure 3 (continued)

HGF 1.60.1 Heavy chain V region (Vh, H1-02)- hulgG2 C region
ATGGACTGGACCTGGAGGATCCTCTTCTTGGTGGCAGCAGCCACAGGAGCCCACTCCCAGGTGCAG
CTEETECAGTCTCEGGCTCAGGTGARGAAGCCTGGGGECCTCAGTCAAGETCTCCTGCARGGCTTCT
GGATACACCTTCACCGGCTACTATATARACTGGGTGCCACAGGCCCCTGGACAAGGGCTTGAGTGG
ATCGGCATGCGATCAACCCTARCAGTGGTGGCACAAACTATGCACAGAAGTTTCAGGGCAGGGETCACT
ATGACCAGGEACACGTCCATCACCACAGCCTACATGGAGCTGAGCAGGCTGAGAGCTGACCACACE
GCCGTGTACTACTETGCGAGAGAACTGGAACTACGCTACTACCGETATGGACGTCTGGGGCCAAGEG
ACCACGGTCACCGTCTCTAGT (SEQ ID NO: 06)

HGF 1.61.3 Light chain V region (Vk, 1-018/08) <
ATGCACATCAGEETCCCCGCTCAGCTCCTOGEEGECTCCTGCTECTCTCGGCTUTCAGGTGCCAGATGET
GACATCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTCTAGGAGACAGAGTCACCATCACT
TECCACGGCGAGTCAGGACATTAGCAACTATTTAAATTGGTATCAGCAGAAACCAGGGACAGCCCCT
ARACTCCTGATCTACGETGCATCCGATTTEGGAAACGGGGGTCCCATCARGGTTCAGTGGAAGTGGA
TCTCGGACAGATTTTACTITCGCCATCAGCAGCCTGCAGCCTGAAGATATTGCARCATATTACTGET
CAACAGTATGATAATCTCCCGTACAATTTTGGCCAGGGGACCAAGCTGGAGATCAAA (Seq.
ID NO: 07)

HGF 1.61.3 Heavy chain V region (Vh, 4-31)- hulgG2 C region

'ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTCCTGTCCCAGGTGCAG.
CTGCAGGAGTCGGGCCCAGGACTGETGAAGCCTTCACAGACCCTGTCCCTCACCTGCACTGTCTCT
GGTGGéTCCATCAGCAGTGATGGTTACTACTGGAGCTGGATCCGCCAGCACCCAGGGAAGGGCCTG
GAGTGGATTGECTACATCTATTACAGTGGGACGCACCTACTACAACCCGTCCCTCAAGAGTOGARGTC
ACCATATCAGTAGACACGTCTAAGRACCAGTTCTCCCTGAAGCTGAGCTCTGTGACTGCCGCEGAC
ACGGCCETCTATTACTETGCCGAGATCCCACCTTCATTACTATCGATAGTAGTGEGTTATTACTACGGC
GOTGCTTTTCATATCTGGGGCCAAGGGACAATGGTCACCGTCTCTAGT (SEQ ID NO: 08)

HGF 1.74.3 Light chain V region (Vk, 1-012/02)
ATGGACATGAGGETECCCGCTCAGCTCCTGEEGCTCCTECTACTCTGGCTCCCAGGTGCCAGATET
GACATCCAGATCACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCACT
TECCGECCAAGTCAGAGCATTARACAGCCGATTTAAATTGGTATCAGCAGAAACCAGGGARAGTCCCT
AAGCTCCTGATCTATGTTGCATCCAGTTTGCAAAATGGGGTCCCATCAAGGTTCAGTGGCAGTGGA
TCTCGCACAGATTTCACTCTCACCATCAGCAGTCTGCAACCTGAAGATTT TGCAACTTACTACTGT
CAACGGAGTTACAGTACCCCTCCCACTTTCGGCCCTGGGACCARAGTGGATATCAAA (SEQ
ID NO: 03)

HGF 1.74.3 Heavy chain V region (Vh, VG1-02)- hulgG2 Cregion
ATGGACTGGACCTGGAGGATCCTCTTCTTGGTGGCAGCAGCCACAGGAGCCCACTCCCAGGTGCAG
CTGETGCACTCTGGEGCTCAGGTGAAGAAGCCTCEGGECCTCAGTCGARGETCTCCTGCAAGGCTTCT
GGATACACCTTCACCGGCTACTATATACACTGGGTGCGACAGGCCCCTGGACAAGGGCTTGAGTGG
ATGGGATCCATCAACCCTAACAGTGEGTGGCACARACTATGCACAGAAGTTTCAGGECAGGGTCRCC
ATGACCAGGGACACGTCCATCAGCACAGCCTACATCGGAGCTCGAGCAGGCTGAGATCTGACCGACATG
GCCGTGTATTACTGTGCGAGAGAACTGGAACTACGCTACTACGGTATGGACGTCTGGGGCCAAGGG
ACCACGGTCACCGTCTCTAGT (SEQ ID NO: 10)
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Figure 3 (continued)

HGF 1.75.1 Light chain V region (Vk, 1-A30)
ATGCACATGAGGCTCECCCGCTCAGCTCCTEEGECTCCTCCTCGCTCTGETTCCCAGGTGCCAGGTGET
GACATCCAGATGACCCAGTICTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCACT
TGCCGGGCAACGTCAGGECATTAGAAATCGATTITAGGCTGETTTCAGCAGARACTAGGGAAAGCCCCT
AAGCGCCTCGATCTATGCTGCATCCAGTTTGCARAGTGGEETCCCATCAAGGTTCAGCGGCAGTGEGA
TCTGGGACAGARTTCACTCTCACAATCAGCAGCCTGCAGCCTCAAGATTTTGCAACT TATTACTET
CTACAGCATGATAGTTACCCGCTCACTTTCGGCGGAGGGACCAAGGTGGAGATCAAA (SEQ
ID NO: 11)

HGF 1.75.1 Heavy chain V region (Vh, VG4-31)- hulgG2 C region
ATGARAACACCTGTGGTTCTTCCTCCTCCTGETGGCAGCTCCCAGATEGETCCTGTCCCAGGTECAG
CTGCAGGAGTCGGGCCCAGGACTGETCGAAGCCTTCACAGACCCTGTCCCTCACCTGCACTETCTCT
GETGGCTCCATCAGCAGTEGTGETTACTACTGGAGCTGEATCCGCCAGCACCCAGGGAAGGGCCTG
GAGTGGATTGGGTACATCTATTACAGTGGGAGCACCTACTACAACCCGTCCCTCAAGAGTCGAGTT
ACCATATCAGTAGACACGTCTAAGAACCAGTTCTCCCTGAAGGTGAGCTCTETCGACTGCCGCGEGAL
ACGGCCGTGTATTACTGCTGCCGAGAGACCCACTATCETTCGGGGAGTTCGACTACTACGCTATGGALC
GTCTGGGGCCARGGGACCACGGTCACCGTCTCTAGT {({S8EQ ID NO: 12)

HGF 2.4.4 Light chain V region (Vk, 4-B3)
ATGGTGTTGCAGACCCAGGTCTTCATTTCTCTGTTGCTCTGGATCTCTGGTGCCTACGGGGACATC
GTGATGACCCAGTCTCCAGACTCCCTEECTGTGTCTCTGGECGAGAGGGCCACCATCAACTGCAANG
TCCAGCCAGAGTGTTTTATTCAGCTCCAACAATAAGAATTACTTAGCTTGGTATCAGCAGAAACCA
GGACAGCCTCCTAAGTTGCTCATTTACTGGGCATCTACCCGGGAATCCGGGETCCCTGACCGATTC
AGTGGCAGCGGGETCTGGCACAGATTTCACTCTCACCATCAGCAGCCTGCAGGCTGAAGATGTGGCA
GTTTATTACTGTCAGCAATATTTTAGTCCTCCGTGGACGTTCGGCCAAGGGACCAAGGTGGAAATC
AAZA - (SEQ TID NO: 13)

HGF 2.4.4 Heavy chain V region (Vh, VG 4-31)- hulgG2 C region
ATGAAACACCTCTGGTTCTTCCTCCTCCTCETGGCAGCTCCCAGATCCGATCCTETCCCAGGTGCAG
CTGARGGAGTCGGGCCCAGCGACTGETGAAGCCTTCACAGACCCTGTCCCTCACCTGCACTGETCTCT
GGTGGCTCCATCAGCAGTGGTGTTTACTACTGGAGCTGGATCCGCCAGCACCCAGGGADGEGGECCTG
GAGTGGATTGGGTACTICTATTATAGTGGGAACACCTACCACAACCCGTCCCTCAAGAGTCGAGTG
ACCATATCAGTAGACACGTCTAAGAACCAGTTCTCCCTGAAGCTCAGCTCTGTCGACTGCCGCGGALC
ACGGCCGTGTATTACTGTGCGAGAGATCGTAGTGGCTACGATCACCCTGATGCTTTTGATATCTGG
GGCCAAGGGACRATGGTCACCGTCTCTAGT (SEQ ID NO: 14)

HGF 2.12.1 Light chain V region (Vk, 3-L2/L16)
BTGGAAGCCCCAGCTCAGCTTCTCTTCCTCCTGCTACTCTGGCTCCCAGATACCACTGGAGRAAATA
GTGATGACGCAGTCTCCAGCCACCCTGTCTETGTCT CCAGGGGAARGAGCCACCCTCTCCTGCAGS
GCCAGTCAGAGTGTTGACAGCAACTTAGCCTGGTACCGGCAGARAACCTGGCCAGGCTCCCAGGCTC
CTCATCTATGGTGCATCCACCAGGGCCACTGGETATCCCAGCCAGGTTCAGTGGCAGTGEGGTCTGEEG
ACTGAGTTCACTCTCACCATCAGCAGCCTGCAGTCTGAAGATTI TGCAGTTTATTACTGTCAGCAG
TATATTAACTGGCCTCCCGATCACCTTCGGCCAAGGCGACACGACTGCGAGATTAAR (SEQ ID NO:
15}
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Figure 3 {(continued)

HGY 2.12.1 Heavy chain V region (Vh4-59)- hulgG2 C region
ATCAMCACCTETSETTCTTCCTTCTCCTEETGECACCTCCCAGATGGETCCTGTCCCAGGTGCAG
CTGCAGGAGTCEGGCCCAGGACTGGETGAAGCCTTCCGAGACCCTGTCCCTCACCTGCACTGTCTCT
CETCECTCCATCAGTATTTACTACTCGGAGCTGGATCCGGCAGCCCCCAGGCAAGGEACTGGAGTGG
ATTGGETATGTCTATTACAGTGGGAGCACCAATTACAACCCCTCCCTCAAGAGTCGAGTCACCATA
TCAGTAGACACGTCCAAGAACCAGTTCTCCCTGAAGCTGAACTCTGTGACCGCTCGCGCACACGGCC
GTCGTATTACTGTGCGAGAGGCEGCATACCGATTTTTGCAGTGCTTATTTTGACTACTCGGGCCAGGGA
ACCCTGGTCACCGTCTCTAGT (SEQ ID NO: 16)

HGF 2.40.1 Light chain V region (Vk, 1A20)
ATGGACATGAGGGTGCCCGCTCAGCTCCTGGGGCTCCTGCTGCTCTGGTTCCCAGGTGCCAGGTGT
CACATCCAGATCGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCACT
TGCCGGGCAAGTCAGGGCATTAGAAATGATTTAGGCTGGTATCAGCAGAAACCAGGGAAAGCCCCT
AAGCGCCTGATCTATGTTGCATCCAGTTTGCARAGTGGGGTCCCATCAAGGTTCAGCGGCAGTGGA
TCTGGGACAGAATTCACTCTCACAATCAGCAGCCTGCAGCCTCAAGATTTTGCAACTTATTACTGT
CTACAACATAATAGTTACCCGCTCACTTTCGGCGGAGGGACCAAGGTGGAGATCARA {(SEQ
ID NO: 17)

HGF 2.40.1 Heavy chain V region (Vh, VG 4-31)- hulgG2 C region
ATGAAACACCTGTGGTTCTTCCTCCTGCTGGTGGCAGCTCCCAGATGGGTCCTGTCCCAGGTGCAG
CTGCAGCAGTCGGGCCCAGGACTGETGAAGCCTTCACAGACCCTGTCCCTCACCTGCACTGTCTCT
GGTGGCTCCATCAGCAGTGETCETTACTACTGCAGCTGGATCCGTCAGCACCCAGGGARAGGELCTG
GAGTCGATTEGGRAACATCTATTACAGTGGGATCACCTACTACAACCCGTCCCTCAAGAGTCGAGTT
ACCATGTCAGTAGACACGTCTAAGAACCAGTTCTCCCTGAAGCTGAGTTCTGTGACTGCCGCGGAC
ACGGCCGTGTATTACTGTGCGAGAGATCCCCTCTACGGTGACTACGGGTTCGACCCCTGGGGCCAG
GGAACCCTGGTCACCGTCTCTAGT {(SEQ ID NO: 18)

HGF 3.10.1 Light chain \Y region (Vk, 3- L2/L16)
ATGGAAGCCCCAGCTCAGCTTCTCTTCCTCCTGCTACTCTGGCTCCCAGATACCACTGGAGAAATA
GTGATCACGCAGTCTCCAGCCACCCTEGTCTGTGTCTCCTGGEGAARGAGCCACCCTCTCCTGCAGE
CGCCAGTCACGAGTGTTAGCAGCARCTTAGCCTGGTACCAGCAGAAACCTGGCCAGGCTCCCAGGCTC
CTCATGTATGGTGCATCCACCAGGGCCACTGGTATCCCAGCCAGGTTCAGTGGCAGTGGGTCTGGG
ACAGAGTTCACTCTCACCATCAGCAGCCTGCAGTCTGAAGATTTTGCAGTTTATTACTGTCAGCAG
TATAATAACTGGCCTCCGATCACCTTCGGCCARCGGGACACGACTGGAGATTARA (SEQ ID NO:-
19)

HGF 3.10.1 Heavy chain V region (Vh, VG 4-34)- hulgG1 C region
ATGAAACACCTGTGGTTCTTCCTCCTCCTGGTGGCAGCTCCCAGATGGGTCCTGTCCCAGGTGCAG
CTACAGCAGTGGGGCGCAGGACTETTGAAGCCTTCGGAGACCCTGTCCCTCACCTGCGCTGTCTAT
GETGGETCCTTCAGTACTTACTACTGGAGCTCGATCCGCCAGCCCCCAGGGAAGGGGCTGGAGTGG -
ATTGGGGAAATCAATCATAGTGGAAGCACCAACTACAACCCGTCCCTCAAGAGTCGAGTCACCATA
TCAGTAGACACGTCCAAGAACCAGTTCTCCCTGAAGCTGAGCTCTGTGACCGCCGCGGACACEGCT
CTGTATTACTGTGCGAGAGGEGEETACCATTTTTGGAGTGEGTTATTATCGACTACTGGEGCCAGGGA
ACCCTGGTCACCGTCTCTAGT (SEQ ID NO: 20)
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Figure 3 (continued)

Human Kappa Constant Region

CGARCTGTCGGCTGCACCATCTETCTTCATCTTCCCGCCATCTGATGAGCAGTTCGARATCTGGAACT

GCCTCTGTTGTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAGTGGAAGGTGGAT

AACGCCCTCCAATCEECTARCTCCCAGGAGAGTGTCACACAGCAGGACAGCARGCGACAGCACCTAC

AGCCTCAGCAGCACCCTGACGCTGAGCAAAGCAGACTACGAGAAACACAAAGTCTACGCCTGCGAA

GTCACCCATCRGGSE CCTGPGCTCGCCCGTCACAAAGAGCTTCAACAGGGGAGAGTGTTGA '
(SEQ ID NO: 21)

Human IgG1 Constant Region
GCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAGCACCTCTGGGGGCACA
GCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGC
GCCCTGACCAGCGGCGTGCACACCTTCCCGGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGC
AGCGTGGTGACCGTGCCCTCCAGCAGCTTGGGCACCCAGACCTACATCTGCAACGTGAATCACAAG
CCCAGCAACACCAAGGTGGACAAGAAAGTTGAGCCCAAATCTTGTGACAAAACTCACACATGCCCA
CCGTGCCCAGCACCTGAACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGAC
ACCCTCATGATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCT
GAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGﬂATAATGCCAAGACAAAGCCGCGGGAG
GAGCAGTACAACAGCACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCTGAAT
GGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAGAAAACCATCTCC
AAAGCCAAAGGGCAGCCCCGAGAACCACAGGTGTACACCCTGCCCCGATCCCGGGATGAGCTGACC
AAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGG
GAGAGCAATGGGCAGCCGGAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCC
TTCTTCCTCTATAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGC
TCCGTGATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA
TGA (SEQ ID NO: 22) |

Human 1gG2 Constant Region
GCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGGCGCCCTGCTCCAGGAGCACCTCCGAGAGCACA
GCGGCCCTGGGCTGCCTGGTCAAGGACTACTTCCCCGAACCGGTGACGGTGTCGTGGAACTCAGGC
GCTCTGACCAGCGGCGTGCACACCTTCCCAGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGC
AGCGTGGTGACCGTGCCCTCCAGCAACTTCGGCACCCAGACCTACACCTGCAACGTAGATCACAAG
CCCAGCAACACCAAGGTGGACAAGACAGTTGAGCGCAAATGTTGTGTCGAGTGCCCACCGTGCCCA
GCACCACCTGTGGCAGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATC
TCCCGGACCCCTGAGGTCACGTGCGTGGTGGTGGACGTGAGCCACGAAGACCCCGAGGTCCAGTTC
AACTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCACGGGAGGAGCAGTTCAAC
AGCACGTTCCGTGTGGTCAGCGTCCTCACCGTTGTGCACCAGGACTGGCTGAACGGCAAGGAGTAC
AAGTGCAAGGTCTCCAACAAAGGCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAACCAAAGGG
CAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATCCCGGGAGGAGATGACCAAGAACCAGGTC
AGCCTGACCTGCCTGGTCAAAGGCTTCTACCCCAGCGACA?CGCCGTGGAGTGGGAGAGCAATGGG_
CAGCCGGAGAACAACTACAAGACCACACCTCCCATGCTGGACTCCGACGGCTCCTTCTTCCTCTAC
AGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCAT
GAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAATGA (SEQ
ID NO: 23)
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Figure 4

HGF 1.24.1 Light chain V region (Vk, 1-L15)

MDMRVPAQLLCGLLLLWFPGERCDICMTQSPESSVSASVEDRVTITCRASQGISSWLAWYQOKPGKATP

NLLIYPASSLQSGVPSRFGGSGSGTDFTLTISSLQPEDFATYYCQQANGFPWTFGQGTKVEIK
(SEQ ID NO: 24)

HGF 1.24.1 Heavy chain V region (Vh, H3-11)-hulgG2 C region
MEFGLSWVFLVAIIKGVQCQVQLVESGGGLVKPGGSLRLSCAASGFTFSDYYMSWIRQAPGKGLEW
VSYISESGESTIYYADSVKGRFTISRONAKNSLYLOMNSLRAEDTAVYYCARDEYNSGWYVLFDYWG
QGTLVTVSS (SEQ ID NO: 25)

HGF 1.29.1 Light chain V region (Vk, 4-B3)

MVLQTQVFISLLLWISDAYGDIVMTQSPDSLAVSLGERATINCKSSQSIFYSSTNKNYLAWYQKKP
GQPPKLLIYWASTRESGVPDRFSGSGSGTDFTLTISSLQAEDVAVYYCQQYYSTPWTFGQGTKVEI‘
K (SEQ ID NO: 26) '

HGF 1.29.1 Heavy chain V region (Vh, 3-33)- hulgG2 C region
MEFGLNWVFLVALLRGVQCQVQLVESGGGVVQPGRSLRLSCAASGFTFSSYGMHWVRQAPGKGLEW
VAVIWYDGSDKYYADSVKGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCAREDYGEGFDYWGQGTL
VTVSS (SEQ ID NO: 27)

HGF 1.60.1 Light chain V region (Vk, 1-A20)

MDMRVPAQLLGLLLLWLPDTRCDIQMTQSPSSLSVSVGDRVTITCRASQGISSYLAWYQQKPGKVP

KLLIYVASTLOSGVPSRFSCGSGSGTDFTLTISSLOPEDVATYYCONYNSDPLTFGGGTRVEIK
(SEQ ID NO: 28)

HGF 1.60.1 Heavy chain V region (Vh, H1-02)- hulgG2 C region ‘
MDWTWRILFLVAAATGAHSQVQLVQSGAEVKKPGASVKVSCKASGYTFTGYYINWVRQAPGQGLEW
MGWINPNSGGTNYAQKFQGRVTMTRDTSITTAYMELSRLRADDTAVYYCARELELRYYGMDVWGQG
TTVIVSES (SEQ ID NO: 29)

HGF 1.61.3 Light chain V region (Vk, 1-018/08)

MDMRVPAQLLGLLLLWLSGARCDIOMTQSPSSLSASVGDRVTITCQASQDISNYLNWYQQKPGTAP

KLLIYGASDLETGVPSRFSGSGSGTDFTFAISSLOPEDIATYY CQOYDNLPYNFGQGTKLEIK
{SEQ ID NO: 30)

HGF 1.61.3 Heavy chain V region (Vg, 4-31)- hulgG2 C region
MKHLWFFLLLVAAPRWVLSQVQLQESGPGLVKPSQTLSLTCTVSGGSISSDGYYWSWIRQHPGKGL
EWIGYIYYSGSTYYNPSLKSRVTISVDTSKNQFSLKLSSVIAADTAVYYCARSHLHYYDSSGYYYG
GAFDIWGQGTMVTVSS (SEQ ID NO: 31)

HGF 1.74.3 Light chain V region (Vk, 1-012/02)

MDMRVPAOLLGLLLLWLRGARCDIOMTQSPSSLSASVEDRVTITCRASQOS INSDLNWYQQKPGKVE
KLLIYVASSLQNGVPSRFSGSGSGTDFTLTESSLQPEDFATYYCQRSYSTPPTFGPGTKVDIK

: (SEQ ID NO: 32)

HGF 1.74.3 Heavy chain V region{Vh, VG1-02)-hulgG2 C region
MDWTWRILFLVAAATGAHSQVQLVQSGAEVKKPGASVKVSCKASGYTFTGYYIHWVRQAPGQGLEW
MGWINPNSGGTNYAQKFQGRVIMTRDTSISTAYMELSRLRSDDTAVYYCARELELRYYGMDVWGQG
TTVIVSS (SEQ ID NO: 33)
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- Figure 4 (continued)

HGF 1.75.1 Light chain V region (Vk, 1-A30)
MDMRVPAQLLGLLLLWFPGARCDIOMTQOESPSSLSASVGDRVTITCRASQGIRNDLGWFQQKPGKAP
 KRLIYAARSSLQSGVPERFSGSGEGTIEFTLTISSLOPEDFATYYCLOHDSYPLTFGGGTKVEIR
{(SEQ ID NO: 34)

HGF 1.75.1 Heavy chain V region (Vh, VG4-31)-huigG2 C region
MKHLWFFLLLVAAPRWVLSQVOLQESGPGLVKPSQTLELTCTVSGES ISSGCYYWSWIRCHPGKGL
EWIGYIYYSGSTYYNPSLKSRVTISVDTEKNQFSLKVSSVTAADTAVYYCARDPLWFGEFDYYGMD
VWGRGTTVIVSS {SEQ ID NO: 35)

HGF 2.4.4 Light chain V region (Vk, 4-B3)
MVLOTOVFISLLLWISGAYGDIVMTOSPDSLAVSLEGERAT INCKS EQSVLFSSNNKNYLAWYQQOKY
COPPKLLIYWASTRESGVPDRFEGSGSGIDFTLTISSLOARDVAVY Y CQOYFSPPWTFGRGTKVEL
K (SEQ ID NO: 36)

HGF 2.4.4 Heavy chain V region (Vh, VG 4-31)-hulgG2 C region
MKHLWFFLLLVAAPRWILSQVQLKESGCPGLVKPSQTLSLTCIVSGGS ISSGVYYWSWIRQHPGKGL
EWIGYFYYSGNTYHNPSLKSRVTISV@TSKNQFSLKLSSVTAAD?AVYYCARDRSGYDHPDAFDIW
GRGTMVTVSS (SEQ ID NO: 37)

HGF 2.12.1 Light chain V region (Vk, 3-L2/1.16)

MEAPAOLLFLLLLWLPDTTGEIVMTQSPATLSVSPGERATLSCRASQSVDSNLAWYRQKPGOAPRL

LIYGASTRATGIPARFSGSGSGTEFTLTISSLQSEDFAVYYCQQYINWPPITFGQGTRLEIK
{SEQ ID NO: 38)

HGF 2.12.1 Heavy chain V region (Vg, 4-59)- hulgG2 C region
MKHLWFFLLLVAAPRWVLSQVOLOESGPGLVKPSETLSLTCTIVSGES IS IYYWSWIRQPPGKGLEW
IGYVYYSGSTNYNEPSLKSRVITISVDTSKNQF SLEKLNSVTAADTAVYYCARGGYDFWSGYFDYWGQG
TLVIVSES (SEQ ID NO: 39)

HGF 2.40.1 Light chain V region (Vk, 1A20)

MDMRVPAQLLGLLLLWFPGARCDICMTOSPSSLEASVEDRVTITCRASQGIRNDLGWYQQKPGKAP

KRLIYVASSLOSGVPSRFSGSGSGTEFTLTISSLOPEDFATYYCLOHNSYPLTFGGGTRKVEIK
{SEQ ID NO: 490)

HGF 2.40.1 Heavy chain V region (Vh, VG 4-31)-hulgG2 C region
MKHLWFFLLLVAAPRWVLSQVOLOESGPGLVKPSOTLSLTCTVEGGSISSGEYYWSWIRQHPGKGL
EWIGNIYYSGITYYNPSLKSRVTMSVDTSKNQFSLKLSSVITAADTAVYYCARDPLYGDYGFDPWGO
GTLVTVSS (SEQ ID NO: 41)

HGF 3.10.1 Light chain V region (Vk, 3-1.2/1.16)

MEAPAQLLFLLLLWLPDTTCEIVMTQSPATLSVEPGERATLECRASOSVSSNLAWYQQKPGOAPRL

LMYGASTRATCGIPARFSGEGEGTEFTLTISSLOSEDFAVYYCOQYNNWPPITFGQGTRLEIK
(SEQ ID NO: 42)

‘HGF 3.10.1 Heavy chain V region (Vh, VG 4- 34)-hngGl C region
MKHLWFFLLLVAAPRWVLSQVQLQQWGAGLLKPSETLSLTCAVYGGSFSTYYWSWIRQPPGKGLEW
IGEINHSGSTNYNPSLKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARGGYDFWSGYYDYWGQG
TLVTVSS (SEQ ID NO: 43)
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Figure 4 (continued)

Human Kappa Constant Region

RIVAAPSVFIFPPSDEQLKEGTASVVCLLNNFYPREAKVOWKVDNALOSGNSQESVTEQDSKDSTY
SLESTLTLSKADYEKHKVYACEVTHQCGLESPVTKSFNRGEC (SEQ ID NO: 44)

Human IgG1 Constant Region '

ASTHKGPSVFPLAPESSKSTSGOTAALCCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLOSSCGLYSLS

SVVITVEPSSSLETQTYICNVNHKEPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPEKPKD

TEMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHODWLN

GKEYRCKVSNKALPAPIEKTISKAKGOPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEW

ESNGOPENNYKTTPRVLDSDGSFFLYSKLTVDKSRWQQOCGNVFECSVMHEALHENHYTQKSLSLSPGK
(SEQ ID NO: 45)

Human IgG2 Constant Region :

ASTKGPSVFPLAPCSRESTSESTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLOSSGLYSLS

SVVTVPSSNFGTQTY TCNVDEKPSNTKVDKIVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTIMI

SRTPEVTCVVVDVSHEDPEVOFNWYVDGVEVHNAKTKPREEQFNSTFRVVSVLTVVHQDWLNGKEY

KCKVSNKGLPAPIEKTISKTKGOPREPOQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNG

QPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQCGNVFSCSVMHEALHNHYTOKSLSLSPGK
(SEQ ID NO: 46)
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Light Chain Variable Region Amino Acid Sequences for CDR1, CDR2, and CDR3

Antibody CDR1 CDR2 CDR3
1.24.1 RASQGISSWLA EASSLQS CRANGFPWT

(SEQ ID NO. 60} (SEQ ID NO. 70} {SEQ ID NO. 80)
1.29.1 KSSQSIFYSSTNEKNYLA WASTRES OQYYSTPWT

(SEQ ID NO. 61} (SEQ ID NO. 71) (SEQ ID NO. 81)
1.60.1 RASQGISSYLA VASTLOS ONYNSDPLT

(SEQ ID NO. 62) {SEQ ID NG, 72) {(SEQ ID NO. B2)
1.61.3 QASQDISNYLN GASDLET OQYDNLPYN

{SEQ ID NO. 63) (BEQ ID NO. 73) {SEQ ID NO. 83)
1.74.3 RASQSINSDLN VASSLON QREYSTPPT

{SEQ ID NO. 64) (SEQ ID NO. 74) {SEQ ID NO. B4)
1.75.1 RASQGIRNDLG A”LSSTOS LOHBDSYPLT

(SEQ ID NO. €58) (SEQ ID NO, 75) . {SEQ ID NO. 8S)
2.4.4 KSSQSVLFSSHNNEKNYLA WASTRES COYFSPEWT

(SEQ ID NO, 66} (SEQ ID NO. 76) (SEQ ID NO. 8§)
2.12.1 RASQSVDSNLA GASTRAT QOYINWPPIT

{(SEQ ID NO. 67) {SEQ ID NO. 717} (SEQ ID NO. 87)
2.40.1 RASQGIRNDLG VASSLOS LOHNSYPLT

{SEQ ID NO. 68) {SEQ ID NO. 78) {SEQ ID NO. 88) -
3.10.1 RASQSVSSNLA GASTRAT QOYNNWEPIT

{SEQ ID NO. 69) . (SEQ ID NO, 79) (SEQ ID NO. B9)

nght chain CDR1 consensus sequence {(CDR1a) (SEQIDNQO:166): a bc d e fghi
3k 1 mnop g, wherewherein amino acid a is selected from lysine, arginine, or glutamine;
amino acid b is selected from serine or alanine; amino acid ¢ is serine, amino acid d is glutamine;
amino acid e is selected from serine, glycine, or aspartic acid; amino acid f is selected from valine
or isoleucine or is not present; amino acid g is selected from leucine or phenylalanine or is not
present; amino acid h is selected from phenylalanine or tyrosine or is not present; amino acid i is
serine or not present; amino acid j is serine or not present; amino acid K is selected from
asparagine, threonine, or not present; amino acid | is selected from asparagine, isoleucine, or
valine; amino acid m is selected from lysine, arginine, asparagine, or aspartic acid; amino acid n is
selected from asparagme or serine; amino acid o is selected from tyrosme aspartic acid,
tryptophan, or asparagine; amino acid p is leucine; and amino acid q is selected from alanine,
glycine, or asparagine

Light chain CDR2 consensus sequence (CDR2a) (SEQIDNOG:167). r s t u v w x,
wherein amino acid r is selected from tryptophan, alanine, valine, glutamic acid, or glycine; amino
acid s is alanine, amino acid t is serine, amino acid u is selected from threonine, serine, or
aspartic acid; amino acid v is selected from arginine or leucine; amino acid w is selected from
glutamic acid, glutamine, or alanine; and amino acid x is selected from serine, asparagine, or
threonine

Light chain CDR3 consensus sequence (CDR3a) (SEQIDNO: 168y y z a’ b’ <’ d’ e’
f' g’ h‘, wherein amino acid y is selected from glutamine or leucine; amino acid z is selected
from glutamine, asparagine, or arginine; amino acid a’ is selected from tyrosine, histidine, alanine,
or serine; amino acid b’ is selected from phenylalanine, tyrosine, aspartic acid, asparagine, or
isoleucine; amino acid ¢’ is selected from serine, glycine, or asparagine; amino acid d’ is selected
from proline, tyrosine, threonine, phenylalanine, aspartic acid, leucine, or tryptophan; amino acid
e’ is proline; amino acid f’ is proline or is not present; amino acid g’ is tryptophan, leucine, profine,
tyrosine, or isoleucine; and amino acid b’ is threonine or asparagine
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Figure 5B
Heavy Chain Variable Region Amino Acid Sequences for CDR1, CDR2, and CDR3
Antibody CDR1 CDR2 CDR3

1.24.1 DYYMS YISSSGSTIYYADSVKG DEYNSGWYVLFDY
(SEQ ID NO. 90) (SEQ 1D NO. 100} {SEQ ID NC. 110)

1.29.1 SYGMH VIWYDGSDKYYADSVKG EDYGEGFDY
(SEQ ID NO. 91) (SEQ ID NOQ. 101) (SEQ ID NO. 111)

1.60.1 GYYIN WINPNSGGTNYAQKFQG | ELELRYYGMDY
(SEQ ID NO. 92) {SEQ ID NO. 102) {(SEQID NO. 112)

1.61.3 SDEYYWS YIYYSGSTYYNPSLKS SHLHYYDSSGYYYGGAFDI
(SEQ ID NO. 93} (SEQ 1D NO, 103} {SEQ 1D NO, 113)

1.74.3 GYYIH WINPNSGGTNYAQKFQG | ELELRYYGMDV
{SEQ 1D NO. 84} {SEQ D NO. 104) (SEQ ID NO. 114)

1.75.1 SGGYYWS YIYYSGSTYYNPSLKS DPLWFGEFDYYGMDV
(SEQ 1D NO. 95) {SEQ ID NO. 105) (SEQ ID NO. 115)

2.4.4 SGVYYWS YFYYSGNTYHNPSLKS DRSGYDHPDAFDY
(SEQ ID NO. 96) (SEQ D NO. 106) (SEQ ID NO. 116)

21241 | IYYWS YVYYSGSTNYNPSLKS GGYDFWSGYFDY
(SEQ ID NO. 97) (SEQ ID NO. 107) : (SEQ ID NO. 117)

2.40.1 SGGEYYWS NIYYSGITYYNPSLKS DPLYGDYGFDP
{SEQ ID NC. 98) (SEQHD NO. 108) (SEQ D NO. 118)

3.10.1 TYYWS EINHSGSTNYNPSLKS GGYDFWSGEYYDY
{SEQ ID NC. 99) {SEQ ID NO. 109) {(SEQ ID NO. 119)

Heavy chain COR1 consensus sequence (CDR1b) (SEQ ID NO: 169): a b ¢ d e f g, wherein amino acid a
. is serine or is not present; amino acid b is selected from aspartic acid or glycine, or is not present; amino
acid ¢ is selected from aspartic acid, glycine, serine, valine, threonine, or isoleucine; amino acid d is
tyrosine; amino acid e is selected from tyrosine or glycine; amino acid 1 is selected from isoleucine,
methionine, or tryptophan; and amino acid g is selected from histidine, asparagine, or serine

Heavy chain CDR2 consensus sequence {CDR2b) (SEQ IDNO: 170k hijkimnopgrstuvwy,
wherein amino acid h is selected from tryptophan, tyrosine, valine, asparagine, or glutamic acid; amino acid
i is selected from isoleucine, phenylalanine, or valine; amino acid j is selected from asparagine, serine,
tryptophan, or tyrosine; amino acid k is selected from proling, serine, tyrosine, or histidine; amino acid | is
selected from asparagine, serine, or aspartic acid; amino acid m is selected from serine or glycine; amino
acid n is selected from glycine or sering, or is not present; amino acid o is selected from glycine, threonine,
aspartic acid, serine, isoleucine, or asparagine; amino acid p is selected from threonine, isoleucine, or
lysine; amino acid q is selected from asparagine or tyrosine; amino acid r is selected {rom tyrosine or
histidine; amino acid s is selected from alanine or asparagine; amino acid t is selected from glutamine,
aspartic acid, or proline; amino acid u is selected from lysine or serine; amino acid v is selected from
phenylalanine, valine, or leucine; amino acid w is selected from glutamine or lysine, and amino acid x is
selected from glycine or serine Co '

Heavy chain CDR3 consensus sequence (CDR3b) (SEQIDNO:171yza b cd e f gh' i k' P m'n
o' p' q' ', wherein amino acid y is selected from glutarnic acid, aspartic acid, serine, or glycine, or is not
present; amino acid z is selected from leucine, glutamic acid, aspartic acid, histidine, proline, or glycine, or
is not present; amino acid a' is selected from glutamic acid, tyrosine, or leucine, or is not present; amino
acid b’ is selected from leucine, asparagine, glycine, histidine, tyrosine, or tryptophan, or is not present;
amino acid ¢’ is selected from arginine, serine, glutamic acid, tyrosine, glycine, or phenylalanine, or is not
present; amino acid d’ is glycine or is not present; amino acid €' is selected from tryptophan or tyrosine, or is
not present; amino acid f' is aspartic acid or is not present; amino acid g’ is selected from serine or arginine,
or is not present; amino acid h' is serine or is not present; amino acid i' is selected from glycine or tyrosine,
or is not present; amino acid j' is selected from tyrosine, glutamic acid, or aspartic acid, or is not present;
amino acid k' is selected from tyrosine, phenylalanine, or aspartic acid, or is not present; amine acid !’ is
selected from tyrosine, aspartic acid, histidine, or tryptophan, or is not present, amino acid m' is selected
from tyrosine, glycine, aspartic acid, proline, or serine, or is nat present; amino acid n’ is selected from
glycine, valine, tyrosine, or aspartic acid, or is nol present; amino acid ¢' is selected from leucine, alanine,
glycine, or tyrosine, or is not present; amino acid p' is selected from methionine, phenylalanine, or tyrosine;
amino acid q' is aspartic acid, and amino acid r' is selected from valine, tyrosine, isoleucine, or proline
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Figure 7 (continued) :
1.74.1 (1gG2)
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Figure 8 (continued)
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Figure 9A

Hygromycin vl (876)
Nhd (879)
HirdITI (885)
Nhd (891)
Nol (896)
Xhd (902)

BamHI (919)

pCep4avidin-N
10990 bp
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Figure 9B
CCCCRACCATEGTGCACGCAACCTCCCCGCTGCTGCTGCTECTGCTGCTCAGCCTGGCTCT
--------- e e e e Y T T

GGGGTGGTACCACGTGCGTTGGAGGGGCGACGACGACGACGACGACGAGTCGGACCGAGA

P T M V HAT S P L L L L L L L 8 ILh, AL

GGTGGCTCCCGECCTCTCTGCCAGARAGTGCTCGCTCACTCGGGAAATGGACCAACGATCT
CCACCGAGGGCCGGACGAGRACGETCTTTCACGAGCGACTGACCCTTTACCTGCTTGCTAGA

v A P @ L 8 A R K € 858 L T G X W TDND L

EccoRI
GGGCTCCAACATGACCATCCGGGUCTGTCGALACAGCAAAGATGAATTCACAGGCACCTACAL
COCGAGGTTGTACTECTAGCCCCGACACTTGTCGTT TCCACTTARGTETCCETCGATETG

G § NM T I GAVNSZE KT GETFTGTTY T

CACAGCCGTARCAGCCACATCAPATGAGATCARAGAGTCACCACTGCATGGGACACARAA
GTGICGGCATTGTCGGTGTAGTTTACTCTAGTTTCTCAGTGGTGACGTACCCTGTGTTTT -
T AV TATSNETLZ KTESZPILHGTOQN
CACCATCARCAAGAGGACCCAGCCCACCTTTGGCTTCACTGTCART TGGARGTTTTCAGA
--------- B S T L e e P LR LT

GTGGTAGTTGTTCTCCTGGGTCGGGTGGAAACCGAAGTGACAGTTAACCTTCAAAAGTCT

T I N K R T Q P T F 6 F T V N W K F &8 E

GTCCACCACTGTCTTCACGGGCCAGTGCTTCATAGACAGGAACGGGAAGGAGGTCCTGAA
CAGGTGCTGACAGAAGTGCCCGETCACGAAGTATCTGTCCTTGCCCTTCCTCCAGGACTT

s T TV F T G Q CF I D RNUGIEKEV 'L K.

GACCATGTGGCTGCTGCCGTCAAGTGTTARTGACATTGGTGATGACTGGAARGCTACCAG -
CTGGTACACCGACGACGCCAGTTCACAATTACTGTAACCACTACTGACCTTTCGATGGTC
T M W L.L R S 8§ V NDTIGDTDTWZEKAT.R
- HindIII-
Nhel
Pvull
GGTCGECATCARCATCTTCACTCGCCIGCGCACACAGAAGGAGCAGCTGCTAGCARGCTT
————————— B L it e R e s &

CCAGCCGTAGTTGTAGAAGTGAGCGGACGCGTGTG?CTTCCTCGTCGACGATCGTTCGAA

vV 6T N I F TRULURTQQZKEOQULUL A S5 L

NheI Notl Xhol BamHI
GOTAGCGECCECTCGAGGCCGGCARGGCCEEATCCAGACATGATAAGATACAT TGATGAG(SEQ ID NO: 57)
————————— D R e e e e L
CEATCGCCGGEGAGCTCCEGCCGTTCCGGCCTAGGTCTGTACTATTCTATGTAACTACTC (SEQ ID NO: 58)

L A A A R 8 R Q G R I @ 7m =« % (SEQ ID NO: 5%2)
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Figure 10A
h-HGF/m-HGF Chimeric Constructs 2121 2.4.4
human Grolmel K1 s K2 |nf K3 |m K4] yes
HGF ;
Human @mi K2 ]J KBJJ K4 IW es
a5 HGF ¥
Murine Gvles K1 = K2 s K3 = K4 o
HGF '
Chimera #1 Goms X1 |m{ K2 |l K3 | K4 | ~mo
Chimera #2 @]m K1 = K2 s K3 = K4 “ yes
Chimera #3 @IJE_LH__IQJJ.EJ KA | no

yes
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Figure 10B
Binding Results
GF
s Human HGF mememn  Mouse H 2192 1 244
Human yes yes
Murine no no
Chimera
1 @M no no
2 @M————"' yes  yes
3 @] n m - “ 507 585 506 731 no yes
4 @M yes ves
5 @W yes  yes
6 @;M yes yes
7 @]M no no
8 L@]W . _yes yes
9 @MM no no
Figure 10C
Binding Results
mmmen  Human HGF wewen  Wouse HGF 2191 244
556 :
hHGFEss5E ViRl de— 10 yes
561
T 8 1T T
592

hHGFDS2N [V el Al el b yes  yes

601

hHGFNG01S @W yes yes
647

hHGFR647Q @M yes yes

NK

Insertion hu @W no no
Deiletion mu @]W no no

NK
540-541



WO 2605/017167

Figure 10D

human HGF
mouge HGE
Congsensusg

human HGF
mouse HGF
Consensus

human HGF
mouge HGF
Consensus

human HGF
mouse HGF
Consensus

human HGF
mouse HGF
Consensus

human HGF
mouge HGF
Consensus

(450)
(451)
(451)

(500)
{501)
{501}

{548}
{551}
(551)

(598)
{601)
{601)

{648)
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{651)

{698)
{701)
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451 500
PWCYTGNPLIPWDYCPISRCEGDTTPTIVNLDHPVISCAKTKQLRVVNGI
PWCYTGNPLIPWDYCPISRCEGDTTRPTIVNLDHPVISCAKTKQLRVVNGT
PWCYTGNPLIPWDYCPISRCEGDTTPTIVNLDHPVISCAKTKQLRVVNGI
501 . 550

PTRTHIGWMVSLRYRNKHICGGSLIKESWVLTARQCFPSR - -DLKDYEANW

PTOTTVGWMVSLKYRNKHI CGGSLIKESWVLTARQCFPARNKDLKDYEAW
PT T ICWMVSLKYRNKHICGGSLIKESWVLTARQCFPAR DLKDYEAW
551 600
LGIHDVHGRGDEKCKQVLNVSQLVYGPEGSDLVLMKLARPAVLDDFVSTI
LGIHDVHERGEEKRKQILNI SQLVYGPEGSDLVLLKLARPAILDNFVSTI
LGIHDVH RGDEK KQILNISQLVYGPEGSDLVLLKLARPAILD FVSTI
601 650
DLENYGCTIPEKTSCSVYGWGY TGLINYDGLLRVAHLY IMGNEKCSQHHR
DLPSYGCTIPEKTTCSIYGWGY TGLINADGLLRVAHLY IMGNEKCSQHHQ
DLP YGCTIPEKTSCSIYGWGYTGLIN DGLLRVAHLYIMGNEKCSQHH
651 o 700
GKVTLNESEICAGAEKIGSGPCEGDYGGPLVCEQHKMRMVLGVIVPGRGC
GKVTLNESELCAGAEKIGSGPCEGDYGGPLICEQHKMRMVLGVIVPGRGC
GKVTLNESEICAGAEKIGSGPCEGDYGGPLICEQHKMRMVLGVIVPGRGC
701 ' 731 -
AIPNRPGIFVRVAYYAKWIHKIILTYKVPQS (SEQ ID NO.. 120)
AIPNRPGIFVRVAYYAKWIHKVILTYKL-~-~ (SEQ ID NO. 121)
AIPNRPGIFVRVAYYAKWIHKITLTYKL  (SEQ ID NO. 122)

PCT/US2004/018936 .
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- Figure 11A
=1 Peptide profile without antibody
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Figure 11C
T38.6= VVNGIPTR —-—H G R (calc. mass=7152) obs. mass=7165 (SEQID NO.161)
GIP TR Tommmmemoms H G R {cale, Mass= 6840) obs mass= ~6878 (SEQ 1D NO. 162)
T33=VNTLDQ-- ? (SEQID NO. 163)

Predicted protected peptides from peak T38.6:

VUNGIPTRTNIGWMVSLRYRNKHICGGSLIKESWVLTARQCFPSRDLKDYEAWLG IHDVHGR
(SEQ ID NO. 164) : w

GIPTRTNICWMVSLRYRNKHICGGSLIKESWVLTARQCFPSRDLKDYEAWLGIHDVHGR
(SEQ ID NO. 165)
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Figure 12§ d3 HGF
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- Figure 13

ID
3.10.1
2.40.1
1.75.1
2.12.1
1.24.1

1.29.1

1.74.1
1.60.2
2.4.4

I1C50 IP

(nM)
0.9
1.0
1.0
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4.5
5.1
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ID

- 3.10.1

2.12.1
1.75.1
1.29.1
1.74.1
1.61.3
1.24.1

IC50 IP
(nM)
0.37
0.52
0.72
1.93
2.31
2.59
9.36
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Figure 14

Experiment #1 Experiment #2
IC50 IP IC50 IP

1D (nM) 1D (nM)
1.75.1 0.34 161.3 0.28
2.12.1 0.49 1.24.1 040
2.40.1 0.51 1.75.1  0.59
3101 0.64 1.29.1 0.88
{241 0.64 1.60.1 1.06 -
1201 118 1741 217
2.4.4 1.24

1.74.1 1.25
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Figure 15

Experiment #1
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244
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IC50 1P
(nM)
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15
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PCT/US2004/018936

Experiment #2
ID 1C50 1P
(nM)

244 8
1.61.3 17
1.29.1 21
2.12.1 34
2.40.1 59
3.10.1 133
1.60.1 215
1.74.1 >666

1.75.1

5666
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Figure 16A
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Figure 16B
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Figure 16C
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Figure 16D
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Figure 16E
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Figure 16F
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