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Figure 1B
Sacton 1
(1] 10 P FCOR 1 4n 55 CDR2
HEFZ44VWAER (1) DIVHMTOSFD SDAVALEE RATINCEE SOSVEL F SENNENY LAWY QQRPGQRFRLLIVIWAS TR
RGP 1281 WKAEE (1) BIvMeQeP DS LAVELGERAT INC R ROST P Y SETNRNY LAWY QREPBORERL LIVHARTR
HEF 1761V LASD  [1) DXOMIQYPSSLEARVEDRVTIPCRASQG-~ — - -~ IREDEGWFQORPGRAPRRLIVAAREL
HEF 240 1WKT-ATJE  {1) DIQMTOHPESLBABVEDRYTITORASQG -~~~ -~ IANDLEWY QQRPSRAFKRLIYVASIL
HEF 12418 {1) DIQMPQERSSVEAIVEDRVTITCRABQE — ~ - IBSWLANYQURPGRAPNLLIYEASIL
HOF 1601 W1-AZD 1) DIQUMTOa P ESLEVAVEDRVTITCRASQG-~~— -~ ISSYTANY GURPBRVERLLYYVASTE
HEF 1743VKI-012/02 {1} DIOMTOESPSILIAIVEDRVEITCRASQE-~~~ -~ INEOLNWYQORPGRVPRLLIYVASSL
HEF 1B1IVKIOI/A0E (1) DraMIQEP e SLYASYEDAVTIIPCQATQD- - -~ - - IENYLNWYQOREGTARRLLIVEASDL
HEF2I21VKFEAE (1) BIVMIQSPATLEVEEGERATLACRASQS-— -~ -~ VD ENBARYRQEPGCAPRLLIYHEASTR
HGF 3101 WKF2LIE (1) BETVMTQERATLEVSEGERATL A0RAAQE- — -~~~ VESHDAWYQUKFEQAFRLLMYGASTR
Consensue  {1) DIQMTCOYPSSLE SUGDRVIITCRASQS T LAWYRQOQEPGRAPRLLIY ASTL
Saction 2
61) Gl 70 g0 g COR3 114
HGF 244 WKAES (BY) EBSVPDRFIGSCEGTDFILTI SILQAEDVAVYYQUQYF 8PP~ WIFGQSTHVEIR  (Seq D No
HEF 128 1VWKAED (BY) ESGVPDRFSGRSIGTPFELTISSLQAEDVAVYYCQOY Y STE-WIFGUSTRVEIR  (Seq ID No.:
HGF 1761WK 1430 {55 QSCVPARFSGEGIGTEFTLTISALAPRIFATYVORQHD SYP-LIFCGETRVEIR  (Seq 1D No.
HOF 2401 WK 1-ASD (55) QYGVRSRFSGEGEGTEFTRI I SALOPEDPATYYCLOHNEYP~ LEFEFGTRVBIK  (Seq ID No.

HGF {1 241 VK1-L15
HGF 150.1 W 1420
HGF 174322
HEF 1813 VK1-0B/08
HGF 292 WKE-2A96
HGF 1101 WE-L2/L16
Consangys

(B} QEGVPIRFEEIGECTDRYLY I 9LOPRIFARYYCQQANGRP-WIFGQGTRVEIR  (Seq ID No.:
(65} MEGVEARF 368G AGTOFTLTISSLOPEDVATYYCQRYNIDP- LIFGEGTRVELR  (Seq 1D No.:
A5} QEEVEIRF 965G ACTDRTLI T HERQPEDFATYYCQREYITP-RTIFGEGTRVDIE  (Seq ) No.:
{55} ETGVFIRFIGI5EGTDFIFATSILQFEDIATYVYOQRYDNLE - YHFSQGTRLELR  (Seq ID No.:
55 ATGIPARFEGICHGTRITLTISELOAEDFAVYYCQOYINHER TTPEOGTRIEIR  (Seq ID No.:
{55} ATGTRARF FESGIGTEF TRV TSELQAEDFAVYYCQOYNNEPPITPSOGTREBIR  {Seq ID No.:
B QESVESRF SSHCECTDFTLTISSLOPEDFATYYCQOY 8 F  TUPSQGTRVEIR {SeqIDNo.
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Figure ZA
HGF 1 6130 43¢
L HOF244VG 431
HOF 2421 VG 445
HOF 3401 VG 434
—HGF 17436 102
L HGF 1501 VG 102
e KGF 4294 VG 330
T L HEF1241VE 3
HEF 2401V A3
HBF 17516 431
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HEF L3 VE 102
HGF 1B WG 132
RGF 1241 WG 311
HEF 1281 vea-m
HEF LET I VG L]
HEF Z40.1 W& 4-33
HEF 1751 vE4-3t

HEF 24.4 VG 431
HGF,I00 VG 434
AGF212.1 VG458

m 1 x Vo b 40 20 DR 2

H}quxv33GAEvKREGASVKvacxkasymrw~~awxmﬂwvnahpgns&EwwewzmpnsGsmmy
{1) QUOLVGEGAEVRRFGASVAVICRASSY TF T- ~ GY Y IHWVAQARGOC LEWHEW L REREGETNY
{1} OVQLVEBGEEL VREGGFS DAL SCAARGH IF 8« ~ DY YMSWIRQAPGRGLEWVIYI IS 363 VIYY
(1) QUOLYE BSGEVVGESRETALSCAAICRFYF I - — SYSUHWVRQAPGRGLEWVAVIWY DG ED XYY
{1 QVOLOR SERSLVEE SO LILTCTVIGS ST S SDGY YW IWIRQHR CEELEWIS Y T VY OG- 91wy
{1} QUCLOE SEFEL YRR SOFLILTCTVIGE 31 8 SGCY YW SR IRONR GRELBW LGN DY Y G- LIyYY
{1} QVOLQE §GPGL VRE SQPLALTCIVIGE ST I SGGY YW SHIROHE GRGLEWIHEELY Y 5~ S0y
(1) OVCLRESEEGE VKP SOOI ILPCTVESS SISV YN SWIRQHP GREL EWIGYFYY 36~ RTYR
1) QUVQIQOWCAGSLLKE SEFL SLYCAVYGE 8F 3~ - TY YW SWIRQE FERGLEWICEINHSGE- SUNY
(1) QUVCQLQE IEHEL VER BT L ILDOI VEGE EL § - ~ I¥ YW SW IDORPGHRGLEWIGY VY'Y 86 3TNy

Cuomemus  {7) QUQLEESGRGLVEEY THELICTVAGSSYS GYYwIBNIRG PEEGLENISYIYYSS HIWY
— r Sectinn 2

53 ERRE. 70 0 2 /s L. 124

HOFI VG 12 B A0RPFOSRVIMTAD T IITAYMEL SR L RSN T AV Y CARELELR ~~ =~~~ YYE-MDUEE0E
HGF 1801 VG 107 (BT} AQRFOGRVIMERD Y SLP TAYMELSRLRADIPAVYYCARELELR -~~~ = =~~~ Y Y G~ MUVHERE
HGF1.241 VG311 (1) ADSVRGRECTIRDNAEN LY L QMY S5 RARD LA VY CARDE YN GG CVIFDYWEDS
HOF1.29.1 v33-33 (B! ADSVRGRFITIIRDNSRNT LY LOMN AL RABD L AVE Y CAREDY GEG— = = ===~ rFOYHGEORS
HEF{1EI3VE43T B2) NrsnlSAVI ISV PSRNCF ST RLIBVIAADTAVY YCAR S HLHY - YD ERGWYYGEAFD IWGQE
HEFZ401 wGE4-31 B0 NFOLRIRVIMEVDT SKNOP STKL S SV EAADTAVYTCARDFLY G~~~ — -~ BY&SFDPHEOE
HGF L7681 V8431 {0 NP ILRIRYELEVUTSRNOF SLEYH I VIAAD TAVE Y CARDE LY Gos ~ - BFDYYGHD VGG
HEF 244 ¥G 431 B 5panpaRvE LS VI SRNQF ALEL S AVIAAD TAVR Y CAR—~ - w = DRISYDHPDAFDIWYEOS
HGFIWE VG434 60) NP SLKSRYPIIVDT BN QF SLEL I VEAAD LAWY T CARGG - mm m me = YDPWAGYYNYWEGE
HEF2121 VG489 (D) NP SLHORVT IS VDR SENQOF STRLNIVIAAD TAVY Y CARGE — - -~ -~~~ YHPRASYFDYHGQE
Comsemus B NPILRIRVIIE fn}T SKNQF’ SERLBAVTAADTAVEYCARD ¥ & FDVWSLE
Sentioh 3

T2y 128 15
HEF1.743 VG LR 8 14) rovey (S&q gﬁﬂ ! %.1

HOF 1801 V& 102 1114 wovev {
HGE 1241 VG311 (1I18) vy {Seq:
HEF 1,291 VO 33 (112} tnwey (Seqibile:
HGF 1.513 VG 4-31 (123 TRvTy (SedidiNo - 188)
HGF 2401 WG 4T (118) wnwvry (Seq IDNo.: 189}
HGF 1761 w8 4.31 (118) pevev (Seq D Mo 190}
HGF 244 V6 431 {117) oxvey (Seqih Noo 191
HGF 3101 VB 432 {114} wnvey (Seq 1D No. 192)
HGF2121 VG459 {114} £n v~ (Seq 1D Nou 193)
Consersua (125 envTy {Seq 1D Koo 194)
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Figure 3

HGF 1.24.1 Light chain V region (Vk, 1-L15}
ATGGACATCGAGGGTGLCCGCTCAGCTCCTEGEECTCCTCUTECTC TGO TTCCCAGETTCCAGATGE
GACATCCAGATGACCCAGTCTCCATCTTCCGTATCTGCATCTGTAGGAGACAGAGTCACCATCALT
TCETCGGGCGACTCAGGGTATTAGCAGCTGETTAGCCTGETATCAGCAGAAACCAGGGAMAGCCCCT
AACCTCCTGATCTATGAAGCATCCAGTTTGCAARGTGECCTCCCATCAAGGTTCGECGECAGTGEA
TCTGGGACACGATTTCACTCTCACCATCAGCAGCCTGCAGCCTGRAGATTTTGCAACTTACTATTGET
CARCAGGCTAACGGTTICCCGTGGACGTTCGECCAAGGGACCAAGGTGGAAATCARA {EEQ
ID Wo: 1)

HGF 1.24.1 Heavy chain V region (Vh, H3-11}-hulgG2 C region)
ATGGAGTTTGGCCTGAGCTGEETTITTCCTTGTTGCTATYTATAARAGCTGTCCAGTGTCAGGTGCAG
CTGGTGGACGTCTGGEGEGAGGUTTEETCAAGCCTGGAGGGTCCCTGAGACTCTCCTGTGCAGCCTCT
GGATTCACCTTCAGTCACTACTACATGAGCTGGATCCGCCAGGCTCCAGGEARGGGECTIGEAGTGE
GTTTCATACATTAGTAGTAGTGETAGTACCATATACTACGCAGACTCTGTGAAGGHLUCGATTCACC
ATCTCCAGCGCACAACGCCAAGAACTCACTGTATCTGCARATGAACACGCCTCAGAGCCGAGGACACS
GCCGTGTATTACTGTGCCCGAGAGATGAGTATAACAGTGGCTGETACGTCCTCTTTGACTACTEGGEL
CAGGGAACCCTGETCACCCTCTCTAGT (SEQ ID NO: 02)

HGF 1.29.1 Light chain V region (Vi, 4-B3)
ATGGTGTTGCAGACCCAGGTCTTCATTTCTCTGTTGCTCTGGATC TCTGATGCCTACGGAGACATC
CTCATGACCCAGTCTCCAGACTCCOCTGECTGTGTCTCTEGGCGAGAGGGCCACCATCARCTGCAAG
TCCAGCCAGAGTATTTTTTACAGCTCCACCAATAAGALCTACTTAGCTTGGTATCAGARGARACCG
GGACAGCCTCCTAAGCTGUTCATTTACTGGEGCATCTACCCGGGAATCCGGEGTCCCTGACCEETTC
AGTGGCAGCGGGTCTGEGACAGATTTCACTCTCACCATCAGCAGCCTGCAGGCTGARGATCTGGCA
GTTTATTACTGTICAGCAATATTATAGTACTCCETGEGACGTTCOGCCAAGGGACCAAGETGGAARTC
ABARA  {S8BEQ ID KO: 032}

HGF 1.29.1 Heavy chain V region (Vh, 3-33)- hulgG2 C region
ATGGAGTTTGCECTCARCTGGETTTTCCTCCITGCTCT T TTAAGAGCETGTCCAGTGTCRAGGTGCAG
CTGETGGAGTCTGEOECACECETEETCCAGCLTGEGAGLTCCCTCAGALTCTCCTETGCAGCETCT
GGATTCACCTTCAGTAGCTATGGCATGCACTGCETCCGCCAGHCTCCEEGECAAGEGACTGGAGTGE
GTGGCAGTTATATGETATGATGGAAGTGATAAATACTATGCAGACTCCETGAAGGGCCGATTCACC
ATCTCCAGAGACRATTCCAAGAACACGCTGETATCTGCARATGAACAGCCTGAGAGCCGAGGACALCG
GUTGTGTATTACTCTGLGAGAGAGGACTACGELGAGGGTTTTGACTACT GGGGUCAGGGRACLCTG
GTCACCGTCTICTAGT {SEQ ID RO: 04)

HGE 1.60.1 Light chain ¥V region (Vk, 1-A20)
ATGGACATGAGGGTGCCCECTCAGCTCCTGGEACTCCTGUTGCTCTGGUCTCCCAGATACCAGATGET
GACATCCAGATGACCCAGTCTCCATCCTCCCTGTICTGTATCTGTCGGAGACAGAGTCACCATCACT
TGCCGGECEAGTCAGGLCATTAGCAGTTATTTAGCCTIGETATCAGCAGAAACCAGGGAARGTTCCT
AAGCTCCTCGATCTATGTTGOATCCACTTTGLAATCAGGGETCCCGTCTCOETTCAGTGGLAGTGGA
TCTGGGACAGATTTCACTCTCACCATCAGCAGCCTGCAGCCTCARGATGTTGCAACTTATTACTGT
CAAAACTATAACAGTGACCCGCTCACTTTCGLCEGCGGGACCAAGGETGGAGATCARA {SEQ
ID WO: 45}
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Figure 3 {(continued)

HGF 1.60.1 Heavy chain V region (Vh, H1-02)- hulg(G2 C region
ATGGACTGGACCTGLAGGATCCTCTTCTTCGTCGCAGCAGCCACAGGAGCCCACTCCCAGETGCAG
CTGETGCAGTCIGGGECTGAGGT GAAGAAGUCTGGGELCTCAGTGAAGETCTCCTGLCAAGGCTTCT
GGATACACCTTCACCGECTACTATATAAACTGEGTGCGACAGGCCCCTEGACAAGGGLTTGAGTGSG
ATGGGATECATCAACCCTARCACTGETCGCACARACTATGCACAGARGTTTCAGGGCAGGETCACC
ATGACCAGGCACACGTCCATCACCACAGCCTACATGGAGCTCGAGCAGGUTGAGAGU TGACGACACE
GCCGTGTACTACTETGCGAGAGRALTGGARCTACGC TACTACGGTATGEACGTCTGGGGELUCAAGGS
ACCACGETCACCGTCTCTAGT {SEQ ID NO: 06}

HGF 1.61.3 Light chain V region (Vk, 1-8018/08)
ATGGACATGAGGCTCCCCEGLTCAGCTCCTGGEEUTCCTECTGCTCTEEUTCTCAGETGCCAGATGET
GACATCCAGATGACCCAGTCTCCATCOCTCCOTGETCTGCATCTGTAGGAGACAGAGTCACCATCACT
TGCCAGGOGAGTCAGGACATTRGCARCTATTTAAATTGGTAT CAGCAGAAACCAGGGACAGLCCCT
ARACTCOTGATCTACGGTGCATCCGATTTGGAAACGEGGETCCCATCAAGGTTCAGT GGAAGTGGA
TCTGEGACAGATTTTACTTTCGCCATCAGLAGCCTGCAGCCTGRAGATATTGCAACATATTACTET
CARCAGTATGATAATCTCCCGTACAATTT TGGCCAGGGGACCAAGCTGGAGATCARA {Seq.
ID NO: 07}

HGF 1.61.3 Heavy ¢hain V region (Vh, 4-31}- hulgG2 C region
TGAAACACCTSTGCTTCTTCCTCCTGLTGGTGGCAGLCTCCCAGATGEGTCCTGTCCCAGGTGCAG
CTGCAGGAGTCGGECCCAGGACTGETGRAAGCCTTCACAGACCCTETCCCTCACCYGCACTETCTCT
CGUETGECTCCATCAGCAGTGATGETTACTACTGEAGCTGGAT CCGCCAGCACCCAGGGAAGGGLCTG
GAGTCGATTGEGTACATCTATTACAGTCGGAGCACCTACTACAACCCGTCCCTCAAGAGTCGAGTC
ACCATATCAGTAGACACCTCTARGARCCAGTTCTCCCTGAAGCTGAGCTCTGTGACTECCGECGGAC
ACGGUCETCTATTACTGIGCGAGATCCCACCTTCATTACTATGATAGTAGTGGTTATTACTACGGC
GETGCTTTTGATATCTGGGGECCARGGGACAATGGTCACCGTCTCTAGT  (SEQ ID NO: 08)

HGF 1.74.3 Light chain V region (Vk, 1-012/02)
ATGGACATGRGGETGCCCGCTCAGCTOCTGGGECTCCTGCTACTCTGECTCCGAGGETGCCAGATGT
GACATCCAGATGACCCAGTCTCCATCCTCCCTETCTGCATCTETAGGAGACAGAGTCACCATCALT
TGCCGGGCARGTCAGAGCATTAACAGCGATTTAAATTGGTATCAGCAGAAACCAGGGARAGTCCCT
AAGCTCCTGATCTATGTTGCATCCAGTTTGCARAAT GGGETCCCATCAAGGTTCAGTGGCAGTGGA
TCTGGEACAGATTTCACTCTICACCATCAGCAGTCTGCAACCTGARAGATTTTGCARCTTACTACTGT
CAACGGAGTTACAGTACCCCTCCCACTTTCGGLCCTGGGACCARAGTGGATATCARMA {SEQ
ID NO: 08)

HGF 1.74.3 Heavy chain V region (Vh, VG1-62)- hulgG2 C region
ATGGACTGGACCTGGAGGATCCTCTTCTTGGT GGCAGUAGCCACAGGAGCCCACTCCCAGETGLAG
CTGETGCAGTCIGGEGCTGAGETGAAGARAGCCTEGEECLTCAGTGAAGETCTCCTGCAAGGCTTCT
GGATACACCTTCACCGGCTACTATATACACTGGETGCGACAGGCCCCTGGACRAGGGLTTGAGTGG
ATGGEATGGATCAACCCTRAACACTGETGECACAAACTATGCACAGAAGTTTCAGGGCAGGETCALC
ATGACCAGGGACACGTCCATCAGCACAGCUTACAT GGAGCTCAGCAGGECTGACGATCTGACGACACE
GUCGTGTATTACTETGCGAGAGARLTGGAACTACGLTAC TACGETATCGACGTCTGGGHECCAAGGS
ACCACGGTCACCGTOTCTAGT {SEQ ID NO: 10)
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Figure 3 {continued)

HGE 1.75.1 Light chale V region (Vk, 1-A30)
ATGGACATGAGGGTGCCCGLTCAGCTCCTGEEGCTCCTGCTECTCTGETTCCCAGGTGCCAGETET
GACRTCCAGATGACCCAGTCTCCATCCTCCCTGTCTGCATCTGTAGGAGACAGAGTCACCATCALT
TGCCGGEGCAAGTCAGGGCAT TAGAALATGATT TAGGC TGO TTTCAGCAGARACCAGEGRAAAGCCCOT
ARGCGCCTGATCTATGCTGCATCCAGTTTGCAAAGTGGGHTCCCATCAAGETTYCAGCGGCAGTGGA
TCTGGEACAGAAT TCACTCTCACAATCAGCAGCCTGCAGCCTGAAGATT T TGO AACTTATTACTTGT
CTACAGCATGATAGTTACCCGCTCACTTTOGCCEEAGGGACCAMGGTGEAGATCARA {850
ID WO: 11}

HGF 1.75.1 Heavy chain V region (Vh, VG4-31)- hulgG2 C region
ATGAAACACCTGTECTICTTCCTCCTGCTGGTGGCAGCTCCCAGATGGETCCTGTCCCAGGTGTAG
CTGCAGGAGTCCGECCCAGGACTCETGRAGCCTTCACAGACCCTGTCCCTCACCTGCACTGTCTCT
GGETGCCTCCATCAGCAGTEETGETTACTACTGCGAGCTGGATCCGCLAGCACCCAGGGARGGGCCTGE
GAGTGGATTGGGTACATCTATTACAGTGGGAGCACC TACTACAACCCETNCCCTCAAGAGTCGAGTT
ACCATATCAGTAGARCACGTCTAAGRACCAGTTCTCCCTGAAGGTGAGCTCTETGACTGICGUGEAL
ACGGCCETGTATTACTCTCCCAGAGACCCACTATGETTCGEGEAGTTCGACTAC TACGETATGGAC
GTCTGHLEECCAAGGEACCACGETCACCETCTCTAGT (SEQ ID WO: 12)

HGF 2.4.4 Light chain V region {(Vk, 4-B3)
ATGGTGTTGCAGACCCAGGTCTTCATTTCTCTGTTGCTCTGGATCTCTGETGCCTACGEGGACATC
GTCATGACCCAGTCTCCAGACTCCOTGECTRTGTCTOTGGECGAGAGGGCCACCATCAACTGCALG
TCCAGCCAGAGTGTTTTATTCAGC TCCAACAATARGAATTACTTAGCTTGETATCAGCAGARACCA
GGACAGCCTCCTARGTTGCTCATTTACTGGGCATCTACCCOGEAATCCGGGETCCCTGACCGATTC
AGTGGUAGCGGETCTGEGACAGATTICACTCTICACCATCAGCAGCCTGCAGGCTGARGATGTGSCA
CTTIATTACTCGTCAGCAATATTT TAGTCCTCCCTGGACCT TCCECCAAGGGACCAAGGTGGAAATC
ARAR  (SBEQ ID HO: 133

HGF 2.4.4 Heavy chain V region (Vh, VG 4-31)- hulgG2 C region
ATGARARCACCTCTOETTCTTCCTCCTGCTIGGTCECAGLCTCCCAGATGEATCCTETCCCAGETGCAL
CTGAAGGAGTCGEGCCCAGGACTGETGEAGCCTTCACAGACCCTCTCCCTCACCTGCALTETCTCT
GGTGGCTCCATCAGCAGTGGTGTT TACTACTGGAGL TGGATCCGCCAGCACCCAGGGAAGGGLCCTG
GRAGTGGATTGGOTACTTCTATTATAGTCGCAACACCTACCACAACCCGTCCCTCAAGAGTCGAGTG
ACCATATCAGTAGACACGTICTARGARACCAGTTCTCCCTGAAGC TGAGCTCTGTGACTGCCGCGEALC
ECGGCCCTGTATTACTGTGCGAGACGATCCTAGTGGCTACGATCACCCTGATGUTTTTGATATCTGG
GGCCRAGGGACAATGGTCACCGTCTCTAGT (BEQ ID NO: 14)

HGF 2.12.1 Light chain V region (Vk, 3-L2/L16)
ATGGARGCCCCAGCTCAGCTTCTCTICCTCCTGCTACTCTEGCTCCCAGATACCACTGGAGAALTA,
GTGATGACCCAGTCTCCAGCCACCCTETCTGTGTCTCCAGGGEAAMGAGCCACCCTCTCCTGCAGS
GCCAGTCAGAGTGTTGACAGCRACTTAGCCTCGTACCGECAGARRCCTGGECCAGGCTCCCAGGTUTC
CTCATCTATGGTGCATCCACCAGGGCCACTGETATCCCAGUCAGGTTCACTGGCAGTGEETCTGGE
ACTGAGTTCACTCTCACCATCAGCAGCCTGCAGTCTGAAGATTTTGCAGTTTATTACTGTCAGCAG
TATATTAACTGGCCTCCCGATCACCTTCEGCCAAGGGACACCGACTGGAGATTAAR (SEQ ID NO:
15}
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Figure 3 (continued)

HGF 2.12.1 Heavy chain V region (Vh4-59)- hulgG2 C region
ATGAAACACCTGTIGETTCTTCCTTCTCCTEETGGUAGCTCCCAGATGGRTCCTGTCCCAGGTGLAG
CTGCAGGAGTCEOEGLCCAGGALTGETCAAGCCTTCGEGAGACCCTGTCCCTCACCTGCACTGTCTCT
CGTGGUTCCATCAGTATTTACTACTGGAGCTGCAT CCGGCAGCCLCCCAGGGAAGEGACTGEAGT GG
ATTGGGTATETCTATTACAGTGGGAGCACCAATTACAACCCCTCCCTCAAGAGTIGAGTCACCATA
TCAGTAGACACGTCCAAGRACCAGTTCTCLCTGCAAGCTGAACTCTGTGACCGCTELGGACACGECC
GIETATTACTGTGUGAGAGGGEGATRCGATTTITTEGAGTGGETTATT TTGACTACTGGGGCCAGEGA
ACCCTGGTCACCETCTCTAGT {SEQ ID HO: 16)

HGF 2.40.1 Light chain V region (Vk, 1A20)
ATGCGACATGAGCGETGCCCECPCAGCTCCTGEGGLTCCTGCTGLCTCTGETTCCCAGGTHGCCAGGTEY
GRCATCCAGATGACCCAGTCTCCATCOTCCCTETCTGCATCTCTAGGAGACAGAGTCACCATCACT
TGCCEGECAAGTCAGGGLATTACGAAATCGATTTAGGCTGETATCAGCAGAAACCAGGEAAAGCCCCT
ARGUGCCTGATCTATGTTGCATCCAGTTTGCAAAGTGGGETCCCATCAAGETTCAGCGGCAGTGLA
TCTGGGACAGAATTCACTCTCACAATCAGCAGCCTGCAGCCTGARAGATTTTIGCARCTTATTACTGT
CTACAACATAATAGTTACCCGUTCACTTTCGGCGGAGGGACCAAGGTGGAGATCAAA (SEQ
ID NO: 17}

HGF 2.40.1 Heavy chain V region (Vh, VG 4-31)- hulgG2 C region
ATGRARCACCTGTGGTTCTTCCTCCTGCTGGTEECAGCTCCCAGATGGETCCTETCCCAGETGLAG
CTGCAGGAGTCGGGECCCAGGACTGETGAAGCCT TCACAGACCLTGTCCCTCACCTGCACTGTCTCT
GETCGECTCCATCAGCAGTCGETCETTACTACTCGAGCTGGATCCEGTCAGCACCCAGGGAAGGGUCTG
GRACTGGATTCEGCAACATCTATTACAGTGLEGATCACCTACTACAACCCETCCCTCAAGAGTCGAGTT
ACCATGTCAGCTAGACACCTCTAAGARCCAGTTCTCCOTGAAGCTGACGTTCTGTGACT GCCGLGGAL
ECGGCCETGTATTACTGTGLEAGAGATCCCCTECTACGETGACTACGGLTTCGACCCCTGGLEGLCAL
GGRACCCTGGTCACCGTCTCTAGT {(SEQ ID NO: 18)

HGF 3.10.1 Light chain V region (Vk, 3-L2/L.16}
ATGEAAGCCCCAGUTCAGCTTCTCTTCCTCCTGUTACTCTGEUTCCCAGATACCACT GCAGAAATA
GTGATGEACGCAGTCTCCAGCCACCCTETCTGTGTCTCOTGEEGAAAGAGCCACCCTCTCCTGCAGG
GCCAGTCAGAGTGTTAGCAGCAACTTACCCTGGTACCAGCAGARRCCTGGCCAGGLTCCCAGGLTC
CTCATGTATGETGCATCCACCAGEGCCACTGETATCCCAGCCAGGTTCAGTGECAGTGGETCTGGE
ACACGAGTTCACTCTCACCATCAGCAGCCTGCAGTCTGAAGATTTITGCAGT TTATTACTGTCAGCAG
TATAATAACTGGCCTCCGATCACCTTCGECCAAGGGACACGATTGGAGATTAAA (SED ID NO:
19}

HGF 3.18.1 Heavy chain V region (Vh, VG 4-34)- hulgG1 C region
ATCARACACCTGTGGTTCTTCCTCOTCCTGGETGECAGCTCCCAGATGEGTCCTETCCCAGGTGCAG
CTACAGCAGTCCGGCECAGGACTETTGAAGCCTTCGGAGACCCTEGTCCCTCACCTGLGCTETCTAT
GETGECTCCTTCAGTACTTACTACTGGAGCTGGATCCGCCAGCCCCCAGGEAAGGGGCTGOAGTEE
ATTGEGEAAATCARAT CATAGTGGARAGCACCAACTACAACCCGTCCCTCAAGAGTCGAGTCACCATA
TCAGTAGACACGTCCAAGAACCAGTTUTCLCTGAAGCTGAGCTCTGTGACCGLCCGCGGACACGLLT
GTGTATTACTGTGCGAGAGGGGGETACGAT TTTTGCGAGTGGTTATTATGACTACT GGGGCCAGEGA
ACCCTGETCACCGTCTCTAGT {8EQ ID NO: 20}
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Figure 3 (continued)

Human Kappa Constant Region
CGAACTOTGGCEGCACCATCTGICTTCATCTYCCOGCCATCTGATGAGCAGTTGAAAT CTGGAACT
GCUTCTGTTCTGTGCCTGCTGAATAACTTCTAT CCCAGAGAGGCCARAGTACAGTGGAAGGETGEAT
ARCGCCCTCCAARTCGGETAACTCCCACGAGAGTETCACAGAGCAGGACAGCARAGGACAGCACCTAC
AGCCTCAGCAGCACCCTGACGLTGAGCAAAGCAGACTACGAGAAACACARARGTCTACGCCTGCGAR
GTCACCCATCAGGGUCTGAGCTCCCCCGTCACAAAGAGCTTCAACAGGEGAGAGTGTTGA

{SEQ ID NO: 21}

Human IgGG] Constant Region
GCCTCCACCAAGGGCCCATCGGTCTTCCCCCTGECACCCTCCTCCARAGAGCACCTCTGGGEGCACA
GUGECCCLCTOEELTEGCLTGETCAAGGACTACTTCCCCOCAACCCGETGACGETETCCTGGAACTCAGEC
GCCCTGACCAGCGGCETGCACACCTTCCCEGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGL
ACCGTEETCACCGTGCCCTCCAGCAGCTTGGECACCCAGACCTACATCTGCAACGTGAATCACARG
CCCAGCAACRCCAAGGTGGACARGARAGT TGAGCCCARAATCTTGTGACAMMACTCACACATGCCCA
CCGTGCCCAGCACCTGARACTCCTOGGGGEACCETCAGTCTTCCTCTRPCCCCCCAAARCCCRAAGGAL
ACCCTCATGATCTCCCGGACCCCTGAGETCACRTGCGTGETGETGGACGTGAGCCACGAAGACCLCT
CAGETCAAGTTCAACTGETACGTGGACGECETCEAGETGCATAATGCCARAGACAAAGCCGUGGEAS
GRGCAGTACAACAGLACGTACCGTGIGGTCAGCETCCTCACCGTCCTGCACCAGGACTGGCTGAAT
GGCRAGGAGTACAAGTGCAAGGTCTCCAACARAGUCCTCCCAGCCCCCATCGAGARAACCATCTCC
ARACGCCARAGGHCAGCCCCCAGAACCACAGGTGTACACCCTGUCCLCAT CCCLGGEATEGAGCTGALCC
AAGAACCAGGTCAGCCTGACCTGCCTGGTCARAGGCTTCTATCCCAGCGACATCGCCGTGGAGT GG
GAGAGCARTGGGCAGCCGCAGRAACEACTACARGACCACGCCTCCCGTGCTGGACTLCGACGGLTLC
TTCTTCCTCTATAGCARGCTCACCETGGACAAGAGCAGGTGECAGCAGGGGARACGTCTTCTCATGC
TCCETGATGCATCGAGGCTCTGCACAACCACTACACGCAGRAGACCCTCTCCCTETCTCCGGGTAAA
TGA (SEQ ID WO: 22)

Human IgGZ Constant Region
GCCTCCACCAAGGGCCCATCEGTCTITCCCLCTGGCGCCCTGCTCCAGGAGCACCTCCGAGRAGCACA
GCGGCCCTGGECTGCCTGETCAAGGACTACTTCCCCEARLCEETGACGETGTCETGGAACTCAGGT
GCTCTGACCAGCEGUGTGCACACCTTCCCACGCTGTCCTACAGTCCTCAGGACTCTACTCCCTCAGC
AGCGTGGTGACCETGCCCTCCAGCAACTTICGGCACCCAGACCTACACCTGCAACETAGATCACARG
CCCAGCAACACCALAGGTEGACAAGACAGTTCAGCGCAAATGTTCTCTCGAGTGCCCACCLGTHCCCA
GCACCACCTGETGECAGGACCGETCAGTCTTCCTCTTCCCCCCARAAACCCAAGCACACCCTCATGATC
TCCCGHACCCCTEAGGTCACGTGCETGETGETGEACGTGAGCCACGAAGACCCCGAGGTCCAGTTC
BACTGGTACGTGEACGGUGTGGAGETGUATAATGCCAAGACRAAGCCACGGGAGGAGCAGTTCAAC
AGCACGTTCCGTGIGETCAGCGTCCTCACCETTGYGCACCAGGACTGGECTGAACGGCRAGGAGTAC
BAGTGCAAGGTCTCCARCARAGGCCTCCCAGCUCCCATCGAGRAARACCATCTCCAAARACCAAAGGS
CACCCCCGRAGARCCACAGETETACACCLTGCCCCCATCCCEGRAGGAGATGACCAAGARCCAGETC
AGCCTGACCTGCCTIGETCARAGGCTTCTACCCCAGCGACATUGCCETGEAGTECCAGAGCAATCGG
CRGCCGGAGARCRACTACAAGACCACACCTCCCATCUTGEGACTCCGACGGETCCTTCTTCCTCTAL
AGCRAGCTCACCETGGACAAGAGCAGGTGGCAGCAGGEGAACGTCTTCTCATGCTCCGTGATGCAT
GAGGCTCTGCACRACCACTACACGCAGRAGAGCCTCTCCOTETCTCLGGGETALATGA {SEQ
ID NO: 23)
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Figure 4

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

MDMRVPAQLLGLLLLWEFPGSRCDIOMTQSPSSVEASVGDRVTITCRASOGISSWLAWYQQRPGKAP

NLLIYEASSLOSGVPSREGGEGSGTIDFTLTISSLOPEDPATYYCQOANGEFPWTFGQGETRVEIK
(SEQ ID NC: 24}

HGF 1.24.1 Heavy chain V region (Vh, H3-113-hulgG2 C region

MEFGLSWVELVAI TEKGVOUOVQLVYESGEGLVKPGGSLRLSCAASGEFTFSDYYMSW I RQAPGKGLEW
VSYISSSGSTIYYADSVRKGRETISRONAKNSLYLOMNSLRAEDTAVY YCARDEYNSGWYVLEFDYWG
OGTLVTVES (8EQ ID NO: 25}

HGF 1.29.1 Light chain V region (Vk, 4-B3)
MVLOTOVEISLLLW I SDAYGDIVMTOSPDSLAVSLGERAT INCKSSQSIFYSSTNRKNYLAWYQKKEP
GOPPKLLIYWASTRESGY PDRESGEGEGT DR TLT I SSLOARDVAVYYCQOYYSTPUT FGQGTRKVEL
K (SEQ ID NO: 26)

HGF 1.29.1 Heavy chain V region (Vh, 3-33)- hulgG2 C region
MEFCLNWVEFLVALLRGVOCQVOLVESGGEVVOPGRSLRLSCAASGETFSSYGMHWVROAPGKGLEW
VAVIWYDGSDEYYADSVKGRETTI SRDNSKNTLY LOMNSLRAEDTAVYYCAREDYGEGFDYWGOGTL
VIVES (SEQ ID NO: 27}

HGF 1.60.1 Light chain V region (Vk, 1-A26)

MEOMRVEPAQLLGLLLLWLPDTRCDIGMTOSPISLSVSVGEDRYVTITCRASQGISSY LAWY COKPGERVP

KLLIYVASTLOSGVEPSREFSGEGSGTDRT LT IS8 LOPEDVATYYCQNYNSDPLTFGGGTRVEIK
(SEQ ID NO: 28)

HGF 1.60.1 Heavy chain V region (Vh, H1-02)- hulgGZ C region
MOWTWRILELVAAATGAHSOVOLVOSGAEBVKEPGASVRVECKASGY TFTGY Y INWVRQAPGQGLEW
MGWINPNSGGTNYAQKFQGRVIMTRDT SITTAYMELSRLRADDTAVYYCARELELRYYGMDVHGOG
TTVTVES {(SEQ ID NO: 29)

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

MDMRVEPAQLLGLLLLWLSGARCDIQMTQSPSSLESASVGDRYVTITCQABSODISNYLNWYQQKPGTAP

KLLIYGASDLETGVPSRISGSGEGTDETFAISSLOPEDIATYYCOQYDNLPYNFGQGTKLETIE
(SEQ ID NO: 30)

HGF 1.61.3 Heavy chain V region (Vg, 4-31)- hulgG2 C region
MEKHLWFFLLLVARPRWVLSOVOLOESGPCGLVKPSOTLELTCTVSGGS I SSDEYYWSWIRQHPGKGL
EWIGY IYYSGETYYNPSLKSRVTISVDTSKNQEFSLELSSVTAADTAVYYCARSHEHYYDSSGYYYS
GAFDIWGGGTMVIVSS (SEQ ID NO: 31)

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

MDOMRVPAQLLGLLLLWLEGARCDIOMTOSPSSLEASVEDRVTITCRASQSINSDLNWY QQKFPGKV P

KLLIYVASSLONGVPSRFSGSGSGTOFTLTISSLOPEDFATYYCORSYSTPRPTFGPGTRVDIK
(SEQ ID NO: 32)

HGF 1.74.3 Heavy chais V region(Vh, VG1-02)-hulgG2 C region
MDWTWRILELVAAATGAHEQVQLVOSGAEVRKKPGASVEVSCKASGYTFTEYY IHWVROAPGUGLERW
MGWINPNSGGTNYAQKFQGRVIMTRDTSISTAYMELSRERSDDTAVY YCARELELRY YGMDVWGQG
TTVIVSES {SEQ ID WO: 33)
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Figure 4 {continued)

HGF 1.75.1 Light chain V region {Vk, 1-A30)

MDMRVEAQLLGLLLLWEFPCARCDIOMTOSPSSLEASVGEDRVT ITCRASQGIRNDLGWEQQKEGKAP

KRLIYAASSLOSGVPSRESGEGSGTERFTLTISSLOPEDFATYYCLOHDSY PLTFCGGTRVEIK
(8EQ ID NO: 34}

HGE 1.75.1 Heavy chain V region (Vh, VG4-31)-hulgG2 C region
MEHLWFELLLVAAPRUWVLSQVOLOESGPGLVERSQTLSLTCTVEGGS ISSGEYYWSWIRQHPGRGL
EWIGYIYYSGETYYNPSLEKSRVTISVDTSKNQFSLEVSSVTAADTAVYYCARDPLWEGEFDYYGMD
VWGQGTTVIVES (SEQ ID NO: 35}

HGF 2.4.4 Light chain V region (Vk, 4-B3)
MYLOQTOVFISLLIWISGAYGDIVMTOSPOSLAVELGERATINCKSSOSVLEFSSNNEKNYLAWYQOKP
GQPPKLLIYWASTRESGV?DRFSGSGSGTQFT&TISSLQAEDVAVYYCQQYFSPPWTFGQGTKVEI
K {SEQ ID NO: 36}

HGF 2.4.4 Heavy chain V region (Vh, VG 4-31)-hulgG2 C region .
MEKHLWEEPLLLVAAPRWILSOVOLKESGPGLVKPSOTLSLTCTIVIGGS ISSGVYYWSWIRQHPGHGL
ERIGYFYYSGNTYHNPSLEKSREVT ISVDTSRNQFSLELSSVTARDTAVYYCARDRSGYDHPDAFDIW
GQGTMVIVES (SEQ ID NO: 37)

HGFE 2.12.1 Light chain V region (Vk, 3-1.2/L16)

MEAPAQLLEFLLLLWLPDTTCEIVMTOSPATLEVEPGERATLSCRASQSVDINLAWYRQKPGQAPRL

LIYGASTRATGIPARFSGEGSGTEFTLTISSLOSEDFAVYYCOQY INWPPITFGOGTRLEIR
{3BQ ID NO: 38)

HGF 2.12.1 Heavy chain V region (Vg, 4-59)- hulgG2 C region
MEHLWFPLLLVAAPRWVLEOVOQLOESGPGLVKPSETLSLTCTIVSGEI IS IYYWESWIRQPPGKGLEW
IGYVYYSGETNYNPSLESRVTISVOTSKNGFSLKLNSVTAADTAVYYCARGGYDEWSGYFDYWGQG
TLYTVSS {SEQ ID NWNO: 39}

HGF 2.46.1 Light chain V region {Vk, 1A20)

MOMEVPAQLLCLLLLWEPGARCDIOMT QS PSSLEASVEGDRVT ITCRASQGIRNDLGWY QRKPGKAPR

KRLIYVASSLOSGVPERPEGEGEGTEFTLTISSLOPEDFATYYCLOHNSYPLTFGGGTKVE LK
{SEQ ID NO: 40)

HGF 2.46.1 Heavy chain V region (Vh, VG 4-31)-hulgG2 C region
MEHLWEPLLLVAAPRWVLSQVOLOESGPGLVEPSOTLSLTCTVSGES ISSGEYYWSWIRQHRPGKGL
EWLGNIYYSCITYYNPSLESRVIMEVOTSKNQFSLKLSSVTAADTAVYYCARDPLYGDYGFDPWGO
GCTLVIVSS (SEQ ID NO: 41)

HGF 3.10.1 Light chain V region (Vk, 3-L2/L16)

MEAPAOLLFLLLIWLPDTTGEIVMTOSPATLSVSPGERATLECRASOSVESNLAWYQQKPGQAPRL

IMYGASTRATGIPARFEGSGIGTEFTLTISSLOSEDFAVYYCQQYNNWEPITFCOGTRLEIK
(SEQ ID NWO: 42)

HGF 3.10.1 Heavy chain V region (Vh, VG 4-34)-hulgGl C region
MKHLWEFFLLLVAAPRWVLSOQVOLOOWGAGLLKPSETLELTCAVYGGS FSTYYWSWIRQPPGKGLEW
IGEINHSGSTNYNPSLEKSRVTISVDTSKNQFSLKLSSVTAADTAVYYCARGEYDEWSGYYDYWGEG
TLVTVSS (SEQ ID NO: 43)
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Figure 4 (confinued)

Human Kappa Censtant Region
RIVAAPSVEIFPPSDEQLESGTASVVCLLNNEFYPREAKVOWEVDNALOSGNSOESVTEQDSKDSTY
SLESTLTLSKADYERHEVYACEVTHOGLESEVTRSENRGEC {(BEQ ID NO: 44)

Human IgG1 Censtant Region

ASTEGPSVIPLAPSSKETSGETAALGCLVEDY FRPERPVIVIWNSGALTSGVHTFPAVLOSSGLYSLE

SVVTVPSSSLETORY ICNVNHKPSNTKVDRRKVEPKSCOKTHTCPPCPAPELLGGPSVELFPPRPKD

TLMISRTPEVICVVVDVSHEDPEVKEINWYVDGVEVHNARTRPREEQYNSTYRVVEVLITVLHGDWLN

GEEYKCKVSNKALPAPIERTISKAKGOPREPQVYTLPPERDELTENQVSLTCLVKGEFYPSDIAVEW

ESNGQPENNYKITPPVLDEDGESFILY SKLTVDKSRWQQGH VY SCSVMHEALHNHYTOKELSLEPGK
(SEQ ID HO: 45)

Human [gpG2 Constant Region

ASTHGPSVEPLAPCSRSTEESTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLOSSGLYSLE

SVVIVESSNEFGTOTYTCNVDHEKPENTKVDKTVERKCCVECPPCPAPPVAGEPSVEFLFPPRKPKDTLMT

SRTPEVTCVVVIDVSHEDPEVQFNWYVDGVEVHNAKTRPREEQENSTFRVVEVLTVVHQDWLNGKEY

KCKVSNKGLPAPIERTISKTKGOPREPQVYTLEPPSREEMTKNQVSLTCLVKGEYPSDIAVEWESNG

OPENNYRTTPPMLDS DG S P FLY SKLTVDESRWQOGNVESCSVMHEEALHNAYTORSLELEPGK
(SEQ ID NO: 486)
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Figure SA
Light Chain Variable Region Amino Acid Sequences for CDRI, CDR2, and CDR3

Antibody CDRL CDRZ CDR3
1.24.1 RASOGTESWLA ZASSLOS COBNGEPRT
(SEQ ID NO. 60) (8EQ ID NCO. 700 (SEQ ID N, 803
1.29.1 K3SQSIFYss TFthL% WASTRES OOYYSTEWT
I (BEQ ID NO. 81) (SEQ ID NGO, 71l (SEQ ID NOG. 913
1.50.1 RASOGISSYLA VBSTLOS ‘ DNYNSDPLT
{ag0 ID NO. 62) (SEQ ID HOo. 72) (SEQ ID NC. 823
11.61.3 QASOD Tsmyg: GASDLET GOYDNLFYHN
(SEQ IR . B3} 1 {8EQ ID NO. 732) {SEQ ID NO. 83)
1.74.3 R&SESINSDLN YRSSLON QRSYSTPFET
{SEQ ID NO. 64 (SEQ ID NO. T74) (3EQ ID NO. 84)
1.75.1 RASQOGIRNDLG ARSSLOS LOKDSYELT
{8EQ ID NO. 63) [BEQ ID NO. 75) | {SEQ ID NO. 83 :
2.4, 4 KESQSVLESSWUNKNYLA WASTRES QOYTBPFNT
L (380 ID NO. 65) (5B ID HO. 763 {BED ID NO. 88
2.12.1 RASOSVDESNLA GRSTRAT OOY IHWERIT
(SEG ID HNOG. 67) {SEQ ID NGO, 77 (SEQ ID No. 873
Z.40.1 RASOGIRNDLG VASSLOS LOHNEYFLT
(3EQ ID NO. 88} (SEC ID NG. 78% (SEQ ID NO. &#8)
2.10.1 RASOSVISNLA GARSTRAT QUYNNHEPTT
[SEQ ID NG. 89) (8ECQ ID NO., 79 (8RQ ID NG. 3%

Lrght chain CDR1{ consensus sequence (COR1a) (SEQIDNG: 1688 a b o d e £ g h i
ik 1lmn o p g, wherewherein amino acid a is selected from lysing, arginine, or glutamine;
amino acid b is selected from serine or alanine; amine acid ¢ is serfne, amino acid d is glutamineg;
amino acid e is selected from serine, glycine, or aspartic acid; amino acid f is selecied from valine
or isoleucing or is not present; amino acid g is sefected from leucine or phenylalanine oris not

present; amino acid h is selected from phenyialanine or tyrosine or is not present; amino acid i is

serine or not prasent: amino acid | is serine or not presant; amine acid  is selected from

asparagine, threonine, or not present; amina acid | is selected from asparagine, iscieucine, or

valine; amino acid m is selected from Iysme arginine, asparagine, serine or aspartic acid; amino acid nis
selected from asparagine or sering; amino acid o is selected from tyrosine, aspartic acid,

fryptophan, or asparagine; amino acid p is leucing; and amine acid g is selected from alanine

glycine, or asparagine

Light chain CDR2 consensus sequence (COR2a) (SEQIDNO:167) r s £t u v w %,
wherein amino acid r is selected from trypiophan, alanine, valine, glutamic acid, or glycine; amino
acid s is alanine, aminc acid t is serine, amino acid U is selected from threonine, serine, or
aspartic acid; amino acid v is selected from arginine or leucine; amine 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 (CDR32) (SEQIDNO 188 vy =z a’' b’ ¢ d’ e’
fr g’ n’, wherein amino acid y is selected from glutamine or leucing; amino acid z is selected
from glutamine, asparagine, or arginine; amino acid a' is selected fram tyrosine, histidine, alanine,
or sering; amino acid b’ is selected from phenylalaning, tyrosine, aspartic acid, asparagine, or
isoleucine; aminc acid ¢’ is selected from serine, glycine, or asparagine; amine acid d' is sslected
rom proline, tyrosine, threonine, phenylalanine, aspartic acid, leucine, or fryptophan; amine acid
&' is profing; aming acid f is proline or is not present; amino acid g’ is tryptophan, leucing, proline,
tyrosing, or iscleucine; and amino acid ' is threonine or asparagine
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Figure 5B
Heavy Chain Variable Reglon Amino Acid SBequences for CDR1, CDRZ, and CDR3
Antibody CDR1 CDRZ CDR3
1.24.1 DYYMS YISSSGSTIYYADSYKG DEYNSGWYVLFDY
(SEQ D NO. 80) (SEQ ID NO. 100} (SEQHD NO. 110)
1.28.1 SYGMH VIWYDGSDKYYADSVKG | EDYGEGFDY
(SEQ ID NO. 91) {SEQ ID NO. 101) {SEQ ID NO. 111)
1.60.1 GYYIN WINPNSGGTNYAQKFQG | ELELRYYGMDV
(SEQ D NO. 927 (SEQ 1D NO. 102} {SEQID NG, 1123
1.61.3 SDGEYYWS YIYYSGSTYYNPSLKS SHLHYYDSSGYYYGGAFDE
{SEQID NC. 93) (SEQ ID NOC. 103) (SEQID NO. 113)
1.74.3 GYYIH WINPNSGGTNYAQKFQG | ELELRYYGMDY
{SEQ 1D NO. 943 {SEQ D NO. 104) (BEQ ID NO. 114)
1.75.1 SGGEYYWS YIYYSGSTYYNPSLKS DPLWFGEFDYYGMDV
' {SEQ ID NQ. 85} {SEQ D NO. 1058) (SEQ ID NO, 115)
2.4.4 | SGVYYWS YEYYSGNTYHMNPSLKS DRSGYDHPDAFDI
| {SEQ D NO. 88) (BEQ ID NO. 108) (SEQ ID NO. 118)
P2.120 IYYWS YYYYSGSTNYNPSLKS GGYDFWSGYFDY
{SEQ ID NO. 97} {SEQ 1D NG 107) {SEQ ID NO. 117)
2401 SGGEYYWS NIYYSGITYYNPSLKS DPLYGDYGFDP
| (SEQ ID NO. 8) (SEQ ID NO. 108) {SEQ ID NC. 118)
3.10.1 i TYYWS EINHSGSTNYNPSLKS COYDFWSGEYYDY
; { (SEQ ID NO. 89} (SEQID NO. 10%) (SEQ 1D NO. 119)

Heavy chain COR1 consensus sequence (CDR1E)} (SEQ ID NO: 188): ab c d e g, whereln amino acid a
15 serine of 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, valineg, threonine, or isoleucine; amine acid d is
tyrosine; amine acld & is selected from tyrosine or glycine; amino acid fis selected from iscleucine,
methionine, or tryptopharn; and amino acid g is selected from histidine, asparagine, or serine

Heavy chain CDRZ2 consensus sequence (CDR2b) (SEQIDNO: 170: hijkimnopgrstuvwx,
wherein amino acid h is sefected froem tryptophan, tyrosine, valing, asparagine, or glutamic acid; amino acid
i is selected from isoleucing, phenylalanine, or valine; amino acid | is seiected from asparagine, sarine,
tryptophan, or tyrosine; amino acid k is selected from proline, serine, tyrosine, or histidine; amino acid | is
selected from asparagine, serine, or aspartic acid; aming acid m is selected from serine or glycine; aming
acid n is selected from glycine or serine, or is not present; amino acid o is selected from giycine, ihreonine,
aspartic acid, sering, isoleucine, or asparagine; amino acid p is selected from threonine, isoleucine, or
lysine; amino acid g is selected from asparagine or fyrosing; amino acid r is selected from tyrosing or
histidine; arnine acid s Is selected from alanine or asparagine; amino acid ¢ is selected from glutamine,
aspartic acid, or proline; aminc acid u is selected from lysine or sering; amino acid v is selected from
phenylalanine, valine, or leucine; amine acid w is selected fram giutamine or lysine, and aming acid x is
selected from glycine or serine

Heavy chain CDR3 consensus sequence {CDR3D) (SEQIDNC: 1T yza b dd e fghifkimn
o' p' g’ r, wherein amino acid v is selected from giutamic acid, aspartic acld, serine, or giycing, or is not
present; amino acid z is selected from leucine, glutamic acid, aspartic acid, histidine, profine, or glycine, or
is not present; amino acid & is selected from glutamic acid, tyrosine, or leucine, or is not present; amino
acid 1 is sejected from leucine, asparagine, glycine, histidine, tyrosine, or trypiophan, or is noi present:
amino acid ¢ is selected from arginine, serine, glutamic acid, tyrosine, glycine, or phenylalanine, or is not
present; amino acid o is glyeine or s not present; amine acid &' is selected from trvptophan or fyrosine, oris
not present; amino acid ¥ is aspartic acid or is not present; amino acid g' is selected from serine or arginine,
or is not present; amine acid h' is serine or is not present; amino acid i is selected from glycine or tyrasine,
or is nof present; amino acid | is selected from tyrosine, glulamic acid, or aspartic acid, or is not present;
amino acid K’ is selected from tyrosine, phenylalaning, or aspartic acid, or is not present; amino acid ' is
selacted from tyrosine, aspartic acid, histidine, or fryptophan, or is not presant; amino acid m' is selected
from tyrosine, glycine, aspartic acid, proline, or serine, or is not present; amino acid n’ is selected from
glycine, valine, tyrosine, or aspartic acid, or is not present; amino acid o' is selected from leucine, alaning,
glycine, ar tyrosine, or is not present; aming acid p’ is selected from methicnine, phenylalaning, or tyrosine;
amino acid g’ is aspartic acid, and amino acid ' is selected from vaiine, tyrosine, isoleucine, or proling
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D

3.10.4
2.4.4
2421
1.29.1

1.75.1
1.74.3

~Kb (M)

4.7E-10
9.9E-11
2.2E-10
7.9E-10

7.8E-10
3.6E-10

15739

ka (1/Ms)
6.5E+04
2.7E+05
1.3E+05
8.2E+04

3.6E+04
1.3E+05

kd (1/s)
3.0E-05
2.7E-05
2.8E-05
4.8E-05

2.8E-05
4.7E-05



16/39
Figure 6B

ID Kp (pM)
2.4.4 <10

1291 34 +/-15
1742 41 +/-13
2121 54 +/- 7
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Figure 7 (continued)
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Figure 8 {continued)
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Figure 9A
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Figure 98

COCCARCCATGGTGCARCCCAACCTCCCCGUTGUTLCTGCTCCTECTCCTCAGCOTEGOTCT
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Yy A P G L $§ A R K C 3 L T G K W T B b L

EcoRL

!
L GLCCTCCAACATCACCATCGEEGEUTET GAMCERGCRARGETEAAT TCACAGGCACCTACAL
wwwwwwwww ot st e 0 e e e e e e e e e
CCCGAGGTTETACTGETAGCCCCGACACT TGTCOT TTCCACTTAAGTGTCCGTGGATETG

G 8 ¥ M T I & A V N &8 K ¢ E F T G T Y T

CRCAGCCGTARCAGCCACATUARRNTGAGATCRARGAGTCACIALTG TGCuAC#CAAAA
GIETCEGCATTETCGS GTAG?TTACTCTAGTTTCTCAGTGGTGACGTACCCTGTGTTTT

T A V T A T & N E I X E 5 P L H G T Q H

CRCCRTCARCARCGAGGRCCCAGCCCACCTTIGGUITCACTGTCARTTGGARGTTTTCAGE
e o v s e v s v o e +
GTOGTASTTGTTCTCCTGEETCGEETECARACCCRACTEGACRAGTTAACCTTCARARACTCT

T I N K R T Q B T F G F T VYV N W K F S E

el

GECCRACCACTOCTCTTCACGGGUCAGTGUTTCATAGACAGGRAACGGGAAGGAGGTCCTGAA
~~~~~~~~~ o e e e e 5 o e o o s s . e sy

CAGGTEETGACAGARAGTECCCGETCACGAAGTATCTOTCCUTTCCCCTTCCICCAGBACTT

& v 7 v ¥ T 66 QO C F I DR N G K E V L K

GACT ﬁTGTFbCTGCT AGETCAAGTGTTRATGACATTGUTGATGACTGGARAGTTACCAG
——————————————————— e e T T
CTGGTACACCuACGACGCCAGTTCRCAATTACTGTRACCACTA.TGACFTTLCGATGGTC
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GETCGGCATCAACATCTTCACTCGCCTECOGCACACAGRAGEAGCAGCTGOTAGCARG
wwwwwwwww i e e o
CCAGCCGTAGTTETAGAAGT GAGCGRACGLIGTGTGTCTTCCTCETUGACGATCETTCGAA

G I ¥ I P 7 R L B T ¢ K E @ L L A &5 L
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! §

GCTAGCHECCGCTCGRGGLCGGCAAGGCCEEATCCAGACATCATARAGATACATTGATGASG (SEQ ID NO: 87)
~~~~~~~~~ et T et e
COATCRCCGECEAGC TCCGECCGTTCCGECUTAGETC TS TACTATTCTATGTAACTACTC {SEQ ID NO: 58}

. A A A R G R © G R I § T * * (SEQ ID NO: 58)
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Figure 10A

Binding Results

h-HGF/m-HGF Chimeric Constructs 2.12.1 2.4.4

human @mi K1 K2 [ K3 |om KA | s

HOT © yes yes
Huian o 1 o 5 e ' ves  yes
E;géa;m @mh no 1o

Chimera #1 @MT K1 o K2 (w3 (e K | o e snai®s, | o no

Chimera #2 @w yes ves

Chiﬂi%l‘ff #3 @]ﬂ Kl iﬁr K2 1!19 K3 |d K4 R R e

no yes
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Figure 19B

mosmen  Human HGF masss Mouse HGE Binding Restits

2.12.1 244
Humian = 5 T S T ves yes
BMurine @ ’ na no
Chimera
no no
yes  yes
no yes
yes yes
yes yaes
yes yes
no no
yes yes
no ne
Figure 10C
Binding Resulis
w Human HGF mosess  Mouse HGF 2421 244
655
hHGFGEESE : ne yes
KHGFCS69R ne o
hHGFD592N yes yes
hHGFNEO1S yes yes
hHGFRE4TQ yes yes
insertion hy no no
Dealetion mu ne no

540-541



Figure 10D

numan HGF
mouse HGE
Consensus

human HGE
mouse HGF
Consensus

human HGF
mowse HEGE
Consansus

human HGEF
mouse HGF

Consensus

human HGF

mouse HGF

Consensus

human HGF
mouse HGE
Consensus

(450G}
{451)
{451}

{5003}
{501}
(501}

{548}
(551}
{551}

{598)
{601}
{601}

{648}
(631}
{651}

{658]
{701}
(701}

26739

451 580
PHCYTGNPLIPWDYCPISRCEGDTTRT IVNLDHEVISCAKTEQLEVVNGT
PHCY TPGNPLIPWDYCPISRCEGDTTPTIVNLDHPV I SCAKTHOLRVVNGT
PHCYTGNPLIPWDYCPISRCEGDTTPTIVNLDHPVISCAKTKQLRVVNGT
501 550
PERTMIGHMVSILRYRNKEICGGSLIKESWVLTARQUEFPSR~-DLKDYEAW
PTQTTVEHMYSLEYRNEHICGGSLIKESWVLTARQUFPARNKDLEDYELNW
PT T IGWMVSLRYRNKHICGGSLIKESWVLTARQUFPAR DLEDYEAW
551 600
LGIHDVHGRGDERCKQVLNVSQLVYGPEGS DLVIMRLARPAVLDDFVSTI
LGIHDVHERGEERREKQILNISQLVYGPEGSDLVLLELARPAILDNEVITY
LEIHDVH RGDER ROILNISQLVYGPEGSDLVLLKLARPAILD FVITI
501 650
DLPMYGCTIPEKTSCSVYGRGYTGLINYDGLLRVAHLY IMGNEKCSQHHR
DLESYGUTIPERTTCSIYGHGYTGLINADGLLRVAHLY IMGNERCSQHHD
DLP YGCTIPEKTSCSIYGWGYTGLIN DGLLRVAHLY IMGNERCSQHH

851 700
GRVTLNESEICAGAEKIGESGPCEGDYGGFLVCEQHRKMRMVLGVIVPGRGC
GRVTLHESELCAGAEKIGSGPCEGDYGGPLICEQHEMRMVLGVIVEGRGC
GRVTLRESEICAGAERIGSEPCEGDYGGPLICEQHRMRMVLGVIVPGRGE

701 731

AIPNRPGIFVRVAYYARWIHKIILTYEVPQS (SEQ ID NO. 120}
AIPNRPGIFVRVAYYAKWIHRVILTYKL~~- (SEQ ID NO. 121)
AIPNRPGIFVRVAYYAKWIHR Y I TYRL (SEQ ID NO. 122)
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Figure 11A
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Figure 11C
T386= VY NGIP TR e H G R {calc. mass=7152) c¢hs, mass=7166 (SEQIDNO. 181)
GIP TR Tewmmmrmn H G R (cale. Mass= 6840) obs mass= ~6878 (SEQ ID NQ. 162)
TB=VNTLDGQ ? (SEQID NO. 163)

Predicted protected peptides from psak T38.6:

UVNGIPTRTNIGWMVSLRYRNKHICGGSL IKESWVLTARQCFPSRDLKDYEAWLGIHDVHGR
(SEQ D NO. 164)

GIPTRTNIGWMVSLRYRNKHICGGSLIKESWVLTARQCEFPSROLKDYEAWLGIHDVHGR
{SEQ IDNG. 165)
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Figure 13

ib

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

IC50 1P

(nM)
0.9
1.0
1.0
2.1
2.6
3.2
3.7
4.5
5.1
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1§

3.10.1
2.12.1
1.75.1
1.26.1
1.74.1
1.61.3
1.24.1

ICS0 1P
{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 1P ICsO 1P
D {nM) D {(nM)
1.75.1 0.34 1613 (.28
2.12.1 0.49 1241  0.40
2.40.1 0.51 1.75.1  0.59
3101 0.64 1.28.1 0.88
1241 0.64 1-?2-1 ;-?g
1.29.1 1.18 o '
2.4.4 1.24

1.74.1 1.25
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Figure 15
Experiment #1 Experiment #2
ib iC50 1P 1D IC50 1P
(nM) (nM])
1.24.1 15 2.44 3
1.60.1 15 1.61.3 17
1.29.1 23 1.29.1 21
2.44 33 2.12.1 34
2.12.1 57 2.40.1 59
3.10.1 137 3.10.1 133
1.60.1 215
1.74.1 >666

1.75.1 >666
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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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