AXL Antibody Nucleotide sequence:

Seq. #1: Rat-11B7-VLkappa-clone 33:

1
51
101

151

201
251
301

GACATCCAGATGACCCAGGCTCCATCTTCCCTGEGCCTGCATCTCTGGGAG
ACAGAGTCACTATTACTTGCCGGGCAAGCCAAGACATTGGAAATTATTT
AAGATGETTCCAGCAGAAACCEEGCAARTCTCCTAGGCTTATGATTTCT
GGTCGCAACCAACTTGGCAGCTGGGGTCCCATCAAGGTTCAGTGGLEAGTA
GGTCTGGGTCAGATTATTCTCTGACCATCAGCAGCCTGGAGTCTGAAGA
TATGGCAGACTATTACTGTCTACAGTCTAAAGAGTCCCCTTGGACGTTv
GGTGGA GGCACCAAGCTGGAGCTGAAACGG

Seq. #2. Rat-11B7-VH-clone 20:

1
51
10%
151
201
251
301

GAGGTGCAGCTTCAGGAGTCAGGACCTGECCT TG TGAARL CCTCACAGT
CACTCTCCCTCACTGTTCTGTCACTGETTACTCCATCACTACGTAATTAC
TGGGGCTGGATCCEGAAGTTCCCAGGAGATAAAATGGAGTGCATGGGAT
ACATAACCTACAGTGGTAGCACTAGCTACAACCCAFCTCTCARRAGTCG
AATCTCCATTACTAGAGACACATCGAAGAATCAGITCTTCCTGCAGTTG
ARCTCTGTARCTTCTGAGGACACAGCCACATATTACTGTGCTATAACAA
CCTTTT ATTACTGGGGCCAAGGAGTCATGGPLACTGTCTCCTCA

Segq. #3: Rat-iiDS-VLkappa—cione 10:

1
51
161
151
201
251
301

GACATCCAGATGACCCAGTCTCCH CCTCCATGTCTACATCTCTGGGAG
ACAGAGTCACTATTACTTGCCGEGCAAGTCAAGACATTGGAAATTATTT
AAGCTGGTTCCAACAGAAAGTAGGGAAATCTCCTAGGCGTATGATTTAT
GGETGCAATCAAGTTGGCAGPIGEGGTCCCATCAAGGTTCAGTGGAAGTA
GOTCTGGATCAGATTAT T TCTGACCATCAGCAGCCTEGAGTCTGAAGA
TATGGCGATCTATTACTETCTACAGTATATACAGTTTCCECTCACGTTC
GETTCT GGGACCAAGCTGGAGCTGARACGG

Seq. #4: Rat- 11D5- VA -clone 66:

1
51
101
151
201
251
301

.GAGGTGC2 ﬂCTTCAGGAGTCAGGACCTGGCCTTGTGAAACCCTCACAGT

CaACTCTOCCTCACCTGTTCTGTCACTGG T TATTCCATCACTAGTAATTA

CTGGERCTGCATCCGGAAGTTCCCAGGARATARAATCGEAGTCGEATTGGA

CACARAACCAACAGTGGTAACACTACCTACAATCCATCTCTCAARAGTC
GAMNICTCCATTAGTAGAGACACATCGAGGAATCASTTCTTCCTGCAGTT
GEACTCTGTGACTACTGAGGACACAGCCACATATTACTGTGCARAAGGA
@CGTTT GATTACTGGGGCCAAGGAGTCATGEGTCACAGTCTCGTCA

‘50

100

/200

250
300
350

50
100
150
200
250

300

350

50
100
150
200
250
300
350

50
100
150
200
250
300
350




Seq. #5: Rat-16D12-VLkappa-cione 8:

1
51
101
151
201
251
301

Seq. #6: Rat-10D12-VH-clone 5:

1
51
101
151
201
251
301

GACATCCAGATGACCCAGGCTCCATCTTCCCTGCCTGCATCTCTGGGAG
ACAGAGTCACTATIGCTTGCCGEEGCAAGCCAACACATTGGAAATTATTT
AAGATGGTTCCAGCAGAAACCGGGGAAATCTCCTAGGCTTATGATTTCT
GGTECAACCAACTTGECAGCTGGGETCCCATCAAGGTTCAGTGGCAGTA

GGTCTGEETCAGATTATTCTCGGACCATCAGCAGCCTGGAGTCTGARGA

TATGGCAGACTATTACTETCTACAGTCTAAAGAGTCCCCTTCGACGTTC
GGTGEGA GGCACCAAGCTGEGAGCTGARACGG

GAGGTGCAGCTTCAGCGAGTCAGGACCTGGCCTTGTGAAGZCCTCACAGT
CACTCTCCCTCACCTGCTCTGTCACCGGTTACTCCATCACTAGTAATTA
CTGGGGCTGGATCCGGAAGTTCCCAGGARATARAATGEAGTGGATGGGA
TACATAACCAACAGTGGTGECACTGCCTACAACCCHATCTCTCAAAAGTC
GAATCTCCATTACTAGAGRCACATCGARGAATCAGTTCTTCCTGCAATT
GAACTCTGTAATTCCTGAGGACTCAGCCACATAC TTCTGTTCAAGAACC
COCTEE GACTGGGGCCAAGGAGTCATGGTCHXCAGTCTCCTCA 336

50
100
150
200
250

- 300

350




AXL Antibody Amino acid séqnence:
11B7:
Seq. #7: Rat-11B7-VLkappa-cione 33:

1 DIOMTOAPSSLPASLEDRVTITCRASQDIGNY LRWFQOKPGRKSPRIMIS
51 GATNLAAGVPSRFSGSRSGSDYSLTISSLESEDMADYYCLQSKESPWTF
101 GGGTKLELKR '

Seq. #8: Rat-11B7-VH-clone 20:

1 EVQLOESGPGLVRPSOSLSLTCSVTGY SITENYWGWIRKE P! KMEWMGE
51 YITYSGSTSYNPSLKSRISITRDTSKNOFFLOLNSVISEDTATYYCATIT
101 TFYYWGQGVMVTVSS

1iDs:
Seq. #9: Rat-11D5-VLkappa-clone 10:

1 DIOMTQSPSSMSTSLGDRVTITCRABQODIGNY LSWFQOKVGKSPRRMIY
51 GAIKLAVGEVPSRFSGSRSGSDYSLAISSLESEDMAIYYCLOQYIQFPLTF
101 GSGTKLELKR ' : ‘

Seq. #10: Rat-11D5-VH-clone

1 EVQLOESGPGLVKE QSLSLTCSVTGYSITSNYWGWIRKEFPGNKMEWIG
51 HITNSGNTTYNPSLKSRISISRDTSRNQFFLOLNSVITEDTATYYCARG
101 AFDYWGQG =32 '

51 GATNLAAGVPSRFSGSRSGSDYSRTISSLESEDMADYYCLOSKESPWTE
GGGTKLELRR S

50
100
150

50
100
150

50
100
150

50
100
150




Seq. #712: Rat-10D12-VH-clene 5:

1 EVQLOESGPGLVKPSQSLSLTCSVTGY SITSNYWGWIRKF PGNKMEWMG

51 YITNSGGTAYNPSLKSRISITRDTSKNQFFLOLNSVIPEDSATYFCSRT
101 PWDWGQGVMVTVSS

100
150




CDR Seguences

SeqlD No: | Antibody CDR Sequence /
#13 11B7 Light chain 1 .RASQDIGNYLR /
#14 11B7 Light chain 2 GATNLAA /

#13 '11B7 Light chain 3 LQSKES?).%

#16 11B7 Heavy Chain 1. _SNYW9/

#17 11B7 Heavy Chain | 2 Yl?éSGSTSYNPSLKS

| #18 11B7 Heavy Chain - | 3 /~ ~~TTFYY

#19 11D5 Light Chain | 1 RASQODIGNYLS

#20 11D5 Light Chain | 2 GATKLAV

#21 11D5 Light Chain 3 / LOYIOFPLT -

#22 11D5 Heavy Chain ; / SNYWG

#23 11D5 Heavy Chain / HITNSGNTTYNPSLKS |
#24 11D5 Heavy Chain /| 3 -~ ——GAFDY

H25 10D12 Light Ch?A 1 RASQDIGNYLR

#26 10D12 Liglyzc/hajn 2 GATNL2A -

#27 10D12 yéht Chain |3 LQSKESPWT
 #28 1013}1 Heavy Chain | 1 SNYWG

#29 yblz Heavy Chain | 2 YI’INSGGTAYNPSLKS
#30 - ’10D12 Heavy Chain | 3 m— T




Chimerization nucleotide seguences

Seq. #31: ch11B7k

1
51
101
151
201
251
301
351
401
451
500
551
601

Seq. #32: ch11B7g1

GACATCCAGATGACCCAGGCTCCATCTTCCCTGCCTGCATCTCTGGGAG
ACAGAGTCACTATTACTTGCCGGGCAAGCCAAGACATTGGAAATTATTT
AAGATGGTTCCAGCAGAAACCGCGGAAATCTCCTAGGCTTATGATTITCT
GGTGCAACCAACTTGGCAGCTGGGETCCCATCARGGTTCAGTGGCAGTA,
GGTCTGGETCAGATTATTCTCTGACCATCAGCAGCCTGGAGTCTGAA

TATG
GCAGACTATTACTGTCTACAGTCTAAAGAGTCCCCTTGGACGTTCREGTG
GAGGCACCAAGCTGGAGCTGAAACGTACGETCGCTGCACCATCTETCTT
CATCTTCCCGCCATCTGATGAGCAGTTGAAATCTGGAACTGCCICTGTT

GTGTGCCTGCTGAATAACTTCTATCCCAGAGAGGCCAAAGTACAGTGGA

AGGTGGATAACGCCCTCCAATCGGGTAACTCCCAGGAGAGEGTCACAGA
GCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACKCTGACGCTG
AGCARA , ' -
GCAGACTACGAGAAACACAAAGTCTACGCCTGCGAAGTCACCTATCAGE
GCCTGAGCTCGCCCGTCACAAAGAGCTTCAACAGGEGAGAGTGTTAG




51
101
151
201
251
301
351
401
451
500
551
601
651
701
751
800
851
901
951
1001
1051
1101
1151
1200
1251
1301

GCAGGTECAGCTTCAGGAGTCAGGACCTECGCCTTETGAAACCCTCACAGT
CACTCTCCCTCACCTGTTCTGTCACTGGTTACTCCATCACTAGTAATT
CTGGGECTEEATCCGEAAGTTCCCAGCGAGATAARATGGAGTGGATGE
TACATAACCTACAGTGGTAGCACTAGCTACRACCCATCTCTCAARAGTC
GAATCTCCATTACTAGAGACACATCGAAGRATCAGTTCTTCCTGCAGTT

© GAACTCTGTAACTTCTGAGGACACAGCCACATATTACTGTGCTATARCA

ACCTTT

TATTACTGGGGCCAAGGAGTCATGGTCACTGTCAGCTCAGCHFTCCACCA
AGGGCCCATCGGTCTTCCCCCTGGCACCCTCCTCCAAGAG ACCTCTGG
GGEGCACAGCGEGCCCTEEECTECCTGGTCAAGGACTACTDLCCCGRACCG
GCTGACGGTETCCTGGAACTCAGGCGCCCTGACCAGCGGLGTGCACACCT

TCCCOGCTETCCTACAGTCCTCAGGACTCTACTCCCFCAGCAGCGTEGET

GACCGTGCCCTCCACCAGCTTEGCCACCCAGACCTACATCTGCAACGTG
AATCAC .
AAGCCCAGCAACACCAAGGTCGACAAGAARGTPGAGCCCAARTCTTGTG
ACAABACTCACACATGCCCACCETECCCAGCKCCTGAACTCCTGGRGEEG
ACCGTCAGTCTTCCTCTTCCCCCCAAAACCLAAGGACACCCTCATGATL
TCCCGGACCCCTGAGGTCACATGCGTERTGETGGACGTGAGCCACGARG
ACCCTGAGGTCAAGTTCAACTGCTACGPECACCEGCETGCGAGCGTGCATAA
TGCCAAGACAAAGCCGCEGEAGGAGCKGTACAACAGCACGTACCGRGTG
GTCAGT '
COTCCTCACCGTCCTGCACCAGGACTGECTGAATGGCAAGGAGTACAAG
GCAAGGTCTCCAACARAGCCCTRCCAGCCCCCATCGAGAARACCATCTC
CAAAGCCARAGEGCAGCCCCBAGAACCACAGETETACACCCTECCOCCA
TCCCCGEATGAGCTGACCAAGAACCAGGTCAGCC TGACCTGCCTGGTCA
AAGGCTTCTATCCCAGCGACATCGCOGTGGAGTEGEAGAGCAATGGGCA
GCCGGAGAACAACTACAKGACCACGCCTCCCEGTGCTGGACTCCGACGGET
TCCTTC

TTCCTCTACAGCAA TCACCGTGGACAAGAGCAGGTGGCAGCAGGGGA'

ACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACAACCACTACAC
GCAGAAGAGCCTZTCCCTETCTCCGEGGTARATGA

50 .
100
150
200
2590
300
350
400 .
450
5C0
550
600
650
700
750
800
B850
800
850
000
1050

‘1100

1150
1200
1250
1300




Seq. #33: ch11B7g2

GAGGTGCAGCTTCAGGAGTCAGGACCTGECCTTETGARACCCTQACACT

1

51 CACTCTCCCTCACCTETTC TG TCACTGETTACTCCATCACTAZTAATTA
101 CTGEGECTGGATCCGGAAGTTCCCAGGAGATAAAATGGAGTAEGATGGGA
151 TACATAACCTACAGTGGTAGCACTAGCTACAACCCATCTG/ICAAAAGTC
201 GAATCTCCATTACTAGAGACACATCGAAGAATCAGTTICPTCCTGCAGTT
251 GAACTCTCTAACTTCTGAGGACACAGCCACATATTACTGTGCTATAACR
301  ACCTTT '

351  TATTACTGEGGCCAAGGAGTCATEETCACTGTCAGCTCAGCETCCACCA
401  AGGGCCCATCGGTCTTCCCCOTGGLGCCCTECTZCAGGAGCACCTCCGA
451  GAGCACAGCCGCCCTGGGCTGCCTGETCAAGGACTACTTCCCCGRAACCE
500 GTGACGGTETCGTGEAACTCAGGCGCTCTGALCAGCGBCETECACACCT
551  TCOCAGCTETCCTACAGTCCTCAGGACTCPACTCCCTCAGCAGCGTGET
601 GACCGTGCCCTCCAGCAACTTCGGCACCZAGACCTACACCTGCAACGTA
651  GATCAC ‘ _

701  AAGCCCAGCAACACCAAGGTGGACALGACAGTTGAGCGCAAATGTTETG
751 TCGAGTGCCCACCGTGCCCAGCACEZACCTETEGGCAGGACCGTCAGTCTT
800 CCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCT
851  GAGGTCACGTCCGTGOTGETEGACGTEAGCCACGRAGACCCCGAGGTCT
901 AGTTCAACTGGTACGTGGACGECCTGCAGGTGCATAATGCCAAGACARA
951 GCCACGGGAGGAGCAGTTCEACAGCACGTTCCETETGETCAGCGTCCTC
1001 ACCGTT

1051 GTGCACCAGGACTGGC AACGGCAAGGAGTACAAGTGCAAGGTCTCCA
1101 ACARAGGCCTCCCAGZCCCCATCGAGAAAACCATCTCCAARACCARAAGG
1151 GCAGCCCCGAGAACCACAGGTGTACACCCTGCCCCCATCCCGGGAGGAG
1200 ATGACCAAGAACFZAGGTCAGCCTGACCTGCCTGGTCARAGGCTTCTACC
1251 CCAGCGACATCECCGTGGAGTGGGAGAGCAATEGGCAGCCGGAGAACAR .
1301 CTACAAGACGACACCTCCCATGCTGGACTCCGACGGCTCCTTCTTCCTC

TACAGC

AAGCTCA'CGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCAT .
‘GCTCCG.GATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCT

CTCCCIGTCTCCGGETAARTGA

Seq. #34¢ch11D5k

=

GACATCCAGATGACCCAGTCTCCATCCTCCATGTCTACATCTCTGGGAG
ACAGAGTCACCATTACTTGCCGGECAAGTCAAGACATTGGAAATTATTT

50

100

50
1060
150
200
250
300
350
400
450
500
550
600
650
700
750
800
850
200
950
1000
1050
1100
1150
1200

- 1250

1300




101
151
201
251
301
351
401
451
500
551
601

_..9._.

AAGCTGGTTCCAACAGARAGTAGGGARATCTCCTAGGCGTATGATTTAT
GG TGCAATCAAGTTGGCAGTTCGGETCCCATCAAGCTTCAGTGGAAGTA
GETCTGGATCAGATTATTCTCTGACCATCAGCAGCCTCGAGTCTGAAGA
TATG
GCGATCTATTACTETCTACAGTATATACAGTTTCCGCTCACGTTCGGTT
CTGEGACCAAGCTCEAGCTGAAACGTACGGTGECTGCACCATCTGTCTT
CATCT'TCCCGCCATCTGATGAGCAGT TGARATCTGGAACTGCCTCTGTT
GTGTGCCTECTGAATAACTTC TATCCCAGAGAGGCCARAGTACAGTGGA
AGGTGGATAACGCCCTCCARTCGEETAACTCCCAGGAGAGTGTCACAGA
GCAGGACAGCAAGGACAGCACCTACAGCCTCAGCAGCACCCTGACGCTG
AGCAAR
GCAGACTACGAGARACACAAAGTCTACGCCTGCGARGTCACCCATCALR
GCCTGAGCTCGCCCETCACRAAAGAGCTTCAACAGGGGAGAGTGTTAR

Seq. #35: ch11D5gl

1
51
101
151
201
251
301
351
401
451
500
551
601
651

701
751

800
851
801
- 951
1001
1051
1101
1151
1200
1251
1301

GAGGTGCAACTTCAGGAGTCAGGACCTGGCCTTGTGAAACCCTCACAGT
CACTCTCCCTCACCTGTTCTGTCACTGGTTATTC ATCACTAGTAATTA
CTGEEECTGEATCCGGAAGTTCCCAGGAARTARNATGGAGTGGATTGGA

CACATAACCAACAGTGGTAACACTACCTA,‘*.CCATCTCTCAAAAGTC'

GAATCTCCATTAGTAGAGACACATCGAGGAN CAGTTCTTCCTGCAGTT
GAACTCTGTGACTACTGAGGACACAGCCAGATATTACTGTGCARAAGGA
GCGTTT
GATTACTGGECECCAAGGAGTCATGETCACTGTCAGCTCAGCGTCCACCA
AGGGCCCATCGETCTTCCCCOTGGCACCCTCCTCCAAGAGCACCTCTGG
GeGCACAGCGECCOTGEECTGCCTEETCAAGGACTACTTCCCCGAACCE
GTGACGETGTCGTGEAACTCAGGLGCCCTGACCAGCGGCGTGCACACCT
TCCCGECTETCCTACAGTCCTCAGGACTC TACTCCCTCAGCAGCGTGET
GACCGTGCCCTCCAGCAGC TPGGGCACCCAGACCTACATC TGCAACGTG
ARTCAC '
AAGCCCAGCAACACCAAGETGGACAAGAAAGTTGAGCCCAAATCTTGTG
ACAAAACTCACACATGZCCACCGTGCCCAGCACCTGARCTCCTGGGGEG
ACCETCAGTCTTCCTE TTCCCCCCARAACCCAAGGACACCCTCATGATC
TCCCGEACCCCTGALGTCACATGCGTGGTGETGGACGTGAGCCACGARG
ACCCTGAGETCAXGTTCAACTGGTACGTGGACGGCETGGAGGTGCATAA
TGCCAAGACAANGCCGCGGGAGGAGCAGTACAACAGCACGTACCGGETG
GTCAGC . ‘

GTCCTCAC TCCTGCACCAGGACTGGCTGAATGGCAAGGAGTACAAGT

GCRAAGGTOTCCAACAAAGCCCTCCCAGCCCCCATCGAGARAACCATCTC
CAAAGCZARAGGGCAGCCCCEGAGAACCACAGGTGTACACCCTGCCCCCA
TCCCGEGATGAGCTGACCAAGAACCAGETCAGCCTGACCTGCCTGGTCA
ABRGGETTCTATCCCAGCRACATCECCETGCAGTEGGAGAGCARTGGGCA
GOFGGAGAACAACTACAAGACCACGCCTCCCETGCTGGACTCCGACGGC
TECTTC _ '
TCCTCTACAGCAAGCTCACCETGCACAAGAGCAGGTGGCAGCAGGGGA
ACGTCTTCTCATGCTCCGTGATGCATGAGGCTCTGCACARCCACTACAC
GCAGARAGAGCCTCTCCCTGTCTCCEGGTAAATGA

150
200
250
300
350

400

450
560
50

/600

650

50
100

. 150

200
250
300
350
400
450
500
550
660

650

700
750

-BOO

850
960

850

1000
1050

1100

1150
1200
1250
1300




Seq. #36: ch11D5g2

GAGGTGCAACTTCAGGAGTCAGGAC TGGCCTTGTGARACCCTCACAGT

CACTCTCCCTCACCTGTTCTGTCAC TGGTTATTCCATCACTAGTAATTA
CTGGGGCTGGATCCGGARGTTCZCAGEGARLATAANLTGEGAGTGGATTGGA
CACATAACCAACAGTGGTAACKCTACCTACAATCCATCTCTCARAAGTC
GAATCTCCATTAGTAGAGACACATCGAGGAATCAGTTCTTCCTGCAGTT
GAACTCTGTGACTACTGAQGGACACAGCCACATATTACTGTGCAARAGGA
GCGETTT .

GATTACTGGGGCCAAGGAGTCATGGTCACTGTCAGCTCAGCGTCCACCA
AGGGCCCATCGGTCPTCCCCCTEGECECCCTECTCCAGGAGCACCTCCGA
GAGCACAGCCGELCEZTGGECTGCCTEGETCAAGGACTACTTCCCCGAACCG
GTGACGGETGTCGTCGAACTCAGGCGCTCTCGACCAGCGGCGTGCACACCT

TCCCAGCTGTCCTACAGTCCTCAGEACTCTACTCCCTCAGCAGCETGGET
GACCETGC CCAGCAACTTCGGCACCCAGACCTACACCTGCAACGTA

GATCAC ‘
AAGCCCAZCARCACCAAGGTEGACAAGACAGTTGAGCGCAAATGTTCTG
TCGAGPECCCACCGTGCCCAGCACCACCTGTEGCAGGACCGTCAGTCTT
COTCPTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCGGACCCCT
GAGZTCACGTGCGTGRTGGTGGACGTGAGCCACGRAGACCCCGAGGTCC
AGATCAACTGGTACGTGGACGECCTGEAGGTGCATAATGCCARGACAAR
CACGGGAGGAGCAGTTCAACAGCACGTTCCETETEETCAGCGTCCTC
ACCGTT , .
GTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTCTCCA
ACAAAGGCCTCCCAGCCCCCATCGAGAAAACCATCTCCAAAACCAAAGE

50

100
158
200
250
300

350
400

450

500

550
600

650

700
750
800
850
900
950
1000
1050
1100
1150




1151
1200
1251
1301

-11=

GCAGCCCCGAGAACCACAGGTGTACACCOTECCCCCATCCCEGGAGGAS
ATGACCAAGRACCAGGTCAGCCTGACCTGCCTEGTCAAAGGCTTCTACT
CCAGCGACATCECCETGEACTGECAGAGCARTGGECAGCCGGAGAACAA
CTACAAGACCACACCTCCCATGCTGGACTCCGACGGCTCCTTCTTCCTC
TACAGC -
AAGCTCACCGTGGACAAGAGCAGGTGECAGCAGGGGAACETCTTCTCAT
GOTCCGTGATGCATGAGGCTCTGCACAACCACTACACGCAGRAAGAGCCT
CTCCCTETOTCCGGETAAATGA

1200
1250
1300
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-l

11D5 HC gammal

Seq. #41

EVQLQESGPGLVEKPSQSLSLTCSV T

25
50
75

NOFFLOQLNSVTTEDTATYYCAKGAF 100

101 DYWGOQGVMVTVSSASTEKGPSVFPLA 12

1

GYSITSNYWGWIRKFPGNERKMEWTGH

25

ITNSGNTTYNPSLXSRIESEISRDTS SR

51
76

126 PSS XS TSGGTAALGCLVEKDYFPEPV 130
151 TVSWNSGALTSGVHTFPAVLOS SGL

176 Y SLSSVVTVPSSSLGTQTYICNYVNH/Z00

201 KPSNTEREVDKKVEPXKSCDEKTHTCPP

226

5 250
v 275
v § 300

AL P 325
P P S 350
DIAV 375

EWESNGQPENNYEXKTTPPVLDIDSDGSF 400

FLYSKLTVDERKSRWQOQGNTVTF

PAPELLGGPSVFLFPPRKPEDTLNM
426 EALENHYTQOQXKSLSLSPGK

251 RTPEVTCVVVDVSHEDPEVXKFNW
276 DGVEVHNAKTEKPREEQYNSTYR
1 VLTVLEQDWLNGERKEYXKCEKVWVSN
326 APIEKTISKAKGQPREPQVYT
2350 RDELTENQVSLTCLVERKGFYP

376
401

\

!

C S VMH 425

450

11D5 HC gamma2

®
-

Seq. #42

25
50

SQOSLSLTCSVT

KFPEGNEKEMEWIGH

KSRISISRDTSR
EDTATYYCAKGATF 100

EVOQLQESGPGLVEK
"TBYSITENYWGEGWTI

1
25

75

ITNSGNTTYNEPS
NQFFLQOLNSVT

51
76

101 D_YWGQGVMVTV-‘SSASTKGPS'VFPLA 125

126

ALGCLVXEKDYFPEPV 150

PCSRSTSEST
TVSWNSGAL

200

SGVHTFPAVLQS SGZIL
YS&LESESVVTWPSSNFGTQTYTCNYVDE 225

151
176

TVERXCCVECPPCPAP 250
LFPPEPEKDTLMISRTPE 275

KPSNTEKVD

201
226

251 VTCVVVDVSHEDPEVQFNWYVDGVE 300

301

VHNAXT

P_REEQFNSTFRVVSV.LTVV325
NCGKEYKCKVSNEKGLPAPTIE. 350

SLTCLVEGFYPSDIAVEWES 400

ENNYKTTPPMLD'SDGSF'FL'Y'S 425
DKESRWQQGNVFSCSVMHEEALH 450

TOQKSLSLSPGEZK

350 KTISKTKGQPREPQVYTLPPSREEN 375

326 VHOQDW.

376 T XK NOQ
401 N G Q
426 K L T

451 N H
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Humanization Amino Acid Sequnces

Seq. #43: Hum11B7-VLk:

MDMRVPAQLLGLLLLWLRGARCDTDQ

1

MTQSPSSLSASVGEGDRVTITCRASQD
IGNLRWYQQEKPGKAPKLLIYGATN
 AAGVPERFSGSGSGEGTDFTLTIGES

25

51 -

Q 100
Vo125

76

150
25
50

VSGeEGSsSISsSs

"
-

MEHLWFFLLLVAAPRWYV

101 PEDFATYYCLOSKESPWTFGQGT
SGPGLVEKPSETLSLTC

126 E I K

Seq. #44: Hum11B7-VH
1
25

75

GYITYSGSES
TSKXKNQFSLEK 100
RTTFYYWGQG 125

NYWGWIRQPPGEGKGLEW

51
76

TSEYNPSLKSRVTIGSYV

150
25
50

LAOLLGLLLLCFPGARCDTOQ
S/PSSLSASVGEGDRVTITCRASOQD

TLVTVS S
‘Hum11D5-
MDMR

Q

[3
®

01 LSSV TAARADTAVYYOC

126

Seq. #46
1
25

75

LSWFQQERKPGKAPERKSLIYGATIKXK
GVPSRFSGSGSGTDFTLTISSL 100

il O BREDFATYYCLQYIQFPLTFGGGTZK 125

150

IK




~1p—

Seq. #45: Hum11D5-VH

MEHLWFFLLLVAALAPRWVIL

1

SGPGLVEKPSETLSLTCTVWVS

25

NYWGEGWIRQPPGKGLEWIGHITNSGN

51
7€

TTYNPSLXSRTISVDT S KNOQFSL K 160

10l LSSVTAADTAVYYCARGAFDYWGOQG

126 TLVTVSS
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Humanization pucleotide sequences

Seq. #47: Bum11B7-VLk (427 bp)

51

101
151
201
251
301
351
401

AATTAAAAGCTAGCAAGCTTGCCACCATGCATATGCGTGTACCTGCACA
GCTETTAGGACTGCTTCTGCTCTGGCTTAGGGGAGCAAGATGCGACATC
CAGATGACTCAGAGCCCAAGCTCCTTGTCTGCCAGTETGGETGATAGGE
TCACCATAACCTGTCCAGCTTCACAGGATATCGGCAACTACCTACGCT

GTATCAGCAGAAACCGGGCAAAGCCCCAAAGCTGCTGATCTATGECGEC
ACCAATCTGGCTGCTGETGTTCCCTCTCGETTCAGTGEGTCTGGATLAG

GCACAGACTTCACACTCACCATTTCCAGCCTCCAACCCGAGGACTITG -

GACGTACTACTGCTTGCACTCCAAGGAATCCCCTTGGACATTTEEGCAA
GGGACTAAGGTGGAGATTARGCGTACGAATTARAA

Seq. #48: Huml11B7-VH (429 bp)

51
101
151
201
251
301
351
401

AATTAAGGTACCAAGCTTGCCACCATGAAGCAGCTCTGGTTCTTTCTCC
TGCTAGTEECTECTCCTCGCTEGETGTTGAGEZCAGCTTCAGTTGCAGGA
ATCTGGACCAGGACTCGGTCAAACCCTCTGAGACACTGETCACTGACATGC
ACT ' '

GTGTCAGCTGGCTCCATTTCCTCCAACPATTGGEGCTEGEATTCGGCAAL

CTCCCGGAAAAGGGCTTCGAGTGCATAGGCTACATCACCTATTCTGGGAG. -

TACCTCCTACAATCCCAGTCTTAAGAGCAGGGTGACTATCAGCETAGAC
ACC

TCCAAGAACCAGTTTAGCCTC CTGAGTTCTGTGACTGCAGCGGATA
CAGCCGTCTACTATTGTGCCA AACCACGTTCTACTATTGGGGTCAGGG
CACATTAGTCACCGTTAGCTCAGCGAATTAR

Seq. #49: HumlAD5-VLK (427 bp)

TAAAAGCTAGCAAGCTTGCCACCATGGATATGCGCGTCTTAGCCCA

TACTCGGTCTGCTTCTGTTGTGCTTTCCAGGAGCCAGGTGTGACATC
CRGATGACACAGTCCCCTAGTAGCCTGTCTGCETCTCTAGGCGATCGAG
TGA '

50
100
150

200

250
300
350
400

50
160
150
200




201
251
301
351
401

-] 8-

CCATTACCTGCAGAGCTTCCCAGGATATTGGCAACTATCTGAGCTGETT
TCAGCREGARACCAGGCAAAGCACCCAAGAGTCTCATCTATGGGGCCATC
AAGCTCGCTCGTTCETGTGCCTTCACGETTTTCCGEATCTGGGTCAGGCA
CAG : .
ACTTCACTCTGACCATTTCCAGCCTTCAACCGGAAGACTTCGCAACCTA
CTACTGTCTGCAGTACATCCAGTTCCCCTTGACTTTCGGTGGAGGGACA
AAGGTGGAGATAAAGCGTACGAATTAAAA

Seq. #50; Hum11D5-VH (429 bp)’

1
51
101
151
201
251
301
351
401

'AATTAAGGTACCAAGCTTGCCACCATGAAGCATCTGTGGTTCTTTC C

TECTTGTEECTECTCCTAGGTGEETGTTARGCCAGGTTCAGCTCCEGGA
ATCTGGTCCCGCATTGETGAAACCGAGTGAGACTCTATCCCTGAZATGC
ace S e

GTTAGTGGAGGCAGTATC TCTAGCAAC TATTGEGGCTGEATTAGGCAAC
CACCTGGETAAGGGCCTTGAGTGGATTGEECACATCACCAAQTCTGCGGAA
TACCACCTACAATCCCTCCCTGAAATCACGCGTCACCATHAGCGTGGAC

ACT -
TCCAAGAACCAGTTCTCCCTCAAGCTCTCAAGCGTCACAGCAGCGGATA
CAGCCGTATACTACTGTGCAAGAGGGGCCTTTGACFATTGGCGACAGEG
CACATTGGTGACTGTCAGCTCAGCGAATTARA

250
300
350
400

50
100
150
200
250
300
350
400
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Primer
SeqID ‘Primer: - Sequence . /
No : :
#51 kappa_GSP1 GATGGATGCATTGGTGCAGC /
#52 new_kappa_GSP1 | ATAGATACAGTTGGTGCAGC /
#53 heavy_GSP1 CAGGGTCACCATGGAGTTA -/
#54 Xhol-hGSP2 CCGCTCGAGCGGGCCAGTGCATAGACAGATGG
#55 Xhol-kGSP2 CCGCTCGAGCGGCCGTTTCAGCTCLAGCTTGG
#56 RT-gamma: GCG TGT AGT GGT TGT GCA GAG
#57 RT-gamma?2 GGG CTT GCC GGCCGT G/
#58 RT-kappa "1 TGG AAC TGA GGA GCA GGT GG
#59 5Blp AGA TAA GCT TTG CTC AGC GTC CAC CAA
GGG CCC ATC GGT
#60 3 | AGA TGG ATC CTC AT}'/rAc CCG GAG ACA
Bam(GAG): GGG AGA G
#651 5"Bsi: AGA TAA GCT TCG YAC GGT GGC TGC ACC
o ATC TGT CIT CAT |
#62 3" Bam{CTT): AGA TGG ATC C@T AAC ACT CTC CCC TGT
| TGA AGC TCT '
#63 VL-11B7-5": AGA TAA GCYTGT GCA TTC CGA CAT CCA
GAT GAC CgA GGC TCC
#64 VL-11B7-3": AGA TCyAC_GTT TCA GCT CCA GCT TGG
' , TGC CT:
#65 VL-11D5-5": AGA ;j(A GCT TGT GCA TTC CGA CAT CCA
GAT ZAC CCA GTC TCC ATC
| #66 VL-11D5-3": AGA TCG TAC GTT TCA GCT TGG TCC CAG
#67 T VH-11B7/ ) gjzm TAA GCT TGT GCA TTC CGA GGT GCA
11D5-5" CT TCA GGA GTC AGG
#68 VH-11B7/ AGA TGC TGA GCT GAC AGT GAC CAT GAC
11D5-3" / TCC TTG GCC
#69 T MOUSET | / GCG AAT TCG CCA CCA TGG GCA GGG TCC
CGC TGG CCT G
#70 MOUSE2 CAG CCG AGG TAT AGG CTG TCACAG ACA
I . CAG TCA G -
#71 1 MOUS GCA CCC TGT TAG GGT ACC GGC TGG CAT
: | ATC : S : .
#72 M(}JSEzl ATA AGA ATG CGG CCG CTC AGG CTC CGT -
- CCT CCT GCC CTG '
#73 ' /vam AAT TCG CCACCATGG CGT GGC GGTGCC
wa 1CCAG - _
#74 / CYNO2 CTC TGA CCT CGT GCA GAT GGC AATCTT
CATC ' :
#75 / CYNO3 | GTG GCC GCT GCC TGT GTC CTC ATC
#’Iy CYNO4 ATA AGA ATG C GG CCG CTC AGG CAC CAT
CCT CCT GCC CTG




-20—-.

#77 - | MERT CGG AAT TCG CCA-CCA TGG GGC CGG CCC
' CGC 1GC CGC /
#78 MER2 TCG GCT GCC ATT CTG GCCAACTTICC /
#79 SKY'1 CGG AAT TCG CCA CCATGG CGC TGA GGC
GGA GC
#80 SKY2 E -GCC CTC GAG CTAACA GCTACT GTG TG

| CAG TAG ‘

Leader Sguence

Nucleotide Sequence

Seq #81: 1 ATGGGT_GACAATGACATCCACTIT GCCTTTCTCTCCACAGG TGTGCATTCC 52

Amino Acid Sequence

Seq#82: 1M GDNDIHBFAFLST GV H/S 17




...-2'1._

Mouse and Cyno AXL

Seq #83: Cyno AXL nucleotide sequence

1
51
101
o151
201
251
301
351
401
451
501
551
601

651

701
751
801
851
901
951
1001
1051
1101
1151
1201
1251
1301
1351
1401
1451
1501

T

1601
1651
1701
1751
- 1801

igs1l.

1901
1851
2001
12051
2101
2151
2201
2251
2301
2357

ATGECETGGLGETGCCCCAGGATGGGCAGGETCCCGCTEECCTEETGCT
TEECECTGTGCECCTGGETETGCATGGCCCCCAGEGGCACACAGGCTGA
AGAAAGTCCTTTCETGGETAACCCAGGGAATATCACAGGTGCCCGGEGA
CTCACGGGCACCCTTCGEGTGTCAGCTCCAGGTTCAGGGAGAGCCCCCCG
AGGTACACTGGCTTCGGGACGGACAGATCUTGGAGCTCGUGGACAGTAC
CCAGACCCAGETGUCCCTGGETGAAGATGAGCAGGATGAL TGGATAGTG
GTCAGCCAGCTCAGAATCGCCTCCCTACAGCTTTCCCGACGCGGGACAGT
ACCAGTGTTTGETGTTTCTGGCACATCAGAACTTCGTGTCCCAGCCTGE,
CTACGTAGGGCTGGAGGGCTITACCTTACTTCCTGGAGGAGCCTGAGGA

AGGACTGTCGCCCCCAARCACCCCCTTCAACCTGAGCTGCCARGCCCRGE
GACCCCCAGAGCCCGTGGACCTACTCTGGCTCCAGGATGCTGTCCECCT

'GGCCACAGCTCCAGETCATGETCCCCAGCGCAACCTGCATGTTCLAGES

CTGAACAAGACATCCTCTTTCTCCTGCGAAGCCCATAACGCCAAGGGAG
TCACCACATCCCGCACGGCCACCATCACAGTGCTCCCCCAGEZAGCCCCG
TAACCTCCATCTGGTCTCCCGCCAACCCACGGAGCTGGAGETGGECTTEE
ACTCCAGGCCTGAGCGGCATCTACCCCCTGACCCACTGCACCCTGCAGGE
CTGTGCTETCAGACGATGGGATGCECATCCAGGCGGGHGEARCCAGACCC
CCCAGAGGAGCCCCTCACCTTGCAAGCATCTGTGCCZCCCCACCAGCTT
CGBCTGGECAGCCTCCATCCTCACACCCCTTATCACATCCGTGTGGCAT
GCACCAGCAGCCAGGGCCCCTCATCCTGGACACACTGGCTTCCTGTGGA
GACGCCGGAGGGAGTGCCCCTGGGCCCCCCTGAGAACATTAGTGCCACG
CGGAATGGGAGCCAGGCCTTCETGCATTEECAGGAGCCLCGEELGLCCC
TECAGGETACCCTGTTAGCGETACCEGUTGGCGTATCAAGGCCAGGACAC

" CCCAGAGGTGCTAATGGACATAGGCCTAXGGCAAGAGGTGACCCTGGAG

CTGCAGGGGGACCGETCTGTETCCAATETGACACGTGTETGTEGCAGCCT

ACACTGCTGCTGEGGATEGACCCTGCGAGCCTCCCAGTACCCCTCEGAGGL

CTGGCGCCCAGGGCARGCACAGCCHGTCCACCAGCTGETGAAGGAAACT
TCAGCTCCTGCCTTCTCGTGGCCEZ TGGTGGTATATACTGCTAGGAGCAG
TCGTGGCCGCTECCTEGTGTCCTCATC TTGGCTCTCTTCCTTGTCCACCG
GCGARAGAAGGAGACCCGTTHATGGAGAAGTGTTCGAGCCAACAGTGGAA
AGAGGTGAACTGGTAGTCAFZGTACCGCGTGCGCAAGTCCTACAGTCGCC
GGACCACTGAAGCTACCTTGAACAGCCTGGGCATCAGTGARCAGCTGAA
GEAGAAGCTGCGGGATEFIGATEETGCGACCCECACAAGETGECCCTGEEE
AAGACTCTGGGAGAAZGAGACTTTGGAGCCCGTCGATGEARGECCAGCTCA
ACCAGGACGACTCCATCCTCARGGTGGCTETGAAGACAATGAAGATTGC
CATCTGCACAAG CAGAGCTGGAGGATTTCCTGAGTGAAGCAGTCTGC
ATGAAGGAATTZGACCATCCCAATGTCATGAGGCTCATCGETETCTGTT
TCCAGGGTTCTGAACGAGAGAGCTTTCCAGCACCTETGGTCATCTTACC

‘TTTCATG*‘1CATGGAGACCTACACAGCTTCCTCCTCTATTCCCGGCTT

GGGGACCH CCAGTGTACCTGCCCACTCAGATGCTAGTGAAGTTCATGG
CGGACAYCGCCAGTGGCATCGAATATCTGAGTACCAAGAGATTCATACA
CCGGGACCTGGCGGCCAGGAACTGCATGCTGAATGAGAACATGTCCETG
TGTGIGGCEGACTTCGGCCTCTCCAAGAAGATCTACAACGGGGACTACT
ACPZGCCAGGGACETATCGCCAAGATGCCAGTCAAGTGGATTGCCATTGA
GAGTCTAGCTGACCEGTGTCTACACGAGCAAGAGTGATEGTGTGETCCTTC

GGGETGACAATGTGEGAGATTGCCACAAGAGGCCARACCCCATATCCAG

GUCGTGGAGAACAGCGAGATTTATGACTATCTGCGLCAGEGAAATCECCT
GAAGCAGCCTGCGEGACTGTCTGGATEGGACTETATGCCTTGATETCGCGE

50
100
150
200
280
A00
350
400
450
500
550
500
650
700
750
800
B50

800

950

. 1000
1050

1100
1150
1200
1250
1300
1350
1400
1450
1500
1550
1600
1650
1700
1750
1800
1850
1900
1850
2000
2050
2100
2150
2200
2250
2300
2350
2400




2401

© 2451

2501
2551
2601
2651

-7

TECTGEEAGCTAAATCCCCAGGACCGCCCAAGTTTTACAGAGCTGCEGE
AAGATTTGGAGAACACACTGAAGGCCTTGCCTCCTGCCCAGGAGCCTGA
CGARATCCTCTATGTCAACATGGATGAAGCTGGAGGTTATCCTGAACCT
CCCGGCECTGCTGEAGGAGCTGACCCCCCAACCCAGUTAGACCCTAAGG
ATTCCTGTAGCTGCCTCACTTCGGCTGAGGTCCATCCTGCTGGACGCTA
TETCCTCTGCCCTTCCACAGCCCCTAGCCCCGCTCAGCCTGCTGATAGE
GGCTCCCCAGCAGCCCCAGGGCAGGAGGATEGTGCC

Seq #84: Cyno AXL amino acid sequence

i
51
10%
151
201

;7281

T 301
351
401
451
501
551
601
651
701
751
BO1
851

-MAWRCPRMGRVPLAWCLALCGWVCMAPRGTQAEESPFVGNPGNITG.

LTGTLRCOLOVOGEPPEVHWLRDGQ ILEDLADSTQTOVPLGEDEQDRPWIV

RNGSQAFVHWOQEPRAPLOGTLLGYRLAYQGQDTPEVLMBIGLROEVTLE
LOGDGSVSNLTVCVAAY TAAGDGPWSLPVPLEAWRE ‘AQPVHQLVKET
SAPAF SWPWWY ILLGAVVAAACVLILALFLVHRRKWETRYGEVFEPTVE

MKEFDHPNVMRLIGVCFQGSERESFPAPVVILAFMKHGDLESFLLYSRL
GDOPVYLPTOMLVKFMADIASGMEYLST HRDLAARNCMLNENMSY
CVADFGLSKKIYNGDYYROGRIAKMPVKIWIATIESLADRVY TSKSDVWSE
GVIMWEIATRGQTPYPGVENSEIYDYLRGGNRLKQPADCLDGLYALMSR
CWELNPQDRPSFTELREDLENTLXKALBAAQEPDEILYVNMDEGGGYPEDR
PGAAGGADPPTOLDPKDSCSCLTSARVHPAGRYVLCPSTAPSPAQPADR
GSPAAPGQEDGA - . :

2450
2500
2550
2600
2650

50
100
150
200

250

300
350
400
450
500
550

600

650
700
750
800
850
8500




41800PWQ ST25
SEQUENCE LISTING

<110> U3 Pharma AG
<120> AXL antibodies
<130> 41800P WO

<140> PCT/EP2008/009548
<141> 2008-11-12

<160> 84

<170> Patentin version 3.3
<210> 1

<211> 324

<212> DNA

<213> Artificial

/| <220»
<223> Rat-11B7-V0ikappa-clone 33

<400>"1
gacatccaga tgacccagge tecatetice ctgoctgeat cicigggaga cagagtcact 60

attacttgce gggeaageca agacattgga aattatttaa gatggticca geagaaaccg 120
gggaaatcte dtaggcttat gatticiggt gcaaccaact tggeagetgg ggtcecatca 180
aggticagig geagiaggtc tgggtcagat tatictctga ceatcageag bctggagtct 240
gaagatatgg cagactatta ctgictacag {ctaaagagt cecctiggac gticggtgga 300
ggcacéaago tggagceigaa acgg 324

<210> 2

<211> 338
<212> DNA

[ <213> Artificial

<220>
<223> Rat-11B7-VH-clone 20

<400> 2
gaggigcage ticaggagtic aggacctgge ctigtgaaac cotcacagtc actetecetc 80

| actgtictgt cactggttac tccatcacta gtaattacty gggetggate cggaagttce 120

- caggagataa aaiggagtgy atgggataca taacciacag fggtageact agetacaace 180
catctcicaa aagicgaalc tccatiacta gagacacate gasgaateag ttettectge 240
agttgaactc tgtaactict gaggacacag ccacatatia cigtgetata acascctitt 300
attactgggg cecaaggagtc atggteacty ictoctea 338

<210> 3

<211> 324
Page 1



41800PWO ST25
<212> DNA
<213> Artificial

<220>
<223> Rat-11D5-Vikappa-clone 10

<400> 3
gacatccaga tgacceagic fccatcetee atgtetacat cictgggaga cagagicact 60

attécttgcc gogcaagtca agacatigga aattatttaa getggttcca acagaaagta 120

gggaaatcic ctaggcgtat gattiaiggt geaatcaagt tggeagtigy gateccatca 180

aggttcagtg gaagtaggtc tggatcagat tatictetga ceatcageag cetggagtct 240

gaagatatgg cgatctatta ctgtctacag tatatacagt ticcgcfeac gttcggttct 300

ggogaccaage tggagcetgaa acgy 324 '
<210> 4

<211> 338

<212> DNA

<213> Artificial

<220>
<223> Rat-11D5-VH-clone 66

<400> 4
gaggtgcaac ttcaggagtc aggaccigge cttgtgaaac ceteacagte actetecete . 80

acctgttcty tcactggtta ticcatcact agtaattact ggggcetggat ccggaagtic 120
ccaggasata aaatggagty gatiggacac ataaccaaca giggtaacac tacctacaat 180
| ceatetetea aaagicgaat ciccattagt agagacacat cgaggaatca gticticetg 240
cagltgaact cigtgactac tgaggacaca gecacatatt actgigeaaa aggagegttt 300

.| gattactggy gecaaggagt catggteaca gictegica 339

<210> &

<211> 324

<21Z2> DNA

<213> Artificial

<220>
<223> Rat-10D12-V[ kappa-cione 8

<40C> 5
gacatccaga tgacccagge tocatctice ctgectgeat cictgggaga cagagicact 60 .

aftgctigee gggeaagceca agacatigga aattatttaa gatgaticea geagasaceg 120
gggaaatcic ctaggetiat gattictggt geaaccaact tggeagetyg ggteccatca 180
agglicagig geagiaggtic tgggteagat taticicgga ceatcageag ceiggagict 240
gaagatatgg cagactatia cigiciacag tctasagagt ccoctiggac gitcggtgga 300

Page 2



41800PWO ST25
ggcaccaagc tggagcetgaa acgg 324

<210> 6
<211> 338
<212> DNA
<213> Artificial

<220>
<223> Raf-10D12-VH-clone 5

<400> 6
gaggtgcagc ticaggagtc aggaccigge ctigtgaage cotcacagic acicteccte 80

acctgetetg tcaccggtta ctecatcact agtaattact ggggetggat ceggaagttc 120
ccagyaaata aaaiggagtg gatgggatac ataaccaaca giggiggeac tgectacaac 180
ccatctetca aaagtegaat ciccattact agagacacat cgaagaatea gticticety 240

; caattgaact cigiaaticc {gaggactca gecacatact tetgticaay aacceoctgg 300
gactggggec aaggagteat ggteacagte tectea 336

<210> 7

<211> 108

<212> PRT

<213> Artificial

<220>
<223> AXL antibody amino acid sequence Rai-11B7-VLkappa-clone 33

<400> 7
Asp lle Gin Met Thr Gin Ala Pro Ser Ser Leu Pro Aia Ser Leu Gly
1 5 10 15

. |Asp Arg Val Thr lle Thr Cys Arg Ala Ser Gin Asp lie Gly Asn Tyr
: 20 25 30

Leu Arg Trp Phe Gin Gin Lys Pro Gly Lys Ser Pro Arg Leu Met lie
35 40 45

Ser Gly Ala Thr Asn Leu Ala Ala Gly Val Pro Ser Arg Phe Ser Gly
50 55 60

. Ber Arg Ser Gly Ser Asp Tyr Ser Leu Thr lle Ser Ser Leu Glu Ser
55 70 (3 80

Glu Asp Met Ala Asp Tyr Tyr Cys Leu Gin Ser Lys Glu Ser Pro Trp
85 90 g5

Thr Phe Gly Gly Gly Thr Lys Leu Glu Leu Lys Arg
100 105
Page 3
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<210> 8
<211> 113
<212> PRT
<213> Artificial

<220> _
<223> AXL amino acid sequence Rat-11B7-VH-clone 20

<400> 8
Giu Val Gin Leu GIn Glu Ser Gly Pre Gly Leu Val Lys Pro Ser Gin
1 5 10 15

Ser Leu Ser Leu Thr Cys Ser Val Thr Gly Tyr Ser lie Thr Ser Asn
20 25 30

' Tyr Trp Gly Trp lle Arg Lys Phe Pro Gly Asp Lys Met Glu Trp Met
35 40 _ 45

Gly Tyr ile Thr Tyr Ser Gly Ser Thr Ser Tyr Asn Pro Ser Leu Lys
50 55 60

Ser Arg lle Ser Hle Thr Arg Asp Thr Ser Lys Asn Gin Phe Phe Leu
85 70 75 80

Gin Leu Asn Ser Val Thr Ser Giu Asp Thr Ala Thr Tyr Tyr Cys Ala
85 80 95

fle Thr Thr Phe Tyr Tyr Trp Gly GIn Gly Val Met Val Thr Val Ser
100 105 110

| Ser

210> §&
<211> 108
-1=212> PRT
<213> Arificial

<220>
<223> AXL antibody amino acid sequence Rai-11D5-Vikappa-clone 10

<400> 9

Asp lke Gin Met Thr Gin Ser Pro Ser Ser Met Ser Thr Ser Leu Gly
1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser Gin Asp lle Gly Asn Tyr
20 25 30

Page 4
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Lau Ser Trp Pne Gin GIn Lys Val Gly Lys Ser Pro Arg Arg Met lle
35 40 45

Tyr Gly Ala lie Lys Leu Ala Val Gly Val Pro Ser Arg Phe Ser Gly
50 55 60

Ser Arg Ser Giy Ser Asp Tyr Ser Leu Thr iie Ser Ser Leu Giu Ser
85 70 75 80

Glu Asp Met Ala lle Tyr Tyr Cys Leu Gin Tyr lle Gin Phe Pro Leu
: 85 20 85 '

Thr Phe Gly Ser Gly Thr Lys Leu Glu Leu Lys Arg
100 105

<210> 10
<211> 113
<212> PRT
<213> Artificial

<220> :
<223> AXL antibody amino acid sequence  Rat-11D5-VH-cione 66

<400> 10
Glu Val Gin Leu GIn Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gin
1 5 10 15 -

Ser L.eu Ser Leu Thr Cys Ser Val Thr Giy Tyr Ser lle Thr Ser Asn
20 25 30

| Tyr Trp Gly Trp lie Arg Lys Phe Pro Gly Asn Lys Met Giu Trp lle
; 35 40 45

Gly His lie Thr Asn Ser Giy Asn Thr Thr Tyr Asn Pro Ser Leu Lys
50 55 60

Ser Arg lle Ser lle Ser Arg Asp Thr Ser Arg Asn Gin Phe Phe Leu
85 70 75 80

Gin Leu Asn Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr Tyr Cys Ala
85 90 95

Lys Gly Ala Phe Asp Tyr Trp Gly Gin Gly Val Met Val Thr Val Ser
100 105 710

Ser
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<210> 11
<211> 108
<212> PRT
<213> Artificiat

<220> '
<223> AXL antibody aminc acid sequence Rai-10D12-Vikappa-cione 8

<400> 11
Asp He Gin Met Thr Gin Ala Pro Ser Ser Leu Pro Ala Ser Leu Gly
1 5 _ 10 15

Asp Arg Va! Thr lle Ala Cys Arg Ala Ser Gin Asp ile Gly Asn Tyr
20 25 30 :

‘ILeu Arg Trp Phe Gin Gin Lys Pro Gly Lys Ser Pro Arg Leu Met lie
45

35 40

Ser Gly Ala Thr Asn Lau Ala Ala Gly Val Pro Ser Arg Phe Ser Gly
50 55 80 '

Ser Arg Ser Gly Ser Asp Tyr Ser Arg Thr lle Ser Ser Leu Glu Ser
65 70 75 80 .

Glu Asp Met Aig Asp Tyr Tyr Cys Leu Gln Ser Lys Glu Ser Pro Trp
85 80 95

Thr Phe Gly Gly Gly Thr Lys Leu Glu Leu Lys Arg
100 105

Cl<210> 12

<211 112

<212> PRT
<213> Artificial

<220>
<223> AXL antibody amino acid sequence Rat-10D12-VH-clone 5

<400> 12
Glu Val Gin Leu Gin Giu Ser Gly Pro Gly Leu Val Lys Pro Ser Gin

1 5 10 15

Ser Leu Ser Leu Thr Cys Ser Val Thr Gly Tyr Ser lie Thr Ser Asn
20 25 30

Tyr Trp Gly Trp lle Arg Lys Phe Pro Gly Asn Lys Met Giu Trp Met
35 40 45

Page &
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Gly Tyr fle Thr Asn Ser Gly Gly Thr Ala Tyr Asn Pro Ser Leu Lys
56 55 . 80

Ser Arg lle Ser lle Thr Arg Asp Thr Ser Lys Asnh Gin Phe Phe Leu
85 70 75 80

Gin Leu Asn Ser Vallle Pro Glu Asp Ser Ala Thr Tyr Phe Cys Ser
85 90 95

Arg Thr Pro Trp Asp Trp Gly Gln Gly Val Met Val Thr Val Ser Ser
100 105 110

<210> 13
<211> 11

e 12212> PRT
T1<213> Artificial

<220>
<223> 11B7 light chain CDR 1

<400> 13

Arg Alz Ser Gin Asp lie Gly Asn Tyr Leu Arg
1 5 10

<210> 14
<2i1> 7
<212> PRT
<213> Artificial

<220>
<223> 11B7 light chain CDR 2

. |<400> 14

Gly Ala Thr Asn l.eu Ala Ala
1 5

<210> 15
<211> 9
<212> PRT
<213> Artificial

L <220>
<223> 11B7 lightchain CDR 3

<400> 15
Leu Gln Ser Lys Giu Ser Pro Trp Thr
1 5

<210> 16
<211= 5§
Page 7




41800PWO ST25
<212> PRT
<213> Artificial

<220>
<223> 11B7 heavy chain CDR1

<400> 16

Ser Ash Tyr Trp Gly
1 5

<210> 17
<211> 18
<212> PRT
<213> Artificial

<220>
<223> 11B7 heavy chain CDR 2

L 400> 17

Tyr tie Thr Tyr Ser Giy Ser Thr Ser Tyr Asn Pro Ser Lau Lys Ser
1 5 10 15

<210> 18
<211> 5
<212> PRT
<213> Artificial

<220>
<223> 11B7 heavy chain CDR 3

<400> 18

Thr Thr Phe Tyr Tyr
1 5

210> 19
<211> 11

<212> PRT
<213> Artificial

<220>
<223> 11D5 light chain  CDR 1

<400> 18

Arg Ala Ser Gin Asp fle Gy Asn Tyr Leu Ser
1 5 10

<210> 20
<211> 7
<212> PRT
<213> Artificial

<220>
<223> 11D6 light chain  CDR 2
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<400> 20
Gly Ala lle Lys Leu Ala Val
9 5

<210> 21
<211> 8
1<212> PRT
<213> Artificial

<220>
<223> 11D56 light chain CDR 3

<400> 21

Leu Gin Tyr lie GIn Phe Pro Leu Thr
1 5

<210> 22
<211> b
<212> PRT
<213> Artificial

<220~
<223> 11D5 heavy chain CDR 1

<400> 22

Ser Asn Tyr Trp Gly
1 5

<210> 23
<211> 16
<212> PRT
<213> Artificial

Y <220>

Tl <223> ﬁDS heavy chain CDR 2
<400> 23

His lie Thr Asn Ser Gly Asn Thr Thr Tyr Asn Pro Ser Leu Lys Ser
1 5 10 15

<210> 24
<211> 5
<212> PRY
<213> Artificial

<220>
<223> 11D5 heavy chain CDR 3

<400> 24
Gly Ala Phe Asp Tyr
5

1
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<210> 25
<211> 11
<212> PRT
<213> Arificial

<220>
<223> 10D12 light chain CDR 1

<400> 25

Arg Ala Ser Gln Asp lte Gly Asn Tyr Leu Arg
1

5 10

<210> 28
211> 7
<212> PRT

~ |<213> Artificial

<220>
<223> 10D12 light chain CDR2

<400> 26
Gly Alz Thr Asn Leu Ala Ala
1 5

<210> 27
<211> g
<212> PRT
<213> Artificial

<220>
<223> 10D12 light chain CDR3

<400> 27

" [Leu Gin Ser Lys Glu Ser Pro Trp Thr

1 5

<210> 28
<211> B
<212> PRT
<213> Artificial

<220>

<223> 10012 heavy chain CDR1

<400> 28

Ser Asn Tyr Trp Gly
1 5

<210> 29
<211> 16
<212> PRT

41800PWOQO 8T25
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<213> Artificial

<220> :
<223> 10D12 heavy chain CDR2

<400> 28

Tyr lie Thr Asn Ser Giy Gly Thr Ala Tyr Asn Pro Ser Leu Lys Ser
1 5 10 15

<210> 30
<211> 4
<212> PRT
<213> Artificial

<220>
<223> 1012 heavy chain CDR3

- | <400> 30

Thr Pre Trp Asp
1

<210> 31
<211> 845
<212> DNA
<213> Artificia!

<220>
<223> ch11B7k

<400> 31
gacaiccaga fgacccagge tecatctice ctgectgeat ctetgogaga cagagtcact 60

attactigce gggcaageca agacattgga aattatttaa gatggticca geagaaaccy 120

gggaaatctc ctaggcettat gattictggt gecaaccaasct 'tggcagctgg ggtcecatca 180

” | eggttcagty goagtaggte tygggtcagat taticictga ceatcageag cciggagict 240

gaagatatgg cagactatia ctgtctacaq tctasagagt cocctiggac gttcggtgga 300
ggcaccaagc tggagctigaa acgtacggty getgeaceat ctgicttcat cttceogeca 360
tctgatgage agtigaaate tggaactgec fetgiigtgt gectgetgaa taactctat 420
cccagagagg ccaaagiaca gtggaaggty gataacgece tccaateggg taactcccag 480
gagagtgtca cagagcagga cagcaaggac ageacctaca goctcageag caccetgacg 540
| ctgagcaaag cagactacga gaaacacaaa gictacgect gogaagteac ceatcaggge 600
ctgagctcge cegtcacaaa gageticaac aggggagagt gitag 645

<210> 32

<211> 1332

<212> DNA

<213> Artificial
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<220>
<223> ch11B7g1

<400> 32
gaggtgcage ticaggagic aggacctgge cttgtgaaac cctcacagic actefccctc 60

accigttetg tcactggtia clccatcact agtaattact gggoctggat ccygaagitc 120
ccaggagata zaatggagty gatgggatac ataacctaca gtggtageac tagctacaac 180
cecaifctetca aaagtcgaat clccatiact agagacacat cgaagaaica gticticcty 240
cagtigaact cigtaactic {gaggacaca gecacatatt acigigetat aacaacctit 360
tattactggy gecaaggagt catggtcact gtoageteag cgtccaccaa gggeccateg 380

dicticcoce tggeacceic ciceaagage accietgogg geacagegge cotgggetge 420

—-, | clggtcaagg actacticce cgaaccggty acagigicgt ggaacicagg cgoectgace 480

agcggegtige acaccitese gyctgtecta caglocteag gactetacte cotcageage 540

giggtaaccg tgcoctccag cagettggge acccagacct acatctgcaa cgtgaatcac 800

aagcccagea acaccaaggt ggacaagaaa gitgagoeea aaictigiga caasacicac 660

acatgceese cgigeecage acctgaacic ofggggagac cgicagictt cotettccce . 720

ccagaaccea aggacaccct catgatctce cggaccectg aggicacatg ¢gtggtggty 780

gacgigagee acgaagaccc tgaggicaag ttcaactggt acgtggacgy catggaggta 840

cataatgcca agacaaagee gegggaggag cagtacaaca geacgtacey gatggicagt 900

cgtectcace giectgeace aggactggct gaatgycaay gagtacaagg caaggictce 980

' |aacaaagees teccageoce catcgagaaa accaicteca aagccaaagg geageccega 1020
gaaccacagg tgtacaccet goccecatce cgggatgage tgaccaagaa ceaggtcage 1080

ctgacctgec tggtcaaagg citotatece agegacateg cogtggagig ggagageaat 1140

gggcagecgy agaacaacta caagaccacg cetecegige tggactcega cggetectte 1200

ticctetaca geaagcetcac cgtggacaag ageaggigge agcaggauas catettctca 1260

" jtgctcogtga tgoatgagge tetgeacaac cactacacge agaagagect ctecotgtet 1320

cecgggiaaat ga 1332

|<210> 33

211> 1320

<212> DNA

<213> Arificial

<220>
<223> ch11B7g2

<400> 33
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gaggigcage Heaggagic aggacctgge ctigigaaac octcacagic acteteocte 60

acctigtictg tcactggtia ciccatcact agtaattact ggggetggat ccggaagite 120
ccaggagata aaatggagig gatgggatac ataacctaca gtggtageac tagetacaac 180
ccatctetca asagtegaat ctecattact agagacacat cgaagaatea gticticetg 240
cagtigaact cigtaactic fgaggacaca gecacatatt acigtgetat aacaaccttt 300
tattactggy gocsaggagt caiggteact gteagetoay cotocaccaa gggeccateg 360
gicticcece tggegeocectg ciccaggage acctecgaga gcacageege cctgggetge 420
ctggicaagg actacticee cgaaccggly acggigicgi ggaactcagg cgctetgace 480
agegocgtge acaccitese agetgtccta cagtecteag gactetacic cotcageage 540
gtygigacey tgeecteeag caacttegye accecagacet acacctgeaa cgiagatcac 600

' aagcccagea acaccaaggt ggacaagace gitgageges aatgtigigt cgagtgcccé 650
cegtgcecag caccaceigt ggcaggéceg {cagictice icticcecee aaaaccecaag 720
gacaccctea tgatctceeg gaccectgag gicacgtges tggtggigya cgtgagecas 780
gaagaccceg aggiccagtt caactgotac giggacggeyg tggaggtigea taatgecaag 840
acaaagcecac gggaggagea gitcaacage acgticegty tggtcagegt cotcacegtt 200
gtgcaccagg actggcotgaa cggoaaggay tacaagtgea aggtctecaa caaaggectc 960
ccageoceeca tcgagaaaac catctccaaa accagaaggye agesccgaga accacaggty 1020
tacacceige coccatoccg ggaggagatg accaagaace aggtcagect gaccigecty 1080
gicaaaggcet tetaccocag cgacategee gtggagtggg agageaatgg geagecggag 1140
aacaactaca agaccacace teccatgetg gactecgacy getecttett cotctacage 1266
aagci:caccg tggacaagag caggtggcag caggggaacy fetictealy cicegigaty 1260
catgaggeic tgeacaacea ctacacgceag aagagecict ceetgicice gggiaaatga 1320
<210> 34

<211> 645

<212> DNA

<213> Artificial

<220>
<223> ch11D5k

<400> 34
gacatccaga tgacccagtc tecatectoe atgtetacat cietgggaga cagagtcace 60

aftacttgce gggcaagtca agacatiggs aatiatttaa getggticca acagaaagta 120
gggaaaictc ctaggegtat gatitatggt geaatcaagt tageagtigg goteccatea 180

aggticagig gaagtaggtc tggaicagat taticiciga ccatcageag cetggagtet 240
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gaagatatgy cgaictatia ctgtctacag tatatacagt ticcgeteac ghcggitet 300
gggaccaage tggageigaa acgtacggty gotgeaccat cigtcticat cticcogeea 360
tetgatgage agtigaaate tggaactgec tetgitgtgt goctgoigaa taactictat 420
cecagagagg ccaaagtaca glggaaggty gataacgceec tccaatcggg {aactcccag 480
-|9agagigtca cagageagga cageaaggac ageacciaca gectcageag casceigacg 540
ctgagcaaag cagactacga gaaacacaaa gtctacgect gegaagteac cecatcaggge 800
ctgagetcge coglcacaaa gagcettcaac aggguagagt gitag 645 |
<210> 35

<211= 1332
<212> DNA

w [<213> Artificial

<220>
<223> ch11D5g1

<400> 35
gaggtgcaac ticaggagic aggacctgge ciigtgaaac cotcacagic actetecetc 60

acctgitcty tcactggtta ticcatcact agtaattact ggggciggat ceggaagiic 120
ccaggaaata aaatggagly gatiggacac ataaccaaca giggtaacac tacctacaat 180
ccatetetea aaagicgaat ciccatiagt agagacacat cgaggaatea gttcttectg 240
cagtigaact ctgtgactac fgaggacaca gecacatatt actgtgcaaa aggagegttt 300
gaftactggg gecaaggagt catggteact gteageteag cgiceaccaa gggeceateg 360
gtetteceee tggeacecte ciccaagage acctetgggg geacagegge cotgggctge 420
ctggtcaagg actacttcee cgaaccggte acggtigtegt ggaactcagg cgecctgace 480

/ ageggegtge acaccifeee ggetgtecta cagtecteag gacictactc cotcageage 540
gtggtgaccy tgcectceag cagetiggge acccagacct acatctgeaa cgtgaatcac 500
aagcccagea acaccaaggt ggacaagaaa gtigagecca aatctigiga caaaactcac 860
acatgeeeac cgtgeccage acctgaactc ciggggggac cgteagtett cotettccce . 720
ccaaaaccca aggacaccct catgatcice cggaccecty aggteacatg cgtggiggiy 780
gacgtgagec acgaagacce igaggicaag ticaactggt acgiggacgy cotggagaty 840
cataatgcca agacaaagee gegggaggag cagtacaaca geacgtaceg ggtggtcage 900
gtcetcaccyg teetgeacea ggactggety aatggcaagy agiacaagiy caaggtctce 980
aacaaagecc teecagecee catcgagasa accatcicca aagecaaagg goagecoega 1020
gaaccacagg tgtacaccct gececceatce cgggatgage tgaccaagaa cecaggtecage 1080
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ctgaccigece tggtcaaagg ctictatcee agegacateg cogtggagty ggagageaat 1140

gggcageegy agaacaacta caagaccacy cctecegtyce iggacteega cggctectic 1200
ficctctaca goaagetcac cgiggacaag ageaggigge agcaggagaa cgictictca 1280
tgetecgiga tgcatgagge fctgcacaac cactacacgc agaagagect ciooetgtet 1320
ccgggtaaat ga ' | 1332

<210> 38

<211> 1320

212> DNA

<213> Artificial

<220>
<223> ch11D5g2

-, |<400> 36 :
" |gaggtgcaac ttcaggagtc aggacctgge citgigaaac coteacagte acteteeete 60

accigticty tcactggtia ticcatcact agtaattact ggggetggat ceggaagtic 120
ccaggaaata aaatggagtly gatiggacac ataaccaaca giggtaacac tacciacaat 180
ccatctctea asagicgaat ciecatiagt agagacacat cgaggaaica gticticctg 240
cagtigaact ctgtgactac tgaggacaca gocacatatt actgtgcaaa aggagcgttt 300
gattactggg gccaaggagt catggicact gicagetcag cgteccaccaa gggeccaicg 380
gtcttceeee tggegeccty cteccaggage acctocgaga goacagecge ooigggetge 420
ctggtcaagg actacttcce cgaaccggiyg acggigiegt ggaactcagg cgcictgace 480
agcggegtge acaccticee agetgiceta cagtecicag gacictacte ccicageage 540

gtggtgacceg tgecctccag caacttcgge acccagacct acaccigeaa cgtagatcac 600

‘ aagcceagea acaccaaggt ggacaagaca giigagegcea aatgitgtgt cgagigecca 660

cegigeccag caccaccigt ggeaggacey teagtettee tettecceee aaaacceaag 720
gacacccica tgatcicceg gaccectgag gtcacgigeg tggtogtgge cgtgagecac 780
gaagaccceg aggtccagtt caactggtac gtggacageyg tggaggtgea faatgecaag 840
acaaagccac gggaggagea gttcéacagc acgttcegtg tggtcaécgt cctcac_cgtt 900
gltgcaccagg actggetgaa cggeaaggag tacaagigea aggtciccaa caaaggecic 960
ccageccoca togagaaaac caictccaaa accaaagggc agecccgaga accacaggig 1020 -
tacaccctge ccecatcceg ggaggagatyg accaagaace aggtcagect gacctgectg 1080
gtcaaaggct tclaccecag cgacatoges gtggagtggg agagoaatgg geagecggag 1140
aacaactaca agaccacace teccatgetg gactccgacy goicetictt cetetacage 1200

aagetcaccy tggacaagag caggtggcag caggggaacy teticteaty cteegtgatg 1280
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catgaggcic tgcacaacca ctacacgeag aagagectcet coctgtetee gggtamatga 1320
<210> 37
<211> 214
<212> PRT
<213> Artificial

<220>
<223> 11B7 LC kappa

<400> 37
Asp lle Gin Met Thr Gin Ala Pro Ser Ser Leu Pro Ala Ser Leu Gly
1 5 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser Gin Asp lie Giy Asn Tyr
20 25 30

Leu Arg Trp Phe Gin Gin Lys Pro Gly Lys Ser Pro Arg Leu Met lie
35 40 45

Ser Gly Ala Thr Asn Leu Ala Ala Gly Val Pro Ser Arg Phe Ser Gly
50 55 60

Ser Arg Ser Gly Ser Asp Tyr Ser Leu Thr fle Ser Ser L.eu Giu Ser
85 70 75 80

Giu Asp Mat Ala Asp Tyr Tyr Cys Leu GIn Ser Lys Glu Ser Pro Trp
' 85 80 95

Thr Phe Gly Gly Gly Thr Lys Leu. Glu Leu Lys Arg Thr Val Ala Ala
160 - 108 110

Pro Ser Val Phe lle Phe Pro Pro Ser Asp Giu Gin Leu Lys Ser Gly
115 120 125

Thr Ala Ser Val Val Cys Lel Leu Asn Asn Phe Tyr Pro Arg Glu Ala
130 135 140

'Lys Val Gin Trp Lys Val Asp Asn Ala Leu Gin Ser Gly Asn Ser Gin
145 150 155 160

Giu Ser Val Thr Glu Gin Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser
165 170 175

Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr
180 185 180
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Ala Cys Glu Val Thr His Gin Gly Leu Ser Ser Pro Val Thr Lys Ser
195 200 205

Phe Asn Arg Gly Glu Cys
210

<210> 38
<211> 443
<212> PRT
<213> Artificial

<220~
<223> 11B87-HCgammai

<400> 38

“| Glu Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gin

11 5 10 15

| Ser Leu Ser Leu Thr Cys Ser Val Thr Gly Tyr Ser lle Thr Ser Asn
20 25 30

Tyr Trp Giy Trp Hle Arg Lys Phe Pro Gly Asp Lys Met Giu Trp Met
35 40 45

Gly Tyr e Thr Tyr Ser Gly Ser Thr Ser Tyr Asn Pro Ser Lau Lys
50 55 6C

Ser Arg lle Ser lle Thr Arg Asp Thr Ser Lys Asn Gin Phe Phe Leu
€5 70 75 80

Gin Leu Asn Ser Val Thr Ser Glu Asp Thr Alz Thr Tyr Tyr Cys Ala
85 80 85

lle Thr Thr Phe Tyr Tyr Trp Gly Gin Gly Val Met Val Thr Val Ser
100 105 110

Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser
: 115 120 125

- Lys Ser Thr Ser Giy Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp
13C 135 140

Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr
145 150 155 160

Ser Gly Val His Thr Phe Pre Ala Val Leu Gin Ser Ser Gly Leu Tyr
185 170 175
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Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Gin
180 185 180

Thr Tyr Hie Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp
185 200 205

Lys Lys Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro
210 215 220

Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro
225 230 235 240

Pro Lys Pro Lys Asp Thr Leu Met lie Ser Arg Thr Pro Giu Val Thr
245 250 255

Cys Val Val Val Asp Val Ser His Giu Asp Pro Glu Vai Lys Phe Asn
2580 285 270

Trp Ty{ Val Asp Gly Val Giu Val His Asn Ala Lys Thr Lys Pro Arg
275 280 285

Glu Glu GIn Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Vai
280 285 300

Leu His Gin Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser
305 310 315

Asn Lys Ala Lau Pro Ala Pro lie Glu Lys Thr lle Ser Lys Ala Lys
325 330 335

Gly GIn Pro Arg Glu Pro Gin Val Tyr Thr Leu Pro Pro Ser Arg Asp
340 345 350

Giu Leu Thr Lys Asn Gin'Val Ser Leu Thr Cys Leu Val Lys Gly Phe
355 360 365

Tyr Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly Gin Pro Glu
370 376 380

Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe
385 390 395 400

Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gin Gin Gly
405 410 415
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Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr
420 425 430

Thr Gin Lys Ser Leu Ser Leu Ser Prc Gly Lys
435 440

<210> 39
<211> 438

|<212> PRT

<213> Artificial

<220> ‘
<223> 11B7 HC gammaz

<400> 39 -
Glu Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Va! Lys Pro Ser Gin

|1 5 10 15

Ser Leu Ser Leu Thr Cys Ser Val Thr Sly Tyr Ser lle Thr Ser Asn
20 25 30

Tyr Trp Giy Trp lie Arg Lys Phe Pro Gly Asp Lys Met Glu Trp Met
35 40 45

Gly Tyr lle Thr Tyr Ser Gly Ser Thr Ser Tyr Asn Pro Ser Leu Lys
50 55 80

Ser Arg lie Ser lle Thr Arg Asp Thr Ser Lys Asn Gin Phe Phe Leu
65 70 75 80

1 Gin Leu Asn Ser Val Thr Ser Glu Asp Thr Ala Thr Tyr Tyr Cys Ala

85 90 95

lle Thr Thr Phe Tyr Tyr Trp Gly Gin Gly Val Met Vai Thr Val Ser
100 105 110

Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Alza Pro Cys Ser
115 120 128

Arg Ser Thr Ser Glu Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp
130 135 140

Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr
145 150 155 160

Ser Gly Val His Thr Phe Pro Ala Vai Leu Gin Ser Ser Gly Leu Tyr
165 170 175 '
Page 19




41800PWO 8T25

Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Asn Phe Gly Thr Gin
180 185 190

Thr Tyr Thr Cys Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp
' 185 200 205

Lys Thr Val Giu Arg Lys Cys Cys Val Glu Cys Pro Pro Cys Pro Ala
210 215 220

Pro vPro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys
225 230 235 240

Asp Thr Leu Met lie Ser Arg Thr Pro Glu Val Thr Cys Val Val Val
245 250 255

Asp Val Ser His Glu Asp Pro Glu Val Gin Phe Asn Trp Tyr Val Asp
280 265 270

Gly Val Giu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gin Phe
S 275 280 285 :

Asn Ser Thr Phe Arg Val Val Ser Vai Leu Thr Val Val His Gin Asp
290 295 300

Trp Leu Asn Gly Lys Giu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu
308 310 315 320

Pro Ala Pro lle Glu Lys Thr lle Ser Lys Thr Lys Gly Gin Pro Arg
325 330 335

Giu Pro Gin Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys
340 345 350

Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
355 360 385

lle Ala Val Glu Trp Giu Ser Asn Gly Gin Pro Glu Asn Asn Tyr Lys
370 375 380

Thr Thr Pro Pro Met Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
385 390 385 400

Lys Leu Thr Val Asp Lys Ser Arg Trp Gin Gin Gly Asn Vai Phe Ser
405 410 415
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Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gin Lys Ser
420 425 430

Leu Ser Leu Ser Pro Gly Lys
435

<210> 40
<211> 214
<212> PRT
<213> Artificial

<220>
<223> 11D5 LC kappa

<400> 40

Asp lie Gin Met Thr Gin Ser Pro Ser Ser Met Ser Thr Ser Leu Gly

R L 5 : 10 15

Asp Arg Val Thr lle Thr Cys Arg Ala Ser Gln Asp lle Gly Asn Tyr
20 25 30

Leu Ser Trp Phe Gin Gin Lys Val Gly Lys Ser Pro Arg Arg Met lie
35 40 45

Tyr Gly Ala lle Lys Leu Ala Val Gly Vai Pro Ser Arg Phe Ser Gly
50 55 60

Ser Arg Ser Gly Ser Asp Tyr Ser Leu Thr lie Ser Ser Leu Gl Ser
85 70 75 80

| Giu Asp Met Ala lle Tyr Tyr Cys Leu Gin Tyr lle Gin Phe Pro Leu

85 o 85

Thr Phe Gly Ser Gly Thr Lys Leu Glu Leu Lys Arg Thr Val Ala Ala
100 105 110

Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu Gin Leu Lys Ser Gly
115 120 125

Thr Ala Ser Val Val Cys Leu LLeu Asn Asn Phe Tyr Pro Arg Glu Ala
130 135 140

Lys Val Gin Trp Lys Vai Asp Asn Ala Leu Gin Ser Gly Asn Ser GIn
145 150 185 160

Glu Ser Val Thr Glu Gin Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser
185 170 175
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Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr
180 185 190

Ada Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys Ser
195 200 205

Phe Asn Arg Gly Glu Cys
210

<210> 41
<211> 443
<212> PRT
<213> Artificial

e 12220
“1<223> 11D5 HC gamma?

<400> 41
Glu Val Gin Leu Gin Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Gin
1 5 10 15

Ser Leu Ser Leu Thr Cys Ser Val Thr Gy Tyr Ser lie Thr Ser Asn
20 25 30

Tyr Trp Gly Trp lie Arg Lys Phe Pro Gly Asn Lys Met Giu Trp lle
35 40 45

Gly His ile Thr Asn Ser Gly Asn Thr Thr Tyr Asn Pro Ser Leu Lys
50 55 50

- Ser Arg lie Ser lle Ser Arg Asp Thr Ser Arg Asn Gin Phe Phe Leu

{65 70 75 80

Gin Leu Asn Ser Val Thr Thr Giu Asp Thr Ala Thr Tyr Tyr Cys Ala
85 80 95

Lys Gly Ala Phe Asp Tyr Trp Gly Gin Gly Val Met Val Thr Val Ser
100 105 110

Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser
115 120 125

l.ys Ser Thr Ser Gly Gly Thr Ala Ala Leu Giy Cys Leu Val Lys Asp
130 135 140

Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr
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145 150 185 160

Ser Gly Val His Thr Phe Pro Ala Val Leu Gin Ser Ser Gly Leu Tyr
165 170 175

Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Lau Gly Thr Gin
180 185 180

Thr Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys Val Asp
185 200 205

Lys Lys Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro
210 215 220

. Cys Pro Ala Pro Giu Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro

11225 230 235 240

- 1Pro Lys Pro Lys Asp Thr Leu Met ile Ser Arg Thr Pro Glu Val Thr
245 250 255

Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn
280 285 270

Trp Tyr Val Asp Gly Vat Giu Val His Asn Ala Lys Thr Lys Pro Arg
275 280 285

Glu Glu Gin Tyr Asn Ser Thr Tyr Arg Val Vai Ser Val Leu Thr Val
200 285 300

Leu His Gin Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser
320

© 1305 310 315

Asn Lys Ala Leu Pro Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys
325 330 335

Gly Gin Pro Arg Glu Pro Gln Vai Tyr Thr Leu Pro Pro Ser Arg Asp
340 345 350

.Glu Leu Thr Lys Asn Gin Val Ser Leu Thr Cys Leu Vai Lys Gly Phe
355 360 365

Tyr Pro Ser Asp lle Ala Val Glu Trp Glu Ser Asn Gly Gin Pro Glu
370 375 380

Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe
385 390 395 400
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Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gin Gin Gly
405 410 415

Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr
420 425 430

Thr Gin Lys Ser Leu Ser Leu Ser Pro Gly Lys
435 440

<210> 42
<211> 439
<212> PRT
<213> Artificial

- | <220>

1<223> 11D5 HC gamma2

<400> 42

Glu Val Gin Leu Gin Giu Ser Giy Pro Gly Leu Val Lys Pro Ser Gin
1 5 10 15 :

Sef Leu Ser Leu Thr Cys Ser Val Thr Gly Tyr Ser lle Thr Ser Asn
20 25 _ 30

Tyr Trp Gly Trp Hle Arg Lys Phe Pro Gly Asn Lys Met Giu Trp Hle
T35 40 45

Gly His lle Thr Asn Ser Giy Asn Thr Thr Tyr Asn Pro Ser Leu Lys
50 55 80 :

[ Ser Arg lie Ser Iié Ser Ar'g Asp Thr Ser Arg Asn Gin Phe Phe Leu
165 70 75 _ 80

Gin Leu Asn Ser Val Thr Thr Glu Asp Thr Ala Thr Tyr Tyr Cys Ala
85 g0 g5

Lys Gly Ala Phe Asp Tyr Trp Gly Gin Gly Val Met Val Thr Val Ser
100 105 110

 Ser Ala Ser Thr Lys Giy Pro Ser Val Phe Pro Leu Ala Pro Cys Ser
115 120 125

Arg Ser Thr Ser Glu Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp
130 135 140

Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ata Leu Thr
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145 150 165 160

Ser Gly Val His Thr Phe Pro Ala Val Leu Gin Ser Ser Giy Leu Tyr
165 170 175

Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Asn Phe Gly Thr Gin
180 185 190

Thr Tyr Thr Cys Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp
195 200 205

Lys Thr Vai Glu Arg Lys Cys Cys Val Glu Cys Pro Pro Cys Pro Ala
210 215 220

—._|Pro Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys

‘225 230 235 240

Asp Thr Leu Met lle Ser Arg Thr Pro Giu Val Thr Cys Val Val Val
245 250 255

Asp Val Ser His Glu Asp Pre Glu Vai Gin Phe Asn Trp Tyr Val Asp
260 265 270

Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gin Phe
275 280 285

Asn Ser Thr Phe Arg Val Val Ser Val Leu Thr Va! Val His Gin Asp
290 295 300

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu

1305 310 315 320

Pro Ala Pro lle Glu Lys Thr lie Ser Lys Thr Lys Gly Gin Pro Arg
325 330 335

Glu Pro Gin Val Tyr Thr Leu Pro Pro Ser Arg Glu Giu Met Thr Lys
340 345 350

Asn Gin Val Ser Leu Thr Cys Leu Vai Lys Gly Phe Tyr Pro Sér Asp
358 360 365

lie Ala Val Glu Trp Giu Ser Asn Gly Gin Pro Glu Asn Asn Tyr Lys
370 375 380

Thr Thr Pro Pro Met Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
385 390 395 400
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Lys Leu Thr Val Asp Lys Ser Arg Trp Gin Gin Gly Asn Val Phe Ser
405 410 415 _

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gin Lys Ser
420 425 430

Leu Ser Leu Ser Pro Gly Lys
435

<210> 43
<211> 128
<212> PRT
<213> Artificial

~. {<220>
2 1<223> Hum11B7-VLk

<400> 43

Met Asp Met Arg Val Pro Ala Gin Leu Leu Gly Leu Leu Leu Leu Trp
1 5 10 15

Leu Arg Gly Ala Arg Cys Asp lie GlIn Met Thr Gin Ser Pro Ser Ser
20 25 30

Leu Ser Ala Ser Val Gy Asp Arg Val Thr lie Thr Cys Arg Ala Ser
35 40 45

Gin Asp lie Gly Asn Leu Arg Trp Tyr Gin Gin Lys Pro Gly Lys Ala
50 65 60 :

| Pro Lys Leu Leu le Tyr Gly Ala Thr Asn Leu Ala Ala Gly Val Pro
85 70 75 80

Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle
85 90 95

Ser Ser Leu Gin Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gin Ser
100 105 110 ‘

Lys Glu Ser Pro Trp Thr Phe Gly Gin Giy Thr Lys Val Glu lie Lys
‘ 115 120 125

<210> 44
<211> 132
<212> PRT
<213> Arificial
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<220=>
<223> Hum11B7-VH

<400> 44

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Alz Pro Arg Trp
i 5 10 15

Val Leu Ser Gin Vai Gin Leu Gin Glu Ser Giy Pro Gly Leu Val Lys
20 25 30

Pro Ser Giu Thr Leu Ser Leu Thr Cys Thr Val Ser Giy Gly Ser lle
35 40 45

Sér Ser Asn Tyr Trp Gly Trp lie Arg Gin Pro Pro Gly Lys Gly Leu
50 55 60

Glu Trp lle Gly Tyr lle Thr Tyr Ser Gly Ser Thr Ser Tyr Asn Pro
85 70 75 80 ‘

Ser Leu Lys Ser Arg Val Thr lle Ser Val Asp Thr Ser Lys Asn Gin
85 80 95

Phe Ser Leu Lys Leu Ser Ser Val Thr Ala Ata Asp Thr Ala Val Tyr
100 105 110

Tyr Cys Ala Arg Thr Thr Phe Tyr Tyr Trp Gly Gin Gly Thr Leu Val
115 . 120 125

Thr Val Ser Ser
130

<210> 45
<211> 132
<212> PRT
<213> Artificial

<220>
<223> Hum11D5-VH

<400> 45
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp
1 5 10 15

Val Leu Ser Gin Val Gin Leu Gin Ghlu Ser Gly Pro Gly Leu Val Lys
20 25 30

Pro Ser Glu Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Gly Ser lle
35 40 45
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Ser Ser Asn Tyr Trp Gly Trp He Arg Gin Pro Pro Gly Lys Giy Leu
50 55

Glu Trp lle Gly His lie Thr Asn Ser Gly Asn Thr Thr Tyr Asn Pro
65 70 75 80

Ser Leu Lys Ser Arg Val Thr ite Ser Val Asp Thr Ser Lys Asn Gin
85 &0 95

Phe Ser Leu Lys Leu Ser Ser Val Thr Aa Ala Asp Thr Ala Val Tyr
100 105 110

Tyr Cys Ala Arg Gly Ala Phe Asp Tyr Trp Gly Gin Gly Thr Leu Val
115 120 125

Thr Val Ser Ser
130

<210> 45
<211= 129
<212> PRT
<213> Artificial

<220>
<223> Hum11D5-VLK

<400> 46
Met Asp Met Arg Val Leu Afa Gin Leu Leu Gly Leu Leu Leu Leu Cys
1 5 10 15

| Phe Pro Gly Ala Arg Cys Asp lle Gln Met Thr Gin Ser Pro Ser Ser
20 30

Leu Ser Ala Ser Val Gly Asp Arg Vai Thr He Thr Cys Arg Ala Ser
35 40 45

Gin Asp lie Gly Asn Tyr Leu Ser Trp Phe Gin Gin Lys Pro Gly Lys
50 55 80

Ala Pro Lys Ser Leu lie Tyr Gly Ala lie Lys Leu Ala Val Gly Val
85 70 75 80

Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr
85 90 95

lle Ser Ser Leu Gln Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gin
Page 28
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100 105 110

Tyr lie Gin Phe Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu lle
115 120 125

Lys

<210> 47
<211> 427
<212> DNA
<213> Avrtificial

<220>
<223> Hum11B7-VLk

- |<400> 47

' |aaltaasagce tageaagett gecacceatag atatgegtgt acctgeacag cigttaggac 60
tgctictget ciggettagg ggageaagat gogacatcea gatgactcag ageccaaget 120
ceitgictge cagtgigggt gatagggtca cealaacely tegagetica caggatateg 180
gcaactacct acgetggtat cagcagaaac cgggcaaage cccaaagcetyg cigatcfaty 240
gecgecaccaa fctggetget ggtgttecet ctcggttcag foggtctaga tcaggeacag 300
acticacact caccatttce agcctccaac cocgaggactt igegacgtac tactgetige 360
agtccaagga atccecttgg acattiggge aagggactaa ggtggagatt aagegtacga 420
attaaaa 427

<210> 48

<211> 429
<212> DINA

| <213> Adtificial

<220>
<223> Humt1B7-VH

<400> 48 _
aattaaggta ccaagcttge caccaigaag cacctetggt totttctect getagtgget 60

getecteget gogtgttaag ceaggttcag itgcaggaat ctggaccagg aciggtcasa 120

coctetgaga cactgtcact gacatgeact gigtcaggty getccattte ctecaactat 180

| tgaggctgga ticggcaacc tccgggaaaa gggcetigagt ggataggceta catcacctat 240
tctgggagta cctectacaa tcccagictt aagagcagygg igactatcag cgtagacace 300
tccaagaace agtttagect caagetgagt tctgtgactg cageggatac agecgtctac 360

{attgigcea gaaccacgtt ctactatigg goicagggea cattagicac cgitagcica 420

gegaatiaa 429
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<210> 49
<211> 427
<212> DNA
<213> Artificial

<220>
<223> Hum11D5-Vik

<400> 49
aattaaaagc tagcaagcett gccaccatgy atatgegegt cttageceaa ctactegate 80

tgcttctgtt gtgetttcca ggagecaggt gtgacateca gatgacacag tccectagia 120
gectgtetge gietgtagge gatcgagtga ceattaccty cagagettes caggatatty 180

gcaactatct gagetggttt cagcagaaac caggcasage acccaagagt cicatetatg 240

- gggccatcaa getcgetgtt ggtgtgectt cacgotitic cggatetgag tecaggeacag 300

"1 acticactct gaccatttce agecticaac cggaagactt cgcaacgtac tactgtctge 360
agtacaicca gttcocctlg actticgaty gagggacaaa ggigyagata asagegtacga 420
attaaas 427

<210> 50

<211> 429

<212> DNA

<213> Artificial

<220>
<223> Hum11D5-VH

<400> 50
aattaaggta ccaagcttge caccatgaag catotgiggt tottictget getigigget 60

getoctaggt gggtgttaag coagaticag ctecaggaat ciggtecegg attggtgasa 120

| ccgagigaga ctetatecet gacatgeace gitagtggag geagtatete tagcaactat 180
tggggctgga ttcggcaace acctggtaag ggcecttgagt gyatigggea catcaccaac 240
tctgggaata ccacctacas tecctceoty aaatcacgeg teacgataag cgtggacact 300
tccaagaacc agtictcoct caagctcica agegtcacag cageggatac agecgtatac 360
tacigigcaa gagggocctt tgaciattgg ggacagggcea catiggigac tgtecagetca 420

| gegaattaa 429

<210> 51

<211> 20

<212> DNA

<213> Artificial

<220>

<223> primer kappa_GSP1
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<400> 51
gatggatges tgglgeage

<210> 52
<211> 20
<212> DNA
<213> Arfificial

<220>
<223> primer new_kappa_GSP1

400> 52

atagatacag ftggtgcage

<210> 53
<211> 18
<212> DNA

213> Artificial

<220> :
<223> primer heavy_GSP1

<400> 53
cagggtcacc atggagtia

<210> 54
<211> 32
<212> DNA
<213> Adificial

<220>
<223> primer Xhol-hGSP2

<400> 54
ccgctegage ggeogttica getecagcett gg

< 1<210> 55
<211= 32
<212> DNA
<213> Artificial

<220>
<223> primer Xhol-nGSP2

<400> 55

<210> 56
<Z211> 21
<212> DNA
<213> Arificial

<220>
<223> primer RT-gamma

cegetegage gggecagtog atagacagat gg

41800PWO 5T25

20

20

16

32

32
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<400> 56
gegtgtagty gitgtgeaga g

<210> 57
<211> 16
<212> DNA
<213> Artificial

<220>
<223> primer RT-gamma2

<400> 57
gggctigeeg geegtg

<210> 58
<211> 2D
<212> DNA

. [<213> Artificial

<220>
<223> primer RT-kappa

<400> 58
tggaactgag gagcaggigg

<210> 58
<211> 38
<212> DNA
<213> Ariificial

<220>
<223> primer §' Blp

<400> 59
agataagctt tgcicagegt ccaccaaggg cecateggt

- [<210> 60

N<211> 34
<212> DNA
<213> Artificial

<220>
<223> primer 3' Bam(GAG)

<400> 860
agatggatee teattfacee ggagacaggg agag

<210> 81
<211> 38
<212> DNA

| <213> Artificial

<220>
<223> primer &' Bsi:

<400> &1

41800PWOC ST25
21

16

20

39

34
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agataagctt cglacggtog ctgcaccate igtcticat

<210> 62
<211> 36
<212> DNA
<213> Artificial

<220>
<223> primer 3' Bam(CTT)

<400> 62
agatggatec ctaacactct ceectgtiga agelct

<210> 83
<211> 42
<212> DNA
<213> Artificial

) <220>

<223> primer VL-11B7-&'

<400> 83
agataagcett gigeaticeg acatccagat gacecagycet oo

-1<210> 64

<211> 33
<212> DNA
<213> Artificial

<220>
<223> primer VL-11B7-3'

<400> 64
agatcgtacg titcagctce agetiggige cte

<210> 65

“ | <211> 45

1 <212> DNA
<213> Artificial

<220>
<223> primer VL-1105-5'

<400> 65
agataagctt gtgeaticey acatecagat gacccagtct ceate

<210> 65
<211> 27
<212> DNA
<213> Ariificial

220>
<223> primer VL-11D5-3'

<400> 66
agaicgtacy fttcagcettg giccecag

38

36

42

33

45

27
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<210> 87
<211> 42
<212> DNA
<213> Artificial

<220>
<223> primer VH-11B7/11D5-5'

<400> 67
agataagctt gtgcaticeg aggtgcaget teaggagica gg

<210> 68
<211> 36
<212> DNA
<213> Artificial

<220>
<223> primer VH-1187/1105-3'

<400> 68
agatgctgag ctgacagtga ccatgactee ttggee

<210> 69
<211> 37
<212> DNA
<213> Ariificial

<220>
<223> primer MOUSE1

<400> 69
gcgaattcge caccatggge agggtccege tggecty

<210> 70
<211> 34
<212> DNA
1<213> Artificial

<220>
<223> primer MOUSEZ

<400> 70
cagccgaggt ataggeigte acagacacag teag

<210> 71

- <211> 30
<212> DNA
<213> Artificial

<220>
<223> primer MOUSE3

<400> 71
gcaccetgtt agggtacegg cltggeatate

41800PWO ST25

42

38

37

34

30
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<210> 72
<211> 39
<212> DNA
<213> Artificial

<220>
<223> primer MOUSE4

<400> 72

ataagaatge ggecgetcag gotccgtcc’i cetgeecty

<210> 73
<211> 31
<212> DNA
<213> Artificial

<220>

.. 1<223> primer CYNO1

|<400> 73
aattcgecac catggegtyg cugtgeceea g

<210> 74
<211> 31
<212> DNA
<213> Ariificial

<220~
<223> primer CYNO2

<400> 74
ctetgaccte gtgeagatgg caatcticat ¢

<210> 75
<211> 24
<212> DNA
L 1<213> Artificial

<220>
<223> primer CYNQ3

<400> 75
giggceegety cetgtgiect caic

<210> 76
<211> 39
1<212> DNA
<213> Artificial

<220=
<223> primer CYNO4

<400> 76

atzagaatgc ggecgetcag geaccateet cetgeccig

41800PWO 8725

39

31

31

24

38
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<210> 77
211> 38
<212> DNA
<213> Artificial

<220>
<223> primer MER1

<400> 77 _
cggaaticge caccaigggg ceggececyce tgeecge

{<210> 78
<211> 25
<212> DNA
<213> Artificial

<220>
<223> MER2

" 1| <400> 78

tcggetgeea tictggecaa citee

<210> 79
<211> 32
<212> DNA
<213> Artificial

<220>
<223> primer 5KY1

<400> 79
cggaattcge caccatggeg cigaggegga ge

<210> 80
<211> 33
<212> DNA
<213> Artificial

| <220>
<223> primer SKY2

<400> 80
gccctegage taacagetac tgtgtggeag tag

<210> 81
<211> 51
<212> DNA
<213> Artificial

<220>
<223> leader sequence

<400> 81

41800PWO ST25

36

25

32

33

atgggigaca atgacatcea cttigecettt ctetecacag gigtgeatic ¢

<210> 82
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<211> 17
<212> PRT
<213> Artificial

<220>
<223> leader sequence

<400> 82
Met Gly Asp Asn Asp ile His Phe Ala Phe Leu Ser Thr Gly Val His
1 5 10 15

Ser

<210> 83
<211> 2682
<212> DNA

| <213> Macaca fascicularis

<400> 83
atggegtoge ggtgceccag gatgggeagg gtcoogetgg cotggigett ggegeigtge 80

ggctgggtgt geatggecee caggggeaca caggeigaag aaagtccttt cgigogtaac 120
ccagggaata tcacaggige ceggggacte acgggeacce ticggtgica getecaggtt 180 |
cagggagagce ccocccgaggt acactggctt cgggacyggac agatectgga gefcgeggac 240
agtacccaga cecaggtgec cetgagtgaa gatgageagy atgactggat agtggtcage 300
cagetcagaa tegecteset acagetitoe gacgogggac agtaccagty tttogigttt 360
cigggacate agaacttegt gtcccagect ggetacgtag gactggaggy citaccttac 420
ticotggagg agectgagga caggactgly gecgecaaca coocctteaa cetgagetge 480

caagcccagg gaccecccaga geecgiggac clactetgge fccaggétgc tgtcceeetg 540

(. gecacageic caggteatgg tececcagege aacctgeatg ticcaggget gaacaagaca 600

fcetettict cotgegaage cecataacgece aagggagica cecacateccy cacggecace 660
atcacagigc tcceccagea gcccc;gtaac ctooatetgg tetccegeca acccacggag 720
ctggaggigg ctiggactce aggectgage ggcétctacc ccctgaccca ctgeaccclg 780
 caggcigtge tgtcagacga tgggatggge atccaggegg gagaaccaga scccccagag 840
gagococtea cotigeaage atctgigece cocccaccags tiegactggy cagectecat 800
cctecacacce cﬁatcacat cegigtogea tgcaccagea gecagggeee cteatcctgg 960
acacactgge ticcigtgga .gacgccggag ggagtgcccc tgggcceccec tgagaacatt 1020
agtgccacge goaatgggag cecaggectic gtgcatigge aggagecceg ggegeceetg 1080
cagggtacce tgtiagggta cocggetggeg tatcaaggee aggacaccce agaggtacta 1140
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atggacatag ggctaaggca agaggtgace ctggagetge agggggacag gictgtgice 1200

aatctgacag tgtgigigge agectacact getgeigggg atggacceetg gagectccca 1260
gtaccectgg aggectggeg cecagggeaa goacagecaq tecaccaget ggtgaaggas 1320
acttcagcic ctgecticic glogecetgy tggtatatac tgctaggage agtcgtggcc 138G
getgectgty toctcatett ggetetette cligtecace ggc‘c.;éa.a;aa angacccgt 1440
tatggagaag igitcgagece aacagtggaa égaggtgaac tggtagicag gtaccgogig §500
cgcaagtect acagtegeeg gaccacigaa getaccetiga acagectyggg caicagtgaa 1560
gagctgaagy agaagetgcy ggatytgaty gtggaccgge acaaggigge cetggggaag 1620
actctyggag aaggagagtt tggageegig atggaaggee agetcaacca ggacgactee 1680

atcctcaagyg tggctgtgaa gacaatgaag attgecatet geacaaggte agagetggag 1740

o gatttcctga gigaageagt ctycatgaag gaattcgace atcccaatgt catgaggete 1800

atcggigtict giticcaggg tictgaacga gagagetitc cageacctot ggtcatctta 1860
ccittcatga ageatggaga cetacacage ticctectet attcocgget tggggaccag 1820
ccagtgtace tgeecactca gatgetagty aagticatgg cggacatege cagtggcatg 1980
gaatatctga gtaccaagag aticatacac cgggaccigg cggecaggaa ctgeatgety 2040
aatgagaaca fgtccyigly tolggeagac itegggetict ceaagaagat ctacaacggg 2100
gactactace gececagggacy taicgccaag atgccagica agtggatige catigagagt 2160
ctagetgace gigtctacac gageaagagt gaigtgtagt coticggggt gacaatgtgy 2220
gagatigcca caagaggcca aaccccatat ccaggegtgg agaacagega gatitatgac 2280

tatctgegee agggaaatcg cotgaageag cetgeggact gtetgaatgg actgtatace 2340

~ | tgatgtege ggtgetggga getaasatece caggaccyge caagttitac agagetgegg 2400

gaagattigq agaacacact gaaggeettg ceteetgece aggageciga cgaaatecic 2460
tatgtcaaca tggatgaagg tggaggtiat cetgaaccic ceggegetoe tggaggaget 2520
gaccccccaa cocagcefaga cectaaggat fectgtaget gecteacttc ggeigaggic 2580
catccigety gacgetatgt cetetgecct tecacagece ctageeecge teageciget 2540
gatagggget cccocageage cocagggeag gaggatgglig oo 2682
<210> 84

<211> 894

<212> PRT

<213> Macaca fascicularis

<4Q0> B84

Met Ala Trp Arg Cys Pro Arg Met Gly Arg Val Pro Leu Ala Trp Cys
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1 5 10 15

Leu Ala Leu Cys Giy Trp Val Cys Met Ala Pro Arg Gly Thr Gin Ala
20 25 30

Glu Glu Ser Pro Phe Val Gly Asn Pro Gly Asn-lle Thr Gly Ala Arg
35 40 45 ,

Gly Leu Thr Gly Thr Leu Arg Cys Gin Leu Gin Val Gin Gly Glu Pro
50 55 80

Pro Glu Val His Trp Leu Arg Asp Gly Gin Hle Leu Glu Leu Ala Asp
65 70 75 80

.. 1 Ser Thr Gin Thr Gin Val Pro Leu Gly Giu Asp Giu Gin Asp Asp Trp

85 a0 95

lle Val Val Ser Gin Leu Arg Hle Ala Ser Leu Gin Leu Ser Asp Ala
100 105 110

 Gly Gin Tyr Gin Cys Leu Val Phe Leu Gly His Gin Asn Phe Val Ser
115 120 125

Gin Pro Gly Tyr Val Gly Leu Glu Giy Leu Pro Tyr Phe Leu Giu Glu
130 135 140

Pro Glu Asp Arg Thr Val Ala Ala Asn Thr Pro Phe Asn Leu Ser Cys
145 150 155 160

i Gin Ala Gln Gly Pro Pro Glu Pro Val Asp Leu Leu Trp Leu Gin Asp

165 170 175

Ala Val Pro Leu Ala Thr Ala Pro Gly His Giy Pro GiIn Arg Asn Leu
180 185 190

His Val Pro Gly Leu Asn Lys Thr Ser Ser Phe Ser Cys Giu Ala His
195 200 205

' Asn Ala Lys Gly Val Thr Thr Ser Arg Thr Ala Thr lle Thr Val Leu
210 215 220

Pro Gin Gin Pro Arg Asn Leu His Leu Val Ser Arg Gin Pro Thr Glu
225 230 235 240

Leu Glu Val Ala Trp Thr Pro Gly Leu Ser Gly lie Tyr Pro Leu Thr
245 250 255
Page 39



41800PWO ST25

His Cys Thr Leu Gin Ala Val Leu Ser Asp Asp Gly Met Gly lle Gin
260 265 270

Ala Gly Glu Pro Asp Pro Pro Glu Glu Pro Leu Thr Leu Gin Ala Ser
275 280 285

Val Pro Pro His Gin Leu Arg Leu Gly Ser Leu His Pro His Thr Pro
290 295 300

Tyr His lle Arg Val Ala Cys Tnr Ser Ser Gin Gly Pro Ser Ser Trp
305 310 315 320

Thr His Trp Leu Pro Val Glu Thr Pro Giu Gly Val Pro Leu Gly Pro
325 330 335

Pro Glu Asn e Ser Ala Thr Arg Asn Gly Ser Gin Ala Phe Val His
340 345 350

Trp Gin Glu Pro Arg Ala Pro Leu Gin Gly Thr Leu Leu Gly Tyr Arg
385 380 365

Leu Ala Tyr Gin Gly Gin Asp Thr Pro Glu Val Leu Met Asp lie Gly
370 375 380

Leu Arg Gin Glu Val Thr Leu Glu Leu Gin Gly Asp Gly Ser Val Ser
385 380 385 400

Asn Leu Thr Vai Cys Vai Ala Ala Tyr Thr Ala Aia Gly Asp Gly Pro
405 410 415

Trp Ser Leu Pro Val Pro Leu Glu Ala Trp Arg Pro Gly Gin Ala Gin
420 425 430

Pro Val His GIn Leu Val Lys Glu Thr Ser Ala Pro Ala Phe Ser Trp
435 440 445

Pro Trp Trp Tyr lle Leu Leu Gly Ala Vai Val Ala Ala Ala Cys Val
450 455 480

Leu lle Leu Ala |.eu Phe Leu Val His Arg Arg Lys Lys Giu Thr Arg
465 470 475 480

Tyr Gly Glu Val Phe Giu Pro Thr Val Glu Arg Gly Glu Leu Val Val
485 490 495
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Arg Tyr Arg Val Arg Lys Ser Tyr Ser Arg Arg Thr Thr Giu Ala Thr
500 505 510

Leu Asn Ser Leu Gly lle Ser Glu Glu Leu Lys Giu Lys Leu Arg Asp
515 520 525

Val Met Val Asp Arg His Lys Val Ala-Leu Gly Lys Thr Leu Gly Glu
530 536 540

Gly Glu Phe Gly Ala Val Met Glu Gly Gin Leu Asn Gin Asp Asp Ser
545 550 555 580

lie Leu Lys Val Ala Val Lys Thr Met Lys lle Ala lie Cys Thr Arg
565 57C 575

| Ser Glu Leu Glu Asp Phe Leu Ser Glu Ala Val Cys Met Lys Giu Phe
580 585 590

Asp His Pro Asn Val Met Arg Leu lie Gly Val Cys Phe Gin Gly Ser
585 800 805

Glu Arg Glu Ser Phe Pro Ala Pro Val Val lle Leu Pro Phe Met Lys
610 815 620

His Giy Asp Leu His Ser Phe Leu Leu Tyr Ser Arg Leu Gly Asp Gin
825 830 635 840

Pro Val Tyr Leu Pro Thr Gin Met Leu Val Lys Phe Met Ala Asp lle
845 - 650 855

Ala Ser Gly Met Giu Tyr Leu Ser Thr Lys Arg Phe lle His Arg Asp
860 : 665 670

Leu Ada Ala Arg Asn Cys Met Leu Asn Glu Asn Met Ser Val Cys Val
675 680 685

Ala Asp Phe Gly Leu Ser Lys Lys lie Tyr Asn Gly Asp Tyr Tyr Arg
690 695 700

Gin Gly Arg lle Ala Lys Met Pro Vai Lys Trp lle Ala lte Glu Ser
705 710 715 720

Leu Ala Asp Arg Val Tyr Thr Ser Lys Ser Asp Val Trp Ser Phe Gly
725 730 735
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Val Thr Met Trp Glu lle Ala Thr Arg Gly Gin Thr Pro Tyr Pro Gly
740 745 750

Val Glu Asn Ser Glu lle Tyr Asp Tyr Leu Arg Gin Gly Asn Arg Leu
755 780 765

Lys Gln Pro Ala Asp Cys Leu Asp Gly Leu Tyr Ala Leu Met Ser Arg
770 775 780

Cys Trp Glu Leu Asn Pro Gin Asp Arg Pro Ser Phe Thr Giu Leu Arg
785 790 795 800

Glu Asp Leu Giu Asn Thr Leu Lys Ala Leu Pro Pro Ala Gin Giu Pro
' 805 810 815

Asp Glu ile Leu Tyr Val Asn Met Asp Glu Gly Gly Gly Tyr Pro Glu

820 825 830

Pro Pro Gly Ala Ala Gly Gly Ala Asp Pro Pro Thr Gin Leu Asp Pro
835 840 845

Lys Asp Ser Cys Ser Cys Leu Thr Ser Ala Glu Val His Pro Ala Giy
850 855 860 :

Arg Tyr Vial Leu Cys Pro Ser Thr Ala Pro Ser Pro Ala Gin Pro Ala
‘865 870 875 880

Asp Arg Gly Ser Pro Ala Ala Pro Gly Gin Glu Asp Gly Ala
885 830
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