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FIG. 2B

Framework 3

BbsI
PI{E D

BamiI

FOAT/VY Y C!
AT

F

Y

F A T

F AT Y Y CLE @

L B
L E E D

S
s

D F T L T

[

I 8 8§ L B P{E D

T b F T L T
G T D F T L T

©

D

B

wmnwn Wy

WwYwovvwoo

w v

(VAR

VLk3
HOR07692

©

MOR07923

[}

R F 8 G

HOR07924

[}

MOR07925

w

MORO7526

Framework 3

BbsI
B

BamHI

D

§ G T Q@ A

I
I

G N T A T L T

G SN 8
G

R F 8
R F 8

VL13

E D

S G T Q A

N 8§ ¢ N T AT DL T

S

MORO7319

Framework 4

BsiWI
KR T
K{R T
K{R T
K{rR T

MscT

I
I
I
I

VLk3

X% X F|G Q|G T K V E

o
@
w0
™~
[=3
g
=

-
o
o
~
o
&
=

T FIG Q|G T K V E

-

«
N
I
~
=3
g
=

w
o~
o
~
o
g
=

KIR T

I

w0
5
@
~
=3
g
=

Framework 4

Mscl

L

v

Hpal
L T
L T

¢ T K

G G

VL13

G Q

Q

G T K vV LG

G G

o
Pl
o
e~
]
g
=]




FIG. &

I

1, oveny

1. U

STEWVES
Sl ISHMSHVRE

20/37

3
§

o

71 EabkEr sk
g isinii

HYLOMOE
~FHEM-

L
[ 2 (nl
|
Co)

foun

HIGRET IVIVES




R,

TATLTIS
DETLTIS

DF
DF
DF
DF

TLTIS
TLTIS
TLTIS
TLTIS

PoW
ATL

AT

RIBC
TLEC
TLEC

BT

TLEC
TS C

TLEC

SGDELGSE
ASQRWVEED
AJQBNIFD
ASQRNSED
ASOBNSPD
AESOBNSEDD

21/37

HWIQQKPGQARNV
GIWYQUKPGQAPR
GHEQQKPGQAPR
GHYQQKPGQAPR

YCROYYHMEY]
YCEQYILIVPE
ICROYHINRE
ICLOYFNPPH
ICFQALIMPE

LIVLGQ
WEIKRT
VEIKRT
WEIKRT
WEIKRT
WELKRT

i EESGS@
PRRFIGS

PARESGS

RESGS
RESGS

REIGS

L'g"d

Gy Ge- Qr Qe QY

I R



22/37

M K H L WP P L L L VA A P R WV L §
i TAATACGACTCACTATAGGG AGACCCAAGCTGGCTAGCGC CACCATGARACACCTGTGGT TCTTCCTCCTGCTGGTGGCA GCTCCCAGATGGGTCCTETC

~~~~~~ HCDR1
-Q vV QL V QS G AEV K K PGESLZKTI §CXKGSG6Y §&FTNZY W
101 CCAGGTGCAATTGGTTCAGA GCGGCGCGGAAGTGAAAAAA CCGGGCGAAAGCCTGAAAAT TAGCTGCAAAGGTTCCGGAT ATTCCTTTACTAATTATTGG

HCDR2
I 8 W V R Q M P G K ¢ L BE W M G ¥ I Yy Pp DD S Y T R Y S P S F Q G Q
201 ATTTCTTGGGTGCGCCAGAT GCCTGH TCTCGAGT GGATGGGCTTTATCTATCCG GATGATAGCTATACCCGTTA TTCTCCGAGCTTTCAGGGCC

v *rI $AD K S$TI ST-AY L QW S s L K ASDTASBAM Y Y CAR_F S
301 AGGTGACCATTAGCGCGGAT AAAAGCATTAGCACCGCGTA TCTTCAATGGAGCAGCCTGA AAGCGAGCGATACGGCCATG TATTATTGCGCGCGTTITTC

HCDR3
.Y R H ¥ L DM DDHWOGQ 6TILVTVS 8 458 TXG4GPr §VF P L A
403 TTATCGTCATTATCTTGATA TGGATGATCATTGGGGCCAA GGCACCCTGGTGACGGTTAG CTCAGCCTCCACCAAGGGTC CATCGGTCTTCCCCCTGGCA

» 8 § X 8 T 8§ € 6 A AL 6 ¢ L VYV EK DY F P E PV TV S§ WVN S G AL
501  CCCTCCTCCAAGAGCACCTC TGGGGGCACAGCGGCCCTEE GCTGCCTGGTCAAGGACTAC TTCCCCGARCCGGTGACGET GTCGTGGAACTCAGELGCCC

. * 8§ ¢ VHT PP AV L QS 8 ¢5L Y SL S S§VVITVP §88§L GTQ:-
601  TGACCAGCGGCGTGCACACC TTCCCGGCTGTCCTACAGTC CTCAGGACTCTACTCCCTCA GCAGCGTGGTGACCETGCCC TCCAGCAGCTTGGGCACCCA

r Yy Y ¢ NVN HEK PS8 NT KV DPDKRVE PKS§CDKT HTOCPPC
701  GACCTACATCTGCAACGTGA ATCACAAGCCCAGCAACACC AAGGTGGACAAGAGAGTTGA GCCCAAATCTTGTGACAAAA CTCACACATGCCCACCGTGC

P A P ¥ L L G G P § VYV F L F P P X PEKDP T L ¥ I SRT PEVTCV V-
801 CCAGCACCTGAACTCCTGGG GGGACCGTCAGTCTTCCTCT TCCCCCCAARACCCAAGGAC ACCCTCATGATCTCCCGGAC CCCTGAGGTCACATGCGTGE

. vV p VvV S HE B P EV K PN WY VD EV E VENARKT K PREEQQ Y-
991 TGGTGGACGTGAGCCACGAA GACCCTGAGGTCAAGITCAA CTGGTACGTGGACGGCGTGE AGGTGCATAATGCCAAGACA AAGCCGCGGGAGGAGCAGTA

.N § T Y R VV §V L TV L HQDWDLNU G KEYXCKXKV §NZEKALFP
1001  CAACAGCACGTACCGGGTGG TCAGCGTCCTCACCGTCCTG CACCAGGACTGGCTGAATGG CAAGGAGTACAAGTGCAAGE TCTCCAACAAAGCCCTCCCA

A P I EK T 8 K A K G QP R EPQUV Y T L PP S RE EMNMNTKNZQV:
1101  GCCCCCATCGAGAABACCAT CTCCAAAGCCAAAGGGCAGC CCCGAGAACCACAGGTGTAC ACCCTGCCCCCATCCCGGEA GGAGRTGACCAAGRACCAGG

§ L *r ¢ L v K G F ¥ P S§ P I A V EWUES N G QP B F NY KT T PP
1201 TCAGCCTGACCTGCCTGGTC ARAGGCTTCTATCCCAGCGA CATCGCCGTGGAGTGGGAGA GCAATGGGCAGCCGGAGAAC AACTACARGACCACGCCTCC

v L D § D GS F F L Y § K L T VDEKSR WQQGENVF 8¢5 VMIH
1301  CGTGCTGGACTCCGACGGCT CCTTCTTCCTCTACAGCAAG CTCACCGTGGACAAGAGCAG GTGGCAGCAGGGGRACGTCT TCTCATGCTCCGTGATGCAT

E A L H N HY T Q K 8§ L 85 L 8 P &K
1401  GAGGCTCTGCACAACCACTA CACGCAGAAGAGCCTCTCCC TGTCTCCGGGTARATGAGGG CCCGTTTAAACGGGTGECAT CCCTGTGACCCCTCCCCAGT

1501  GCCTCTCCTGGCCCTGEAAG TIGCCACTCCAGTGCCCACC AGCCTTGTCCT

PMORPH®2 Ig REV
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FIG. 7B

PMORPH®2_Tg_FOR
~~~~~~~~~~~~~~~~~~~~~ M K H L WPF FL LLVA APRUWVYVTLS
% TAATACGACTCACTATAGGG AGACCCARGCTGGCTAGCGC CACCATGARACACCTGTGET TCTTCCTCCTGCTGGTGGCA GCTCCCAGATGGGTCCTGTC

~~~~~~ HCDRL
.Q VvV QL VES €6 6LV P &G 8L RL 8§ CAAXESGF TF NS Y 8
101 CCAGGTGCAATTGGTGGAAA GCGGCGGCGGCUTGETECAN CCGGGCGGCAGCCTGCGTCT GAGCTECGCGECCTCCGEAT TTACCTITAATTCTTATTCT

HCDR2
M § W V R g A P G K G L E W V & Y I & & ® 8 8 T T ¥ ¥ A D 8 V XK G R
201  ATGTCTTGGGTGCGCCAAGC CCCTGGGAAGGGTCTCGAGT GGGTGAGCTATATCTCTTCT CGTITCTAGCACTACCTATTA TGCGEARTAGCGTGAAAGGCC

F T I 8 R D N 8 KN T L ¥ L QMNSSLR AEDTA AV Y Y CAR_ G Y
301  GTTTTACCATTTCACGTGAT AATTCGAAAAACACCCTGTA TCTGCAAATGAACAGCCTGC GTGCGGAAGATACGGCCGTG TATTATTGCGCGCGTGGTITA

HCpDRI e
-7 H @ M D ¥ W ¢ QG T LV TV S8 S8 A8 T Ke6P SV F P L AP S 5K
401 TTTTCATGGTATGGATTATT GGGGCCAAGGCACCCTGGTG ACGGTTAGCTCAGCCTCCAC CAAGGGTCCATCGGTCTITCC CCCTGGCACCCTCCTCCARG

§$ * 8 6 6 TA AL GCL VXK DY PFPPE®P VTV S W¥NS 64 LTS G V-
501  AGCACCTCTGGGGGCACAGC GGCCCTGGGCTGCCTGGTCA AGGACTACTTCCCCGAACCG GTGACGGETGTCETGGAACTC AGGCGCCCTGACCAGCGGCE

. H T F P A VY L Q S S8 6 L Y §£§5L 8 8V VT VPSS S L 6T QT Y I C-
401 TGCACACCTTCCCGGCTGTC CTACAGTCCTCAGGACTCTA CTCCCTCAGCAGCGTGGTGA CCGTGCCCTCCAGURGCTTG GGCACCCAGACCTACATCTG

N V N H R P S N T XKV DK RV EUPZEKSCC DXTHTCCP P C P AP E
701 CAACGTGAATCACAAGCCCA GCAACACCAAGGTGGACAAG AGAGTTGAGCCCAAATCTTG TGACARAACTCACACATGCC CACCGTGCCCAGCACCTGRA

L L 6 ¢ P 8§V F L P P PK P XD T L M I 8 RTPEV?FP ¢CVVVDVSE:
501  CTCCTGGGGGGACCETCAGT CTTCCTCTTCCCCCCAAAAC CCAAGGACACCCTCATGATC TCCCGGACCCCTGAGGTCAC ATGCGTGGTGGTGGACGTGA

¥ E D P EV K FNWY VD G V EV HNA KT XKPRUE EQ Y NS T Y-
901  GCCACGAAGACCCTGAGGTC AAGTTCAACTGGTACGTGGA CGGCGTGGAGGTGECATAATG CCAAGACAAAGCCGCGGGAG GAGCAGTACAACAGCACGTA

R V V 8§V L T VL HQDW L N GGKEY X C¢CXKXKV S NKA L P AP I K
1001  CCGGGTGETCAGCGTCCTCA CCGTCCTGCACCAGGACTGG CTGAATGGCAAGGAGTACAA GTGCAAGGTCTCCAACARAG CCCTCCCAGCCCCCATCGAG

XK T I 8 K A K @ g PR E P Q VY T L P P 8§ REZEMTIX N @V S L T C-
1101  AAAACCATCTCCAAAGCCAA AGGGCAGCCCCGAGAACCAC AGGTGTACACCCTGCCCCCA TCCCGGGAGGAGATGACCAR GAACCAGETCAGCCTGACCT

. L V K @ P Y P § DI AV E WE S NG QP ENNUYX T T PPV L D &
1201  GCCTGGTCARAGGCTTCTAT CCCAGCGACATCGCCGTGGA GTGGGAGAGCAATGGGCAGC CGGAGAACAACTACRAGACC ACGCCTCCCGTGCTGGACTC

.p ¢ § F P L ¥ § K L T V Db K 8§ R W Qg ¢ @ NV F § C S8V M HE A L H
1301  CGACGGCTCOTTCTTCCTCT ACAGCAMGCTCACCGTGGAC AAGAGCAGGTGGCAGCAGGE GAACGTCTTCTCATGCTCCG TGATGCATGAGECTCTGCAC

N H Y T Q K 8 L § & 8 P 6 K *
1401  AACCACTACACGCAGAAGAG CCTCTCCCTGTCTCCGGGTA AATGAGGGCCCGTTTARACG GGTGGCATCCCTGTGACCCC TCCCCAGTGCCTCTCCTGEC

1501  CCTGGAARGTTGCCACTCCAG TGCCCACCAGCCTTGTCCT

pMORPH®2_Ig REV
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FIG. 8

PMORPH®2_Ig_FOR
~~~~~~~~~~~~~~~~~~~~~ M AWALTUL L L TL LT QG TG § W A

~~~~~~ LCDRL
DIELTQPPSVSVAPGQTARISCSGDSLGSKYVH
101 TGATATCGAACTGACCCAGC CGCCTTCAGTGAGCGTTGCA CCAGGTCAGACCGCGUGTAT CTCGTGTAGCGGCGATICTC TTGGTTCTAAGTATGTTCAT

LCDR2
WYQQKPGQAPVLVIYRDNKRPSGIPERFSGSNSG
201  TGGTACCAGCAGARACCCGG GCAGGCGCCAGTTCTTGTGA TTTATCGTGATAATAAGCGT CCCTCAGGCATCCCGGAACG CTTTAGCGGATCCARCAGCG

LCPR3
¥ * ATLT I &§@&@TGQATE DEADYVYC @ S YD AT EF T YV FG
101 GCAACARCCGCGACCCTGACC ATTAGCGGCACTCAGGCGGA AGACGAAGCGGRTTATTATT GCCAGTCTTATGATGCTACT GAGTTTACTTATGTGTTTIGG

e ¢ TKLTV L GGQ P KA AP SV TPTLPF PP S5 S EEBEL QANZKA AT
401  CGGCGGCACGAAGTTAACCG TCCTAGGTCAGCCCAAGGCT GCCCCCTCGGTCACTCTGTT CCCGCCCTCCTCTGAGGAGC TTCAAGCCARCAAGGCCACA

y, v.¢ L I 8D F Y P GAUV T V A WIXKA AD § 5§ PV EKEAGEG VET T TP S-
501 CTGGTGTGTCTCATAAGTGA CTTCTACCCGGUAGCCGTGA CAGTGGCCTGGAAGGCAGAT AGCAGCCCCGTCRAGGLGGE AGTGGAGACCACCACACCCT

'KQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHE-
601  CCABACAAAGCAACAACAAG TACGCGGCCAGCAGCTATCT GAGCCTGACGUCTGAGCAGT GGAAGTCCCACAGAAGCTAC AGCTGCCAGGTCACGCATGA

. & TV E X T VvV AP TEC § *
701  AGGGAGCACCGTGGAGAAGE CAGTGGCCCCTACAGAATGT TCATAGGGGCCCGTTTAAAC GGGTEGCATCCCTGTEACCC CTCCCCAGTGCCTCTCCTGG

801  CCCTGGARAGTTGCCRCTCCA GTGCCCACCAGCCTTGTCCT

MORPH®2 Ig REV 100.0%
pi g
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FIG. 9A

pMORPH®2 TIg_ FOR

M VvV L. g T g VP I S§ L L L W I § G A Y-

~~~~~~ LCDRL
-6 D I VLT &P ATL & L &8P G B RA T L S8 CR A 8§ Q 58 V S ¥ D
101 CGGGGATATCGTGCTGACCC AGAGCCCGGCGACCCTGAGC CTGTCTCCGEGCGAACGTGC GACCCTGAGCTGCAGAGCGA GCCAGTCTGTTTCTTTTGAT

LCDR2
¥y L. @G WY Q Q K P G QAP R L L I Y & A S N R AT GV P ARTF S G 8
201 TATCTGGGTTGGTACCAGCA GAAACCAGGTCAAGCACCGC GTCTATTAATTTATGGTGCT TCTAATCGTGCAACTGGGGT CCCGGCGCGTTTTAGCGGCT

LCDR3
G 8§ ¢ TDVPF¥ TLTTIT S S$L EPEDTFPAT Y Y C_Q Q¥ ¥ N M P ¥ T F
301 CTGGATCCGGCACGGATTTT ACCCTGACCATTAGCAGCCT GGAACCTGAAGACTTTGCGA CTTATTATTGCCAGCAGTAT TATAATATGCCTTATACCTT

-3 @ 6T KV GE I KRT VA AP SV F I F PP SDEQQUL KBS GTAS
401 TGGCCAGGGTACGAMAGTTG AAATTAAACGTACGGTGGCT GCACCATCTGTCTTCATCIT CCCSCCATCTGATGAGCAGT TGAAATCTGEGAACTGCCTCT

Y V¢ L L N N ® Y P R E A K Vv Q WKV p N A L Q S @@ N § Q8B 58 V T E-
501 GTTETETGCCTGCTGAATAA CTTCTATCCCAGAGAGGCCA ARGTACAGTCGGARAGGTGGAT AACGCCCTCCAATCGGGTAA CTCCCAGGAGAGTGICACAG

+ § D 8§ kK p $ T Y S8 L § 8 T L T L & K AD Y E KX HXV Y A C PRV T H-:»
601 AGCAGGACAGCAAGGACAGC ACCTACAGCCTCAGCAGCAC CCTGACGCTGAGCARAGCAG ACTACGAGARACACAARGTC TACGCCTGCGAAGTCACCCA

cQ @6 L 8 8 PV T K S F N R G E C *
701  TCAGGGCCTGAGCTCGCCCG TCACAAAGAGCTTCAACAGG GGAGAGTGTTAGGGGCCCGT TTAAACGGGTGGCATCCCTG TGACCCCTCCCCAGTGUCTC

801 TCCTGGCCCTGGAAGTTGCC ACTCCAGTGCCCACCAGCCT TGTCCT

PMORPH®2_Ig_REV
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~~~~~~~~~~~~~~~~~~~~~ MV L O T Q vV F I 8§ L L L W I 8§ G A Y
TAATACGACTCACTATAGGE AGACCCAAGCTGGCTAGCGC CACCATGGTGTTGCAGACCC AGGTCTTCATTTCTCTGTTG CTCTGGATCTCTGGTGCCTA

~~~~~~ LCDRL
G D I V L T Q $ P A TTDL § L 8§ PG ERA T L S C R A 8 Q 8 VvV s ¥ D
CGGGGATATCGTGCTGACCC AGAGCCCGGCGACCCTGAGE CTGTCTCCGGGCGAACGTGC GACCCTGAGCTGCAGAGCGA GCCAGTCTGTTTCTTTIGAT

LCDR2
Y L @ W Y Qg Q XK B G Q A P R L L I Y _6 A g N R & T G V P A R F 8 G 8
TATCTGGGTTGGTACCAGCA GAAACCAGGTCAAGCACCGC GTCTATTAATTTATGGTGCT TCTAATCGTGCAACTGGGGT CCCGGCGCETTTTAGCGGCT

LCDR3
G 8 6 T b F T L T I 8 S L E P BE D F A T Y ¥ ¢ F Q ¥ L I VP F T F
CTGGATCCGGCACGGATTTT ACCCTGACCATTAGCAGCCT GGAACCTGAAGACTTTGCGA CCTATTATTGCTTTCAGTAT CTTATTGTTCCTTTTACCTT

-G Q@ 6 T K V E I X R T VA A P SV F I F P P S DEQL K § ¢ T A 8§
TGGCCAGGGTACGARAGTTG AAATTARACGTACGGTGGCT GCACCATCTGTCTTCATCTT CCCGCCATCTGATGAGCAGT TGRAATCTGGAACTGCCICT

v v+ L L N N F ¥ P R B A K v ¢ W X vV D ¥ &2 L g 8 6N 8 Q E S V T E-
GTTETGTGCCTGCTGAATAA CTTCTATCCCAGAGAGGCCA AAGTACAGTGGAAGGTGGAT AACGCCCTCCAATCGGGTAA CTCCCRGGAGAGTGTCACRG

- @ D S K D S T ¥ 8 L § 8 T L T L S$ K AD Y E K H K V Yy A ¢ E VT H:
AGCAGGACAGCAAGGACAGC ACCTACAGCCTCAGCAGCAC CCTGACGCTGAGCAAAGCAG ACTACGAGAAACACAAAGTC TACGCCTGCGAAGTCACCCA

cQ @ L § s PV Tr XK § F N R G B C *
TCAGGGCCTGAGCTCGCCCGE TCACAAAGAGCTTCAACAGE GGAGAGTGTTAGGGGCCCGT TTAAACGGGTGGCATCCCTG TGACCCCTCCCCAGTGCCTC

TCCTGGCCCTGGARGTTGCC ACTCCAGTGCCCACCAGCCT TGTCCT

PMORPH®2 _Ig REV
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PMORPH®2_Ig_FOR
~~~~~~~~~~~~~~~~~~~~~ MV L QoQTOQ VFI 8L L L WISG A Y-
1 TAATACGACTCACTATAGGG AGACCCAAGCTGGCTAGCGC CACCATGGTGITGCAGACCC AGGTCTTCATTTCTCIGTTG CTCTGGATCTCTGETGCCTA

EcoRV
~~~~~~ LCDR1
GD‘IVLTQSPATLSLSPGERATLSCRASQSVSF‘D
101 CGGEGATATCCTGCTGACCE AGAGCCCGGUGACCCTGAGE CTGTCTCCEGECGAACGTGC GACCCTGAGCTGCAGAGCGA GCCAGTCTGTTTCTTTTGAT

LCDRZ
vy L. ¢ W Y Q Q X P 6 QA PR L L I ¥ G A 8 NRATGV PARTFSGC S
201 TATCTGGGTTGETACCAGCA GAAACCAGGTCAAGCACCGC GTCTATTAATTTATGGTGCT TCTAATCGTGCAACTGGGGET CCCGGCGCGTTTTAGCGGCT

LCDR3
¢ ¢ ¢ TDVF TILTTI S &L EPEDTFAT YUY CQ QY NI NPF T F
CTGGATCCGECACGGATTTT ACCCTGACCATTAGCAGCCT GGAACCTGAAGACTTTGCGA CCTATTATTGCCAGCAGTAT AATATTAATCCTTTTACCTT

w
o
et

BgiWI
~GQGTKVEIKRTVAAPSVFIFPPSDEQLKSGTAS
401 TGGCCAGGGTACGAAAGTTG AAATTAAACGTACGGTGGCT GCACCATCTGTCTTCATCTT CCCGCCATCTGATGRGCAGT TGARATCTGGAACTGCCTCT

v v.¢c L L, NN P Y P R E A K V Q WK VD NALO@S® N S5 QFE S8V TE:-

501  GTTGTOTGCCTGCTGAATAA CTTCTATCCCAGAGAGGCCA AAGTACAGTGGAAGGTGGAT AACGCCCTCCAATCGGGTAA CTCCCAGGAGAGTGTCACAG

'QDSKDSTYSLSSTLTLSKADYEKHKVYACEVTH'
501 AGCAGEACAGCAAGGACAGC ACCTACAGCCTCAGCAGCAC CCTGACGCTGAGCAAAGCAG ACTACGAGAARCACARAGTC TACGCCTGCGAAGTCACCCA

.g ¢ L § 8§ P VvV T XK 8 FP N R G E C *
901 TCAGGGCCTGAGCTCGCCCE TCACAARGAGCTTCAACAGG GGAGAGTGTTAGGGGCCCGT TTARACGGGTGGCATCCCTG TGACCCCTCCCCAGTECCTC

801 TCCTGGCCCTGGAAGTTGCC ACTCCAGTGCCCACCAGCCT TGTCCT

PMORPH®2_Ig_REV
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~~~~~~~~~~~~~~~~~~~~~ ¥ v L g T @ VF I §L L L W I § G AY
TAATACGACTCACTATAGGG AGACCCAAGCTGGCTAGCES CACCATGGTSTTGCAGACCT AGGTCTTICATITCTCTIECTTE CTCTIGE: TCTCTGGTGCCTA

LCDRL
.¢p I VL TOQ 8P ATILS L S P GBERATL S CRAS Q8 YV S F D
CGGGEATATCGTGCTGACCC AGAGCCCGGCGACCCTGAGC CTGTCTCCGGGCGAACGTGC GACCCTGAGCTGCAGAGCGA GCCAGTCTGTTTCTTTTGAT

LCDR2
YLGWYQQKPGQAPRLLIYGASNRATGVPARFSGS
TATCTGGGTTGGTACCAGCA GAAACCAGGTCAAGCACCGC GTCTATTAATTTATGGTGCT TCTAATCGTGCAACTGGGGT CCCGGCGCATTTTAGCGGCT

LCDR3
s s ¢ TDVPY¥ TOLTTISSIL EPEDFAT Y Y CL Q¥ F NP P HTF
CTGGATCCGGCACGGATTTT ACCCTGACCATTAGCAGCCT GGAACCTGAAGACTTTGCGA CCTATTATTGCCTTCAGTAT TTTAATCCTCCTCATACCTT

BgiWl
»GQGTKVEIKRTVAAPSVFIFPPSDE‘QLKSGTAS
TGGCCAGEGTACGARAGTTG AAATTAAACGTACGGTGGCT GCACCATCTGTCTTCATCTT CCCGCCATCTGATGAGCAGT TGAAATCTGGAACTGCCTCT

v vice . L NN F Y P R EAK V Q WKV D N AL QS G XN § QQEFE S VITE-
GTTGTGTECCTGCTGAATAR CTTCTATCCCAGAGRGGCCA AAGTACAGTGGAAGGTGGAT AACGCCCTCCAATCGGGTAA CTCCCAGGAGAGTGTCACRAG

'QDSKDSTYSLSSTLTLSXADYEKHKVYACEVTH~
AGCAGGACAGCARGGACAGC ACCTACAGCCTCAGCAGCAC CCTGACGCTGAGCAARGCAG ACTACGAGAAACACRRAGTC TACGCCTECGARGTCACCCA

.Q ¢ L §$ 8 PV T K S§ F NR G E C *
TEAGGECCTGAGCTCRCCCE TCACAARAGAGCTTCARCAGE GGAGAGTGTTAGGGGCCCGT TTAAACGGGTGGCATCCCTG TGACCCCTCCCCAGTGCCTC

TCCTGECCCTGGAAGTTGCC ACTCCAGTGCCCACCAGCCT TGTCCT

PMORPH®2_Ig_REV
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~~~~~~~~~~~~~~~~~~~~~ M VL Q TQ VvVFr I S L L L W I S GAY
TAATACGACTCACTATAGGG AGACCCAAGCTGGCTAGCGC CACCATGGTGTTGCAGACCC AGGTCTTCATTTCTCTGTTG CTCTGGATCTCTGGTGCCTA

~~~~~~ LCDRL
¢ pDI1IVvVLITOQ € PATLS L S PGEZRSA TL $ CR A S Q 8 V 8 F D
CGGGGATATCETGOTGACCC AGAGCCCGGCGACCCTGAGE CTGTCTCCGGGCGAACATGC GACCCTGAGCTGCAGAGCGA GCCAGTCTGTTTCTTTTGAT

LCDR2
v 5, 6 ¥« Y Q¢ X P G O A PR L L I Y @ A S N R AT GV P ARTF S G S
TATCTGOGTTGETACCAGCA GAAACCAGGTCAAGCACCGC GTCTATTAATTTATGGTECT TCTAATCGTGCARCTGGGET CCCCGCECETTTTAGCEECT

LCDR3
G s ¢ T™DpDJF¥ T LTI & &L EPEDFAT YYCF O A L I MPF T F
CTGGATCCGGCACGGATTTT ACCCTGACCATTAGCAGCCT GGAACCTGAAGACTTTGCGA CCTATTATTGCTTTCAGGCT CTTATTATGCCTTTTACCTT

~GQGTKVEIKRTVAAPSVFIFPPSDEQLKSGTAS
TGGCCAGGGTACGAAAGTTG AMATTAAACGTACGGTGGCT GCACCATCTGTCTTCATCTT CCCGCCATCTGATGAGCAGT TGAAATCTGGAACTGCCTCT

v v-.¢ & L N N F Y P R E A R V Q WK VY D N A LQ S G N 8§ @ E SV T E:
CTTGTGTACCTSCTEAATAR CTTCTATCCCAGRGAGGLCA AAGTACAGTGGRAGGTGGAT AACGCCCTCCAATCGGGTAR CTCCCRGGAGRGTIGTCACAS

'QDSKDSTYSLSSTLTLSKADYKKHKVYACEVTK'
AGCAGGACAGCAAGGACAGC ACCTACAGCCTCAGCAGCAC CCTGACGCTGAGCARAGCAG ACTACGAGAARCACAAAGTC TACGCCTGCGAAGTCACCCA

.0 6L § § PV T K 8 F N R G E C *
TCAGGGCCTGAGCTCGCCCE TCACAAAGAGCTTCAACAGE GGAGAGTGTTAGGGGCCCET TTAAACGGGTGGCATCCCTG TGACCCCTCCCCAGTGCCTC

TCCTGGCCCTGEGARGTTGCC ACTCCAGTGCCCACCAGCCT TETCCT

PMORPH®2_Ig_REV
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SEQUENCE LISTING

<110> DAICHI SANKYO COMPANY, LIMITED
<120> ANTI-MST1R ANTIBODIES AND USES THEREOF
<130> DSPCT-FP1004

<150> US 61/151,411
<151> 2009-02-10

<160> 83
<170> Patentln version 3.5

<210> 1

211> 8

<212> PRT

<213> Homo sapiens

<400> 1

Gly Tyr Phe His Gly Met Asp Tyr
1 5

<210> 2

211> 17

<212> PRT

<213> Homo sapiens

<400> 2
Tyr lle Ser Ser Arg Ser Ser Thr Thr Tyy Tyr Ala Aép Ser Val Lys
B 5 15

Gly

<210> 3

Q211> 5

<212> PRT

<213> Homo sapiens

<400> 3

Ser Tyr Ser Met Ser

Phe Ser Tyr Arg His Tyr Leu Asp Met Asp Asp His

PCT/IP2910/052479
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PCT/P2910/052479
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<210> 5

211> 17

<212> PRT

<213> Homo sapiens

<400> 5

Phe lle Tyr Pro Asp Asp Ser Tyr Thr Arg Tyr Ser Pro Ser Phe Gin
1 5 10 15

Gly

<210> 6

211> 5

<212> PRT

<213> Homo sapiens

<400> 6

Asn Tyr Trp lle Ser
1 5

<210> 7

211> 9 :

<212> PRT )
<213> Homo sapiens

<400> 7

Gin GIn Tyr Tyr Asn Met Pro/Tyr Thr
1 5

<210> 8

211> 1

<212> PRT

<213> Homo sapi¢ghs

<400> 8

Gin Ser Tyr/Asp Ala Thr Glu Phe Thr Tyr Val
1 5 10

13> Homo sapiens

<400> 9

Phe GIn Tyr Leu lle Val Pro Phe Thr
1 5


ipos
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<210> 10

<211> 9

<212> PRT .
<213> Homo sapiens

<400> 10

Gin GIn Tyr Asn lle Asn Pro Phe Thr
1 5

<210> 11

211> 9

<212> PRT

<213> Homo sapiens

<400> 11

Leu Gin Tyr Phe Asn Pro Pro His Thr
1 5

<210> 12

211> 9

<212> PRT

<213> Homo sapiens

<400> 12

Phe Gin Ala Leu lle Met Pro Phe Thr
1 5

<210> 13

<211> 12

<212> PRT

<213> Homo sapiens

<400> 13

Arg Ala Ser GIn Ser Vaf' Ser Phe Asp Tyr Leu Gly
1 5 10

<210> 14
211> 7
<212> PRT

5

<210> 15
<211> 11
<212> PRT

POT/IP2010/052479
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<213> Homo sapiens

<400> 15

Ser Gly Asp Ser Leu Gly Ser Lys Tyr Val His
1 5 10

--<210> 16

211> 17

<212> PRT

<213> Homo sapiens

<400> 16

Arg Asp Asn Lys Arg Pro Ser
1 5

<210> 17

<211> 547

<212> PRT

<213> Homo sapiens

<400> 17

Glu Asp Trp GIn Cys Pro Arg Thr Pro Tyr Ala Ala Ser Arg Asp Phe
1 5 10 15

Asp Val Lys Tyr Val Val Pro Ser Phe Ser Ala Gly Gly Leu Val GIn

Gln Ser Leu Ala Thr Gly Pro Ala Gly Asp Pro Gly Cys Gln Thr Cys
65 70 75 80

Ala Ala Cys Gly Pr6 Gly Pro His Gly Pro Pro Gly Asp Thr Asp Thr
85 90 95

Lys Val LeuNal Leu Asp Pro Ala Leu Pro Ala Leu Val Ser Cys Gly
' 105 110

Ser Sgr Leu GIn Gly Arg Cys Phe Leu His Asp Leu Glu Pro Gin Gly
115 120 125

hr Ala Val His Leu Ala Ala Pro Ala Cys Leu Phe Ser Ala His His
130 135 140

PCT/P2010/052479
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Asn Arg Pro Asp Asp Cys Pro Asp Cys Val Ala Ser Pro Leu Gly Thr
145 150 155 160

Arg Val Thr Val Val Glu GIn Gly GIn Ala Ser Tyr Phe Tyr Val Ala
165 170 175

Ser Ser Leu Asp Ala Ala Val Ala Gly Ser Phe Ser Pro Arg Ser Val
180 185 ' 190

Ser lle Arg Arg Leu Lys Ala Asp Ala Ser Gly Phe Ala Pro Gly Phe
195 - 200 ' 205

Val Ala Leu Ser Val Leu Pro Lys His Leu Val Ser Tyr Ser lle Glu
210 215 220

Tyr Val His Ser Phe His Thr Gly Ala Phe Val Tyr Phe Leu Th¥ Val
225 230 235 240

GIn Pro Ala Ser Val Thr Asp Asp Pro Ser Ala Leu His fhr Arg Leu
245 250 255

Ala Arg Leu Ser Ala Thr Glu Pro Glu Leu Gly Asp Tyr Arg Glu Leu
260 265 270

Val Leu Asp Cys Arg Phe Ala Pro Lys Arg/Arg Arg Arg Gly Ala Pro
275 280

Glu Gly Gly GIn Pro Tyr Pro Val Leg GIn Val Ala His Ser Ala Pro
290 295

Val Gly Ala GIn Leu Ala Thr
305 310

lu Leu Ser lle Ala Giu Gly Gln Giu
315 320

Val Leu Phe Gly Val P 'e Val Thr Gly Lys Asp Gly Gly Pro Gly Val
325 330 335

Gly Pro Asn Sey/Val Val Cys Ala Phe Pro lle Asp Leu Leu Asp Thr
340 345 350

Leu lle Agp Glu Gly Val Glu Arg Cys Cys Glu Ser Pro Val His Pro
360 365

Gly/LLeu Arg Arg Gly Leu Asp Phe Phe GIn Ser Pro Ser Phe Cys Pro

370 375 380

PCT/P2910/052479
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Asn Pro Pro Gly Leu Glu Ala Leu Ser Pro Asn Thr Ser Cys Arg His
385 390 395 . 400

Phe Pro Leu Leu Val Ser Ser Ser Phe Ser Arg Val Asp Leu Phe Asn
' 405 410 415

Gly Leu Leu Gly Pro Val GIn Val Thr Ala Leu Tyr Val Thr Arg Leu
420 425 430

Asp Asn Val Thr Val Ala His Met Gly Thr Met Asp Gly Arg lle Leu
435 440 445

GlIn Val Glu Leu Val Arg Ser Leu Asn Tyr Leu Leu Tyr Val Sey/Asn
450 455 460

Phe Ser Leu Gly Asp Ser Gly Gln Pro Val GIn Arg Asp Yal Ser Arg
465 470 475 . 480

Leu Gly Asp His Leu Leu Phe Ala Ser Gly Asp G} Val Phe Gin Val
485 490

Pro lle Arg Gly Pro Gly Cys Arg His Phe Léu Thr Cys Gly Arg Cys
500 505 .

Leu Arg Ala Trp His Phe Met Gly Cys Gly Trp Cys Gly Asn Met Cys
515 520 525

Gly GIn GIn Lys Glu Cys Pro
530 535

ly Ser Trp GIn GIn Asp His Cys Pro
540

Pro Lys Leu
545

<210> 18

<211> 351
<212> DNA /.
<213> Homo sapiens

cag gtg caa ftg gtg gaa agc ggc gge gec otg gtg caa ceg gege gee 48
GIn Val Gin Leu Val Glu Ser Gly ‘Gly Gly Leu Val GIn Pro Gly Gly
1 5 10 15

FOI/6P2310/052479
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agc ctg cgt ctg age tgc gog gec tee gga tit ace tit aat tet tat 96
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asn Ser Tyr
20 25 30

tct atg tct tgg gtg cge caa gec cct ggg aag ggt ctc gag tgg stg 144
Ser Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

agc tat atc tct tct cgt tet age act acc tat tat geg gat age gtg 192
Ser Tyr lle Ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala Asp Ser Val
50 55 60

aaa ggc cgt ttt acc att tca cgt gat aat tcg aaa aac acc ctg tat
Lys Gly Arg Phe Thr lle Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65 70 75 80 :
ctg caa atg aac agc ctg cgt gcg gaa gat acg gec gtg tat tat tg 288
Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

gcg cgt get tat ttt cat ggt atg gat tat tgg ggc caa ggc acf ctg 336
Ala Arg Gly Tyr Phe His Gly Met Asp Tyr Trp Gly Gin @Gly Thr Leu
100 105 110
gtg acg gtt agc tca 351
Val Thr Val Ser Ser
115

<2100 19

21> 117

<212> PRT

<213> Homo sapiens

<400> 19

Gin Val GIn Leu Val Glu Ser GI
1 5 10

Gly Gly Leu Val GIn Pro Gly Gly
15

Ser Leu Arg Leu Ser Cys
20

la Ala Ser Gly Phe Thr Phe Asn Ser Tyr
5 30

Ser Met Ser Trp Vol Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45 '

Ser Tyr lle S¢r Ser Arg Ser Ser Thr Thr Tyr Tyr Ala Asp Ser Val
50 55 60

Lys Gly’Arg Phe Thr lle Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65 70 75 80

u GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
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Ala Arg Gly Tyr Phe His Gly Met Asp Tyr Trp Gly GIn Gly Thr Leu
100 105 110

Val Thr Val Ser Ser
115

<210> 20

<211> 363

<212> DNA

<213> Homo sapiens

<220>
<221> CDS
<222> (1).(363)

<400> 20 ,

cag gtg caa ttg gtt cag agc ggc geg gaa gtg aaa aaa ccg/gge gaa
Gln Vai GIn Leu Val Gin Ser Gly Ala Glu Val Lys Lys Bro Gly Glu

1 5 10 15 :

20 25 30

tgg att tct tgg gtg cge cag atg cct ggg aag ctc gag tgg atg
Trp lle Ser Trp Val Arg Gin Met Pro Gly Lys Gly Leu Glu Trp Met
35 40 45

'ggc ttt atc tat ccg gat gat agc tat ac¢/cgt tat tct ccg age ttt 1

Gly Phe lle Tyr Pro Asp Asp Ser TyY Thr Arg Tyr Ser Pro Ser Phe
50 ) 55

' cag ggce cag gtg acc att agc geg/gat aaa age att age acc geg tat

GIn Gly GIn Val Thr lle Ser Al Asp Lys Ser lle Ser Thr Ala Tyr
65 70 75 80

ctt caa tgg agc age ctg aga gecg age gat acg gec atg tat tat tge

_ Leu Gin Trp Ser Ser Lef Lys Ala Ser Asp Thr Ala Met Tyr Tyr Cys

85 90 95

48

96

144

92

240

288

geg cgt ttt tet tat cat tat ctt gat atg gat gat cat tgg gegc 336

Ala Arg Phe Ser Tir Arg His Tyr Leu Asp Met Asp Asp His Trp Gly
100 105 110

caa ggc acc otg gtg acg gtt agc tca ‘ 363
GlIn Gly Thr/Leu Val Thr Val Ser Ser
120

<21

13> Homo sapiens

<400> 21

Fu

i/JP2310/652479


ipos
Line


CT/PR010/052473

9/107

Gln Val Gin Leu Val Gin Ser Gly Ala Glu Val Lys Lys Pro Gly Glu
1 5 10 15 :

Ser Leu Lys lle Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr Asn Tyr
20 25 30

Trp lle Ser Trp Val Arg Gin Met Pro Gly Lys Gly Leu Glu Trp Me
35 40 45

Gly Phe lle Tyr Pro Asp Asp Ser Tyr Thr Arg Tyr Ser Pro Ser Phe
50 55 60

Gln Gly GIn Val Thr lle Ser Ala Asp Lys Ser lle Ser Tht Ala Tyr
65 70 75 80

Leu GIn Trp Ser Ser Leu Lys Ala Ser Asp Thr AlJa Met Tyr Tyr Cys
85 90 95

Ala Arg Phe Ser Tyr Arg His Tyr Leu Asp Met Asp Asp His Trp Gly
100 105 0

GIn Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 22

- <211> 330

<212> DNA

<213> Homo sapiens

<221> CDS -
<222> (1).(330)

48
96
Glu Arg Ald Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp
25 30
tat ctg/ggt tgg tac cag cag aaa cca ggt caa gca ccg cgt cta tta 144
Tyr LEu Gly Trp Tyr GIn Gin Lys Pro Gly GlIn Ala Pro Arg Leu Leu
35 40 - 45
t tat ggt get tct aat cgt gea act ggg gtc cecg geg cgt ttt agc. 192
e Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser
50 - 55 60

gec tct gga tecc gge acg gat ttt acc ctg acc att age age ctg gaa 240
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Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu Glu
65 70 75 80
cct gaa gac ttt geg act tat tat tge cag cag tat tat aat atg cct 288
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin GIn Tyr Tyr Asn Met Pro
85 90 . 95 :
tat acc ttt ggc cag ggt acg aaa gtt gaa att aaa cgt acg v 330
Tyr Thr Phe Gly Gln Gly Thr Lys Val Glu lle Lys Arg Thr
100 105 110
<210> 23
<211> 110
<212> PRT

<213> Homo sapiens

<400> 23

Asp lle Val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cyé Arg Ala Ser GIn Ser Val Sef Phe Asp
20 25 30

Tyr Leu Gly Trp Tyr Gin Gin Lys Pro Gly GIn Ala Pro Arg Leu Leu
35 40 45

lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val/Pro Ala Arg Phe Ser
50 55 60

Gly Ser Gly Ser Gly Thr Asp Phe Thy/Leu Thr lle Ser Ser Leu Glu
65 - 70 75 80

Pro Glu Asp Phe Ala Thr Tyr Pyr Cys GIn GIn Tyr Tyr Asn Met Pro
85 9 95

Tyr Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys Arg Thr
' 100 105 110

<210> 24
<211> 330
<212> DNA

sapiens

gat atc gaa ctg acc cag ccg cct tca gtg age gtt gca cca ggt cag 48
Asp lle Glu Leu Thr GIn Pro Pro Ser Val Ser Val Ala Pro Gly GIn

FOT/iP2010/052479
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1 5 10 15

acc geg cgt atc teg tet age gge gat tet ctt ggt tot aag tat gtt 96
Thr Ala Arg lle Ser Cys Ser Gly Asp Ser Leu Gly Ser Lys Tyr Val
20 25 30

cat tgg tac cag cag aaa ccc ggg cag gcg cca gtt ctt gtg att tat 144
His Trp Tyr GIn GIn Lys Pro Gly Gln Ala Pro Val Leu Val lle Tyr
35 40 45

cgt gat aat aag cgt ccc tca gge atc ccg gaa cgce ttt age gga tcc 192
Arg Asp Asn Lys Arg Pro Ser Gly lle Pro Glu Arg Phe Ser Gly Ser
50 55 60

aac agc ggc aac acc geg acc ctg acc att age gge act cag geg gaa 240

Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Gly Thr Gln Ala Glu

65 70 75 80

gac gaa geg gat tat tat tge cag tct tat gat get act gag ttt act 288

Asp Giu Ala Asp Tyr Tyr Cys GIn Ser Tyr Asp Ala Thr Glu Phe Thr
85 90 95

tat gtg ttt ggc gge gge acg aag tta acc gtt ctt gge cag
Tyr Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly GIn
100 105 110

<210> 25

<211> 110

<212> PRT

<213> Homo sapiens

<400> 25

Asp lle Glu Leu Thr GIn Pro Pro Ser Val Sef Val Ala Pro Gly GIn
1 5 10

Thr Ala Arg lle Ser Cys Ser Gly Asp/Ser Leu Gly Ser Lys Tyr Val
20 25 30

His Trp Tyr GIn Gin Lys Pro
35 40

ly Gln Ala Pro Val Leu Val lle Tyr
45

Arg Asp Asn Lys Arg Pro Ser Gly lle Pro Glu Arg Phe Ser Gly Ser
50 60

Asn Ser Gly Agh Thr Ala Thr Leu Thr lle Ser Gly Thr Gin Ala Glu
65 70 75 80

Ala Asp Tyr Tyr Cys GIn Ser Tyr Asp Ala Thr Glu Phe Thr
85 90 95

r Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly GIn
' 100 105 110

POT/P2910/G52479
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<210> 26

<211> 330

<212> DNA

<213> Homo sapiens

<220>
<221> CDS
<222> (1).(330)

<400> 26

gat atc gtg ctg acc cag agc ccg geg acce ctg age ctg tet ceg gge 48
Asp lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly

1 5 10 15

gaa cgt gcg acc ctg age tge aga geg age cag tet gtt tet ttt gat
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Phe Asp
20 25 30

tat ctg ggt tgg tac cag cag aaa cca ggt caa gca ccg cgt cta tt 144
Tyr Leu Gly Trp Tyr GIn GIn Lys Pro Gly Gin Ala Pro Arg Le( Leu
35 40 45

att tat get get tct aat cgt gea act ggg gtc ccg geg cgt tit age 192
lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Afg Phe Ser
50 55 60

ttt acc ttt gge cag get acg aaa gtt gha att aaa cgt acg 330
Phe Thr Phe Gly Gin Gly Thr Lys/NVal Glu lle Lys Arg Thr
100 105 110

210> 27

<211> 110

<212> PRT

<213> Homo sapiens

<400> 27
Asp lle Val Leu/Thr GIn Ser Pro Ala Thr Leu Ser L.eu Ser Pro Gly
1 10 15

Glu Arg Kla Thr Leu Ser Cys Arg Ala Ser GlIn Ser Val Ser Phe Asp
20 25 30

Tyt Leu Gly Trp Tyr GIn Gln Lys Pro Gly GIn Ala Pro Arg Leu Leu
35 40 45

POT/IUP2910/952473
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lle Tyr Gly Ala Ser Asn Arg Alé Thr Gly Val Pro Ala Arg Phe Ser
50 55 60

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu Glu
65 70 75 80

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gin Tyr Leu lle Val Pro
85 90 95

Phe Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys Arg Thr
100 105 110

<210> 28

<211> 330

<212> DNA

<213> Homo sapiens

<220>
<221> CDS
<222> (1).(330)

<400> 28 .
gat atc gtg ctg acc cag age ccg geg ace ctg age ctg tet ceg gege 48
Asp lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly

1 5 10 15

gaa cgt gcg acc ctg age tge aga geg age cag/tct gtt tot ttt gat 96
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Phe Asp
20 25

tat ctg ggt tgg tac cag cag aaa cca caa gca ccg cgt cta tta 144
Tyr Leu Gly Trp Tyr GIn GIn Lys Pyo Gly Gln Ala Pro Arg Leu Leu
35 40 45

att tat ggt get tet aat cgt gca/act ggg gte ceg geg cgt ttt age 192
lle Tyr Gly Ala Ser Asn ArgAla Thr Gly Val Pro Ala Arg Phe Ser
50 55 60

ggc tct gga tee gge acg gat ttt ace ctg acc att age age ctg gaa 240
Gly Ser Gly Ser Gly A'hr Asp Phe Thr Leu Thr lle Ser Ser Leu Glu
65 75 80 -

cct gaa gac ttt/gcg acc tat tat tge cag cag tat aat att aat cct 288

ttt acc ftt ggc cag ggt acg aaa gtt gaa att aaa cgt acg 330
Phe Thr Phe Gly GIn Gly Thr Lys Val Glu lie Lys Arg Thr
100 105 110

<210> 29
<211> 110
<212> PRT

PCT/P2010/652479
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<213> Homo sapiens

<400> 29

Asp lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Phe Asp
20 25 30

Tyr Leu Gly Trp Tyr GIn Gln Lys Pro Gly GIn Ala Pro Arg Leu Leu
35 40 ‘ 45

lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser
50 55 60 '

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu Giu
65 70 75 80

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Tyr Asn ll¢’ Asn Pro
85 90 95

Phe Thr Phe Gly Gin Gly Thr Lys Val Glu lle Lys Afg Thr
100 105 110

<210> 30

<211> 330

<212> DNA

<213> Homo sapiens

<220>
<221> CDS
<222> (1).(330)

<400> 30 :

gat atc gtg ctg acc cag ggc ccg geg acc ctg age ctg tet cecg gge 48
Asp lle Val Leu Thr Glry/Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly

1 5 10 15

gaa cgt gcg acc ctf age tge aga geg age cag tct gtt tet ttt gat 96
Glu Arg Ala Thr feu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp
20 25 30 :

tat ctg ggt ¥eg tac cag cag aaa cca ggt caa gca ccg cgt cta tta 144
Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Arg Leu Leu
40 45
att tat ggt get tct aat cgt gea act ggg gtc ccg geg cgt ttt age 192

55 60

/ ggc tct gga tec gge acg gat ttt acc ctg acc att age age ctg gaa 240
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Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu Glu
. 65 70 75 80

cct gaa gac ttt gog acc tat tat tge ctt cag tat ttt aat cct cct 288
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu GIn Tyr Phe Asn Pro Pro
85 90 95

cat acc ttt ggc cag ggt acg aaa gtt gaa att aaa cgt acg 330
His Thr Phe Gly Gin Gly Thr Lys Val Glu lle Lys Arg Thr
100 105 110

<210> 3t

<211> 110

<212> PRT

<213> Homo sapiens

<400> 3t
Asp lle Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Sey Phe Asp
20 ‘ 25 30

Tyr Leu Gly Trp Tyr Gln GIn Lys Pro Gly Gln Ala
35. 40 45

ro Arg Leu Leu

lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val
50 55 60

Gly Ser Gly Ser Gly Thr Asp Phe Thr/Leu Thr lle Ser Ser Leu ‘Glu
65 70 75 80

Pro Glu Asp Phe Ala Thr Tyr

r Cys Leu GIn Tyr Phe Asn Pro Pro
85 9Q -

95

His Thr Phe Gly GIn Gly/Thr Lys Val Glu lle Lys Arg Thr
100 105 110

<210> 32

<211> 330
<212> DNA
<213> Homg sapiens

gat atc gtg ctg acc cag age ccg geg acc ctg age ctg tet ccg gge 48
Asp lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly

CT/UP2010/052479
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1 5 10 15

gaa cgt gog acce ctg age tge aga geg age cag tet gtt tot ttt gat 96
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Phe Asp
20 . 25 30

" tat ctg ggt tgg tac cag cag aaa cca ggt caa gca ccg cgt ctatta - 144
Tyr Leu Gly Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Arg Leu Leu
35 40 45

att tat ggt get tet aat cgt geca act ggg gtc ccg geg cgt ttt age 192
lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser
50 55 60

ggc tct gga tcc gge acg gat ttt acc ctg acc att age age ctg gaa 240
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu Glu
65 70 75 80

cct gaa gac ttt gcg acc tat tat tge ttt cag get ctt att atg cct
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gin Ala Leu Ille Met Pr
85 90 95 '
ttt acc ttt ggc cag get acg aaa gtt gaa att aaa cgt acg 330
Phe Thr Phe Gly Gln Gly Thr Lys Val Glu lle Lys Arg Thr
100 105 110

<210> 33

<211> 110

<212> PRT

<213> Homo sapiens

<400> 33
Asp lle Val Leu Thr GIn Ser Pro Ala Thy'Leu Ser Leu Ser Pro Gly
1 5 10 15

" Glu Arg Ala Thr Leu Ser Cys Ar
20 25

Ala Ser GIn Ser Val Ser Phe Asp
30

Tyr Leu Gly Trp Tyr GIn
35

In Lys Pro Gly Gin Ala Pro Arg Leu Leu
45

Ile Tyr Gly Ala Sef Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser
55 60

Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu Glu
70 75 - 80

Glu Asp Phe Ala Thr Tyr Tyr Cys Phe GIn Ala Leu lle Met Pro
85 90 95

Phe Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys Arg Thr
100 105 110
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<210> 34

<211> 24

<212> DNA

<213> Artificial Sequence

<220> :
<223> PCR forward primer

<400> 34 -
ttggcccagt ccagaccteg agtc 24

<210> 35

<211> 25

<212> DNA _
<213> Artificial Sequence

<220>
<223> PCR reverse primer

<400> 35

actctgtgga gtgaggegacc taatg 25
<210> 36
<211> 4200
<212> DNA
<213> Macaca fascicularis
<220>
<221> CDS
<222> (1).(4200)
<400> 36
atg gag ctc ctc cct ceg ctg cct £ag tec tte tta ctg ctg ctg ctg 48
Met Glu Leu Leu Pro Pro Leufro Gin Ser Phe Leu Leu Leu Leu Leu
1 5 15
ttg cct gee aag ccc geg glg gee aag gaa tgg cag tge ccg cge ace 96
Leu Pro Ala Lys Pro Alg Ala Ala Lys Glu Trp Gln Cys Pro Arg Thr
20 25 30
ccc tac geg gece tot cga gac ttt aac gtg aag tac atg gtg ccc age 144
Pro Tyr Ala Ala Jer Arg Asp Phe Asn Val Lys Tyr Met Val Pro Ser
35 40 - 45
tte tcc gee £ga gge ctg gtg cag acc atg gtg acc tac cag gge gac 192
Phe Ser Gly Gly Leu Vail Gln Thr Met Val Thr Tyr Gln Gly Asp
50 55 60
aaa agt gag agt gct gtg ttt gta gcc ata cge aat cge ctg cac gtg 240
Lys/Asn Glu Ser Ala Val Phe Val Ala lle Arg Asn Arg Leu His Val
6 70 75 , 80
ctt ggg cct gac ctg aag tot gtc cag agc ctg goc acg ggc’ cct get 288

Leu Gly Pro Asp Leu Lys Ser Val Gln Ser Leu Ala Thr Gly Pro Ala
85 90 95

PCT/IPR010/052473
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geg gac cct gge tge cag acg tgt gea gece tgt gge cca gge cce cac 336
Gly Asp Pro Gly Cys GIn Thr Cys Ala Ala Cys Gly Pro Gly Pro His
100 105 : 110

gec cct tee ggt gac aca gac aca aag gtg ctg gtg ctg gag ccc geg 384
Gly Pro Ser Gly Asp Thr Asp Thr Lys Val Leu Val Leu Glu Pro Ala
115 120 125

ctg cct gee ctg gte agt tgt gge tee age ctg cag gge cge tge ttc 432
Leu Pro Ala Leu Val Ser Cys Gly Ser Ser Leu GIn Gly Arg Cys Phe
130 135 140

ctg cat gac cta gat ccc caa ggg aca gce gtg cat ctg gea geg cca 480
Leu His Asp Leu Asp Pro GIn Gly Thr Ala Val His Leu Ala Ala Pro
145 150 155 160

gce tge cte tte tca goc cac cat aac cgg ccc gat gac tge cee gac
Ala Cys Leu Phe Ser Ala His His Asn Arg Pro Asp Asp Cys Pro Asp
165 170 175

tgt gtg gcc age cca tig gge acce cgt gtg act gtg gtt gag caa gge
Cys Val Ala Ser Pro Leu Gly Thr Arg Val Thr Val Val Glu GIn
180 185 190

cag gcc tcc tat ttc tac gtg geca tece tca ctg gac gea gee
GIn Ala Ser Tyr Phe Tyr Val Ala Ser Ser Leu Asp Ala

195 200 205
gce agce ttc age cca cge tca gig tet ate agg cgt ctg aag gee gac 672
Ala Ser Phe Ser Pro Arg Ser Val Ser lle Arg Arg/eu Lys Ala Asp
210 215 220

gecce teg gga ttt gea ceg gge ttt gtg gea ttg t€a gtg ctg ccc aag 720
Ala Ser Gly Phe Ala Pro Gly Phe Val Ala Yeu Ser Val Leu Pro Lys
225 230 235 240

cat ctt gtc tcc tac agt att gaa tat cac agc ttc cat acg gga 768
His Leu Val Ser Tyr Ser lle Glu Ty¥ Val His Ser Phe His Thr Gly
245 250 255

gee tte gte tac ttc ctg act
Ala Phe Val Tyr Phe Leu T
260

cag ccg gec age gtg act gat get 816
r Val Gln Pro Ala Ser Val Thr Asp Ala
5 ' 270

cct ggt gee ctg cac agh cge ctg gea cga ctt age gec act gag cca 864
Pro Gly Ala Leu His /'hr Arg Leu Ala Arg Leu Ser Ala Thr Glu Pro
275 280 285

gag ttg got gac/at cgg gag ctg gtc ctc gac tgc aga ttt get cca 912
Glu Leu Gly Xsp Tyr Arg Glu Leu Val Leu Asp Cys Arg Phe Ala Pro
295 300

aaa cg agg Ccgec cgg geg gcc cca gag gge gga cag ccc tac ccot gtg 960
g Arg Arg Arg Gly Ala Pro Glu Gly Gly Gin Pro Tyr Pro Val
310 315 320

g cgg gtg gec cac tct get cca gtg get get caa ctt gee act gag 1008
Leu Arg Val Ala His Ser Ala Pro Val Gly Ala GIn Leu Ala Thr Glu
325 330 335
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ctg age att got gag ggc cag gaa gtg cta ttt ggg gte ttt gtg get 1056
Leu Ser lle Ala Glu Gly GIn Glu Val Leu Phe Gly Val Phe Val Ala
340 345 350

ggc aag gat agt gge cet gge gtg ggc cce aac tot gte gte tgt gec 1104
Gly Lys Asp Ser Gly Pro Gly Val Gly Pro Asn Ser Val Val Cys Ala
355 360 365

ttc ccc att gac ctg ctg gac aca tta att gat gaa ggt gtg gag cgc 1152
Phe Pro lle Asp Leu Leu Asp Thr Leu lle Asp Glu Gly Val Glu Arg
370 375 380

tgt tgt géa tce céa gtc cat cca ggc ctc cgg cga gec ctc gac ttc 1200 .
Cys Cys Glu Ser Pro Val His Pro Gly Leu Arg Arg Gly Leu Asp Phe
385 390 395 400

ttc cag tca ccc agt ttt tge ccc aac ccg cct gge ctg gag gee ccc 124
Phe GIn Ser Pro Ser Phe Cys Pro Asn Pro Pro Gly Leu Glu Ala Pro
405 410 415
agc ccc aac acc age tge cge cac ttc cct ttg ctg gtc agt age agce 1296
Ser Pro Asn Thr Ser Cys Arg His Phe Pro Leu Leu Val Ser Ser/Ser
420 425 430

ttc tca cgt gtg gac cta ttc aat ggg ctg ttg gga aca gta gag 1344
Phe Ser Arg Val Asp Leu Phe Asn Gly Leu Leu Gly Thr ¥al Glu Val
435 440 445

act gca ctg tat gtg aca cge ctt gac aac gtc aca gtgfca cac atg 1392
" Thr Ala Leu Tyr Val Thr Arg Leu Asp Asn Val Thi/Val Ala His Met
450 455 460

gegc aca geg gat ggg cgt atc ctg cag gtg gag ¢gtg gec agg tca cte 1440
Gly Thr Ala Asp Gly Arg lle Leu GIn Val Gid L.eu Ala Arg Ser Leu
465 470 475 480

aac tac ttg ctg tat gtg tcc aac ttc tca/ctg ggt gac agt ggg cag 1488
Asn Tyr Leu Leu Tyr Val Ser Asn Phe Ser Leu Gly Asp Ser Gly GIn
485 490 495

ccc gtg cag cgg gat gtc agt cgf ctt ggg gac cac cta tte tic gece 1536
Pro Val GIn Arg Asp Val Ser/Arg Leu Gly Asp His Leu Phe Phe Ala
500 5 510 '

tct ggg gac cag gtt ttc £ag gta cct atc caa gge cct gge tge cge 1584
Ser Gly Asp Gln Val Phe GIn Val Pro lle GIn Gly Pro Gly Cys Arg
515 520 525

cac ttc ctc acc fgt ggg cgt tgc cta agg geca cag cgt ttc atg ggc 1632
His Phe Leu Thr Cys Gly Arg Cys Leu Arg Ala Gin Arg Phe Met Gly
535 540

tet ggc tgg tgt ggg aac atg tgt ggc cgg cag aag gag tgt cct gge 1680
Cys Gly' Trp Cys Gly Asn Met Cys Gly Arg GIn Lys Glu Cys Pro Gly
550 555 560

tcf tgg caa cag gac cac tgt ccg cct aag ctt act gag ttc cac ccc 1728
er Trp GIn GIn Asp His Cys Pro Pro Lys Leu Thr Glu Phe His Pro
565 . 570 575
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cac agt gga cct tta agg ggc agt aca agg ctg acc ctg tgt gge tee 1776
His Ser Gly Pro Leu Arg Gly Ser Thr Arg Leu Thr Leu Cys Gly Ser
580 985 590

aac ttc tac ctg cac cct tct ggt ctg gtg cct gag gga acc cat cag 1824
Asn Phe Tyr Leu His Pro Ser Gly Leu Val Pro Glu Gly Thr His Gin
595 600 605

atc acg gtg ggc caa agt ccc tge cgg cca ctg ccc aag gac agce tca 1872
lle Thr Val Gly GIn Ser Pro Cys Arg Pro Leu Pro Lys Asp Ser Ser
610 615 620

aaa ctc aga cca gtg ccc cgg aaa gac ttt gta gag gag ttt gag tgt 1920
Lys Leu Arg Pro Val Pro Arg Lys Asp Phe Val Glu Glu Phe Glu Cys
625 630 635 640

gaa ctg gag ccc ttg ggc acc caa geca gtg ggg cct acc aac gtc age
Glu Leu Glu Pro Leu Gly Thr GIn Ala Val Gly Pro Thr Asn Val Ser
645 - 650 695

ctc acc gtg act aac atg cca ccg gge aag cac ttc cgg gta gac g 2016
Leu Thr Val Thr Asn Met Pro Pro Gly Lys His Phe Arg Val Asp Gly

660 665 670
acc tcc atg ctg aga ggc ttc ttt ttc atg gag cca gtg ctg atd gea 2064

Thr Ser Met Leu Arg Gly Phe Phe Phe Met Glu Pro Val' Leu lle Ala
675 680 685

gtg caa ccc cte ttt ggc cca cgg gea gga gge acc ctc act ctt 2112
Val Gln Pro Leu Phe Gly Pro Arg Ala Gly Gly Thf Cys Leu Thr Leu
690 695 700

gaa ggc cag agt ctg tct gta ggc acc age cgg get gtg ctg gte aat 2160
Glu Gly Gln Ser Leu Ser Val Gly Thr Ser/Arg Ala Val Leu Val Asn
705 710 715 720

gegg act gag tgt ctg cta geca cgg gte Agt gag ggg cag ctt tta tgt 2208
Gly Thr Glu Cys Leu Leu Ala Arg ¥al Ser Glu Gly GIn Leu Leu Cys
725 730 735

gec aca ccc cot ggg gee atg gtg gee agt gte cce ctt age ctg cag 2256
Ala Thr Pro Pro Gly Ala Mef Val Ala Ser Val Pro Leu Ser Leu Gln
740 5 750

gtg gegg get gee cag gtd cot get tee tgg acc ttc cac tac aga gaa 2304
Val Gly Gly Ala Gln Val Pro Gly Ser Trp Thr Phe His Tyr Arg Glu

755 760 765
gac cct gtc gtg/fta age atc age ccc aac tgt gge tac age aac tce 2352
Asp Pro Val Val Leu Ser lle Ser Pro Asn Cys Gly Tyr Ser Asn Ser
770 775 780

cac atc gcc atc tgt ggc cag cat cta act tca geca tgg cac tta gtg 2400
His lle Ahr lle Cys Gly GIn His Leu Thr Ser Ala Trp His Leu Val
785 790 795 800

. Cig tca ttc cat gac ggg ctt agg gca gtg ga'g agc agg tgt gag agg 2448
eu Ser Phe His Asp Gly Leu Arg Ala Val Glu Ser Arg Cys Glu Arg
805 810 815

-~ e - - © e m e -
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cag ctt cca gag cag cag ttg tgc cgec ctg cct gaa tat gtg gtc caa 2496
GIn Leu Pro Glu GIn Gin Leu Cys Arg Leu Pro Glu Tyr Val Val Gin
820 825 830

gac ccc cag gga tgg gtg geca gga aat ctg agt gee tgg geg gat gga 2544
Asp Pro GIn Gly Trp Val Ala Gly Asn Leu Ser Ala Trp Gly Asp Gly
835 840 845

get get gge ttt aca otg cot gge ttt cge tte cta acc cca ccc cat 2592
Ala Ala Gly Phe Thr Leu Pro Gly Phe Arg Phe Leu Thr Pro Pro His
850 855 860

‘cca ccc agt gec aac cta att cca ctg'aag cct gag gag cat gcc att 2640
Pro Pro Ser Ala Asn Leu lle Pro Leu Lys Pro Glu Glu His Ala lle
865 870 875 ‘ 880

aag ttt gag tat att ggg ctg ggt gct gtg act gac tge gtg ggt gte 26
Lys Phe Glu Tyr lle Gly Leu Gly Ala Val Thr Asp Cys Val Gly Val
885 890 895

aac gtg acc gtg get get gag age tge cag cac gag ttc cgg gegg gdAc 2736
Asn Val Thr Val Gly Gly Glu Ser Cys GIn His Glu Phe Arg Asp

900 905 910

atg gtt gtc tge ccc ctg ccc cca tcc ctg cag ctt gge aag/gat ggt 2784
Met Val Val Cys Pro Leu Pro Pro Ser Leu Gin Leu Lys Asp Gly
915 920 925

gee cca ctg cag gte tge gtg gat get gaa tgt cac Atc ctg ggt aga 2832
Ala Pro Leu GIn Val Cys Val Asp Gly Glu Cys His lle Leu Gly Arg
930 935 940

g agc acg ctc ctt ggt 2880
GIn Ser Thr Leu Leu Gly
960 '

gte gtg tgg cca ggg cca gat ggg gte cca
Val Val Trp Pro Gly Pro Asp Gly Val Pr
945 950 955

atc ctg ctg cct &g ctg ctg ctt gtg gcc gea ttg gee act gea cig 2928
lle Leu Leu Pro Leu Leu Leu Lew Val Ala Ala Leu Ala Thr Ala Leu
965 97 975

‘gtc ttc agc tac tgg tgg cag Agg aag cag cta gtt ctt cct cec aac 2976
Val Phe Ser Tyr Trp Trp @In Arg Lys Gln Leu Val Leu Pro Pro Asn
980 985 990

c ctg gac cag act act gga gcc aca ccc ctg  -3024
a Ser Leu Asp GIn Thr Thr Gly Ala Thr Pro Leu
1000 1005

ctg gat gac ctg gca
Leu Asp Asp Leu
995

cct att ctc tdc tcg gge tot gac tac aga agt ggc ctt gea cge 3069
Pro lle Ley/Tyr Ser Gly Ser Asp Tyr Arg Ser Gly Leu Ala Arg
1010 1015 1020

act gat ggt cfa gat tcc act tgt gtc cat gga gca tcc 3114
la Thr Asp Gly Leu Asp Ser Thr Cys Val His Gly Ala Ser
025 1030 1035

tc tcc aat agt gaa gat gaa tcc tgt gtt cca ctg ctg cgg aaa 3159
Phe Ser Asn Ser Glu Asp Glu Ser Cys Val Pro Leu Leu Arg Lys
1040 1045 1050

PCT/IP2010/052473
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gag tcc atc cag cta agg gac ctg gac tct geg ctg ttg get gag 3204
Glu Ser lle GIn Leu Arg Asp Leu Asp Ser Ala Leu Leu Ala Glu
1055 ' 1060 1065

gtc aag gat gtg ctg att ccc cat gag cgg gtg gtc gee cac agt 3249
Val Lys Asp Val Leulle Pro His Glu Arg Val Val Ala His Ser
1070 1075 - 1080

gac cga gtc att ggc aaa ggc cac ttt gga gtt gte tac cat gga 3294
Asp Arg Val lle Gly Lys Gly His Phe Gly Val Val Tyr His Gly
1085 1090 1095

gaa tac ata gac cag gcc cag aat cga atc caa tgt gcc atc aag
Glu Tyr Ile Asp GIn Ala GIn Asn Arg lie Gin Cysr Ala lle Lys
1100 1105 1110

“tca cta agt cgc atc aca gag atg cag cag gtg gag gcc ttc ctt 3384
Ser Leu Ser Arg lle Thr Glu Met GIn GIn Val Glu Ala Phe Leu
1115 1120 1125

cga gag ggg ctg cte atg cgt gge ctg aac cac ccg aat gtg ¢tg 3429
Arg Glu Gly Leu Leu Met Arg Gly Leu Asn His Pro Asn Yal Leu

1130 A 1135 1140
gct ctc att ggt atc atg ttg cca cce gég gegc ctg ccc/cat gtg 3474
Ala Leu lle Gly lle Met Leu Pro Pro Glu Gly Leu Rro His Val

1145 1150 1155
ctg ctg ccc tat atg tge cac ggt gac ctg ctc cAg ttc atc cge 3519
Leu Leu Pro Tyr Met Cys His Gly Asp Leu Leu GIn Phe lle Arg

1160 1165 1170
tca cct cag cgg aac ccc acc gtg aag gdc ctc atc age ttt gge 3564
Ser Pro Gin Arg Asn Pro Thr Val Lyg’Asp Leu lle Ser Phe Gly

1175 1180 1185
ctg cag gta gcc cat gge atg gagtac ctc gea gag cag aag ttt 3609
Leu GIn Val Ala His Gly Met Gfu Tyr Leu Ala Glu' GIn Lys Phe

1190 1195 1200
gtg cac agg gac ctg gct ggg cga aac tge atg ctg gac gag tca 3654

Val His Arg Asp Leu Alg/Ala Arg Asn Cys Met Leu Asp Glu Ser
1205 1215

ttc act gtc aaa gtgfct gac ttt ggt ttg gcc cgt gac ate ctg 3699
Phe Thr Val Lys Yal Ala Asp Phe Gly Leu Ala Arg Asp lle Leu
1220 1225 1230

gac aag gaa fac tat agt gtt caa cag cat cgc cac gct cge cta 3744
Asp Lys GJd Tyr Tyr Ser Val Gin Gln His Arg His Ala Arg Leu
1235 1240 1245

cct gtg aag tgg atg gcg ctg gag age ctg cag acc tat aga ttt 37‘89
Pro Val Lys Trp Met Ala Leu Glu Ser Leu Gin Thr Tyr Arg Phe
© X250 1255 1260

cc acc aag tct gat gtg tgg tca ttt ggt gtg ctg ctg tgg gaa 3834
Thr Thr Lys Ser Asp Val Trp Ser Phe Gly Val Leu Leu Trp Glu
1265 1270 1275

PCT/P2310/052479
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ctg ttg aca cgg get gcc cca cca tac cece cac atc gac cct ttt 3879
Leu Leu Thr Arg Gly Ala Pro Pro Tyr Pro His lle Asp Pro Phe
1280 1285 1290

gac ctc acc cac ttc ctg gcc cag ggt cgg cge ctg ccc cag cot 3924
Asp Leu Thr His Phe Leu Ala Gin Gly Arg Arg Leu Pro GIn Pro
1295 1300 1305

gag tat tgc ccc aat tct ctg tac caa gtg atg cag caa tgc tgg 3969
Glu Tyr Cys Pro Asn Ser Leu Tyr Gin Val Met Gin Gin Cys Trp
1310 1315 1320

gag gcg gac cca gea geca cga ccc acc ttc gga gta cta gtg gegg 4014
Glu Ala Asp Pro Ala Ala Arg Pro Thr Phe Gly Val Leu Val Gly
1325 1330 1335

gaa gtg gag cag ata gtg tct gca ctg ctt ggg gac cat tat gtg 4059
Glu Val Glu GIn lle Val Ser Ala Leu Leu Gly Asp His Tyr Val

1340 1345 1350
cag ctg cca gca acc tac atg aac ctg gge ccc age acc tca cat 4104
GIn Leu Pro Ala Thr Tyr Met Asn Leu Gly Pro Ser Thr Ser Hj

1355 1360 1365
gag atg aat gtg cat cca gaa cag cag cag tcc tca ccc atg/cca 4149
Glu Met Asn Val His Pro Glu GIn GIn Gin Ser Ser Pro Met Pro

1370 1375 1380
gege agt gca cac cga ccc cgg cca cte tca gag cct Lot cgg cce 4194

Gly Ser Ala His Arg Pro Arg Pro Leu Ser Glu Pré Pro Arg Pro
1385 1390

act tga 4200
Thr

<210> 37

<211> 1399

212> PRT

<213> Macaca fascicularis

<400> 37

- Met Glu Leu Leu Pro Pyo Leu Pro GIn Ser Phe Leu Leu Leu Leu Leu

Leu Pro Ala Lys Pro Ala Ala Ala Lys Glu Trp GIn Cys Pro Arg Thr
20 25 30

Pro Tyr Afa Ala Ser Arg Asp Phe Asn Val Lys Tyr Met Val Pro Ser
3 40 45 -
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Lys Asn Glu Ser Ala Val Phe Val Ala lle Arg Asn Arg Leu His Val
65 70 75 80

Leu Gly Pro Asp Leu Lys Ser Val Gln Ser Leu Ala Thr Gly Pro Ala
85 90 95 .

Gly Asp Pro Gly Cys GIn Thr Cys Ala Ala Cys Gly Pro Giy Pro His -

100 105 110

Gly Pro Ser Gly Asp Thr Asp Thr Lys Val Leu Val Leu Glu Pro Ala
115 120 125

Leu Pro Ala Leu Val Ser Cys Gl_y Ser Ser Leu Gin Gly Arg Cys .Phe
130 135 140

Leu His Asp Leu Asp Pro Gln Gly Thr Ala Val His Leu Ala Ala Pro
145 150 155 160

Ala Cys Leu Phe Ser Ala His His Asn Arg Pro Asp Asp Cys Pro Asp
165 170 175

Cys Val Ala Ser Pro Leu Gly Thr Arg Val Thr Val Val Glu GIn Gly
180 - 185 190

GIn Ala Ser Tyr Phe Tyr Val Ala Ser Ser Leu AXsp Ala Ala Val Ala
195 200 205

Ala Ser Phe Ser Pro Arg Ser Val Ser lle/Arg Arg Leu Lys Ala Asp
210 215 22

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

His Leu Val Ser Tyr Ser IJ¢ Glu Tyr Val His Ser Phe His Thr Gly
250 255

265 270

285

Glu Leu Gly Asp Tyr Arg Glu Leu Val Leu Asp Cys Arg Phe Ala Pro
90 295 300
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Lys Arg Arg Arg Arg Gly Ala Pro Glu Gly Gly GIn Pro Tyr Pro Val
305 310 315 320

L.eu Arg Val Ala His Ser Ala Pro Val Gly Ala Gln Leu Ala Thr Glu
325 330 335

Leu Ser lle Ala Glu Gly GIn Glu Val Leu Phe Gly Val Phe Val Ala
340 345 350 '

Gly Lys Asp Ser Gly Pro Gly Val Gly Pro Asn Ser Val Val Cys Ala
355 360 365

Phe Pro lle Asp Leu LLeu Asp Thr Leu lle Asp Glu Gly Val Glu Arg
370 375 380

Cys Cys Glu Ser Pro Val His Pro Gly Leu Arg Arg Gly Leu Asphe
385 390 395 400

Phe GIn Ser Pro Ser Phe Cys Pro Asn Pro Pro Gly Leu Glu Ala Pro
405 410 ' 415

Ser Pro Asn Thr Ser Cys Arg His Phe Pro Leu Let Val Ser Ser Ser
420 425 430

Phe Ser Arg Val Asp Leu Phe Asn Gly LeuAeu Gly Thr Val Glu Val
435 440

450 455

Gly Thr Ala Asp Gly Arg lle Lgu Gin Val Glu Leu Ala Arg Ser Leu
465 470 475 480

Asn Tyr Leu Leu Tyr VAl Ser Asn Phe Ser Leu Gly Asp Ser Gly Gin
485 490 495 : :

Pro Val GIn Arg Asp Val Ser Arg Leu Gly Asp His Leu Phe Phe Ala
500 505 510

Ser Gly Aép Gin Val Phe Gin Val Pro lle GIn Gly Pro Gly Cys Arg
520 525

His’Phe Leu Thr Cys Gly Arg Cys Leu Arg Ala GIn Arg Phe Met Gly

530 535 540
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Cys Gly Trp Cys Gly Asn Met Cys Gly Arg GIn Lys Glu Cys Pro Gly
545 550 555 560

Ser Trp GIn Gln Asp His Cys Pro Pro Lys Leu Thr Glu Phe His Pro
565 570 | 575

His Ser Gly Prb Leu Arg Gly Ser Thr Arg Leu Thr Leu Cys Gly Ser
580 585 590

Asn Phe Tyr Leu His Pro Ser Gly Leu Val Pro Glu Gly Thr His Gin
595 . 600 605

lle Thr Val Gly GIn Ser Pro Cys Arg Pro Leu Pro Lys Asp Ser Ser
610 615 620

Lys Leu Arg Pro Val Pro Arg Lys Asp Phe Val Glu Glu Phe GI
625 630 635 - 640

Glu Leu Glu Pro Leu Gly Thr GIn Ala Val Gly Pro Thr Asp Val Ser
645 650 655

Leu Thr Val Thr Asn Met Pro Pro Gly Lys His Phe/Arg Val Asp Gly
660 665 670

Thr Ser Met Leu Arg Gly Phe Phe Phe Met
675 680

Val GIn Pro Leu Phe Gly Pro Arg Ala

ly Gly Thr Cys Leu Thr Leu
- 690 695 )

Glu Gly GIn Ser Leu Ser Val Gl

Thr Ser Arg Ala Val Leu Val Asn
705 710 '

715 720

Gly Thr Glu Cys Leu Leu/Ala Arg Val Ser Glu Gly Gin Leu Leu Cys
725 730 735

Ala Thr Pro Pro Gly Ala Met Val Ala Ser Val Pro Leu Ser Leu GIn
740 745 750

Val Gly Gly Ala GIn Val Pro Gly Ser Trp Thr Phe His Tyr Arg Glu

760 765

Asp Prfo Val Val Leu Ser lle Ser Pro Asn Cys Gly Tyr Ser Asn Ser
775 - 780

lu Pro Val Leu lle Ala )
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His lle Thr lle Cys Gly GIn His Leu Thr Ser Ala Trp His Leu Val
785 790 795 800

Leu Ser Phe His Asp Gly Leu Arg Ala Val Glu Ser'Arg Cys Glu Arg
805 - 810 815

GiIn Leu Pro Glu GIn GIn Leu Cys Arg Leu Pro Glu Tyr Val Val GIn -

820 825 830

Asp Pro GlIn Gly Trp Val Ala Gly Asn Leu Ser Ala Trp Gly Asp Gly
835 840 845

Ala Ala Gly Phe Thr Leu Pro Gly Phe Arg Phe Leu Thr Pro Pro His
850 855 860

Pro Pro Ser Ala Asn Leu lle Pro Leu Lys Pro Glu Glu His Al
865 870 875 880

Lys Phe Glu Tyr lle Gly Leu Gly Ala Val Thr Asp Cys Val Gly Val
885 890 895

Asn Val Thr Val Gly Gly Glu Ser Cys GIn His Gl
900 905 910

Phe Arg Gly Asp

Met Val Val Cys Pro Leu Pro Pro Ser Ley GIn Leu Gly Lys Asp Gly
915 920

Ala Pro Leu GIn Val Cys Val Asp
930 935

y Glu Cys His lle Leu Gly Arg
940

Val Val Trp Pro Gly Pro Asp/Gly Val Pro GIn Ser Thr Leu Leu Gly
945 950 955 960

lle Leu Leu Pro Leu lu Leu Leu Val Ala Ala Leu Ala Thr Ala Leu
965 970 975

Val Phe Ser Tyr Trp Trp Gln Arg Lys GIn Leu Val Leu Pro Pro Asn
985 990 ,

Leu Asp/Asp Leu Ala Ser Leu Asp Gln Thr Thr Gly Ala Thr Pro Leu

5 1000 1005

Pro lle Leu Tyr Ser Gly Ser Asp Tyr Arg Ser Gly Leu Ala Arg
1010 1015. 1020
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Pro Ala Thr Asp Gly Leu Asp Ser Thr Cys Val His Gly Ala Ser
1025 1030 ' 1035

Phe Ser Asn Ser Glu Asp Glu Ser Cys Val Pro Leu Leu Arg Lys
1040 1045 1050

Glu‘ Ser lle GIn Leu Arg Asp Leu Asp Ser Ala Leu Leu Ala Glu

1055 1060 1065

Val Lys Asp Val Leu lle Pro His Glu Arg Val Val Ala His Ser
1070 1075 1080

Asp Arg Val lle Gly Lys Gly His Phe Gly Val Val Tyr His Gly
1085 1090 1095

Glu Tyr lle Asp GIn Ala GIn Asn Arg lle Gln Cys Ala lle Lys -
1100 1105 1110

Ser Leu Ser Arg lle Thr Glu Met GIn GIn Val Glu Ala Phe Leu
1115 1120 1125

Arg Glu Gly Leu Leu Met Arg Gly Leu Asn His Pfo Asn Val Leu
1130 1135 1140

Ala Leu lie Gly lle Met Leu Pro Pro Glu Gy Leu- Pro His Val

1145 1150 11

Leu Leu Pro Tyr Met Cys His Gly Asp Leu Leu GIn Phe lle Arg
1160 1165 1170

Ser Pro GIn Arg Asn Pro Th¥ Val Lys Asp Leu lle Ser Phe Gly
1175 1180 1185

Leu GIn Val Ala His
1190

y Met Glu Tyr Leu Ala Glu Gin Lys Phe
195 1200

Val His Arg Asp Leu Ala Ala Arg Asn Cys Met Leu Asp Glu Ser
1205 1210 1215

Phe Thr/ Val Lys Val Ala Asp Phe Gly Leu Ala Arg Asp lle Leu
1225 1230

sp Lys Glu Tyr Tyr Ser Val GIn Gln His Arg His Ala Arg Leu
1235 1240 1245
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Pro Val Lys Trp Met Ala Leu Glu Ser Leu GIn Thr Tyr Arg Phe
1250 1255 1260

Thr Thr Lys Ser Asp Val Trp Ser Phe Gly Val Leu Leu Trp Glu
1265 1270 1275

Leu Leu Thr Arg GIS/ Ala Pro Pro Tyr Pro His lle Asp Pro Phe
1280 1285 1290

Asp Leu Thr His Phe Leu Ala GIn Gly Arg Arg Leu Pro GiIn Pro
1295 1300 1305

Glu Tyr Cys Pro Asn Ser Leu Tyr Gln Val Met GIn GIn Cys Trp
1310 ‘ 1315 1320

Glu Ala Asp Pro Ala Ala Arg Pro Thr Phe Gly Val Leu Val Gly
1325 1330 1335

Glu Val Glu GIn lle Val Ser Ala Leu Leu Gly Asp Hj5 Tyr Val
1340 1345 1350

Gin Leu Pro Ala Thr Tyr Met Asn Leu Gly Pr6 Ser Thr Ser His
1355 1360 1365

Glu Met Asn Val His Pro Glu Gin GIn GIn Ser Ser Pro Met Pro
1370 1375 1880

1385

<223> PCR forward primer for human MST1R

gaggagtgge agtgccegeg cac 23

39
23
DNA
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<213> Artificial Sequence

<220>
<223> PCR reverse primer for human MST1R

<400> 39
tcaagtgggc cgaggaggct ctg 23

<210> 40

<211> 24

<212> DNA

<213> Artificial Sequence

<220>
<223> PCR forward primer for cynomolgus monkey MST1R

<400> 40
aaggaatggc agtgccegeg cace

<210> 41

211> 25

<212> DNA

<213> Artificial Sequence

<220>
<223> PCR forward primer for mouse MST1R

<400> 41

tcaagtgggc cgaggaggcet ctgag 25

<210> 42

<211> 23

<212> DNA

<213> Artificial Sequence

<220>
<223> PCR forward primer f6r mouse MST1R

<400> 42

tccaccaacc tgaactggea 23

<210> 43
<211> 23
<212> DNA
<213> Artifici

<220>
<223>

<400>
tcaagfgggc aggggteggct ctg : 23

10> 44
<211> 4785
<212> DNA
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<213> Homo sapiens

<220>
<221> CDS
<222> (265).(4467)

<400> 44
agtgtacagc ggcggctgeg geggcagete aggcgecteg gecgttectg tegtgegtee 60

gcaggegtca ggtgctcaga cccgagggee gggaagggat ttgggtttca caggaacctg 120
gegcgggeet ccgetatett ggggcteteg ggaccgetge ttaaatttgg cccagteccag 180
acctcgagtc gggceccccag ccaggeccac geccaggtee aggeccagge cggtagggat 40

cctctagggt cccagetege cteg atg gag cte cte ccg ccg ctg cct cag
Met Glu Leu Leu Pro Pro Leu Pro GIn

1 5
tcc tte ctg ttg ctg ctg ctg ttg cct goc aag ccc gog gog gec gag 339
Ser Phe Leu Leu Leu Leu Leu Leu Pro Ala Lys Pro Ala Ala Gly Glu
10 15 20 25
gac tgg cag tgc cecg cge acc ccce tac geg gee tet cge gac tif gac 387
Asp Trp Gin Cys Pro Arg Thr Pro Tyr Ala Ala Ser Arg Asp Phe Asp
30 35 40
gtg aag tac gtg gtg ccc age ttc tee gee gga gge ctg gta cag gee 435
Val Lys Tyr Val Val Pro Ser Phe Ser Ala Gly Gly Leu Val GIn Ala
45 50 55
atg gtg acc tac gag ggc gac aga aat gag agt gft gtg tit gta gee 483
Met Val Thr Tyr Glu Gly Asp Arg Asn Glu Sér Ala Val Phe Val Ala
60 65 70
ata cgc aat cgc ctg cat gtg ctt ggg cct/gac ctg aag tct gtc cag 531

lle Arg Asn Arg Leu His Val Leu Gly Pro Asp Leu Lys Ser Val Gin
75 80 8 :

agc ctg gec acg gge oot get gga/fac cot gge tge cag acg tgt gea 579
Ser Leu Ala Thr Gly Pro Ala Gty Asp Pro Gly Cys GIn Thr Cys Ala
90 95 100 105

gcc tgt gge cca gga ccc gac gge cct ccc ggt gac aca gac aca aag 627
Ala Cys Gly Pro Gly Prg’His Gly Pro Pro Gly Asp Thr Asp Thr Lys
110 115 120

gtg ctg gtg ctg gat£cce geg ctg cct geg ctg gte agt tgt gge tee 675
Val Leu Val Leu Asp Pro Ala Leu Pro Ala Leu Val Ser Cys Gly Ser
125 130 135

agc ctg caggc cge tge tte ctg cat gac cta gag ccc caa ggg aca 723
Ser Leu GIh Gly Arg Cys Phe Leu His Asp Leu Glu Pro GIn Gly Thr
145 150

g cat ctg gca geg cca gece tge cte tte tea gee cac cat aac 771

160 165
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cgg ccc gat gac tge ccc gac tgt gtg gec age cca ttg gge acc cgt 819
Arg Pro Asp Asp Cys Pro Asp Cys Val Ala Ser Pro Leu Gly Thr Arg
170 175 180 185

gta act gtg gtt gag caa ggc cag gec tcc tat ttc tac gtg gea tec 867
Val Thr Val Val Glu GIn Gly GIn Ala Ser Tyr Phe Tyr Val Ala Ser
190 195 200

tca ctg gac geca gece gtg get gee age ttc age cca cge teca gtg tet - 915
Ser Leu Asp Ala Ala Val Ala Ala Ser Phe Ser Pro Arg Ser Val Ser
205 210 215 :

atc agg cgt ctc aag gct gac gec teg ggé ttc gca ccg gge ttt gtg 963
lle Arg Arg Leu Lys Ala Asp Ala Ser Gly Phe Ala Pro Gly Phe Val
220 225 230

geg ttg tca gtg ctg ccc aag cat ctt gtc tcc tac agt att gaa tac 1011
Ala Leu Ser Val Leu Pro Lys His Leu Val Ser Tyr Ser lle Glu Tyr -
235 240 245

gtg cac agc ttc cac acg gga gee ttc gta tac ttc ctg act gta cag
Val His Ser Phe His Thr Gly Ala Phe Val Tyr Phe Leu Thr Val
250 255 260 265

1059

ccg gee age gtg aca gat gat cct agt gcc ctg cac aca cge cfg gea 1107
Pro Ala Ser Val Thr Asp Asp Pro Ser Ala Leu His Thr Ayg Leu Ala
270 275 280

cgg ctt age gee act gag cca gag ttg get gac tat cgg/gag ctg gtc 1155
Arg Leu Ser Ala Thr Glu Pro Glu Leu Gly Asp Tyy'Arg Glu Leu Val
285 290 295

ctc gac tgc aga ttt gect cca aaa cge agg cge/fge ggg gee cca gaa 1203
Leu Asp Cys Arg Phe Ala Pro Lys Arg Arg/Arg Arg Gly Ala Pro Glu
300 305 31

gegc gga cag ccc tac ccf gtg ctg cgg gtg gece cac tee got cca gtg 1251
Gly Gly GIn Pro Tyr Pro Val Leu Ayg Val Ala His Ser Ala Pro Val
315 320 325

get gee caa ctt gee act gag cie age atc gec gag gge cag gaa gta 1299
Gly Ala GIn Leu Ala Thr Gly/Leu Ser lie Ala Glu Gly GIn Glu Val
330 335 340 345

cta ttt ggg gtc ttt gtg Act ggc aag gat ggt get cct gge gtg gegc 1347
Leu Phe Gly Val Ph¢/Val Thr Gly Lys Asp Gly Gly Pro Gly Val Gly
350 355 360

ccc aac tet gtg/gte tat gce ttc cec att gac ctg ctg gac aca cta 1395
Pro Asn Ser Xal Val Cys Ala Phe Pro lle Asp Leu Leu Asp Thr Leu
370 375

att gat gag ggt gtg gag cge tgt tgt gaa tcc cca gtc cat cca gge ‘ 1443
lle Asp Glu Gly Val Glu Arg Cys Cys Glu Ser Pro Val His Pro Gly
380 385 390

tc cgg cga gge cte gac tte ttc cag tcg cec agt ttt tge ccc aac 1491
Leu Arg Arg Gly Leu Asp Phe Phe GIn Ser Pro Ser Phe Cys Pro Asn
395 400 405
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ccg cct gge ctg gaa gee cte age ccc aac acc age tge cge cac tte 1539
Pro Pro Gly Leu Glu Ala Leu Ser Pro Asn Thr Ser Cys Arg His Phe
410 415 420 425

cct ctg ctg gtc agt age age ttc tca cgt gtg gac cta ttc aat ggg 1587
Pro Leu Leu Val Ser Ser Ser Phe Ser Arg Val Asp Leu Phe Asn Gly
430 435 440

ctg ttg gga cca gta cag gtc act gca ttg tat gtg aca cge ctt gac 1635
Leu Leu Gly Pro Val GIn Val Thr Ala Leu Tyr Val Thr Arg Leu Asp
445 450 455

aac gtc aca gtg gca cac atg gge aca atg gat ggg cgt atc ctg cag 1683
Asn Val Thr Val Ala His Met Gly Thr Met Asp Gly Arg lle Leu GIn
460 465 470

gtg gag ctg gtc agg tca cta aac tac ttg ctg tat gtg tec aac tte 17
Val Glu Leu Val Arg Ser Leu Asn Tyr Leu Leu Tyr Val Ser Asn Phe
475 480 485

tca ctg ggt gac agt ggg cag ccc gtg cag cgg gat gtc agt cgt ctt 1779
Ser Leu Gly Asp Ser Gly GIn Pro Val GIn Arg Asp Val Ser Arg Leu

490 495 500 : 505

gegg gac cac cta ctc ttt gec tot ggg gac cag gtt tte cag gia cct 1827

Gly Asp His Leu Leu Phe Ala Ser Gly Asp GIn Val Phe/GIn Val Pro

510 515 520

atc caa ggc cct gge tge cge cac tte ctg acc tgt ggg cet tge cta 1875
lle Gln Gly Pro Gly Cys Arg His Phe Leu Thr Cy4 Gly Arg Cys Leu
525 530 535

agg goa tgg cat ttc atg gge tgt gge tgg tet £og aac atg tge gee 1923
Arg Ala Trp His Phe Met Gly Cys Gly Ti Cys Gly Asn Met Cys Gly
540 545

cag cag aag gag tgt cct ggec tce tggfaa cag gac cac tge cca cct 1971
Gln GIn Lys Glu Cys Pro Gly Ser frp GIn Gin Asp His Cys Pro Pro ‘
555 560 565

aag ctt act gag ttc cac ccc ¢gac agt gga cct cta agg ggc agt aca 2019
Lys Leu Thr Glu Phe His Pro His Ser Gly Pro Leu Arg Gly Ser Thr
570 575 580 585

agg ctg acc ctg tgt gg€ tce aac tte tac ctt cac cct tct ggt ctg 206,7
Arg Leu Thr Leu Cyg Gly Ser Asn Phe Tyr Leu His Pro Ser Gly Leu
590 595 600 :

gtg cct gag ggg/acc cat cag gtc act gtg ggc caa agt ccc tge cgg 2115
Val Pro Glu Gy Thr His GIin Val Thr Val Gly GIn Ser Pro Cys Arg
610 615

cca cté cc aag gac agc tca aaa ctc aga cca gitg ccc cgg aaa gac 2163
Pro Leli Pro Lys Asp Ser Ser Lys Leu Arg Pro Val Pro Arg Lys Asp
620 625 630

tit gta gag gag ttt gag tgt gaa ctg gag ccc ttg ggc acc cag gca 221
he Val Glu Glu Phe Glu Cys Glu Leu Glu Pro Leu Gly Thr GIn Ala
635 640 645
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gtg ggg cct acc aac gtc age cte acc gtg act aac atg cca ccg gec 2259
Val Gly Pro Thr Asn Val Ser Leu Thr Val Thr Asn Met Pro Pro Gly
650 655 660 : 665

aag cac ttc cgg gta gac ggc acc tcc gtg ctg aga gge tte tot tte 2307
Lys His Phe Arg Val Asp Gly Thr Ser Val Leu Arg Gly Phe Ser Phe
670 675 680

atg gag cca gtg ctg ata gca gtg caa ccc cte ttt gge cca cgg gea
Met Glu Pro Val Leu lle Ala Val GIn Pro Leu Phe Gly Pro Arg Ala
685 690 695
gea gge acce tgt cte act ctt gaa gge cag agt ctg tct gta gge acc 2403
Gly Gly Thr Cys Leu Thr Leu Glu Gly Gln Ser Leu Ser Val Gly Thr
700 705 710

agce cgg get gtg ctg gtec aat ggg act gag tgt ctg cta geca c
Ser Arg Ala Val Leu Val Asn Gly Thr Glu Cys Leu Leu Ala Arg Val
715 720 725

agt gag ggg cag ctt tta tgt gcc aca ccc cct ggg ge/acg gtg gecc - 2499
Ser Glu Gly Gin Leu Leu Cys Ala Thr Pro Pro Gly/Ala Thr Val Ala
730 735 740

agt gtc ccc ctt age ctg cag gtg ggg gat gcc cag gta cot ggt tee 2547
Ser Val Pro Leu Ser Leu Gin Val Gly Gly Ala Gln Val Pro Gly Ser
750 755 760

tgg acc ttc cag tac aga gaa gac cct gt¢/gtg cta age atc age ccce 2595
Trp Thr Phe Gin Tyr Arg Glu Asp Pro/Val Val Leu Ser lle Ser Pro
765 770 775

aac tgt ggc tac atc aac tcc cac atc acc atc tgt ggc cag cat cta 2643
Asn Cys Gly Tyr lle Asn Ser Hig'lle Thr lle Cys Gly GIn His Leu
780 785 790

act tca gca tgg cac tta gtg £tg tca ttc cat gac ggg ctt agg gea 2691
Thr Ser Ala Trp His Leu Val Leu Ser Phe His Asp Gly Leu Arg Ala
795 800 805

gtg gaa agc agg tgt gag agg cag ctt cca gag cag cag ctg tge cge 2739
Val Glu Ser Arg Cys¢/Glu Arg Gln Leu Pro Glu GIn Gin Leu Cys Arg
810 820 825

ctt cct gaa tat gtg gtc cga gac ccc cag gga tgg gtg geca ggg aat 2787
Leu Pro Glu T#r Val Val Arg Asp Pro Gin Gly Trp Val Ala Gly Asn
0 835 840

ctg agt ggC cga geg gat gga get get gge ttt aca ctg cet gge ttt 2835
Leu Ser/Ala Arg Gly Asp Gly Ala Ala Gly Phe Thr Leu Pro Gly Phe
845 850 855

cgc/ttc cta ccc cca cce cat cca cce agt gec aac cta gtt cca ctg ‘ 2883
Aye Phe Leu Pro Pro Pro His Pro Pro Ser Ala Asn Le‘u’VaI Pro Leu
860 ‘ 865 870

aag cct gag gag cat gcc att aag ttt gag tat att ggg ctg gge got 2931
Lys Pro Glu Glu His Ala lle Lys Phe Glu Tyr lle Gly Leu Gly Ala
875 880 885
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gtg got gac tgt gte get atc aac gtg acc gtg get get gag age tgc 2979
Val Ala Asp Cys Val Gly lle Asn Val Thr Val Gly Gly Glu Ser Cys
890 895 900 905

cag cac gag ttc cgg ggg gac atg gtt gte tge ccc ctg cee cea tee 3027
GIn His Glu Phe Arg Gly Asp Met Val Val Cys Pro Leu Pro Pro Ser
910 915 920

ctg cag ctt ggc cag gat gst gece cca ttg cag gte tge gta gat ggt 3075
Leu GIn Leu Gly GIn Asp Gly Ala Pro Leu GIn Val Cys Val Asp Gly
-925 930 935

gaa tgt cat atc ctg ggt aga gtg gtg cgg cca ggg cca gat ggg gte 3123
Glu Cys His lle Leu Gly Arg Val Val Arg Pro Gly Pro Asp Gly Val
940 945 950

cca cag agc acg ctc ctt ggt atc ctg ctg cct ttg ctg ctg ctt gig
Pro Gin Ser Thr Leu Leu Gly lle Leu Leu Pro Leu Leu Leu Leu Val
955 960 965 -

get gea ctg geg act gea ctg gte ttc age tac tgg tgg cgg agg a
Ala Ala Leu Ala Thr Ala L.eu Val Phe Ser Tyr Trp Trp Arg
970 975 980 ‘ 985

cag cta gtt ctt cct ccc aac ctg aat gac ctg geca tcc ctg/gac cag 3267

1005 _ 1010

tac aga agt ggc ctt gea cte cct gee aty/gat ggt ctg gat tee 3357
Tyr Arg Ser Gly Leu Ala Leu Pro Ala/lle Asp Gly Leu Asp Ser
1020 1025 1030

acc act tgt gtc cat gga gca tcc fic tcc gat agt gaa gat gaa 3402
Thr Thr Cys Val His Gly Ala Sér Phe Ser Asp Ser Glu Asp Glu
1035 10 1045

tcc tgt gtg cca ctg ctg cdg aaa gag tcc atc cag cta agg gac 3447
Ser Cys Val Pro Leu LEu Arg Lys Glu Ser lle GIn Leu Arg Asp
1050 1055 1060

ctg gac tct gcg it ttg get gag gte aag gat gtg ctg att ccc 3492
Leu Asp Ser Alg/ Leu Leu Ala Glu Val Lys Asp Val Leu lle Pro
1070 1075

cat gag cgg gtg gtc acc cac agt gac cga gtc att ggc aaa ggc 3537
His Glu Arg Val Val Thr His Ser Asp Arg Val lle Gly Lys Gly
1080 1085 1090

tt gga gtt gtc tac cac gga gaa tac ata gac cag gcc cag 3582
Hi$6 Phe Gly Val Val Tyr His Gly Glu Tyr lle Asp GIn Ala GIn
1095 1100 1105

aat cga atc caa tgt gcc atc aag tca cta agt cgec atc aca gag 3627
Asn Arg lle GIn Cys Ala lle Lys Ser Leu Ser Arglle Thr Glu
1110 1115 1120
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.atg cag cag gtg gag gcc ttc ctg cga gag ggg ctg cte atg cgt 3672
Met GIn GIn Val Glu Ala Phe Leu Arg Glu Gly Leu Leu Met Arg
1125 1130 1135

gec ctg aac cac ccg aat gtg ctg got ctc att ggt atc atg ttg ‘ 3717
Gly Leu Asn His Pro Asn Val Leu Ala Leu lle Gly lle Met Leu
1140 1145 1150

cca cct gag ggc ctg ccc cat gtg d_tg ctg ccc tat atg tgc cac 3762
Pro Pro Glu Gly Leu Pro His Val Leu Leu Pro Tyr Met Cys His
1155 1160 1165

get gac ctg ctc cag ttc atc cge tca cct cag cgg aac ccc acc 3807
Gly Asp Leu Leu GIn Phe lle Arg Ser Pro Gln Arg Asn Pro Thr
1170 1175 1180

~ gtg aag gac ctc atc agc ttt ggc ctg cag gta gee cge gge atg
Val Lys Asp Leu lle Ser Phe Gly Leu GIn Val Ala Arg Gly Met
1185 1190 1195

gag tac ctg gca gag cag aag ttt gtg cac agg gac ctg gct geg 3897
Glu Tyr Leu Ala Glu GIn Lys Phe Val His Arg Asp Leu Ala /Ala

1200 1205 1210
cgg aac tge atg cotg gac gag tca ttc aca gtc aag gtg gof gac 3942

Arg Asn Cys Met Leu Asp Glu Ser Phe Thr Val Lys ¥al Ala Asp

1215 : 1220 1225
ttt ggt ttg gcc cge gac atc ctg gac agg gag tacAat agt gtt 3987
Phe Gly Leu Ala Arg Asp lle Leu Asp Arg Gly/Tyr Tyr Ser Val

1230 1235
caa cag cat cgc cac gct cge cta cct gtg/aag tgg atg gecg ctg 4032
Gln GIn His Arg His Ala Arg Leu Pro VAl Lys Trp Met Ala Leu

1245 1250 1255

gag agc ctg cag acc tat aga ttt ac€ acc aag tct gat gtg tegg 4077
Glu Ser Leu GIn Thr Tyr Arg Phg Thr Thr Lys Ser Asp Val Trp

1260 1265 1270
. tca ttt ggt gtg cotg ctg tgg gba ctg ctg aca cgg gt gec ccea 4122
Ser Phe Gly Val Leu Leu/rp Glu Leu Leu Thr Arg Gly Ala Pro
1275 1280 1285 :
cca tac cgc cac att gac cct ttt gac ctt acc cac ttc ctg gcc 4167
Pro Tyr Arg His lle/Asp Pro Phe Asp Leu Thr His Phe Leu Ala
1290 1295 1300
cag ggt cgg cgl ctg ccc cag cct gag tat tge cct gat tet ctg 4212
Gln Gly Arg Arg Leu Pro GIn Pro Glu Tyr Cys Pro Asp Ser Leu
1305 1310 1315
tac éaa gtg atg cag caa tgc tgg gag gca gac cca gea gtg cga 4257
Tyr G Val Met GIn Gin Cys Trp Glu Ala Asp Pro Ala Val Arg
1320 1325 1330
c acc ttc aga gta cta gtg ggg gag gtg gag cag ata gtg tct 4302

ro Thr Phe Arg Val Leu Val Gly Glu Val Glu Gin lle Val Ser
1335 1340 1345
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gca ctg ctt ggg gac cat tat gtg cag ctg cca gea acc tac atg 4347
Ala Leu Leu Gly Asp His Tyr Val GIn Leu Pro Ala Thr Tyr Met

1350 1355 1360
aac ttg ggc ccc age acc tcg cat gag atg aat gtg cgt cca‘ gaa 4392
Asn Leu Gly Pro Ser Thr Ser His Glu Met Asn Val Arg Pro Glu

1365 1370 1375 -
cag ccg cag ttc tca ccc atg cca ggg aat gta cge cgg ccc cgg 4437
Gin Pro GIn Phe Ser Pro Met Pro Gly Asn Val Arg Arg Pro Arg

1380 1385 1390

cca ctc tca gag cct cct cgg cee act tga cttagttett gggctggace 4487
Pro Leu Ser Glu Pro Pro Arg Pro Thr
1395 1400

tgcttagetg ccttgageta accccaaget gectetggege catgeccagge cagagggeag /' 4547
tggcccteca cottgttect geectttaac tttcagagge aataggtaaa tggggece 4607
taggtcecte actccacaga gtgagecagt gagggeagte ctgcaacatg tatttdtgga 4667
gtgcctgetg tggaccctgt cttctgggea cagtggactc agecagtgace agdccaacac 4727
tgaccctiga accaataaag gaacaaatga ctattaaagc acaaaaaaga aaaaaaaa 4785
<210> 45

<211> 1400

<212> PRT

<213> Homo sapiens

<400> 45

‘Met Glu Leu Leu Pro Pro Leu Pro Gin Ser Phe Leu Leu Leu Leu Leu

1 5 10 15

Leu Pro Ala Lys Pro Ala Ala Gl

Glu Asp Trp GIn Cys Pro Arg Thr
20 25 '

30

. Pro Tyr Ala Ala Ser Arg Asp Phe Asp Val Lys Tyr Val Val Pro Ser

35 45

Phe Ser Ala Gly Qlly Leu Val GIn Ala Met Val Thr Tyr Glu Gly Asp
50 55 60

Arg Asn Ser Ala Val Phe Val Ala lle Arg Asn Arg Leu His Val
65 70 75 80

Ley/Gly Pro Asp Leu Lys Ser Val GIn Ser Leu Ala Thr Gly Pro Ala

Gly Asp Pro Gly Cys GIn Thr Cys Ala Ala Cys Gly Pro Gly Pro His
100 _ 105 110
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Gly Pro Pro Gly Asp Thr Asp Thr Lys Val Leu Val Leu Asp Pro Ala
115 120 125

Leu Pro Ala Leu Val Ser Cys Gly Ser Ser Leu GIn Gly Arg Cys Phe
130 135 140

Leu His Asp Leu Glu Pro GlIn Gly Thr Ala Val His Leu Ala Ala Pro
145 150 155 160

Ala Cys Leu Phe Ser Ala His His Asn Arg Pro Asp Asp Cys Pro Asp
165 170 175

Cys Val Ala Ser Pro Leu Gly Thr Arg Val Thr Val Val Glu Gin G
180 185 190 '

Gln Ala Ser Tyr Phe Tyr Val Ala Ser Ser Leu Asp Ala Ala/Val Ala

195 200 205

Ala Ser Phe Ser Pro Arg Ser Val Ser lle Arg Arg Leli Lys Ala Asp
210 215 220

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

His Leu Val Ser Tyr Ser lle Glu Tyr Vaf His Ser Phe His Thr Gly
245 250 255 )

Ala Phe Val Tyr Phe Leu Thr Vaf GIn Pro Ala Ser Val Thr Asp Asp
260 265 270

Pro Ser Ala Leu His Thr Arg Leu Ala Arg Leu Ser Ala Thr Glu Pro
275 285

Glu Leu Gly Asp Tyf Arg Glu Leu Val Leu Asp Cys Arg Phe Ala Pro

290 295 300
Lys Arg Arg Arg Arg Gly Ala Pro Glu Gly Gly GIn Pro Tyr Pro Val
305 310 315 320 '

Val Ala His Ser Ala Pro Val Gly Ala GIn Leu Ala Thr Glu
325 330 335

eu Ser lle Ala Glu Gly GIn Glu Val Leu Phe Gly Val Phe Val Thr
340 345 350
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Gly Lys Asp Gly Gly Pro Gly Val Gly Pro Asn Ser Val Val Cys Ala
355 360 365

Phe Pro lle Asp Leu Leu Asp Thr Leu lle Asp Glu Gly Val Glu Arg
370 375 - 380

Cys Cys Glu Ser Pro Val His Pro Gly Leu Arg Arg Gly Leu Asp
385 390 : 395 400

Phe GIn Ser Pro Ser Phe Cys Pro Asn Pro Pro. Gly Leu Gly/ Ala Leu
405 410 415

Ser Pro Asn Thr Ser Cys Arg His Phe Pro Leu Leu V#l Ser Ser Ser
420 425 430

Phe Ser Arg Val Asp Leu Phe Asn Gly Leu Leu
435 440 445

Thr Ala Leu Tyr Val Thr Arg Leu Asp Asn ¥al Thr Val Ala His Met
450 455 460

Gly Thr Met Asp Gly Arg lle Leu GIn Yal Glu Leu Val Arg Ser Leu
465 470 475 480

Asn Tyr Leu Leu Tyr Val Ser Agn Phe Ser Leu Gly Asp Ser Gly Gin
485 49 495

500 510

Ser Gly Asp GIn Val
515

he GIn Val Pro lle Gln Gly Pro Gly Cys Arg
520 525 :

His Phe Leu Thy Cys Gly Arg Cys Leu Arg Ala Trp His Phe Met Gl
530 535 540 ‘

Cys Gly Typ Cys Gly Asn Met Cys Gly GIn GIn Lys Glu Cys Pro Gly
545 550 555 560

rp GIn GIn Asp His Cys Pro Pro Lys Leu Thr Glu Phe His Pro
565 570 575

is Ser Gly Pro Leu Arg Gly Ser Thr Arg Leu Thr Leu Cys Gly Ser
580 585 590

ly Pro Val GIn Val

POT/P2910/052473
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Asn Phe Tyr Leu His Pro Ser Gly Leu Val Pro Glu Gly Thr His GI
595 600 605

Val Thr Val Gly GIn Ser Pro Cys Arg Pro Leu Pro Lys Asp Sér Ser
610 615 620

Lys Leu Arg Pro Val Pro Arg Lys Asp Phe Val Glu Glu Phe Glu Cys
625 630 635 640

Glu Leu Glu Pro Leu Gly Thr GIn Ala Val Gly Pro Thr Asn Val Ser
645 650

660 665

675 680 6

Val GIn Pro Leu Phe Gly Pro Arg Ala/Gly Gly Thr Cys Leu Thr Leu
690 695 00

Glu Gly GIn Ser Leu Ser Val Gly Thr Ser Arg Ala Val Leu Val Asn
705 710 715 720

Gly Thr Glu Cys Leu Leu Ala Arg Val Ser Glu Gly GIn Leu Leu Cys
725 730 735

Ala Thr Pro Pro Gly. Afa Thr Val Ala Ser Val Pro Leu Ser Leu GIn
740 745 750

Val Gly Gly Ala Gin' Val Pro Gly Ser Trp Thr Phe GIn Tyr Arg Glu
755 760 765

Asp Pro Val Mal Leu Ser lle Ser Pro Asn Cys Gly Tyr lle Asn Ser
770 775 780 ‘

His lle Thr lle Cys Gly GIn His Leu Thr Ser Ala Trp His Leu Val
785 790 795 800

Let Ser Phe His Asp Gly Leu Arg Ala Val Glu Ser Arg Cys Glu Arg
805 ' ~ 810 815

Gin Leu Pro Glu GIn GIn Leu Cys Arg Leu Pro Giu Tyr Vél Val Arg
820 825 830

PCT/IP2910/052473
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Asp Pro Gin Gly Trp Val Ala Gly Asn Leu Ser Ala Arg Gly Asp Gly
835 840 845

Ala Ala Gly Phe Thr Leu Pro Gly Phe Arg Phe Leu Pro Pro Pro His
850 855 860

Pro Pro Ser Ala Asn Leu Val Pro Leu Lys Pro Glu Glu His Ala Ile
865 870 875 880 ’

Lys Phe Glu Tyr lle Gly Leu Gly Ala Val Ala Asp Cys Val Gly lle
885 890 895 |

Asn Val Thr Val Gly Gly Glu Ser Cys GIn His Glu Phe Arg Gly' Asp
900 905 910

Met Val Val Cys Pro Leu Pro Pro Ser Leu Gln Leu Gly/GIn Asp Gly
915 920 925

Ala Pro Leiu GIn Val Cys Val Asp Gly Glu Cys Hig lle Leu Gly Arg
930 935 940

Val Val Arg Pro Gly Pro Asp Gly Val Pro
945 950 955

n Ser Thr Leu Leu Gly
960

lle Leu Leu Pro Leu Leu Leu Leu Vaf Ala Ala Leu Ala Thr Ala Leu
965 970 975 .

Val Phe Ser Tyr Trp Trp Arg Arg Lys GIn Leu Val Leu Pro Pro Asn
980 98 990

Leu Asn Asp Leu Ala S¢r Leu Asp GIn Thr Ala Gly Ala Thr Pro Leu
995 000 1005

Pro lle Leu Tyr Ser Gly Ser Asp Tyr Arg Ser Gly Leu Ala Leu
1010 1015 1020

Pro Ala lle/Asp Gly Leu Asp Ser Thr Thr Cys Val His Gly Ala
1025 1030 1035

Ser Phe Ser Asp Ser Glu Asp Glu Ser Cyé Val Pro Leu Leu Arg

40 1045 1050

Lys Glu Ser lle GIn Leu Arg Asp Leu Asp Ser Ala Leu Leu Ala
1055 1060 1065


ipos
Line


42/107

Glu Val Lys Asp Val Leu lle Pro His Glu Arg Val Val Thr His

1070

Ser Asp
1085

1075 1080

Arg Val lle Gly Lys Gly His Phe Gly Val Val Tyr His
1090 1095

Gly Glu Tyr lle Asp Gln Ala Gin Asn Arg lle GIn Cys Ala lle

1100

Lys Ser
1115

Leu Arg
1130

Leu Ala
1145

Val Leu
1160

Arg Ser
1175

Gly Leu
1190

Phe Val
1205

Ser Phe
1220

Leu Asp
1235

Leu Pro
1250

1105 1110

Leu Ser Arg lle Thr Glu Met GIn GIn Val Glu Ala Phe
1120 1125 v

Glu Gly Leu Leu Met Arg Gly Leu Asn His Pro Asn Val
1135 1140

Leu lle Gly lle Met Leu Pro Pro Glu Gly Leu Pro
1150 1155

Leu Pro Tyr Met Cys His Gly Asp Leu Leu fiIn Phe lle
1165 1170

Pro Gin Arg Asn Pro Thr Val Lys As
1180 1185

Leu lle Ser Phe

Gln Val Ala Arg Gly Met Glu Tyr Leu Ala Glu GIn Lys
1195 '

His Arg Asp Leu Ala Alg Arg Asn Cys Met Leu Asp Glu
1210 1215

Thr Val Lys Val
1225

a Asp Phe Gly Leu Ala Arg Asp lle
1230

Arg Glu Tyr Tyr Ser Val Gin GIn His Arg His Ala Arg
1240 1245

ys Trp Met Ala Leu Glu Ser Leu Gln Thr Tyr Arg
1255 1260

Thr Lys Ser Asp Val Trp Ser Phe Gly Val Leu Leu Trp
1270 1275

Leu Thr Arg Gly Ala Pro Pro Tyr Arg His lle Asp Pro
1285 1290

PCT/P2310/052479
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Phe Asp Leu Thr His Phe Leu Ala GIn Gly Arg Arg Leu Pro GIn
1295 1300 1305

Pro Glu Tyr Cys Pro Asp Ser Leu Tyr GIn Val Met GIn GIn Cys
1310 1315 1320

Trp Glu Ala Asp Pro Ala Val Arg Pro Thr Phe Arg Val Leu Val
1325 1330 1335 '

Gly Glu Val Glu GIn lle Val Ser.Ala Leu Leu Gly Asp His Tyr
1340 1345 1350

Val GIn Leu Pro Ala Thr Tyr Met Asn Leu Gly Pro Ser Thr Ser
1355 1360 1365 '

His Glu Met Asn Val Arg Pro Glu GIn Pro Gln Phe Ser Pr
1370 1375 1380

Pro Gly Asn Val Arg Arg Pro Arg Pro Leu Ser Glu Pro Pro Arg
1385 1390 1395

Pro Thr
1400

<210> 46

<211> 4720

<212> DNA

<213> Mus musculus

<220>
<221> CDS
<222> (257).(4393)

<400> 46
getgtagcag cggcagetag aageageage tggegeccct ggtgaggtga tegtgecatt 60

geegtgtecg tgggtegaca gecaggtget cagaccacaa geccagagaga aaggttgget 120
ttgccaggga ccagggcagg gegggcagetg cccaggaget ttcagtaccg ctgegtaaag 180
ctggtctcag gtcggaccct gagtctggtt cgatcaagtc ctggaccttc tgggattcce 240
aaggggcgCc agctca atg ggg ctg cct ctg ccg ctg ctt caa tce tet ctt 292
Met Gly Leu Pro Leu Pro Leu Leu GIn Ser Ser Leu

1 5 10

cta atg ctt ctt ttg cgg ctg teg geg geg teec ace aac ctg aac 340

eu Leu Met Leu Leu Leu Arg Leu Ser Ala Ala Ser Thr Asn Leu Asn
15 20 25

PCTAP2010/052479
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tgg cag tge cca cga ata ccc tac gea gec tee cga gac ttc agﬁ gtc 388
Trp GIn Cys Pro Arg lle Pro Tyr Ala Ala Ser Arg Asp Phe Ser Val :
30 35 40 -

aag tac gtg gtc ccc age tte tec geg gge ggc cgg gta cag gee acc 436
Lys Tyr Val Val 'Pro Ser Phe Ser Ala Gly Gly Arg Val GIn Ala Thr
45 50 55 ' 60

gca gecce tac gag gac agt aca aat agt geg gtg ttt gtg gecc aca cge 484
Ala Ala Tyr Glu Asp Ser Thr Asn Ser Ala Val Phe Val Ala Thr Arg
‘ 65 70 75

aat cac ctg cac gtg ctt ggg cct gac ct_g cag ttc ata gag aac ctg 532
Asn His Leu His Val Leu Gly Pro Asp Leu GIn Phe lie Glu Asn Leu
‘80 85 90

acc act ggc cct atc ggg aac cct gge tge cag act tgt geg age tgt
Thr Thr Gly Pro lle Gly Asn Pro Gly Cys GIn Thr Cys Ala Ser Cys
95 100 - 105
get cca ggc cct cat gga cca cca aag gac aca gac aca ctg gtg ct 628
Gly Pro Gly Pro His Gly Pro Pro Lys Asp Thr Asp Thr Leu Va
110 115 120

gtg atg gag cca ggt ttg cca gee ctg gte age tgt gec tca agk cta 676
Val Met Glu Pro Gly Leu Pro Ala Leu Val Ser Cys Gly $er Thr Leu
125 130 135 140

cag ggc cgc tge tte ctg cat gag ctg gag cot cgg gggf aaa gee ctg 724
GlIn Gly Arg Cys Phe Leu His Glu Leu Glu Pro Arg Gly Lys Ala Leu
145 150 15

cac tta gca gcot cca gece tge cta ttc tca gea dac aat aac aag cct 772
His Leu Ala Ala Pro Ala Cys Leu Phe Ser Ala Asn Asn Asn Lys Pro
160 165 70

gag gec tge acg gac tgt gtg get age ¢fc ctg gge act cgt gtg act 820
Glu Ala Cys Thr Asp Cys Val Ala Sér Pro Leu Gly Thr Arg Val Thr
175, 180 185

gtg gtg gag cag ggg cat get teg tac tte tat gtg gea tet teg cta 868
Val Val Glu GIn Gly His Ala Ber Tyr Phe Tyr Val Ala Ser Ser Leu
190 195 200

gac cca gag ttg gcc gel/age ttt age cee cge teg gtg tee ate cgt 916
Asp Pro Glu Leu Ala Ala Ser Phe Ser Pro Arg Ser Val Ser lle Arg
205 215 220

230 235

ccc aaa tat ttg gee tee tac ctec atc aaa tat gtg tac 1012
eu Pro Lys Tyr Leu Ala Ser Tyr Leu lle Lys Tyr Val Tyr
240 245 250

ago/ttc cac tcg ggg gat ttt gte tac ttt ctg act gtc cag ccc atc 1060
'Sér Phe His Ser Gly Asp Phe Val Tyr Phe Leu Thr Val GIn Pro lle
255 ’ 260 265
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agt gtc aca agc cct ccc agt gee ttg cat aca cgt ctg gte cgg cte 1108
Ser Val Thr Ser Pro Pro Ser Ala Leu His Thr Arg Leu Val Arg Leu
270 275 280 '

"aat gct gta gag cca gag att get gac tac cgg gag ctg gtc ttg gac 1156
Asn Ala Val Glu Pro Glu lle Gly Asp Tyr Arg Glu Leu Val Leu Asp
285 290 295 300

tgt cat ttt gca cct aaa cge cgg cge cgt gga gee cecg gag gge aca 1204
Cys His Phe Ala Pro Lys Arg Arg Arg Arg Gly Ala Pro Glu Gly Thr
305 310 315

cag cc;:; tac cca gtg ctt cag gca gece cac tct get cca gtg gat gee
Gln Pro Tyr Pro Val Leu Gin Ala Ala His Ser Ala Pro Val Asp Ala
320 325 330 ' ‘

aaa ctg get gtg gaa ctg age att tca gag ggce Eag gaa gtg ctt ttt 1300
Lys Leu Ala Val Glu Leu. Ser lle Ser Glu Gly GIn Glu Val Leu Ph
335 . 340 345 '
ggg gte ttt gtg ace gtc aag gat ggt gegc tet gge atg get cec 1348
Gly Val Phe Val Thr Val Lys Asp Gly Gly Ser Gly Met Gly/fro Asn
350 - 355 360

tct gtt gta tgt goc tte ccc att tac cac ctg aac atc ctf att gaa 1396
Ser Val Val Cys Ala Phe Pro lle Tyr His Leu Asn li¢ Leu lle Glu
365 370 375

gag ggt gtc gaa tat tge tgt cac tct tca aat tot fot tec ctg ttg 1444

385 390

tcg aga gge ctt gac tte ttc cag acg ccc/agt ttt tgt cct aat ccg 1492
Ser Arg Gly Leu Asp Phe Phe GIn Thy'Pro Ser Phe Cys Pro Asn Pro
400 405 410

cct ggt gga gag gcc tcc gge cece @ge tee cgt tge cac tac tte cot 1540
Pro Gly Gly Glu Ala Ser Gly Prd Ser Ser Arg Cys His Tyr Phe Pro
415 420 425

ttg atg gtc cac gct age ttg/acc cgt gtg gac ctc ttc aat gga ctg 1588
Leu Met Val His Ala Ser Phe Thr Arg Val Asp Leu Phe Asn Gly Leu
430 435 440 ’

tta gga tca gtg aag
Leu Gly Ser Val
445

c acc gca ctg cat gtg aca cgt ctt gge aat 1636
s Val Thr Ala Leu His Val Thr Arg Leu Gly Asn
50 455 460 '

gtt aca gtg cac atg ggc act gtg gat ggg cgt gtc cta cag gtg 1684
Val Thr Val/Ala His Met Gly Thr Val Asp Gly Arg Val Leu GIn Val
465 470 475

gce agg tca ctc aac tac ctg ctg tat.gtg tcc aac ttc tec 1732
Glu Jfe Ala Arg Ser Leu Asn Tyr Leu Leu Tyr Val Ser Asn Phe Ser
480 485 490

ctg gegc ago;: agt gga cag cct gtt cat cgg gat gtc age cge ctec geg 1780
Leu Gly Ser Ser Gly GIn Pro Val His Arg Asp Val Ser Arg Leu Gly
495 500 505
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aat gac cta ctc ttt gcc tot ggg gac cag gtc ttc aag gtg ccc ate 1828
Asn Asp Leu Leu Phe Ala Ser Gly Asp GIn Val Phe Lys Val Pro lle
510 515 520

cag ggc cct gge tgt cgt cat ttt ctc acc tgt tgg cgt tge ctg aga 1876
Gln Gly Pro Gly Cys Arg His Phe Leu Thr Cys Trp Arg Cys Leu Arg
525 530 535 540

gca cag cge ttc atg gga tgt gec tgg tet ggg gac cgg tagt gac cgg 1924
Ala GIn Arg Phe Met Gly Cys Gly Trp Cys Gly Asp Arg Cys Asp Arg
545 550 555

cag. aag gag tgt cct gge tcc tgg caa cag gac cac tgt ccg cct gag 19

Gln Lys Glu Cys Pro Gly Ser Trp GIn GIn Asp His Cys Pro Pro Glu
560 565 570

atc agt gag ttc tat cct cac agc ggg cct cta agg gegc act acg agg 2020

Ile Ser Glu Phe Tyr Pro His Ser Gly Pro Leu Arg Gly Thr Thr Ar,

575 580 585

ctc acc ctt tgt gge tec aac tte tacActg cga cct gat gat gtc 2068
Leu Thr Leu Cys Gly Ser Asn Phe Tyr Leu Arg Pro Asp Asp Val Val
590 595 600

cct gag gga aca cac cag atc acc gtg ggc caa agt ccc/tge cga ctg 2116
Pro Glu Gly Thr His GIn lle Thr Val Gly GIn Ser Pr¢/Cys Arg Leu
605 610 615

ctg cct aag gac tct tca age cct agg cca ggg tcf cte aag gaa ttc 2164
625 630

ata cag gaa ctt gaa tgt gag ctg gag ccc gtg gtc acc cag gca gtg 2212
Ile GIn Glu Leu Glu Cys Glu Leu Glu Pfo Leu Val Thr Gin Ala Val
640 645 650

geg act aca aac atc agc ctt gtc afc acc aac atg cca gca gge aag 2260
Gly Thr Thr Asn lle Ser Leu Val/lle Thr Asn Met Pro Ala Gly Lys
655 660 665

cac ttc cga gtg gaa ggec at¢/tct gta cag gaa ggc ttc tct ttc gtg 2308
His Phe Arg Val Glu Gly le Ser Val GIn Glu Gly Phe Ser Phe Val
670 675 680

gag cca gtg ctg aca fca ata aaa cct gac ttt ggc ccg cgg got geg 2356
Glu Pro Val Leu Thr S_er lle Lys Pro Asp Phe Gly Pro Arg Ala Gly
685 0 695 700

gget act tat ct¢ acc ctc gaa ggec cag agc ctg tct att gcec acc age 2404
Gly Thr Tyr Leu Thr Leu Glu Gly GIn Ser Leu Ser lle Ala Thr Ser
705 710 715

cga get/gcg ctg gte aat gga acc cag tge cgg ctg gaa cag gtc aat 2452
Arg Ala Leu Val Asn Gly Thr GIn Cys Arg Leu Glu GIn Val Asn
720 7125 730

g gag cag atc tta tgt gtc acg cct cct gga get gge acg gec agg 2500
Glu Glu Gin lle Leu Cys Val Thr Pro Pro Gly Ala Gly Thr Ala Arg
735 740 745

-PCT/IP2010/052473
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gtc ccc ctt cat ctg cag ata ggg ggt get gag gtg cot gge tee tgg 2548
Val Pro Leu His Leu GIn Ille Gly Gly Ala Glu Val Pro Gly Ser T
750 755 760 .

acc ttt cac tac aag gaa gac cct att gtg ttg gac étc agt ccc aag 2596
Thr Phe His Tyr Lys Glu Asp Pro lle Val Leu Asp lle Ser Pro Lys
765 770 775 780

tgt ggc tac agt ggc tcc cac atc atg atc cat gge cag cat ctg act 2644
Cys Gly Tyr Ser Gly Ser His lle Met lle His Gly GIn His Leu Thr
785 - 790 795

tca gca tgg cac ttc acg cta tca ttc cat gat gga caa agt aca gtg 2692
Ser Ala Trp His Phe Thr Leu Ser Phe His Asp Gly Gln Ser Thr Val
800 805 810

gag agc agg tgt gcg ggg cag ttt gtg gaa caa cag cag cgt cga tgt 2740
Glu Ser Arg Cys Ala Gly GIn Phe Val Glu Gln Gln GIn Arg Arg Cy,
815 820 825

Arg Leu Pro Glu Tyr Val Val Arg Asn Pro GIn Gly Trp Ala
830 835 840 ‘

aat ctg agc gtc tgg ggt gat gga gea got gge tte aca ctg'cet ggt 2836
845 - 850 855

ttt cge ttc ctg cce cca cec agt cca ctc aga got/gge ctg gtt gag 2884
Phe Arg Phe Leu Pro Pro Pro Ser Pro Leu Arg Ala Gly Leu Val Glu
865 870

ttg aaa cct gaa gaa cat tca gtt aaa gtt gag tat gtc ggg ctg gge 2932
Leu Lys Pro Glu Glu His Ser Val Lys VAl Glu Tyr Val Gly Leu Gly
880 885 890

get gtg gea gac tgt gtg act gtg aacg/atg acc gtg ggt gt gag gtc 2980
Ala Val Ala Asp Cys Val Thr Val Asn Met Thr Val Gly Gly Glu Val
895 900 905

tgc caa cat gag ctc cgg ggg gat gtg gtg atc tge ccc ctg cecc cot 3028
Cys GIn His Glu Leu Arg Gly Asp Val Val lle Cys Pro Leu Pro Pro
920

tcc ctg caa ctt ggc aag gat ggt gtc cca ttg cag gte tgt gta gac 3076
Ser Leu Gin Leu Gly' Lys Asp Gly Val Pro Leu Gin Val Cys Val Asp
935 940

get ggg tgt cac/ate ctg age caa gtg gtt cge tca age cca gge agg 3124

950 955

gec tca ¢ag agg ata ctc ctt att get ctt ctg gte ttg atc ctg ctt 3172
Ala Sey/Gln Arg lle Leu Leu lle Ala Leu Leu Val Leu lle Leu Leu
960 965 970

get gtg ctg gee gtt gee ctg atc ttt aac tce cga aga cgg aaa 3220
al Ala Val Leu Ala Val Ala Leu lle Phe Asn Ser Arg Arg Arg Lys
975 980 - 985
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aag cag cta ggt gct cac tcc cte tcc cca aca aca cte tet gac atc 3268
Lys GlIn Leu Gly Ala His Ser Leu Ser Pro Thr Thr Leu Ser Asp lle

990 995 1000
aac gat aca gct tcc ggg get ccg aac cat gaa gaa tcg tca gag 3313
Asn Asp Thr Ala Ser Gly Ala Pro Asn His Glu Glu Ser Ser Glu
1005 1010 1015
agt agg gat ggg aca agt gtc cca ctg ctg cgg aca gag tct atc 3358
Ser Arg Asp Gly Thr Ser Val Pro Leu Leu Arg Thr Glu Ser lle
1020 1025 1030
cgg ctc cag gat ctg gac agg atg ctc cta get gag gtc aag gat 3403
Arg Leu Gin Asp Leu Asp Arg Met Leu Leu Ala Glu Val Lys Asp
1035 1040 1045

gta ctg att ccc cat gaa caa gtg gtc atc cat act gac caa gtc 448
Val Leu lle Pro His Glu Gin Val Val lle His Thr Asp GiIn Val
1050 1055 1060

att ggc aaa ggc cac ttt ggt gtt gtc tac cac gga gaa tat ac 3493
lle Gly Lys Gly His Phe Gly Val Val Tyr His Gly Glu Tyr Fhr

1065 1070 1075

gac gga gca cag aat cag acc cac tgt gcc atc aag tcy/ctg agt 3538
Asp Gly Ala GIn Asn GIn Thr His Cys Ala lle Lys Ser Leu Ser
1080 1085 1090

cgg gag gee 3583
eu Arg Glu Gly

cgc att aca gag gtg cag gag gtg gag get tic ¢
Arg lle Thr Glu Val GIn Glu Val Glu Ala Phe
1095 1100 1105

ctg ctc atg cgt ggc cta cat cac cca aag/atc ctg get cte atc 3628
Leu Leu Met Arg Gly Leu His His ProAsn lle Leu Ala Leu lle
1110 1115 11

ggt atc atg ctg ccc ccg gag ggg At ccc cgg gtg ctg ttg cce 3673
Gly lle Met Leu Pro Pro Glu Gly'Leu Pro Arg Val Leu Leu Pro
1125 1130 1135

tat atg cgc cac gga gac ctg ctt cgt ttc att cgc tece cot cag 3718
Tyr Met Arg His Gly Asp Aeu Leu Arg Phe lle Arg Ser Pro Gin
1140 1145 1150

agg aac ccc act gtg #dag gat ctt gtc agc ttt ggec ctg cag gta 3763
Arg Asn Pro Thr V4l Lys Asp Leu Val Ser Phe Gly Leu GIn Val
1155 60 1165 '

gcc tgt gt atg gag tac ctg gca gag cag aag ttc gtg cac aga 3808
Ala Cys Gly Met Glu Tyr Leu Ala Glu GIn Lys Phe Val His Arg
1175 1180
gac ctg/sct get agg aac tge atg ctg gac gag tca ttc aca gtc 3853
u Ala Ala.Arg Asn Cys Met Leu Asp Giu Ser Phe Thr Val

1190 1195

azg gtg got gac ttt ggt ctg gea cgg gec gtc cta gac aag gaa 3898
ys Val Ala Asp Phe Gly Leu Ala Arg Gly Val Leu Asp Lys Glu
1200 1205 1210
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tac tac agt gtt cgec cag cat cgc cat get cge ctg cca gte aaa 3943
Tyr Tyr Ser Val Arg Gin His Arg His Ala Arg Leu Pro Val Lys
1215 . 1220 1225

tgg atg gca ctg gag agc ctg cag acc tac agg ttc acc acc aag 3988
Trp Met Ala Leu Giu Ser Leu GIn Thr Tyr Arg Phe Thr Thr Lys
1230 1235 1240

tcc gat gtg tgg tca ttc ggg gtg ctg ctc tgg gag cta cta aca 4033
Ser Asp Val Trp Ser Phe Gly Val Leu Leu Trp Glu Leu Leu Thr
1245 1250 1255

cgg ggt get cca ccc tac ccc cat ate gat ccc ttec gac cte tet 4078
Arg Gly Ala Pro Pro Tyr Pro His lle Asp Pro Phe Asp Leu Ser
1260 1265 1270

cac ttc ctg gct cag ggc cgc cge ctg cct cag cct gag tac tgt
His Phe Leu Ala Gln Gly Arg Arg Leu Pro GIn Pro Glu Tyr Cys
1275 1280 1285

cct gat tca ctg tat cac gtg atg ctt cga tgc tgg gag get gac 4168

1290 1295 1300

cca gcg gca cga CcC acc ttc aga gcc cta gtg ctg gaa
Pro Ala Ala Arg Pro Thr Phe Arg Ala Leu Val Leu
1305 1310 1315

cag gta gtg gee teca ctg ctt ggg gac cac tat gtg/cag ctg aca 4258

1320 1325 1330

gca get tat gtg aac gta ggc ccc aga geg gtg gat gat ggg agt 4303
Ala Ala Tyr Val Asn Val Gly Pro Arg Val Asp Asp Gly Ser
1335 1340 134

gtg cct ccg gag cag gta cag ccc
Val Pro Pro Glu GIn Val Gin Pr
1350 1355

g cct cag cat tgc agg agc 4348
Ser Pro Gln His Cys Arg Ser
1360

acg tca aag ccc cggect ¢
Thr Ser Lys Pro Arg Pro
1365 1370

tca gag cca ccc ctg ccc act tga 4393
eu Ser Glu Pro Pro Leu Pro Thr

1375
ccaaagccct gagtaggc#a caggcactag atctgctaag tggecttgag caaattacaa 4453
getgectctg ggcctadgac aagectcage atggaaaace tecactcttt agetttetgg 4513
ggccactgaa gghgggaaac cgggeccatt tgageccecte gttccageat gageccagtga 4573
catttttgta gCatgtattt atgtaatgtc tgttttgtac ctgtttcgga atacagagga 4633
g.atcacagaga tactacagta taaaataata taaataaata aatgaatgaa 4693
tattggagca caaaaaaéaa ‘aaaaaéa 4720

<210> 47
<211> 1378
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<212> PRT
<213> Mus musculus

<400> 47
Met Gly Leu Pro Leu Pro Leu Leu Gln Ser Ser Leu Leu Leu Met Leu
1 5 10 15

.Leu Leu Arg Leu Ser Ala Ala Ser Thr Asn Leu Asn Trp GiIn Cys Pro
20 25 _ 30

Arg lle Pro Tyr Ala Ala Ser Arg Asp Phe Ser Val Lys Tyr Val Val
35 40 45

Pro Ser Phe Ser Ala Gly Gly Arg Val Gin Ala Thr Ala Ala Tyr Gl
50 55 ) 60

Asp Ser Thr Asn Ser Ala Val Phe Val Ala Thr Arg Asn His Yeu His
65 , 70 75 80

Val Leu Gly Pro Asp Leu Gin Phe lle Glu Asn Leu Thf Thr Gly Pr
85 90 95

lle Gly Asn Pro Gly Cys GIn Thr Cys Ala Ser C¢s Gly Pro Gly Pro
100 105

His Gly Pro Pro Lys Asp Thr Asp Thr Led Val Leu Val Met Glu Pro
115 120

Gly Leu Pro Ala Leu Val Ser Cys
130 135

y Ser Thr Leu GIn Gly Arg Cys
140

Phe Leu His Glu Leu Glu Pro/Arg Gly Lys Ala Leu His Leu Ala Ala
145 150 155 160

r Ala Asn Asn Asn Lys Pro Glu Ala Cys Thr
170 175

Pro Ala Cys Leu Phe
165

Asp Cys Val Ala Ber Pro Leu Gly Thr Arg Val Thr Val Val Glu Gin
180 185 190

Gly His Ala/Ser Tyr Phe Tyr Val Ala Ser Ser Leu Asp Pro Glu Leu
' 200 205

a Ser Phe Ser Pro Arg Ser Val Ser lle Arg Arg Leu Lys Ser
0 215 220
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Asp Thr Ser Gly Phe Gln Pro Gly Phe Pro Ser Leu Ser Val Leu Pro
225 230 235 240

Lys Tyr Leu Ala Ser Tyr Leu lle Lys Tyr Val Tyr Ser Phe His Ser
245 250 255

Gly Asp Phe Val Tyr Phe Leu Thr Val GIn Pro lle Ser Val Thr Ser
260 _ 265 270

Pro Pro Ser Ala Leu His Thr Arg Leu Val Arg Leu Asn Ala Val Glu
275 280 285

Pro Glu lle Gly Asp Tyr Arg Glu Leu Val Leu Asp Cys His Phe Ala
290 : 295 300

Pro Lys Arg Arg Arg Arg Gly Ala Pro Glu Gly Thr Gln Pro Tyr Pr
305 310 315 320

Val Leu Gin Ala Ala His Ser Ala Pro Val Asp Ala Lys Leu
325 330 335

Glu Leu Ser lle Ser Glu Gly GIn Glu Val Leu Phe G Val Phe Val
340 345 350

Thr Val Lys Asp Gly Gly Ser Gly Met Gly Pr
355 360 365

Asn Ser Val Val Cys

Ala Phe Pro lle Tyr His Leu Asn lle Léu lle Glu Glu Gly Vai Glu
370 375

Tyr Cys Cys His Ser Ser Asn Ber Ser Ser Leu Leu Ser Arg Gly Leu
385 390 395 400

Asp Phe Phe GIn Thr PYo Ser Phe Cys Pro Asn Pro Pro Gly Gly Glu
405 410 415

Ala Ser Gly Pro %er Ser Arg Cys His Tyr Phe Pro Leu Met Val His
420 425 430

Ala Ser Phe Thr Arg Val Asp Leu Phe Asn Gly Leu Leu Gly Ser Val
440 445

Ly# Val Thr Ala Leu His Val Thr Arg Leu Gly Asn Val Thr Val Ala
: 450 455 460
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His Met Gly Thr Val Asp Gly Arg Val Leu GIn Val Glu lle Ala Arg
465 470 475 480

Ser LLeu Asn Tyr Leu Leu Tyr Val Ser Asn Phe Ser Leu Gly Ser Ser
485 490 495

" Gly GIn Pro Val His Arg AspVal Ser Arg Leu Gly Asn Asp Leu Leu
500 505 510

Phe Ala Ser Gly Asp GIn Val Phe Lys Val Pro lle GIn Gly Pro Gly
515 520 - 925

Cys Arg His Phe Leu Thr Cys Trp Arg Cys Leu Arg Ala GIn Arg Ph
530 535 , 540

Met Gly Cys Gly Trp Cys Gly Asp Arg Cys Asp Arg GiIn Lys
545 550 555 560

Pro Gly Ser Trp Gln GIn Asp His Cys Pro Pro Glu lle Sér Glu Phe
565 570 575

Tyr Pro His Ser Gly Pro Leu Arg Gly Thr Thr Ar,
580 585 590

Leu Thr Leu Cys

Gly Ser Asn Phe Tyr Leu Arg Pro Asp Asp Val Val Pro Glu Gly Thr
595 600 6

His Gin lle Thr Val Gly GIn Ser Pro/Cys Arg Leu Leu Pro Lys Asp
610 615 620

Ser Ser Ser Pro Arg Pro Gly/Ser Leu Lys Glu Phe lle GIn Glu Leu
625 630 . -635 640

Glu Cys'Glu Leu Glu
645

o Leu Val Thr Gin Ala Val Gly Thr Thr Asn
650 655

lle Ser Leu Val fe Thr Asn Met Pro Ala Gly Lys His Phe Arg Val
665 670

Ser Val GIn Glu Gly Phe Ser Phe Val Glu Pro Val Leu
680 685

695 700
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Thr Leu Glu Gly GIn Ser Leu Ser lle Ala Thr Ser Arg Ala Ala Leu
705 710 715 720

Val Asn Gly’THr Gin Cys Arg Leu Glu Gin Val Asn Glu Glu Gin lle
725 730 735

Leu Cys Val Thr Pro Pro Gly Ala Gly Thr Ala Arg Val Pro Leu His
- 740 745 750

Leu GIn lle Gly Gly Ala Glu Val Pro Gly Ser Trp Thr Phe His Tyr
755 760 765

Lys Glu Asp Pro lle Val L.eu Asp lle Ser Pro Lys Cys Gly Tyr Ser,
770 775 780

Gly Ser His lle Met lle His Gly GIn His Leu Thr Ser Ala Trp/His
785 790 795 800 '

Phe Thr Leu Ser Phe His Asp Gly Gin Ser Thr Val
805 810 815

u Ser Arg Cys

Ala Gly GIn Phe Val Glu GIn GIn Gln Arg Arg @ys Arg Leu Pro Giu
820 825 ‘

Tyr Val Val Arg Asn Pro GIn Gly Trp Al

Thr Gly Asn Leu Ser Val
835 840 ’

45

Trp Gly Asp Gly Ala Ala Gly Phe Thr Leu Pro Gly Phe Arg Phe Leu
850 855 860 '

Pro Pro Pro Ser Pro Leu
865 870

g Ala Gly Leu Val Glu Leu Lys Pro Glu
875 880

Glu His Ser Val Lys Xal Glu Tyr Val Gly Leu Gly Ala Val Ala Asp
885 890 895

Cys Val Thr Val Asn Met Thr Val Gly Gly Glu Val Cys GIn His Glu
90 905 910

Gly Asp Val Val lle Cys Pro Leu Pro Pro Ser Leu GIn Leu
15 920 925

y Lys Asp Gly Val Pro Leu GIn Val Cys Val Asp Gly Gly Cys His
930 935 940

PCT/JP2910/052479
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Ile Leu Ser GIn Val Val Arg Se'r Ser Pro Gly Arg Ala Ser Gin Arg
945 950 955 960

lle Leu Leu Ille Ala Leu Leu Val Leu lle Leu Leu Val Ala Val Leu
. 965 970 ' 975

Ala Val Ala Leu lle Phe Asn Ser Arg Arg Arg Lys Lys GIn Leu Gly
980 985 990

Ala His Ser Leu Ser Pro Thr Thr Leu Ser Asp lle Asn Asp Thr Ala
995 1000 1005

Ser Gly Ala Pro Asn His Glu Glu Ser Ser Glu Ser Arg Asp Gly
1010 © 1015 1020

Thr Ser Val Pro Leu Leu Arg Thr Glu Ser lle Arg Leu GIn Asp
1025 1030 1035

Leu Asp Arg Met Leu Leu Ala Glu Val Lys Asp Val Keu lle Pro
1040 1045 1050

His Glu GiIn Val Val lle His Thr Asp Gln Val Il
1055 1060 1065

Gly Lys Gly

His Phe Gly Val Val Tyr His Gly Glu Tyy Thr Asp Gly Ala Gin
1070 1075

Asn GIn Thr His Cys Ala lle Lys 2er Leu Ser Arg lle Thr Glu
1085 1090 1095

Val GIn Glu Val Glu Aia Ph¢ Leu Arg Glu Gly Leu Leu Met Arg
1100 1105 ' 1110

Gly Leu His His Pro Asn lle Leu Ala Leu lle Gly lle Met Leu
1115 120 1125

Pro Pro
1130

v Leu Pro Arg Val Leu Leu Pro Tyr Met Arg His
1135 1140

Leu Leu Arg Phe lle Arg Ser Pro GIn Arg Asn Pro Thr
1150 1155

Asp Leu Val Ser Phe Gly Leu Gln Val Ala Cys Gly Met
1165 1170
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Glu Tyr Leu Ala Glu GIn Lys Phe Val His Arg Asp Leu Ala Ala
1175 1180 1185

Arg Asn Cys Met Leu Asp Glu Ser Phe Thr Val Lys Val Ala Asp
1190 1195 1200

. Phe Gly Leu Ala Afg Gly Val Leu Asp Lys Glu Tyr Tyr Ser Val
1205 . 1210 1215 '

Arg Gln His Arg His Ala Arg Leu Pro Val Lys Trp Met Ala Leu
1220 1225 1230

Glu Ser Leu GIn Thr Tyr Arg Phe Thr Thr Lys Ser Asp Val T
1235 1240 1245

Ser Phe Gly Val Leu Leu Trp Glu Leu Leu Thr Arg Gly
1250 _ 1255 1260

Pro Tyr Pro His lle Asp Pro Phe Asp Leu Ser His Phe Leu Ala
1265 1270 . 1275

GIn Gly Arg Arg Leu Pro GIn Pro Glu Tyr Cys Pro Asp Ser Leu
1280 1285 1290

Tyr His Val Met Leu Arg Cys Trp Glu
1295 1300

la Asp Pro Ala Ala Arg

!

Pro Thr Phe Arg Ala Leu Val Lg&u Glu Val Lys GIln Val Val Ala
1310 1315 1320

Ser Leu Leu Gly Asp His Ayr Val Gln Leu Thr Ala Ala Tyr Val
1325 1335

Asn Val Gly Pro Arg Ala Val Asp Asp Gly Ser Val Pro Pro Glu

1340 1345 1350
GIn Val GIn Pro Ser Pro Gln His Cys Arg Ser Thr Ser Lys Pro
1355 1360 1365

Leu Ser Glu Pro Pro Leu Pro Thr
1375

<212> DNA
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<213> Artificial Sequence '

<220>
<223> MORO07919 heavy chain

<2205
<221> CDS
<222> (1).(1413)

<400> 48
atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gea get ccc aga tgg 48
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp
1 5 10 15

gtc ctg tcc cag gtg caa ttg gtt cag age ggc geg gaa gtg aaa aaa
Val Leu Ser GIn Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys
20 25 30
ccg gge gaa age ctg aaa att age tge aaa ggt tece gga tat tec tt 144
Pro Gly Glu Ser Leu Lys lle Ser Cys Lys Gly Ser Gly Tyr Sef Phe
35 40 45

act aat tat tgg att tct tgg gtg cegc cag atg cct ggg aag g
Thr Asn Tyr Trp lle Ser Trp Val Arg GIn Met Pro Gly
50 55 60 ‘

gag tgg atg ggc ttt atc tat ccg gat gat age tat acc/cgt tat tet 240
Glu Trp Met Gly Phe lle Tyr Pro Asp Asp Ser Tyr Thr Arg Tyr Ser
65 70 75

ccg age ttt cag ggc cag gtg acc att age geg/gat aaa age att age 288
Pro Ser Phe GIn Gly GIn Val Thr lle Ser Xla Asp Lys Ser lle Ser
85 90 95

acc geg tat ctt caa tgg agc age ctg a4a geg age gat acg gee atg 336
Thr Ala Tyr Leu GIn Trp Ser Ser Lgu Lys Ala Ser Asp Thr Ala Met

100 105 110
tat tat tge geg cgt ttt tet tat cat tat ctt gat atg gat gat 384
Tyr Tyr Cys Ala Arg Phe Sey'Tyr Arg His Tyr Leu Asp Met Asp Asp
" 115 120 125

cat tgg ggc éaa gegc acc/ctg gtg acg gtt age tca gee tec acc aag 432
His Trp Gly GIn Gly Tht Leu Val Thr Val Ser Ser Ala Ser Thr Lys
~ 130 140

ggt cca tecg gte t
Gly Pro Ser Val
145

ccc ctg geca ccc tec tecec aag age acc tet ggg 480
’he Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly
150 155 160

ggc aca gecg gee ctg gge tge ctg gtec aag gac tac ttc ccc gaa ceg 528
Gly Thr AMda Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro
165 170 175

gtg aCcg gtg tcg tgg aac tca gge gee otg ace age gge gtg cac ace 576
Val'Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr
180 185 190

ttc ccg get gtc cta cag tcc tca gga cte tac tcc ctec age age gtg 624

POT/IP2910/052479
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Phe Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val
195 200 205

gtg acc gtg ccc tce age age ttg ggc ace cag acc tac atc tge aac 672 ‘
Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys Asn
210 215 220

gtg aat cac aag ccc agc aac acc aag gtg gac aag aga gtt gag ccc 720
Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro
225 230 . 235 240

aaa tct tgt gac aaa act cac aca tgc cca ccg tge cca gea cct gaa 768
Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu /
245 250 255
ctc ctg ggg gega cog tea gte tte cte tte cece cca aaa ccc aag gac 816
Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Agp
260 265 270

acc ctc atg a;cc tcc cgg acc cct gag gtec aca tge gtg gtg gtg gac 864
Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp

275 280 285

gtg agc cac gaa gac cct gag gtc aag ttc aac tgg tac gtg/gac ggc 912
Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyy/Val Asp Gly
290 295 300

gtg gag gtg cat aat gcc aag aca aag ccg cgg gag gag cag tac aac 960
Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Gl Glu Gin Tyr Asn
305 310 315 320

" agc acg tac cgg gtg gtc age gtc ctc acc gt ctg cac cag gac tgg 1008
Ser Thr Tyr Arg Val Val Ser Val Leu Thr Xal Leu His GIn Asp Trp
325 330 335

ctg aat ggc aag gag tac aag tgc aag
Leu Asn Gly Lys Glu Tyr Lys Cys
340 345

¢ tcc aac aaa gcc cte cca 1056
s Val Ser Asn Lys Ala Leu Pro
350

gce ccc atc gag aaa acc atc tgc aaa gecc aaa ggg cag ccc cga gaa 1104
Ala Pro lle Glu Lys Thr lle Set Lys Ala Lys Gly Gln Pro Arg Glu
355 360 365 '

cca cag gtg tac acc ctgcc cca tec cgg gag gag atg acc aag aac 1152
Pro Gin Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
370 380

cag gtc agc ctg agt tgc ctg gtc aaa gge ttc tat ccc age gac atc 1200
GIn Val Ser Leu/Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle
390 395 400

gg gag age aat ggg cag ccg gag aac aac tac aag acc 1248
Ala Val Gl Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr
405 410 415

acg cft ccc gtg ctg gac tcec gac gge tee tte tte cte tac age aag 1296
Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
420 425 430

ctc acc gtg gac aag agc agg tgg cag cag ggg aac gtc ttc tca tge 1344
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Leu Thr Val Asp Lys Ser Arg Trp GiIn Gin Gly Asn Val Phe Ser Cys
435 440 445

tcc gtg atg cat gag gct ctg cac aac cac tac acg cag aag agc ctc
Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu

450 455 460
tcc ctg tct ccg ggt aaa tga - 1413
Ser Leu Ser Pro Gly Lys
465 470
<210> 49
<211> 470
<212> PRT

- 213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 49
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Bro Arg Trp
1 5 10 15

Val Leu Ser GIn Val Gin Leu Val GIn Ser Gly Ala Gfu Val Lys Lys
20 25 30

Pro Gly Glu Ser Le‘u Lys lle Ser Cys Lys Gly'Ser Gly Tyr Ser Phe
35 40 45

Thr Asn Tyr Trp lle Ser Trp Val Arg Gin Met Pro Gly Lys Gly Leu
50 55 60

Glu Trp Met Gly Phe lle Tyr Pr
65 70

Asp Asp Ser Tyr Thr Arg Tyr Ser
5 80

Pro Ser Phe GIn Gly Gln Val Thr lle Ser Ala Asp Lys Ser lle Ser
85 90 95

Thr Ala Tyr Leu GI
100

rp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met
105 110

Tyr Tyr Cys Aa Arg Phe Ser Tyr Arg His Tyr Leu Asp Met Asp Asp

120 125

y Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly
45 150 155 160

1392

RTAP2910/052479
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Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro
165 170 175

Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr
180 185 190

Phe Pro Ala Val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val
195 ' 200 205

Val Thr Val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr lle Cys Asn
210 215 220

Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu P
225 . 230 235 240

Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Al Pro Glu
245 250 255

Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro [/ys Pro Lys Asp
260 265 270 '

Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Vél Val Asp
275 280 285

Val Ser His Glu Asp Pro Glu Val Lys PAe Asn Trp Tyr Val Asp Gly
290 295 3 ’

Val Glu Val His Asn Ala Lys ThrALys Pro Arg Glu Glu GIn Tyr Asn
305 310 315 320

Ser Thr Tyr Arg Val Val

r Val Leu Thr Val Leu His GIn Asp Trp
325 R

330 335 )

340 345 350

Ala Pro lle
355

u Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu
360 365

Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
375 380

In Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle
385 390 395 400

RCT/IP2910/052479
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A

~

Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr
405 410 415

Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
420 425 - 430

Leu Th} Val Asp Lys Ser Arg Trp Gln Gin Gly Asn Val Phe Ser Cys
435 440 445

Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu
450 455 460

Ser Leu Ser Pro Gly Lys
465 470

<210> 50

<211> 1401

<212> DNA

<213> Artificial Sequence

<220> :
<223> MORO07692, MOR07923, MOR07924, MOR07925 and MOR07926 heavy chain

<220>
<221> CDS
<222> (1).(1401)

<400> 50
atg aaa cac ctg tgg ttc ttc ctec ctg/ctg gtg gea got ccc aga tgg 48
Met Lys His Leu Trp Phe Phe Lgu Leu Leu Val Ala Ala Pro Arg Trp
1 5 15
gtc ctg tcc cag gtg caa ttg £tg gaa age gge gge gege ctg gtg caa 96
Val Leu Ser GIn Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn
20 5 30
ccg gege gge age ctg Lgt ctg age tge geg gee tec gga ttt acce ttt 144
Pro Gly Gly Ser Led Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
35 - 40 45
aat tct tat tct/atg tct tgg gtg cgc caa gee cot ggg aag get cte 192
er Met Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu
55 60
g agc tat atc tct tct cgt tct age act acc tat tat geg 240
Glu Tyb Val Ser Tyr lle Ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala
70 75 80
t agc gtg aaa ggec cgt ttt acc att tca cgt gat aat tcg aaa aac 288

Asp Ser Val Lys Gly Arg Phe Thr lle Ser Arg Asp Asn Ser Lys Asn
85 90 95
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" acc ctg tat ctg caa atg aac agc ctg cgt gcg gaa gat acg gee gtg 336
Thr Leu Tyr Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val
100 105 110

tat tat tgc geg cgt get tat ttt cat ggt atg gat tat tgg gge caa 384
Tyr Tyr Cys Ala Arg Gly Tyr Phe His Gly Met Asp Tyr Trp Gly GIn
115 120 125 '

gec acc ctg gtg acg gtt age tca gee tee ace aag get cca teg gte 432
Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val
130 135 140

ttc ccc ctg gea cee tec toc aag age acc tet ggg gegc aca geg gee 480
Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala
145 150 155 160

ctg ggc tgc ctg gtc aag gac tac ttc ccc gaa ccg gtg acg gtg tcg 528

Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser
165 170 175

tgg aac tca gge gee ctg ace age gge gtg cac acc tte ccg get gte 576

Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala V

180 185 190

cta cag tcc tca gga ctc tac tcc ctc age age gtg gtg acc gt
Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Th
195 200 205 )

tcc age age ttg ggc acc cag acc tac atc tgec aac gtg Aat cac aag 672
Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys Asn Val Asn His Lys
210 215 220

ccc agc aac acc aag gtg gac aag aga gtt gag
Pro Ser Asn Thr Lys Val Asp Lys Arg Val
225 230 235

c aaa tct tgt gac 720
Pro Lys Ser Cys Asp
240

aaa act cac aca tgec cca ccg tge cca g
Lys Thr His Thr Cys Pro Pro Cys Pr
245 250

cct gaa ctc ctg ggg gga 768
Ala Pro Glu Leu Leu Gly Gly
255

ccg teca gte ttc cte ttc ccec cca gaa ccc aag gac acc cte atg ate 816
Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lle
260 265 270

a tgc gtg gtg gtg gac gtg age cac gaa 864
hr Cys Val Val Val Asp Val Ser His Glu

80 285

tcc cgg acc cct gag gte
Ser Arg Thr Pro Glu Va
275

gac cct gag gtc aag ttc aac tgg tac gtg gac gge gtg gag gtg cat 912
Asp Pro Glu Val /ys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His
290 295 300

aat gcc aagAca aag ccg cgg gag gag cag tac aac agc acg tac cgg 960
Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg
305 310 315 320
gtg glc age gtc ctc acc gtc ctg cac cag gac tgg ctg aat ggc aag 1008
al Ser Val Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys

325 . 330 335
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gag tac aag tgc aag gtc tcc aac aaa gee cte cca gee ccc atc gag 1056
Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro lle Glu
340 345 350

aaa acc atc tcc aaa gee aaa ggg cag ccc cga gaa cca cag gtg tac 1104
Lys Thr lle Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro GIn Val Tyr
355 360 365

acc ctg ccc cca tecc cgg gag gag atg acc aag aac cag gtc agce ctg 1152
Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu
370 375 380

acc tgec ctg gtc aaa gge ttc tat ccc age gac atc gec gtg gag tgg 1200

Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp

385 390 395 400

gag agc aat ggg cag ccg gag aac aac tac aag acc acg cct ccc gtg 1248

Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val
405 410 415

ctg gac tce gac gge tec tte tte ctc tac age aag ctc acc gtg g 1296
Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr/Val Asp
420 425 430
N

aag agc agg tgg cag cag ggg aac gtc ttc tca tge tcc gtg/atg cat 1344
Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Sef Val Met His

435 440 445
gag gct ctg cac aac cac tac acg cag aag agc ctcAcc ctg tct ccg 1392
Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser LZu Ser Leu Ser Pro
450 455 460 B

get aaa tga 1401 !
Gly Lys

465

<210> 51

<211> 466

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic Constfuct

<400> 51

Met Lys His LeuArp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp
1 10 15

Val Leu S¢r GIn Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val Gin

lv Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
35 _ 40 45

Asn Ser Tyr Ser Met Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu


ipos
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50 _ 55 60

Glu Trp Val Ser Tyr lle Ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala
65 70 75 80

Asp Ser Val Lys Gly Arg Phe Thr lle Ser Arg Asp Asn Ser Lys Asn
85 90 95

Thr Leu Tyr Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val
100 105 110

Tyr Tyr Cys Ala Arg Gly Tyr Phe His Gly Met Asp Tyr Trp Gly GIn
115 120 125

Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val
130 135 140

Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr
145 150 155 : 160

Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser
165 170 175

Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His A'hr Phe Pro Ala Val
180 185

195 200

Ser Ser Ser Leu Gly Thr GIn Th¥ Tyr lle Cys Asn Val Asn His Lys
210 215 220

Pro Ser Asn Thr Lys Val
225 230

sp Lys Arg Val Giu Pro Lys Ser Cys Asp
235 240

Lys Thr His Thr Cyé Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly
245 250 255

Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lle

265 270

Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu

275 280 285

Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His

PCT/UPR310/352473
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290 295 300

Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg
305 310 315 320

Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys
. 325 330 335

Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro lle Glu
340 ) 345 : 350

Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn Val Tyr
355 360 365

Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn GIn Val SerAeu
370 375 380

Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lie Ala Val Glu Trp
385 390 395 400

Glu Ser Asn Gly Gin Pro Glu Asn Asn Tyr Lys ThY Thr Pro Pro Val
405 410

420 425

Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser Val Met His
435 440 445

Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro
450 455 460

Gly Lys
465

<210> 52
<211> 702

<221> CDS
<222> (1).(702)
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<400> 52

atg gcc tgg got ctg ctg cte ctc acc cte cte act cag gge aca gga 48
‘Met Ala Trp Ala Leu Leu Leu Leu Thr Leu Leu Thr GIn Gly Thr Gly

1 5 10 15

tcc tgg get gat atc gaa ctg acc cag ccg cct tca gtg age gtt gea 96
Ser Trp Ala Asp lle Glu Leu Thr Gln Pro Pro Ser Val Ser Val Ala
20 25 30

cca ggt cag acc geg cgt atc tcg tgt age gge gat tot ctt ggt tet 144
Pro Gly GIn Thr Ala Arg lle Ser Cys Ser Gly Asp Ser Leu Gly Ser
35 40 ' 45

aag tat gtt cat tgg tac cag cag aaa ccc ggg cag geg cca gtt ctt 192
Lys Tyr Val.His Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Val Leu
50 55 60

. gtg att tat cgt gat aat aag cgt ccc tca gge atc ccg gaa cge ttt

Val lle Tyr Arg Asp Asn Lys Arg Pro Ser Gly lle Pro Glu Arg Phe
65 70 75 80
agc gga tcc aac age gge aac acc geg acc ctg ace att age ggcv ct 288
Ser Gly Ser Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Gly Thr

cag gcg gaa gac gaa gog gat tat tat tge cag tot tat gat get act 336
GiIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyi/Asp Ala Thr
100 105 110

gag ttt act tat gtg ttt ggc ggc gec acg aag tta act gtc cta get 384
Glu Phe Thr Tyr Val Phe Gly Gly Gly Thr Lys l/eu Thr Val Leu Gly
115 120 125

cag ccc aag gct gcc ccce teg gte act ctg tfc ccg cece tee tet gag 432
GIn Pro Lys Ala Ala Pro Ser Val Thr Led Phe Pro Pro Ser Ser Glu
130 135

gag ctt caa gcc aac aag gcc aca clf gtg tgt cte ata agt gac ttc 480
145 150

tac ccg gga gec gtg aca gtg/gcc tgg aag gea gat age age ccc gte 528
Tyr Pro Gly Ala Val Thr VAl Ala Trp Lys Ala Asp Ser Ser Pro Val
165 170 . 175

c acc aca ccc tcc aaa caa agc aac aac aag 576
Thr Thr Thr Pro Ser Lys GIn Ser Asn Asn Lys
185 190

aag gcg gga gtg gag
Lys Ala Gly Val Gl
180

tac gcg gee age age tat ctg age ctg acg cct gag cag tgg aag tcc 624
Tyr Ala Ala 3er Ser Tyr Leu Ser Leu Thr Pro Glu GIn Trp Lys Ser
195 200 205

cac aga agc tac agc tge cag gtc acg cat gaa ggg age acc gtg gag 672
His Arg Ser Tyr Ser Cys GIn Val Thr His Glu Gly Ser Thr Val Glu
0 215 220

ag aca gtg gcc cct aca gaa tgt tca tag ’ 702
Lys Thr Val Ala Pro Thr Glu Cys Ser
225 230
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66/107

<210> 53

<211> 233

<212> PRT

<213> Artificial Sequence

<220> o :
<223> Synthetic Construct

<400> 53

Met Ala Trp Ala Leu Leu Leu Leu Thr Leu Leu Thr GIn Gly Thr Gly
1 5 10 15

Ser Trp Ala Asp lle Glu Leu Thr GIn Pro Pro Ser Val Ser Val Ma
20 25 30

Pro Gly GIn Thr Ala Arg lle Ser Cys Ser Gly Asp Ser Leli Gly Ser
35 40 _ 45

Lys Tyr Val His Trp Tyr GIn Gin Lys Pro Gly Gin Ala Pro Val Leu
50 55 60

Val lle Tyr Arg Asp Asn Lys Arg Pro Ser Gly lle Pro Glu Arg Phe
65 70 75 80

Ser Gly Ser Asn Ser Gly Asn Thr AlZ Thr Leu Thr lle Ser Gly Thr
85 90 - 95

GiIn Ala Glu Asp Glu Ala Asp Fyr Tyr Cys Gln Ser Tyr Asp Ala Thr
100 10 110

115 20 125

GIn Pro Lys Ala Ala Pro Ser Val Thr Leu Phe Pro Pro Ser Ser Glu
130 135 140

Glu Leu GJh Ala Asn Lys Ala Thr Leu Val Cys Leu lle Ser Asp Phe
150 155 160

ro Gly Ala Val Thr Val Ala Trp Lys Ala Asp Ser Ser Pro Val
165 170 175

Lys Ala Gly Val Glu Thr Thr Thr Pro Ser Lys GIn Ser Asn Asn Lys
180 185 190
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Tyr Ala Ala Ser Ser Tyr Leu Ser Leu Thr Pro Glu Gin Trp Lys Ser
195 200 205

His Arg Ser Tyr Ser Cys GIn Val Thr His Glu Gly Ser Thr Val Glu
210 215 _ 220

Lys Thr Val Ala Pro Thr Glu Cys Ser
225 230

<210> 54

<211> 708

<212> DNA

<213> Artificial Sequence

<220>
<223> MORO07692 light chain

<220>
<221> CDS
<222> (1).(708)

<400> 54
atg gtg ttg cag acc cag gtc ttc att tct ctg ttg ctc tgg/ate tct ( 48
Met Val Leu GIn Thr Gin Val Phe lle Ser Leu Leu L&u Trp lle Ser

1 5 10 15

get gec tac ggg gat atc gtg ctg acc cag age cgg geg acc ctg age 96
Gly Ala Tyr Gly Asp lle Val Leu Thr Gln Ser/Pro Ala Thr Leu Ser
20 25

ctg tet ccg gge gaa cgt geg ace ctg agg/tge aga geg age cag tot 144
Leu Ser Pro Gly Glu Arg Ala Thr Leu/Ser Cys Arg Ala Ser Gln Ser
35 40

gtt tot ttt gat tat ctg ggt tgg tac/cag cag aaa cca ggt caa gca 192
Val Ser Phe Asp Tyr Leu Gly Pip Tyr GIn GIn Lys Pro Gly GIn Ala
50 55 60

ccg cgt cta tta att tat ggl/gct tct aat cgt gea act ggg gtc ccg 240
Pro Arg Leu Leu lle Tyr/Gly Ala Ser Asn Arg Ala Thr Gly Val Pro
65 : 70 75 80

geg cgt ttt age ggg/tet gga tee gge acg gat ttt acc ctg acc att 288

Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle
- 90 95

agc agc ctg/gaa cct gaa gac ttt gcg act tat tat tgc cag cag tat 336
105 110

tat adt atg cct tat acc ttt ggc cag ggt acg aaa gtt gaa att aaa 384
Tyy/Asn Met Pro Tyr Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys

115 120 125

cgt acg gtg get gea cca tet gte ttc ate ttc ccg cca tet gat gag 432
Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu
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130 135 140

cag ttg aaa tct gga act gcc tot gtt gtg tge ctg ctg aat aac ttc 480
GIn Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe
145 150 155 160

tat ccc aga gag gec aaa gta cag tgg aag gtg gat aac gcce ctc caa - 528
Tyr Pro Arg Glu Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn
165 170 175

tcg ggt aac tc.c cag gag agt gtc aca gég cag gac agc aag gac agc | 576
Ser Gly Asn Ser GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser
180 185 190

acc tac agc ctc‘ agc agc acc ctg acg ctg agc aaa gca gac tac gag 624
Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
195 200 205
aaa cac aaa gtc tac gece tge gaa gtc acc cat cag gge ctg age tcg 672
Lys His Lys Val Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser
210 - 215 220
ccc gtc aca aag agce ttc aac agg gga gag tgt tag 708
Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230 235

<210> 55

<211> 235

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 55

Ser Leu Leu Leu Trp lle Ser

Met Val Leu GIn Thr Gin Val Phe I
: 15

eu Thr GIn Ser Pro Ala Thr Leu Ser

Gly Ala Tyr Gly Asp lle Val
‘ 30

20

Leu Ser Pro Gly Glu
35

rg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser
40 - 45

Val Ser Phe Agp Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gly Gin Ala
55 60

eu Leu lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro
70 75 80

a Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle
85 90 95
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Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Tyr
100 105 110 :

Tyr Asn Met Pro Tyr Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys
115 120 125 .

Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu
130 135 _ 140

Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe
145 150 155 160

Tyr Pro Arg Glu Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu Gl
165 170 175

Ser Gly Asn Ser GIn Glu Ser Val Thr Glu Gln Asp Ser Lys/Asp Ser .
180 185 190 ‘

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Kla Asp Tyr Glu
195 200 : 205

Lys His Lys Val Tyr Ala Cys Glu Val Thr His
210 215 220

In Gly Leu Ser Ser

Pro Val Thr Lys Ser Phe Asn Arg Gly
225 230 235

<210> 56

<211> 708

<212> DNA

<213> Artificial Sequence

<220>
<223> MORO07923 light chain

<220>
<221> CDS
<222> (1).(708)

<400> 56
atg gtg tig cag acc cag gtc ttc att tct ctg ttg cte tgg atc tet 48
Met Va/Leu GIn Thr GIn Val Phe lle Ser Leu Leu Leu Trp lle Ser

gec tac ggg gat atc gtg ctg acc cag age ccg geg ace ctg age 96
y Ala Tyr Gly Asp lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser
20 25 30 ’

ctg tct ccg gge gaa cgt geg acc ctg age tge aga geg age cag tet 144

PCTAIP2010/052479
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Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Ser
35 40 45

gtt tct ttt gat tat ctg gst tgg tac cag cag aaa cca ggt caa geca ‘ 192
Val Ser Phe Asp Tyr Leu Gly Trp Tyr GIn GIn Lys Pro Gly Gin Ala
50 55 60

ccg cgt cta tta att tat ggt got tct aat cgt gea act geg gte ccg 240
Pro Arg Leu Leu lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro
65 70 75 80

geg cgt ttt age gge tot gga tee gge acg gat ttt acc ctg acc att 288
Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle
85 90 95

agc agc ctg gaa cct gaa gac ttt gcg acc tat tat tgc ttt cag tat 336
Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gin Tyr
100 - 105 110

ctt att gtt cct ttt acc ttt ggec cag get acg aaa gtt gaa att aaa
Leu lle Val Pro Phe Thr Phe Gly Gin Gly Thr Lys Val Glu lle Lys
115 120 125

cet acg gtg got gea cea tet gte tte ate tte ccg cca tet gat gAg 432
Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu

130 135 140
cag ttg aaa tct gga act gec tet gtt gtg tec ctg ctg aat/aac ttc 480
GIn Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu LAu Asn Asn Phe
145 150 155

tat ccc aga gag gcc aaa gta cag tgg aag gtg gof aac gee cte caa 528
Tyr Pro Arg Glu Ala Lys Val GIn Trp Lys Val/Asp Asn Ala Leu Gin
165 170

180
acc tac agc ctc agec age acc ctg/acg ctg agec aaa gea gac tac gag 624

195

aaa cac aaa gtc tac gcc fgc gaa gic acc cat cag ggc ctg age teg 672
210

ccc gtc aca aag
Pro Val Thr Ly

c ttc aac agg gga gag tgt tag 708
er Phe Asn Arg Gly Glu Cys
230 235

<223> Synthetic Construct
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<400> 57

Met Val Leu Gin Thr GIn Val Phe lle Ser Leu Leu Leu Trp lle Ser
1 5 10 15

Gly Ala Tyr Gly Asp lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser
20 25 30

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser
35 40 45

Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gln GIn Lys Pro Gly GIn Ala
50 55 60

Pro Arg Leu Leu lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro
65 _ 70 75 80

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

Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr C¥s

Phe Gin Tyr
100 105 110 :

Leu lle Val Pro Phe Thr Phe Gly Gin Gly Thr l/ys Val Glu lle Lys
115 120 125

Arg Thr Val Ala Ala Pro Ser Val Phe Il
130 135

145 150 160

Tyr Pro Arg Glu Ala Lys VAl GIn Trp Lys Val Asp Asn Ala Leu GIn
165 170 175

Ser Gly Asn Ser Gl
180

Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser
185 190

Thr Tyr Ser
195

u Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
200 205

Lys Val Tyr Ala Cys Glu Val Thr His Gin Gly LLeu Ser Ser
215 220

%o Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230 235

PCT/P2910/052473
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<210> 58

<211> 708

<212> DNA

<213> Artificial Sequence

<220>
<223> MORO07924 light chain

- <220> -
<221> CDS
<222> (1).(708)

<400> 58
atg gtg ttg cag acc cag gtc ttc att tct ctg ttg ctec tgg atc tct
Met Val Leu GIn Thr GIn Val Phe lle Ser Leu Leu Leu Trp lle Ser,

1 5 10 15
A get gee tac ggg gat atc gtg ctg acc cag age ccg geg acc ctg Age 96
Gly Ala Tyr Gly Asp lle Val Leu Thr GIn Ser Pro Ala Thr Leli Ser '
20 25 30

cag tct 144
Ser GIn Ser

ctg tct cecg gge gaa cgt geg ace ctg age tge aga geg a
Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Al
35 40 45

gtt tct ttt gat tat ctg ggt tgg tac cag cag aaa ccA ggt caa gca 192
Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gin GIn ys Pro Gly Gin Ala
50 - 55 60

ccg cgt cta tta att tat ggt gct tct aat cgt gea act ggg gtc ccg 240
Pro Arg Leu Leu lle Tyr Gly Ala Ser Asn/Arg Ala Thr Gly Val Pro
65 70 75 80

geg cgt ttt age gge tet gga tee gge acg gat ttt ace ctg acc att 288
Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle

85 90 95
agc agc ctg gaa cct gaa gac t#t gcg acc tat tat tgc cag cag tat 336
Ser Ser Leu Glu Pro Glu Asg Phe Ala Thr Tyr Tyr Cys Gin GIn Tyr
100 106 110
aat att aat cct ttt acc t#t ggc cag ggt acg aaa gtt gaa att aaa 384
Asn lle Asn Pro Phe Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys

115 120 125

cgt acg gtg get ggfa cca tot gte tte atc ttc ccg cca tet gat gag 432
Arg Thr Val Ala/Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu

130 135 140
cag ttg aag/tct gga act gec tot gtt gtg tge ctg ctg aat aac ttc 480
GIn Leu L4s Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe
145 150 155 160
tat cfc aga gag gcc aaa gta cag tgg aag gtg gat aac gcc ctc caa =~ 528

Tyr/Pro Arg Glu Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu Gln
165 170 175
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tcg get aac tcc cag gag agt gtc aca gag cag gac agc aag gac agc
Ser Gly Asn Ser GIn Glu Ser Val Thr Glu Gin Asp Ser Lys Asp Ser
180 185 190

acc tac agc ctc agc agc acc ctg acg ctg agc aéa gca gac tac gag
Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
195 200 205

aaa cac aaa gtc tac gdc tgc gaa gtc acc cat cag ggc ctg age teg
Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser

210 215 220
ccc gtc aca aag agc ttc aac agg gga gag tgt tag 708
Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230 235
<210> 59
<211> 235
<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 59

Met Val Leu GIn Thr Gin Val Phe lle Ser Leu Leu/Leu Trp lle Ser

Gly Ala Tyr Gly Asp lle Val Leu Thr GIn Sef Pro Ala Thr Leu Ser
20 25

Leu Ser Pro Gly Glu Arg Ala Thr Ley/Ser Cys Arg Ala Ser GIn Ser
35 40 45

Val Ser Phe Asp Tyr Leu Gly Frp Tyr GIn GIn Lys Pro Gly GIn Ala
50 55 60

Pro Arg Leu Leu lle Tyr,
65 70

ly Ala Ser Asn Arg Ala Thr Gly Val Pro
75 80

Ala Arg Phe Ser
85

y Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle
90 95

Ser Ser Ley Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gln Tyr
100 105 110

Asn Jle Asn Pro Phe Thr Phe Gly Gin Gly Thr Lys Val Glu lle Lys
115 - 120 125

Arg Thr Val Ala Ala. Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu

576

624

672

PCT/JPR010/052473
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130 135 140

Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe
145 150 155 160 ‘

Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu GIn
165 170 175

Ser Gly Asn Ser Gln Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser
180 185 190

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr
195 200 205

Lys His Lys Val Tyr Ala Cys Glu Val Thr His GIn Gly Leu Sér Ser
210 . 215 220

Pro Val-Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 ‘ 230 235

<210> 60

<211> 708

<212> DNA

<213> Artificial Sequence

<220> .
<223> MORO07925 light chain

. 220>

<221> CDS
<222> (1).(708)

<400> 60 .

atg gtg ttg cag acc cag ttc att tct ctg ttg ctc tgg atc tet 48
Met Val Leu GIn Thr Glgf Val Phe lle Ser Leu Leu Leu Trp Ile Ser

1 5 10 15

get gce tac ggg gat/atc gtg ctg acc cag age ccg geg acc ctg age 96
Gly Ala Tyr Gly Aép lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser
20 25 30 o

¢ gaa cgt gcg acc ctg age tge aga geg age cag tct 144
Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser
40 45

gtt tet £tt gat tat ctg gat tgg tac cag cag aaa cca ggt caa gea 192

cg cgt cta tta att tat ggt gct tct aat cgt gea act ggg gte ccg 240
Pro Arg Leu Leu lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro
65 70 75 ' 80

PCT/AP2010/052473
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geg cgt ttt age gge tet gga tcc ggc acg gat ttt acc ctg acc att 288
Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle
85 90 95

agc agc ctg gaa cct gaa gac ttt gcg acc tat tat tge ctt cag tat 336
Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gin Tyr
100 105 110

ttt aat cct cct cat acc ttt ggc cag ggt acg aaa gtt gaa att aaa 384
Phe Asn Pro Pro His Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys
115 120 125

cgt acg gtg gct gea cca tot gte tte atc tte ceg cca tet gat gag 432
Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu
130 135 140

cag ttg aaa tct gga act gec tet gtt gtg tge ctg ctg aat aac ttc
GIn Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe
145 : 150 155 160
tat cccaga gag gcc aaa gta cag tgg aag gtg gat aac gece cte ¢gaa 528
Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala

165 170 175

tcg ggt aac tcc cag gag agt gtc aca gag cag gac agc aag gac agc 576
Ser Gly Asn Ser Gin Glu Ser Val Thr Glu Gln Asp Sef Lys Asp Ser
180 185 190

acc tac agc ctc agc agc acc ctg acg ctg age aayd geca gac tac gag 624
Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser/Lys Ala Asp Tyr Glu
195 200 - 205

aaa cac aaa gtc tac gcce tge gaa gtc acc ¢gat cag ggc ctg age tcg 672
Lys His Lys Val Tyr Ala Cys Glu Val Th¥ His GIn Gly Leu Ser Ser
210 215 22 '

ccc gtc aca aag agc ttc aac agg gga gag tgt tag 708
Pro Val Thr Lys Ser Phe Asn Arg/Gly Glu Cys
225 230 35

<210> 61

<211> 235
<212> PRT
<213> Artificial Sequénce

<220>
<223> Synthetig Construct
<400> 61

Met Val
1

u Gin Thr GIn Val Phe lle Ser Leu Leu Leu Trp lle Ser
5 10 15

Gly/Ala Tyr Gly Asp lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser
20 25 30

CT/P2010/052479
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Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Ser
35 40 45

Val Ser Phe Asp Tyr Leu Gly Trp Tyr GIn GIn Lys Pro Gly GIn Ala
50 55 60

Pro Arg Leu Leu lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro
65 70 75 80

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

Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu GIn Tgr
100 105 110

Phe Asn Pro Pro His Thr Phe Gly GIn Gly Thr Lys Val Glu He Lys
115 120 125

Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro/Ser Asp Glu
130 135 140

u Leu Asn Asn Phe
160

Gin Leu Lys Ser Gly Thr Ala Ser Val Val Cys
145 150 155

Tyr Pro Arg Glu Ala Lys Val GIn Trp Ly
165 170

al Asp Asn Ala Leu GIn
175

Ser Gly Asn Ser GIn Glu Ser Val
180 - 185

r Glu GIn Asp Ser Lys Asp Ser
190

Thr Tyr Ser Leu Ser Ser Th¥ Leu Thr Leu Ser Lys Ala Asp Tyr Glu
195 205

Lys His Lys Val Tyr
210

a Cys Glu Val Thr His GIn Gly Leu Ser Ser
220

225 235

<210> 6
211>
<212>/DNA

<2137 Artificial Sequence

223> MORO07926 light chain

FGT/JP2910/052479
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<220>
<221> CDS
<222> (1).(708)

<400> 62

atg gtg ttg cag acc cag gtc ttc att tct ctg ttg ctc tgg atc tet 48
Met Val Leu GIn Thr GIn Val Phe lle Ser Leu Leu Leu Trp lle Ser

1 5 10 15

get gee tac ggg gat atc gtg ctg acc cag agec ccg geg ace ctg age 96
Gly Ala Tyr Gly Asp lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser
20 25 30

ctg tct ccg gege gaa cgt geg acc ctg age tge aga geg age cag tet 144
Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser
35 40 45

gtt tct ttt gat tat ctg ggt tgg tac cag cag aaa cca ggt caa gca 2
Val Ser Phe Asp Tyr Leu Gly Trp Tyr Gin Gin Lys Pro Gly Gin Ala
50 55 60

ccg cgt cta tta att tat ggt get tet aat cgt gea act ggg ste ccg 240
Pro Arg Leu Leu lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Va)/Pro
65 70 75 80

geg cgt ttt age gege tet gga tecec gge acg gat ttt ace ctg acc att 288
Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thy'Leu Thr lle
85 90 95

agc age ctg gaa cct gaa gac ttt gcg acc tat tat tge ttt cag got 336
Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Yyr Cys Phe GIn Ala
100 105 110

ctt att atg cct ttt acc ttt ggc cag ggt acg Aaa gtt gaa att aaa 384
Leu lle Met Pro Phe Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys
115 120 5

cgt acg gtg gct gea cea tet gte tte Atc ttec ccg cca tet gat gag 432
Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu
130 135 140 '

cag ttg aaa tct gga act gec tgt gtt gtg tge ctg ctg aat aac ttc 480
GIn Leu Lys Ser Gly Thr Al4 Ser Val Val Cys Leu Leu Asn Asn Phe
145 150 155 160

tat ccc aga gag gcc aad gta cag tgg aag gtg gat aac gec cte caa 528
Tyr Pro Arg Glu Ala Kys Val GIn Trp Lys Val Asp Asn Ala Leu GIn
165 170 175

tcg ggt aac tcc Lag gag agt gtc aca gag cag gac agc aag gac agc 576
Ser Gly Asn Sér GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser
185 190

. 624

200 205

agA cac aaa gtc tac gcc tge gaa gtc acc cat cag gge ctg age teg 672
ys His Lys Val Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser
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210 215 220
ccc-gtc aca aag agc ttc aac agg gga gag tgt tag 708
Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230 235
<210> 63
<211> 235
<212> PRT

<213> Artificial Sequence

<2200
<223> Synthetic Construct

<400> 63
Met Val Leu Gin Thr Gin Val Phe lle Ser Leu Leu Leu Trp lle S¢gr
1 5 10 15

Gly Ala Tyr Gly Asp lle Val Leu Thr Gln Ser Pro Ala Thr Jeu Ser
20 25 30

LLeu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser
35 40 45 :

Val Ser Phe Asp Tyr Leu Gly Trp Tyr GIn Gl Lys Pro Gly GIn Ala
50 55

65 70

85

Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gin Ala
100 05 110

Leu lle Met Pro Phe/Thr Phe Gly Gin Gly Thr Lys Val Glu lle Lys
115 120 125

Arg Thr Val Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu
130 135 140

GIn Lew/Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe
145 150 155 160

Tyr Pro Arg Glu Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn
165 170 175


ipos
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79/107

Ser Gly Asn Ser GIn Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser
180 185 190

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
195 200 205 ’

Lys His Lys Val Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser
210 215 220

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230 235

<210> 64

<211> 1551

<212> DNA

<213> Artificial Sequence

<2205 4
<223> MOR7919 heavy chain

<220>
<221> CDS
<222> (45).(1457)

<400> 64
taatacgact cactataggg agacccaage tggctagege gacc atg aaa cac ctg -~ 56

1

tgg ttc tic ctec ctg ctg gtg gca get ccc a
Trp Phe Phe Leu Leu Leu Val Ala Ala
5 10 15

tge gte ctg tcc cag 104
ro Arg Trp Val L.eu Ser GIn
20

gtg caa ttg gtt cag agc gge geg gad gtg aaa aaa ccg gge gaa age 152
Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Glu Ser
25 30 35

ctg aaa att agc tgc aaa ggt fcc gga tat tec ttt act aat tat tgg 200
Leu Lys lle Ser Cys Lys Gy Ser Gly Tyr Ser Phe Thr Asn Tyr Trp
40 5 50

att tct tgg gtg cgc ¢
lle Ser Trp Val Arg
55

atg cct ggg aag ggt ctc gag tgg atg gec 248
In Met Pro Gly Lys Gly Leu Glu Trp Met Gly
60 65 :

ttt atc tat ccg gat gat age tat acc cgt tat tct ccg age ttt cag 296
Phe lle Tyr Pfo Asp Asp Ser Tyr Thr Arg Tyr Ser Pro Ser Phe GIn
70

gec cag £tg acc att agc gcg gat aaa agc att age acc geg tat ctt 344
Gly Glyf Val Thr lle Ser Ala Asp Lys Ser lle Ser Thr Ala Tyr Leu
85 90 95 100

cda tgg agc age ctg aaa geg age gat acg gec atg tat tat tge geg ™ 392


ipos
Line
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GIn Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr Tyr Cys Ala
105 110 115

cgt ttt tct tat cgt cat tat ctt gat atg gat gat cat tgg ggc caa 440
Arg Phe Ser Tyr Arg His Tyr Leu Asp Met Asp Asp His Trp Gly Gin
- 120 125 130

gec acc ctg gtg acg gtt age tca gee tcc acc aag ggt cca teg gtc 488
Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val
135 140 . 145

ttc ccc ctg gea cecce tee tec aag age acc tct ggg gge aca geg gee 536
Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala
150 155 160

ctg ggc tge ctg gtc aag gac tac ttc ccc gaa ccg gtg acg gtg teg
Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser
165 170 175 180
tgg aac tca gge gee ctg acc age gge gtg cac acc tte ceg get gt 632
Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala/Val

185 190 195

cta cag tcc tca gga ctc tac tcc ctec age age gtg gtg acc gfg ccc 680
Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val
200 205 210

tcc age age ttg gge acc cag acc tac atc tge aac gtg aat cac aag 728
Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys Asn/Val Asn His Lys
215 220 225

ccc agc aac acc aag gtg gac aag aga gtt gag/ccc aaa tct tgt gac 776
Pro Ser Asn Thr Lys Val Asp Lys Arg Val @lu Pro Lys Ser Cys Asp
230 235 240 .

aaa act cac aca tgc cca ccg tgc cca g€a cct gaa cte ctg ggg gga 824
Lys Thr His Thr Cys Pro Pro Cys Prg Ala Pro Glu Leu Leu Gly Gly
245 250 260

ccg teca gte tte cte ttc cce cca Aaa ccc aag gac acc cte atg atc 872

265

tcc cgg acc cct gag gtc ada tge gtg gtg gtg gac gtg age cac gaa 920
Ser Arg Thr Pro Glu Val/Thr Cys Val Val Val Asp Val Ser His Glu

285 290

gac cct gag gtc aag/ttc aac tgg tac gtg gac ggc gtg gag gtg cat 968
Asp Pro Glu Val |4/s Phe Asn Trp Tyr Val Asp Gly Val Glu Val His
295 300 305

aat gcc aag gca aag cog cgg gag gag cag tac aac age acg tac cgg 1016
Asn Ala Lyg Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg
315 320

gte gtg’age gte cte acc gte ctg cac cag gac tgg ctg aat ggc aag 1064
al Ser Val Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys
330 335 340

ag tac aag tgc aag gtc tcc aac aaa gec ctec cca gee ccc ate gag 1112
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- 81/107

Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro lle Glu
345 _ 350 355

aaa acc atc tcc aaa gcc aaa ggg cag ccc cga gaa cca cag gtg tac 1160
Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn Val Tyr
360 365 ' 370

acc ctg ccc cca tcc cgg gag gag atg acc aag aac cagv gtc age ctg 1208
Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn GIn Val Ser Leu
375 380 385

acc tgc ctg gtc aaa ggc ttc tat ccc age gac atc gece gtg gag tgg 1256

Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp
390 395 400

gag agc aat ggg cag ccg gag aac aac tac aag acc acg cct ccc gtg 1304

Glu Ser Asn Gly GlIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro V.

405 410 415 420

ctg gac tcc gac gge tece tte tte cte tac age aag ctc acc gtg gdc 1352
Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thy' Val Asp
425 430 435

aag agc agg tgg cag cag geg aac gtc ttc tca tge tcc gtg/atg cat 1400
Lys Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Sef Val Met His
440 445 450

cc ctg tct ccg 1448
u Ser Leu Ser Pro

gag gct ctg cac aac cac tac acg cag aag agc ct
Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser
455 460 465

get aaa tga gggeccgttt aaacgggteg catccctgtg acccctecee ‘ 1497

Gly Lys
470

agtgectcte ctggecctgg aagttgccac técagtgece accagecttg tect 1551

<210> 65

<211> 470

<212> PRT

<213> Artificial Sequenc

<220>
<223> Synthetic Cogstruct

<400> 65
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp
10 15

Val Leu Ger GIn Val GIn Leu Val GIn Ser Gly Ala Glu'Val Lys Lys
20 25 30

Pyo Gly Glu Ser Leu Lys lle Ser Cys Lys Gly Ser Gly Tyr Ser Phe
35 40 45
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Line


n

FOT/JP2310/(352479
82/107

Thr Asn Tyr Trp lle Ser Trp Val Arg GIn Met Pro Gly Lys Gly Leu
50 55 : 60

Glu Trp Met Gly Phe lle Tyr Pro Asp Asp Ser Tyr Thr Arg Tyr Ser
65 70 75 80

Pro Ser Phe Gin Gly Gin Val Thr lle Ser Ala Asp Lys Ser lle Ser
85 90 95

Thr Ala Tyr Leu GIn Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met
100 : 105 110

Tyr Tyr Cys Ala Arg Phe Ser Tyr Arg His Tyr Leu Asp Met Asp Asp
115 120 125

His Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr
130 135 140

Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly
145 150 _ 155 160

Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr/Phe Pro Glu Pro
165 170

Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr
180 185

Phe Prlo Ala Val Leu GIn Ser Ser GI
195 200

Leu Tyr Ser Leu Ser Ser Val
205

Val Thr Val Pro Ser Ser Ser
210 215

u Gly Thr GIn Thr Tyr lle Cys Asn
220

Val Asn His Lys Pro Sey’Asn Thr Lys Val Asp Lys Arg Val Glu Pro
225 230 235 240

Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu
245 250 255

Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp
265 270

Thr |/eu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
275 280 285


ipos
Line


FCTAP2910/052479
83/107

Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyf Val Asp Gly
290 295 300 '

Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn
305 310 315 320

Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val .Leu His Gln Asp Trp
325 330 - 335

Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro
340 345 350

Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly Gln Pro Arg Glu
355 360 - 365

Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn
370 375 380

Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro/Ser Asp lle
385 3\90 395 400

405 410 ,

420 425 430

Leu Thr Val Asp Lys Ser Arg Trp Gin Gly Asn Val Phe Ser Cys
435 440 445

Ser Val Met His Glu Ala Leu HMis Asn His Tyr Thr GIn Lys Ser Leu
450 455 460

Ser Leu Ser Pro Gly L
465 : 470

<210> 66

<211> 1539

<212> DNA

<213> Artifitial Sequence

<220> ' :
OR7692, MOR7923, MOR7924, MOR7925 and MOR7926 heavy chain

<#21> CDS
222> (45).(1445)
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<400> 66
taatacgact cactataggg agacccaagc tggctagege cacc atg aaa cac ctg 56
Met Lys His Leu
1

i
tgg ttc ttc ctc ctg ctg gtg gea get ccc aga tgg gte ctg tce cag 104

Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp Val Leu Ser Gin
5 10 15 20

gtg caa ttg gtg gaa age gegc gegc gge ctg gtg caa ccg gge ggc age 152
Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn Pro Gly Gly Ser
25 30 35

ctg cgt ctg age tge geg gee tee gga ttt ace ttt aat tct tat tct 200
Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asn Ser Tyr Ser
40 45 50

atg tct tgg gtg cgc caa gece cct ggg aag ggt cte gag tgg gtg age 248
Met Ser Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val

55 60 65

tat atc tct tct cgt tet age act acc tat tat gecg gat age gtg 296
Tyr lle Ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala Asp Ser/Nal Lys

70 75 80
gge cgt ttt acc att tca cgt gat aat tcg aaa aac acc cfg tat ctg 344
Gly Arg Phe Thr lle Ser Arg Asp Asn Ser Lys Asn fhr Leu Tyr Leu
85 90 95 10
caa atg aac agc ctg cgt gcg gaa gat acg gec gig tat tat tge geg 392

GlIn Met Asn Ser Leu Arg Ala Glu Asp Thr
105 110

Val Tyr Tyr Cys Ala

cgt ggt tat ttt cat ggt atg gat tat tgg gg€ caa ggc acc ctg gtg 440
Arg Gly Tyr Phe His Gly Met Asp TyrArp Gly Gln Gly Thr Leu Val
120 125 130

acg gtt agc tca gec tec acc aag gt cca teg gte ttc cce ctg gea 488
Thr Val Ser Ser Ala Ser Thr Lyg Gly Pro Ser Val Phe Pro Leu Ala
135 140 145

ccc tce tce aag age acc tot ggg ggc aca geg gee otg gge tge ctg 536
Pro Ser Ser Lys Ser Thr/Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu
150 155 160

gtc aag gac tac ttc gcc gaa ccg gtg acg gtg tcg tgg aac tca ggc 584
Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly
165 0 175 180

gec ctg acc agc gge gtg cac acc ttc ccg get gte cta cag tec tea 632
Ala Leu Thr/Ser Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser
185 190 195

gea ctc/tac tcc cte age age gtg gtg ace gtg ccc tec age age ttg 680 -
Gly LEu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu
200 205 210

¢ acc cag acc tac atc tge aac gtg aat cac aag ccc age aac acc 728
Gly Thr GIn Thr Tyr lle Cys Asn Val Asn His Lys Pro Ser Asn Thr
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215 220 225

aag gtg gac aag aga gtt gag ccc aaa tct tgt gac aaa act cac aca 776 |
Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr
230 235 240

tec cca ccg tge cca gea cct gaa cte ctg ggg gega ccg tea gte tte 824
Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe
245 250 255 260

ctc ttc ccc cca aaa ccc aag gac acc ctc atg atc tcc cgg acc cct 872
Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lle Ser Arg Thr Pro
265 270 275

gag gtc aca tgc gtg gtg gtg gac gtg age cac gaa gac cct gag gtc
Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu Val
280 285 290
aag ttc aac tgg tac gtg gac ggc gtg gag gtg cat aat gcc aag aca 968
Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lyg Thr
295 300 : 305

aag ccg cgg gag gag cag tac aac agc acg tac cgg gtg gtc Age gtc 1016
Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg Val VAl Ser Val
310 315 320

ctc acc gtc ctg cac cag gac tgg ctg aat ggc aag gag tac aag tgc 1064
Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lyg Glu Tyr Lys Cys
325 330 335

aag gtc tcc aac aaa gecc ctc cca gee ccce at gég aaa acc atc tcc 1112
Lys Val Ser Asn Lys Ala Leu Pro Ala Pro llé Glu Lys Thr lle Ser
345 v 350 355

aaa gcc aaa ggg cag CCc cga gaa cca
Lys Ala Lys Gly Gin Pro Arg Glu Pro
360 365

g gtg tac acc ctg ccc cca 1160
In }/al Tyr Thr Leu Pro Pro
370

tcc cgg gag gag atg acc aag aaccag gtc age ctg acc tge ctg gte 1208
Ser Arg Glu Glu Met Thr Lys Asn Gin Val Ser Leu Thr Cys Leu Val
375 380 385

aaa ggc ttc tat ccc age gad atc gec gig gag tgg gag age aat ggg - 1256
Lys Gly Phe Tyr Pro Ser/Asp lle Ala Val Glu Trp Glu Ser Asn Gly
390 395 © 400

cag ccg gag aac aac/tac aag acc acg cct ccc gtg ctg gac tcc gac 1304
Gln Pro Glu Asn Agn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp
405 0 415 420

ggc tee tte tte/ cte tac age aag ctc acc gtg gac aag age agg tgg 1352
Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp
425 430 435

cag cag/ggg aac gtc ttc tca tge tcc gtg atg cat gag got ctg cac 1400
GIn Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His
440 445 450

afc cac tac acg cag aag agc ctc tcc ctg tet ceg get aaa tga 1445
sn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
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455 ' 460 465

gggeccegttt aaacggstge catccetgtg accecteccee agtgectete ctggeectgg 1505
aagttgccac tccagtgecce accagecttg tect 1539

<210> 67

<211> 466

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 67
Met Lys His Léu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp
1 5 10 15

Val Leu Ser Gin Val Gin Leu Val Glu Ser Gly Gly Gly Leu Val GIn
20 25 30

Asp Ser Val Lys Gly Arg Phe Thr lle Ser Arg Asp Asn S_er Lys Asn
85 90 95

Thr Leu Tyr Leu GIn Met Asn Ber Leu Arg Ala Glu Asp Thr Ala Val
100 110

Tyr Tyr Cys Ala Arg Gly/Tyr Phe His Gly Met Asp Tyr Trp Gly GIn
115 0 . 125

Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val
130 135 140

Phe Pro Ley Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala
145 150 155 160

Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser
165 170 175

PCTAP2310/052479
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Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val -
180 185 190

Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro
195 200 205

Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys Asn Val Asn His Lys
210 215 220

Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys As
225 230 235 240

Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu
245 250 255

Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thf Leu Met lle
260 : 265 270

Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asg Val Ser His Glu
275 280 285

Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His -

290 295 300

Asn Ala Lys Thr Lys Pro Arg Glu G|
305 310

GIn Tyr Asn Ser Thr Tyr Arg
320

Val Val Ser Val Leu Thr Val
325

u His GIn Asp Trp Leu Asn Gly Lys
0 335

Glu Tyr Lys Cys Lys Vaf Ser Asn Lys Ala Leu Pro Ala Pro lle Glu
340 345 350

Lys Thr Ile Ser Lys Ala Lys Gly Gin Pro Arg Glu Pro GIn Val Tyr
360 365

Thr Leu Pr¢/Pro Ser Arg Glu Glu Met Thr Lys Asn GIn Val Ser Leu
375 380

s Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp
390 395 400

Glu Ser Asn Gly GlIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val
405 410 415

PCTAP2320/052479
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Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp
420 425 430

Lys Ser Arg Trp GIn Gin Gly Asn Val Phe Ser Cys Ser Val Met His
435 440 445

Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro
450 455 460

Gly Lys
465

<210> 68

<211> 840

<212> DNA

<213> Artificial Sequence

<220>
<223> MORO07919 lambda light chain

<220>
<221> CDS
<222> (45).(746)

<400> 68
taatacgact cactataggg agacccaagce tggetagegg/cace atg gee tgg get 56
Met Ala Arp Ala

ctg ctg ctc ctc acc ctc ctc act cag ggc/aca gga tcc tgg got gat 104
Leu Leu Leu Leu Thr Leu Leu Thr Gl Gly Thr Gly Ser Trp Ala Asp
5 10 15 20

atc gaa ctg acc cag ccg cct tca gtg age gtt geca cca ggt cag acc 152
lle Glu Leu Thr GIn Pro Pro Sey/Val Ser Val Ala Pro Gly Gin Thr
25 35

geg cgt atc teg tgt age ggo/gat tet ctt ggt tct aag tat gtt cat 200
Ala Arg lle Ser Cys Ser @ly Asp Ser Leu Gly Ser Lys Tyr Val His
40 45 50

tgg tac cag cag aaa/ccc ggg cag geg cca gtt ctt gtg att tat cgt 248
Trp Tyr GIn GIn Lys Pro Gly Gin Ala Pro Val Leu Val lle Tyr Arg
60 65
ccc tca gge atc ccg gaa cge ttt age gga tcc aac 296
75 80
aac acc gcg acc ctg acc att age gge act cag geg gaa gac 344
ly Asn Thr Ala Thr Leu Thr lle Ser Gly Thr Gln Ala Glu Asp

90 95 100

aa gcg gat tat tat tge cag tot tat gat get act gag ttt act tat 392
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89/107

Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr Asp Ala Thr Glu Phe Thr Tyr
105 110 115 '

gtg ttt ggec gegc gec acg aag tta acc gte cta ggt cag ccc aag get 440
Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly GIn Pro Lys Ala
120 125 130

gce ccc teg gte act ctg ttc ceg cec tee tet gag gag ctt caa gee 488
Ala Pro Ser Val Thr Leu Phe Pro Pro Ser Ser Glu Glu Leu GIn Ala
135 140 145

aac aag gcc aca ctg gtg tgt ctc ata agt gac ttc tac ccg gga gee

Asn Lys Ala Thr Leu Val Cys Leu lle Ser Asp Phe Tyr Pro Gly Ala
150 155 160 -

gtg aca gtg gece tgg aag gea gat age age ccc gtc aag geg gga gtg 584

Val Thr Val Ala Trp Lys Ala Asp Ser Ser Pro Val Lys Ala Gly Val

165 170 175 180 '

gag acc acc aca ccc tcc aaa caa agc aac aac aag tac geg gef age 632
Glu Thr Thr Thr Pro Ser Lys GIn Ser Asn Asn Lys Tyr Ala Ala Ser
185 180 1985

agc tat ctg agc ctg acg cct gag cag tgg aag tcc cac agd agc tac 680
Ser Tyr Leu Ser Leu Thr Pro Glu GIn Trp Lys Ser Hig/Arg Ser Tyr
200 205 210

agc tgc cag gtc acg cat gaa ggg age acc gtg gag gag aca gtg gee 728
Ser Cys GIn Val Thr His Glu Gly Ser Thr Val Glg Lys Thr Val Ala
215 220 225

cct aca gaa tgt tca tag gggcccgttt aaacgggles catccctgtg 776
Pro Thr Glu Cys Ser
230

acccctccce agtgectcte ctggecctgg agfittgecac tecagtgece accagecttg 836

tcct 840

<210> 69

<211> 233

<212> PRT

<213> Artificial Sequenc

<220>
<223> Synthetic Copistruct

<400> 69

Leu Leu Leu Leu Thr Leu Leu Thr Gln Gly Thr Gly
10 15

25 30

Gly GIn Thr Ala Arg lle Ser Cys Ser th Asp Ser Leu Gly Ser
35 40 45
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Lys Tyr Val His Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Val Leu
50 55’ 60

Val lle Tyr Arg Asp Asn Lys Arg Pro Ser Gly lle Pro Glu Arg Phe
65 70 75 80

Ser Gly Ser Asn Ser Gly Asn Thr Ala Thr Leu Thr lle Ser Gly Thr
85 90 95

GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys GIn Ser Tyr Asp Ala Thr
100 105 110

Glu Phe Thr Tyr Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu G
115 120 125

Gin Pro Lys Ala Ala Pro Ser Val Thr Leu Phe Pro Pro Ser &er Glu
130 135 140

Glu Leu GIn Ala Asn Lys Ala Thr Leu Val Cys Leu Il€ Ser Asp Phe
145 150 155

Tyr Pro Gly Ala Val Thr Val Ala Trp Lys Ala Asp Ser Ser Pro Val
165 170 75

Lys Ala Gly Val Glu Thr Thr Thr Pro S¢r Lys Gln Ser Asn Asn Lys
180 185 190

Tyr Ala Ala Ser Ser Tyr Leu Ser/lLeu Thr Pro Glu GIn Trp Lys Ser
195 200 205 A

His Arg Ser Tyr Ser Cys @GlIn Val Thr His Glu Gly Ser Thr Val Glu
210 215 220

Lys Thr Val Ala Pro/ Thr Glu Cys Ser
225 2

<210> 70

<223> MORO07692 kappa light chain

<220>


ipos
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<221> CDS
<222> (45).(752)
<400> 70
taatacgact cactataggg agacccaagc tggctagecge cacc atg gtg ttg cag 56
Met Val Leu GIn

1
acc cag gtc ttc att tcot ctg ttg ctc tgg atc tet ggt gec tac geg 104
Thr GIn Val Phe lle Ser Leu Leu Leu Trp lle Ser Gly Ala Tyr Gly

5 10 15 20

gat atc gtg ctg acc cag age ccg geg ace ctg age ctg tet ceg gge
Asp lle Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
25 30 35

gaa cgt gcg acc ctg age tge aga geg age cag tet gtt tet ttt gat 200
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Ph¢ Asp
40 45 50
tat ctg ggt tgg tac cag cag aaa cca ggt caa gca ccg cgt ¢la tta 248
Tyr Leu Gly Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Ayg Leu Leu
55 60 65
att tat ggt gct tct aat cgt gea act ggg gte ccg geg ¢et ttt age 296
lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ada Arg Phe Ser
70 75 80
ggc tct gga tce ggb acg gat ttt acc ctg acc aft agc agc ctg gaa 344
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu Glu
85 90 95 100
cct gaa gac ttt geg act tat tat tgc cag £ag tat tat aat atg cct 392
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys/GIn Gin Tyr Tyr Asn Met Pro
105 110 115

tat acc ttt ggc cag ggt acg aaa gaa att aaa cgt acg gtg gct 440
Tyr Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys Arg Thr Val Ala
120 125 130

gca cca tet gte ttec atc ttccg cea tet .gat gag cag ttg aaa tct 488
Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser
135 145

gea act gee tet gtt gllg tge ctg ctg aat aac ttc tat ccc aga gag 536
Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu
150 155 160

gcec aaa gta ¢
Ala Lys Val
165

tgg aag gtg gat aac gcc ctc caa teg ggt aac tee 584
In Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser
170 175 180

cag gag Aagt gtc aca gag cag gac agc aag gac agc acc tac agc ctc 632
Gln Gld Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr Tyr Ser Leu
185 190 195

agc acc ctg acg ctg agc aaa gca gac tac gag aaa cac aaa gtc 680
er Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val
200 205 210 )

RT/P2910/052479
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tac gec tge gaa gtc acc cat cag gge ctg age tcg ccc gte aca aag 728
Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys
215 220 . 225

agc ttc aac agg gga gag tgt tag gggcccegttt aaacgeggtgg catccctetg 782
Ser Phe Asn Arg Gly Glu Cys
230 235

accccteccce agtgectete ctggecctgg aagttgecac tecagtgece accagecttg 842
tect _ 846

210> 71

<211> 235

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 71

Met Val Leu GIn Thr Gin Val Phe lle Ser Leu Leu Leu Tfp lle Ser
1 5 10 15

Gly Ala Tyr Gly Asp lle Val Leu Thr GiIn Ser Pro KXla Thr Leu Ser
20 25 30

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Gys Arg Ala Ser Gin Ser
35 40 - 45

Val Ser Phe Asp Tyr Leu Gly Trp Tyy GIn GIn Lys Pro Gly GIn Ala

Pro Arg Leu Leu lle Tyr Gly Al Ser Asn Arg Ala Thr Gly Val Pro
65 70 75 80 ’

ly Ser Gly Thr Asp Phe Thr Leu Thr lle
90 95

105 110

Tyr Asn Met/Pro Tyr Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys
115 120. 125

Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu
135 140

In Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe
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145 150 155 - 160

Tyr Pro Arg Glu Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn
165 170 175

Ser Gly Asn Ser GIn Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser
180 185 - 190

)

Thr Tyr Ser Leu Sér Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
195 200 205

Lys His Lys Val Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser
210 215 220

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230 235

<210> 72.
<211> 846
<212> DNA
<213> Artificial Sequence

<220>
<223> MORO07923 kappa light chain

<220>
<221> CDS
<222> (45).(752)

<400> 72
taatacgact cactataggg agacccaagce tggctagecge cacc atg gtg ttg cag 56
et Val Leu Gin

acc cag gtc ttc att tct ctg ttg £tc tgg atec tct ggt gec tac geg 104
Thr Gln Val Phe lle Ser Leu Yeu Leu Trp lle Ser Gly Ala Tyr Gly
15 20

gat atc gtg ctg acc cagge ccg geg acc ctg age ctg tet ceg gege - 152
Asp lle Val Leu Thr Gl Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
- 25 30 35

gaa cgt geg ace ghg age tge aga geg age cag tot gtt tot ttt gat 200
Glu Arg Ala Thy'Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Phe Asp
40 45 - 50

tat ctg ggl/tge tac cag cag aaa cca ggt caa gca ccgcgt ctatta = 248
Tyr Leu/Gly Trp Tyr GIn GIn Lys Pro Gly Gin Ala Pro Arg Leu Leu
60 65

att fat ggt gct tct aat cgt gea act ggg gtc ceg geg egt tttage - 296
Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser
70 75 80
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gge tet gga tcc gge acg gat ttt acc ctg acc att age age ctg gaa 344
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu
85 90 95 100

cct gaa gac ttt geg acc tat tat tge ttt cag tat ctt att gtt cct 392
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe GlIn Tyr Leu lle Val Pro
105 110 115

ttt acé ttt ggc cag ggt acg aaa gtt gaa att aaa cgt acg gtg get 440
Phe Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys Arg Thr Val Ala
120 125 130

gca cca tct gtc ttc atc ttc ccg cca tet gat gag cag ttg aaa tct 8
Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser
135 140 145

gga act goe tet gtt gtg tgc ctg ctg aat aac ttc tat ccc aga gag 536
Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Afg Glu

150 155 160
gcc aaa gta cag tgg aag gtg gat aac gece cte caa teg ggt Aac tee 584
Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser
165 170 175 180
cag gag agt gtc aca gag cag gac agc aag gac agc gcc tac age cte 632

185 180

agc age acc ctg acg ctg agec aaa gca gac tag gag aaa cac aaa gtc 680

200 205

tac gcc tge gaa gte acc cat cag gge ¢tg age teg cce gte aca aag 728
Tyr Ala Cys Glu Val Thr His GIn Gly'Leu Ser Ser Pro Val Thr Lys
215 220 225

age tfc aac agg gga gag tgt tag/gggcccegttt aaacgggtgg catcectgtg 782
Ser Phe Asn Arg Gly Glu Cy
230 235

acccctcccc agtgectcte gtggecctgg aagttgeccac tccagtgcce accagecttg 842

tcct 846

<210> 73

211> 235

<212> PRT

<213> Artificial Sequence

<220>
<223> /Synthetic Construct

et Val Leu GIn Thr GIn Val Phe lle Ser Leu Leu Leu Trp lle Ser
1 5 10 15


ipos
Line
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Gly Ala Tyr Gly Asp lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser
20 25 30

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Ser
35 40 45

Val Ser Phe Asp Tyr Leu Gly Trp Tyr GiIn GIn Lys Pro Gly GIn Ala
50 55 60

~

Pro Arg Leu Leu lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro
65 70 75 80

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

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

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

Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pr,
130 135 140

Pro Ser Asp Glu

GIn Leu Lys Ser Gly Thr Ala Ser Val Val
145 150 155

ys Leu Leu Asn Asn Phe
160

Tyr Pro Arg Glu Ala Lys Val Gln Typ Lys Val Asp Asn Ala Leu GIn
' 165 - 170 175

Ser Gly Asn Ser GIn Glu Sey Val Thr Glu GIn Asp Ser Lys Asp Ser
180 190

Thr Tyr Ser Leu Ser Ber Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
195 200 205

Lys His Lys Va)/Tyr Ala Cys Glu Val Thr His Gin Gly Leu Ser Ser
210 215 220

Pro Val Jhr Lys Ser Phe Asn Arg Gly Glu Cys

230 235

<213> Artificial Sequence

PCT/P2010/052473
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<220>
<223> MORO07924 kappa light chain

<220>
<221> CDS
<222> (45).(752)

<400> 74
taatacgact cactataggg agacccaagc tggctagege cacc atg gtg ttg cag
Met Val Leu GIn
1

acc cag gtc ttc att tct ctg ttg ctc tgg atc tet ggt gec tac ggg
Thr GIn Val Phe lle Ser Leu Leu Leu Trp lle Ser Gly Ala Tyr Gly
5 10 15 20

gat atc gtg ctg acc cag age ccg geg acc ctg age ctg tet ceg g

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val
40 45 50

cgt cta tta 248
Pro Arg Leu Leu

tat ctg ggt tgg tac cag cag aaa cca ggt caa gca c
Tyr Leu Gly Trp Tyr GIn Gin Lys Pro Gly GIn Al
55 60 65

att tat ggt gct tct aat cgt gca act ggg gtc cgg geg cgt ttt age 296
lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser
70 75 80

gec tct gga tcc gge acg gat ttt acc ctg acc att age age ctg gaa 344
Gly Ser Gly Ser Gly Thr Asp Phe Thf Leu Thr lle Ser Ser Leu Glu
85 20 95 100

cct gaa gac ttt gcg acc tat tat ¥gc cag cag tat aat att aat cct 392
Pro Glu Asp Phe Ala Thr Tyr fyr Cys GIn GIn Tyr Asn lle Asn Pro
105 0 115

ttt acc ttt ggc cag ggt acg aaa gtt gaa att aaa cgt acg gtg gct 440
Phe Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys Arg Thr Val Ala
120 125 130

gca cca tct gtc ttc/ate ttc ccg cca tet gat gag cag ttg aaa tcot 488
Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser
135 140 145

gga act gecc 6t gtt gtg tgc ctg ctg aat aac ttc tat ccc aga gag 536
Gly Thr Ala/Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu
155 160

gta cag tgg aag gtg gat aac gce cte caa teg ggt aac tec 584
s Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser
170 175 180

ag gag agt gtc aca gag cag gac agc aag gac agc acc tac age ctc 632
Gln Glu Ser Val Thr Glu Gin Asp Ser Lys Asp Ser Thr Tyr Ser Leu


ipos
Line


PCT/JPR910/052479

97/107
185 190 195

age agc acc ctg acg ctg age aaa gca gac tac gag aaa cac aaa gtc 680
Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val
200 205 210

tac gcc tge gaa gtc acc cat cag gge ctg age tcg ccc gtc aca aag 728
Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys
215 220 225

agc ttc aac agg gga gag tgt tag gggcccgttt aaacgggtge catccotgtg 782 |
Ser Phe Asn Arg Gly Glu Cys
230 235

acccctccqc agtgcctcte ctggecctgg aagttgecac tecagtgece accagecttg 84

tcct : 846

<210> 75

<211> 235

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 75

Met Val Leu GIn Thr GIn Val Phe lle Ser Leu Leu
1 5 . 10 15

u Trp lle Ser

Gly Ala Tyr Gly Asp lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser
20 25

35 40

Tyr Gin GIn Lys Pro Gly GIn Ala
60

Val Ser Phe Asp Tyr Leu Gly
50 55

Pro Arg Leu Leu lle Tyr,
65 70

ly Ala Ser Asn Arg Ala Thr Gly Val Pro
75 80

Ala Arg Phe Ser fly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle

90 95

Ser Ser Léu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin GIn Tyr
00 105 110

Asif lle Asn Pro Phe Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys
115 120 125
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Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu
130 135 140

GIn Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe
145 150 155 160

Tyr Pro Arg Glu Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu Gin
165 170 175

Ser Gly Asn Ser GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser
180 185 190

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
195 200 205

Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gin Gly Leu Ser Ser
210 215 220

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230 235

<210> 76

<211> 846

<212> DNA

<213> Artificial Sequence

<220>
<223> MORO07925 kappa light chain

<220>
<221> CDS
<222> (45).(752)

<400> 76
taatacgact cactataggg agacgCaagc tggctagege cacc atg gtg ttg cag 56
: Met Val Leu GIn

acc cag gtc ttc att totctg ttg ctec tgg atc tct ggt gee tac ggg 104
15 20

gat atc gtg ctg/acc cag agc ccg geg acc ctg age ctg tet ceg gge 152
Asp lle Val Léu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly

5 30 35

gaa cgt fcg acce ctg age tge aga geg age cag tet gtt tet ttt gat 200
Glu Apg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Phe Asp

40 45 50

t ctg ggt tgg tac cag cag aaa cca ggt caa gca ccg cgt cta tta 248

FCT

/
/

I

JP2310/052479
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Tyr Leu Gly Trp Tyr Gin GIn Lys Pro Gly GIn Ala Pro Arg Leu Leu
55 60 65

att tat ggt get tct aat cgt gea act ggg gtc ccg geg cgt ttt age 296
lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser
70 75 80

gece tct gga tee gge acg gat ttt acc ctg acc att age age ctg gaa 344
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu Glu
85 90 95 100

cct gaa gac ttt gcg acc tat tat tge ctt cag tat ttt aat cct cct 392
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu GIn Tyr Phe Asn Pro Pro
105 110 115 :

cat acc ttt ggc cag ggt acg aaa gtt gaa att aaa cgf. acg gtg gect
His Thr Phe Gly Gin Gly Thr Lys Val Glu lle Lys Arg Thr Val Ala
120 125 130
gca cca tct gte ttc atc ttc ccg cca tet gat gag cag ttg aaa tct 488
Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu GIn Leu Lyg'Ser
135 140 145

gga act gece tet gtt gtg tge étg ctg aat aac ttc tat ccc agd. gag 536
Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr/ro Arg Glu
150 155 160 ‘

gcc aaa gta cag tgg aag gtg gat aac gee ctc caa t
Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GI
165 170 175

get aac tecc 584
Ser Gly Asn Ser

cag gag agt gtc aca gag cag gac agc aag ga¢/agc acc tac age ctc 632
GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Xsp Ser Thr Tyr Ser Leu
185 190 195

agc agc acc ctg acg ctg agc aaa geca gac tac gag aaa cac aaa gtc 680
Ser Ser Thr Leu Thr Leu Ser Lys Aja Asp Tyr Glu Lys His Lys Val
200 205 210

tac gcc tge gaa gtc acc cat cag/gge ctg age tcg ccc gtc aca aag 728
Tyr Ala Cys Glu Val Thr His Gin Gly Leu Ser Ser Pro Val Thr Lys
215 _ 220 225
agc ttc aac agg gga gag tag gggcccgttt aaacgggtgg catcectgtg 782
Ser Phe Asn Arg Gly G/u Cys
230
acccctcccce agtgecfete ctggeectgg aagttgccac tccagtgece accagecttg 842

tcct 846

<210> 77

23> Synthetic Construct
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<400> 77

Met Val Leu GIn Thr GIn Val Phe lle Ser Leu Leu Leu Trp lle Ser
1 5 10 15

Gly Ala Tyr Gly Asp lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser
20 25 30

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser
35 40 : 45

Val Ser Phe Asp Tyr Leu Gly Trp Tyr GIn GIn Lys Pro Gly GIn Ala -
50 55 60

Pro Arg Leu Leu lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro
65 70 75 80"

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

Ser Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cy6 Leu GIn Tyr
100 105 110
115 120

130 135

145 150

Tyr Pro Arg Glu Ala Lys VAl GIn Trp Lys Val Asp Asn Ala Leu Gln
165 170 175

Ser Gly Asn Ser GIA Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser
180 185 190

Thr Tyr Ser Y.eu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
195 200 205

Lys His Lys Val Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser
0 215 220

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230 235
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<210> 78

<211> 846

<212> DNA

<213> Artificial Sequence

<220>
<223> MORO07926 kappa light chain

<220>
<221> CDS
<222> (45).(752)

<400> 78
taatacgact cactataggg agacccaagc tggctagege cacc atg gtg ttg cag
Met Val Leu GIn

56
1
acc cag gtc ttc att tct ctg ttg ctc tgg atc tot ggt gee tac gg ‘ 104

Thr Gln Val Phe lle Ser Leu Leu Leu Trp lle Ser Gly Ala Tyf Gly
5 - 10 15 20

gat atc gtg ctg acc cag age ccg geg ace ctg age ctg tot ceg gge 152
Asp lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser Ley'Ser Pro Gly
25 30 35

gaa cgt gcg acc ctg age tge aga geg age cag tct/gtt tot ttt gat 200
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn %er Val Ser Phe Asp
40 45 50

tat ctg get tgg tac cag cag aaa cca ggt caa gca ccg cgt cta tta 248
Tyr Leu Gly Trp Tyr Gln Gln Lys Pro Gl¢¥ GIn Ala Pro Arg Leu Leu
55 60

att tat get gct tet aat cgt geca act ggg gte ccg geg cgt ttt age 296
Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser
70 75

gegc tct gga tce gge acg gat $tt acc ctg acc att age age ctg gaa 344
Gly Ser Gly Ser Gly Thr Ash Phe Thr Leu Thr lle Ser Ser Leu Glu
85 90 95 100

cct gaa gac ttt gcg act tat tat tge ttt cag gc{ ctt att atg cct 392
Pro Glu Asp Phe Alg/Thr Tyr Tyr Cys Phe GIn Ala Leu lle Met Pro
105 110 115

g ggt acg aaa gtt gaa att aaa cgt acg gtg gect 440
ly Gln Gly Thr Lys Val Glu lle Lys Arg Thr Val Ala

ttt acc ttt gge
Phe Thr Phe

120 125 130
gca cca €t gte tte atc ttc ccg cca tet gat gag cag ttg aaa tct 488
Ala Pro/Ser Val Phe lle Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser
35 140 : 145
ged act gee tot gtt gtg tge otg ctg aat aac ttc tat ccc aga gag 536

y Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu
150 155 160
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gcc aaa gta cag tgg aag gtg gat aac gec ctc caa teg ggt aac tee 584
Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser
165 170 175 180

cag gag agt gtc aca gag cag gac agc aag gac agc acc tac agc ctc 632
GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu:
© 185 190 195

agc age acc ctg acg ctg agc aaa gca gac tac gag aaa cac aaa gtc - 680
Ser Ser Thr Leu Thr Leu Ser Lys Ala.Asp Tyr Glu Lys His Lys Val
200 205 210

tac gcc tge gaa gtc acc cat cag gge ctg age tcg ccc gtc aca aag
Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys
215 220 225
age ttc aac agg gga gag tgt tag gggcccgttt aaacgggtgg catccctgtg 782
Ser Phe Asn Arg Gly Glu Cys
230 235

acccctecce agtgectete ctggecctgg aagttgccac tecagtgece acgagecttg 842

tcct

<210> 79

<211> 235

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 79
Met Val Leu Gin Thr GIn Val Phe lle S¢t Leu Leu Leu Trp lle Ser
1 5 10 15

Gly Ala Tyr Gly Asp lle Val Leu
20 25

r Gin Ser Pro Ala Thr Leu Ser
. 30

Leu Ser Pro Gly Glu Arg
35 40

a Thr Leu Ser Cys Arg Ala Ser GIn Ser
45

Val Ser Phe Asp TyyLeu Gly Trp Tyr GIn GIn Lys Pro Gly Gin Ala
50 .

Pro Arg Leu
65

u lle Tyr Gly Ala Ser Asn Arg Ala Thr Gly Val Pro
70 75 80

Ala ArgPhe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle
85 90 95

S£r Ser Leu Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gin Ala
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100 105 110

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

Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu
130 135 . 140

GIn Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe
145 150 155 160

Tyr Pro Arg Glu Ala Lys Val GIn Trp Lys Val Asp Asn Ala L.eu GIn
165 _ 170 175

Ser Gly Asn Ser GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp S
180 185 190

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp fyr Glu
195 200 205

Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser
210 215 220

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230 235

<210> 80

211> 127

<212> PRT

<213> Artificial Sequence

<223> Variable heavy chain

<221> misc_feature
<222> (30).(35)

<223> Xaa can be ahy naturally occurring amino acid

<221> misc fegture

<222> (50).(66)
<223> Xaa £an be any naturally occurring amino acid

isc_feature
(99).(116)

Xaa can be any naturally occurring amino acid

80
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GIn Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly
1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr P.he Xaa Xaa Xaa
20 25 30

Xaa Xaa Xaa Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ser Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa
50 55 60

Xaa Xaa Arg Phe Thr lle Ser Arg Asp Asn Ser Lys Asn Thr Leu Ty
65 70 75 80

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

Ala Arg Xaa Xaa Xaa Xaa Xaa- Xaa Xaa Xaa Xaa Xaa X4a Xaa Xaa Xaa
100 105 110

Xaa Xaa Xaa Xaa Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser
115 120 125

<210> 81

<211> 127

<212> PRT

<213> Artificial Sequence

<220>
<223> Variable heavy chain 5

<220>

<221> misc_feature
<222> (30).(35)
<223> Xaa can be any/naturally occurring amino acid

<220>
<221> misc_feature
<222> (50).(66)
<223> Xaa capf be any naturally occurring amino acid

<220>
<221> miéc_feature
9).(116)

aa can be any naturally occurring amino acid

In Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Glu

CT/UP29106/052479



ipos
Line


PCT/P2910/052479
105/107

1 5 10 15

Ser Leu Lys lle Ser Cys Lys Gly Ser Gly Tyr Ser Phe Xaa Xaa Xaa
20 25 30

Xaa Xaa Xaa Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu Trp Met
35 40 ‘45

Gly Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa
50 55 60

Xaa Xaa GIn Val Thr lle Ser Ala Asp Lys Ser lle Ser Thr Ala Tyr
65 70 75 80

Leu GIn Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr Fyr Cys
85 90 95

Ala Arg Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa
100 105 110

Xaa Xaa Xaa Xaa Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser
115 120 125

<210> 82

<211> 110

<212> PRT

<213> Artificial Sequence

<220>
<223> Variable light chain kepp# 3

220>

<221> misc_feature
<222> (24).(35) .
<223> Xaa can be any/haturally occurring amino acid

<220>
<221> misc_featu
<222> (50).(57)
<223> Xaa ca

<220>
<221> VARIANT

misc_feature
(90)..(98)
Xaa can be any naturally occurring amino acid


ipos
Line


106/107 PCT/UP29010/352479
<400> 82 |

Asp lle Val Leu Thr GIn Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
i 5 . 10 15

Glu Arg Ala Thr Leu Ser Cys Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa
20° 25 30

Xaa Xaa Xaa Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Arg Leu Leu
35 40 45

lle Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Gly Val Pro Ala Arg Phe Ser
50 55 60

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lle Ser Ser Leu Glu
65 70 75 80

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Xaa Xaa Xaa Xaa Xaa Xaa Xaa
85 90 95

Xaa Xaa Phe Gly GlIn Gly- Thr Lys Val Glu lle Lys Arg
100 , 105 110

<210> 83

<211> 110

<212> PRT

<213> Artificial Sequence

<223> Variable light chain lambda

<221> miéc_feature
<222> (23).(33)

<{223> Xaa can be any natupally occurring amino acid

<221> misc_feature
<222> (45).(45)

223> Xaa can be gny naturally occurring amino acid

<221> misc_feature
<222> (48).(55)
<223> Xaa £an be any naturally occurring amino acid

isc_feature
(88)..(98)
Xaa can be any naturally occurring amino acid

83


ipos
Line


107/107

Asp lle Glu Leu Thr GIn Pro Pro Ser Val Ser Val Ala Pro Gly GIn
1 5 10 , 15 :

Thr Ala Arg lle Ser Cys Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa
20 . 25 30

Xaa Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Val Xaa Val ll& Xaa
35 40 45

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Gly lle Pro Glu Phe Ser Gly Ser
50 55 60

Asn Ser Gly Asn Thr Ala Thr Leu Thr He Ser Gly Thr GIn Ala Glu
65 - 70 75 80

Asp Glu Ala As-p Tyr Tyr Cy§ Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa
85 90 95

Xaa Xaa Phe Gly/Gly Gly Thr Lys Leu Thr Val Leu Gly GIn
105 110

CRCTAP2010/052479


ipos
Line


FP1004seq(3020587_1) .TXT
SEQUENCE LISTING

<110> DAIICHI SANKYO COMPANY, LIMITED
<120> ANTI-MST1R ANTIBODIES AND USES THEREOF
<13Q> DSPCT-FP1004

<150> us 61/151,411
<151> 2009-02-10

<160> 83

<170> PatentIn version 3.5

<210> 1

<211> 8

<212> PRT

<213> Homo sapiens
<400> 1

Gly Tyr Phe His Gly Met Asp Tyr
1 5

<210> 2

<211> 17

<212> PRT

<213> Homo sapiens

<400> 2

Tyr Ile Ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala Asp Ser val Lys
1 5 10 15
Gly

<210> 3

<211> 5

<212> PRT

<213> Homo sapiens

<400> 3

Ser Tyr Ser Met Ser

1 5

<210> 4

<211> 12

<212> PRT -

<213> Homo sapiens

<400> 4

Phe Ser Tyr Arg His Tyr Leu Asp Met Asp Asp His
1 5 10

<210> 5
<211> 17
<212> PRT

<213> Homo sapiens

pPage 1




<400> 5
Phe Tle Tyr
1

Gly

<210> 6
<211> 5
<212> PRT
<213> Homo
<400> 6

Asn Tyr Trp
1

<210> 7
<211> 9
<212> PRT
<213> Homo
<400> 7
GIn GIn Tyr
1

<210> 8
<211> 11
<212> PRT

<213> Homo
<400> 8

Gln Ser Tyr
1

<210> 9
<211> 9
<212> PRT

<213> Homo
<400> 9
Phe GIn Tyr
1

<210> 10
<211> 9
<212> PRT
<213> Homo
<400> 10
Gln Gln Tyr
1

<210> 11
<211> 9
<212> PRT

FP10045eq (3020587 _1) .TXT

Pro Asp Asp Ser Tyr Thr Arg Tyr Ser Pro Ser Phe GlIn
5 10

sapiens

Ile Ser
5

sapiens

Tyr Asn Met Pro Tyr Thr
5

sapiens

Asp Ala Thr Glu Phe Thr Tyr val
5 10

sapiens

teu Ile val Pro pPhe Thr

5

sapiens

Asn Ile Asn Pro Phe Thr
5

page 2

15




<213> Homo

<400> 11

Leu Gin Tyr
1

<210> 12
<211> 9
<212> PRT

<213> Homo
<400> 12
Phe Gln Ala
1

<210> 13
<211> 12
<212> PRT

<213> Homo

<400> 13

Arg Ala Ser
1

<210> 14
<211> 7
<212> PRT

<213> Homo

<400> 14

Gly Ala ser
1

<210> 15
<211> 11
<212> PRT

<213> Homo
<400> 15
Ser Gly Asp
1

<210> 16
<211> 7
<212> PRT
<213> Homo
<400> 16
Arg Asp Asn
1

<210> 17
<211> 547
<212> PRT

<213> Homo

sapiens

Phe Asn
5

sapiens

Leu Ile
5

sapiens

Glin Ser
5

sapiens

Asn Arg
5

sapiens

Ser Leu

sapiens

Lys Arg
5

sapiens

Pro

Met

val

Ala

Gly

Pro

FP1004seq(3020587_1) . TXT

Pro His Thr

Pro Phe Thr

Ser Phe Asp T%r Leu Gly
1

Thr

Ser Lys Tyr val His
10

Ser

pPage 3




<400>

17

Glu Asp Trp
1

Asp

Ala

Ala

Gln

65

Ala

Lys

ser

Thr

Asn

145

Arg

Ser

Ser

val

Tyr

Gln

Ala

val

Met

Ile

50

Ser

Ala

val

ser

Ala

130

Arg

val

Ser

Ile

Ala

210

val

Pro

Arg

Lys

val

35

Arg

Leu

cys

Leu

Leu

115

val

Pro

Thr

Leu

Arg

Leu

Leu

Gln

Tyr

20

Thr

Asn

Ala

Gly

val

100

Gln

His

Asp

val

Asp

Arg

Ser

Ser

Ser

Ser
260

Cys

val

Tyr

Arg

Thr

Pro

85

Leu

Gly

Leu

Asp

val

165

Ala

Leu

val

Phe

val

245

Ala

Pro

val

Glu

Leu

Gly

70

Gly

Asp

Arg

Ala

Ala

Lys

Leu

His

230

Thr

Thr

Arg

Pro

Gly

His

55

Pro

Pro

Pro

cys

Ala

135

Pro

Glin

val

Ala

Pro

215

Thr

ASp

Glu

FP1004seq(3020587_1) .TXT

Thr Pro Tyr
10

Ser

ASp

40

val

Ala

His

Ala

Phe

120

Pro

Asp

Gly

Ala

200

Lys

Gly

Asp

Pro

Phe

25

Arg

Leu

Gly

Gly

Leu

105

Leu

Ala

Cys

Gln

His

Ala

Pro

Glu
265

ser

Asn

Gly

Asp

Pro

90

Pro

Cys

val

Ala

170

Ser

Ser

Leu

Phe

Ser

250

Leu

Ala Ala Ser Arg

Ala

Glu

Pro

Pro

75

Pro

Ala

ASp

Leu

Ala

155

ser

Phe

Gly

val

val

235

Ala

Gly

pPage 4

Gly

Ser

Asp

60

Gly

Gly

Leu

Leu

Phe

140

Ser

Tyr

Ser

Phe

ser

220

Tyr

Leu

ASp

Gly

Ala

45

Leu

Cys

Asp

val

Glu

125

Ser

Pro

Phe

Pro

Ala

205

Tyr

pPhe

His

Tyr

Leu

30

val

Lys

Gln

Thr

Ser

110

Pro

Ala

Leu

Tyr

ser

Leu

Thr

Arg
270

Asp

15

val

Phe

ser

Thr

Asp

85

cys

Gln

His

Gly

val

175

Ser

Gly

Ile

Thr

Phe

val

val

cys

80

Thr

Gly

Gly

His

Thr

160

Ala

val

Phe

Glu

val

240

Leu

Leu




val

Glu

val

305

val

Leu

Gly

Asn

385

Phe

Gly

ASp

Gln

Phe

465

Leu

Pro

Leu

Leu

Leu

Pro

Ile

Leu

370

Pro

Pro

Leu

Asn

val

450

Ser

Gly

Arg

Glin
530

ASD
275
Gly
Ala
Phe
Asn
ASp
355
Arg
Pro
Leu
Leu
val
435
Glu
Leu
Asp
Arg
AWa

515

Gln

Cys

Gin

Gln

Gly

Ser

340

Glu

Arg

Gly

Leu

Gly

Thr

Leu

Gly

His

Trp

Lys

Arg

Pro

Leu

val

325

val

Gly

Gly

Leu

val

405

Pro

val

val

ASp

Leu

485

Pro

His

Glu

Phe

Tyr

Ala

310

Phe

val

val

Leu

Glu

390

Ser

val

Ala

Arg

Ser

470

Leu

Gly

Phe

Cys

Ala

Pro

295

Thr

val

cys

Glu

ASp

Ala

Ser

Gln

His

Ser

455

Gly

Phe

cys

Met

Pro
535

FP1004seq(3020587_1) . TXT

280

val

Glu

Thr

Ala

Arg

360

Phe

Leu

ser

val

Met

440

Leu

GIn

Ala

Arg

Gly

Gly

Leu

Leu

Gly

Phe

345

cys

Phe

Ser

Phe

Thr

425

Gly

Asn

Pro

Ser

His

505

cys

Ser

GlIn

ser

cys

Gln

Pro

Ser

410

Ala

Thr

Tyr

val

Gly

Phe

Gly

Trp

val

Ile

315

Asp

Ile

Glu

Ser

Asn

395

Arg

Leu

Met

Leu

Glin

475

Asp

Leu

Trp

Gin

Page 5

Ala

300

Ala

Gly

Asp

Ser

Pro

380

Thr

val

Tyr

Asp

Leu

460

Arg

Glin

Thr

cys

Gln
540

His

Gly

Leu

Pro

365

Ser

Ser

Asp

val

Tyr

Asp

val

Cys

Gly

ASp

Pro Lys Arg Arg Arg Arg Gly
285

Ser

Gly

Pro

Leu

350

val

Phe

Cys

Leu

Thr

430

Arg

val

val

Phe

Ala

Ala

Gln

Gly

Asp

His

Cys

Arg

Phe

415

Arg

Ile

Ser

Ser

Gln

495

Arg

Met

cys

Pro

Pro

Glu

320

val

Thr

Pro

Pro

His

400

Asn

Leu

Leu

Asn

Arg

val

cys

Cys

Pro




Pro Lys Leu

545

<210>
<211>
<212>
<213>

<220>
<221>
<222>

<400>
cag gtg caa
Gin val GlIn

1
agc
Ser

Tct
Ser

agc
Ser

daa
Lys
65

ctg
Leu

gcg
Ala

val

ctg
Leu

atg
Met

tat
TYyr
50

ggc
Gly

caa
Glin

cgt
Arg

acg
Thr

<210>
<211>
<212>
<213>

<400>

18
351
DNA
Homo

CDS
L.

18

cgt
Arg

tct
Ser
35

atc
Ile

cgt
Arg

atg
Met

&y

gtt
val
115

19
117
PRT
Homo

19

GIn val Gln

1

Ser Leu Arg

Ser Met Ser

35

sapiens

.(35L)

ttg gt
Leu va
5

ctg agc
Leu Ser
20

tgg gt
Trp Va

tct tct
ser Ser

Tttt acc
Phe Thr

aac agc
Asn Ser
85

tat ttt
Tyr Phe
100

age tca
ser Ser

sapiens

gaa
Glu

tgc
cys

cgc
Arg

cgt
Arg

att
Ile
70

cty
Leu

Cat
Hi1s

agc
ser

acg
Ala

caa
Gln

tct
ser
55

tca
Ser

cgt
Arg

&y

teu val Glu ser

5

Leu Ser Cys Ala

20

Trp val Arg Gln

FP1004s5eq(3020587_1) . TXT

oty

gcce
Ala

gcce
Ala
40

agce
ser

cgt
Arg

gcg
Ala

atg
Met

Gly
Ala

Ala
40

ggc ggc ctg gt
Gly Gly Leu va
10

tCcc gga ttt acc
ser Gly Phe Thr
25

cct g%g aag ggt
Pro Gly Lys Gly

act acc tat tat
Thr Thr Tyr Tyr
60

gat aat tcg aaa
Asp Ash Ser Lys
75

gaa gat acg gcc
Glu Asp Thr Ala
90

gat tat tgg g%c
Asp Tyr Trp Gly
105

Gly Gly Leu val
10

Ser Gly Phe Thr
25

Pro Gly Lys Gly

pPage 6

caa
Gln

Tttt
Phe

ctc
Leu
45

gcg
Ala

aac
Asn

gt
va

caa
Gln

Gin

Phe

Leu
45

ccg
Pro

aat
Asn
30

gag
Glu

gat
Asp

acc
Thr

tat
Tyr

ggc
Gly
110

Pro

Asn
30

Glu

ggc
Gly
15

tct
Ser

tgg
Trp

agc
Ser

ctg
Leu

tat
Tyr
95

acc
Thr

Gly
15

Ser

Trp

tat
Tyr

gt
Va

val

tat
Tyr
80

tgc
cys

ctg
Leu

Gly

Tyr

val

48

96

144

192

240

288

336

351




ser

Ala

val

TYyr

50

Gly

Glin

Arg

Thr

<210>
<211>
<212>
<213>

<220>
<221>
<222>

<400>
cag gtg caa
GIn val Gin

1

agc
Ser

tgg
Trp

ggc
Gly

cag
Gin
65

ctt
Leu

gcg
Ala

caa
Gln

ctg
Leu

att
Ile

Tttt
Phe
50

ggc
Gly

caa
Gln

cgt
Arg

ggc
Gly

<210>
<211>
<212>

Ile

Arg

Met

Gly

val
115

20
363
DNA
Homo

CDs
.

20

aaa
Lys

tct
ser
35

atc
Ile

cag
Gln

tag
Trp

Tttt
Phe

acc
Thr
115

21
121
PRT

Ser

Phe

Asn

Tyr

100

Ser

Ser

Thr

ser

85

Phe

Arg

Ile

70

Leu

His

ser

sapiens

ttg
l.eu

att
Ile
20

tgg
Trp

tat
Tyr

gt
va

agc
Ser

tct
Ser
100

ctg
Leu

. (363)

gtt
val

agc
Ser

gtg

ccg
Pro

acc
Thr

agc
ser
85

tat
Tyr

gt
va

cag
Gln

tgc
Cys

cgc
Arg

gat
Asp

att
Ile
70

ctg
l.eu

cgt
Arg

acg
Thr

sSer
55

Ser

Arg

Gly

agc
Ser

aaa
Lys

cag
Gln

gat
ASp
55

agc
Ser

ddad
Lys

CE:lt
H1s

gtt
val

FP1004seq(3020587_1) .TXT

Ser Thr Thr Tyr Tyr Ala Asp
60

Arg Asp

Ala

Glu

Met AsSp

ggc
Gly

Gly

atg
Met
40

agc
ser

gcg

gcg
Ala

tat
Tyr

agce
Ser
120

105

gcg
Ala

tce
Ser
25

cct
Pro

tat
Tyr

gat
Asp

agc
ser

ctt
Leu
105

tca
Ser

Asn Ser Lys Asn Thr
75

Asp Thr Ala val Tyr

90

Tyr Trp Gly Glin Gly
1

gaa gtg
Glu val
10

gga tat
Gly Tyr

g9g9 aag
Gly Lys

acc cgt
Thr Arg

aaa agc
Lys Ser
75

gat acg
Asp Thr
90

gat atg
Asp Met

Page 7

aaa
Lys

tcc
ser

tat
Tyr
60

att
Ile

gcec
Ala

gat
Asp

ada
Lys

Tttt
Phe

ctc
Leu
45

tct
Ser

agc
ser

atg
Met

gat
ASp

10

ccg
Pro

act
Thr
30

gag
Glu

ccg
Pro

acc
Thr

tat
Tyr

cat
His
110

ser

Leu

Tyr
95

Thr

ggc
Gly
15

aat
AsSn

tgg
Trp

agc
ser

gcg
Ala

tat
Tyr
95

tgg
Trp

val

Tyr
80

Cys

Leu

gaa
Glu

tat
TYyr

atg
Met

Tttt
Phe

tat
Tyr
80

tgc
Cys

Gly

48

96

144

192

240

288

336

363




<213>
<400>

Gin val
1

Ser Leu
Trp Ile

Gly Phe
50

Gln Gly
65

Leu Gln
Ala Arg
Gin Gly

<210>
<211>
<212>
<213>

<220>
<221>
<222>

<400>
gat atc
Asp Ile
1

gaa cgt
Glu Arg

tat ctg
Tyr Leu

att tat
Ile Tyr
50

ggc tct
Gly Ser
65

cct gaa

Homo
21
Gln

Lys

ser
35

Ile
G1n
Trp
Phe

Thr
115

22
330
DNA
Homo

CDS
(L.

22

gt
va

gcg
Ala

ggt
Gly
35

ggt
Gly

ety

gac

sapiens

Leu

Ile

20

Trp

TYyr

val

Ser

Ser

100

Leu

val

5

Ser

val

Pro

Thr

Ser

85

Tyr

val

sapiens

ctg
Leu

acc
Thr
20

tgg
Trp

gct
Ala

tcc
Ser

Tttt

.(330)

acc
Thr

ctg
Leu

tac
Tyr

tct
Ser

Gly

gcg

Gin

cys

Arg

Asp

Ile
70

Leu

Arg

Thr

cag
Glin

agc
ser

cag
Glin

aat
Asn

acg
Thr
70

act

Ser

Lys

Glin

Asp
55

Ser

Lys

His

val

agc
Ser

tgc
Cys

cag
Gin

cgt
Arg
55

gat
Asp

tat

FP1004seq(3020587_1) . TXT

Gly

Gly

Met
40

Ser

Ala

Ala

Tyr

Ser
120

ccg
Pro

aga
Arg

dadad
Lys
40

gca
Ala

Tttt
Phe

tat

Ala

ser
25

Pro

Tyr

AsSp

Ser

Leu
105

Ser

gcg
Ala

gcg
Ala
25

CcCa
Pro

act
Thr

acc
Thr

tgc

Glu
10

Gly

Gly

Thr

Lys

Asp
90

Asp

acc
Thr
10

agc
ser

ctg
Leu

cag

val

TYyr

Lys

Arg

Ser
75

Thr

Met

ctg
Leu

cag
Glin

caa
Gin

gtc
val

acc
Thr
75

cag

pPage 8

Lys

Ser

Gly

Tyr
60

Ile

Ala

Asp

agc
ser

tct
Ser

gca
Ala

ccg
Pro
60

att
Ile

tat

Lys

Phe

Leu
45

sSer

Ser

Met

Asp

ctg
Leu

gtt
val

ccg
Pro
45

gcg
Ala

agc
Ser

tat

Pro

Thr
30

Glu

Pro

Thr

Tyr

His
110

tct
ser

tct
Ser
30

cgt
Arg

cgt
Arg

agc
Ser

aat

Gly
15

Asn

Trp

Ser

Ala

Tyr
95

Trp

ccg
Pro
15

ttt
Phe

cta
Leu

Tttt
Phe

ctg
Leu

atg

Glu

Tyr

Met

Phe

Tyr

Cys

Gly

gg9c

gat
Asp

tta
Leu

agce
ser

gaa
Glu
80

cct

48

96

144

192

240

288




Pro Glu Asp
tat acc trt
Tyr Thr Phe
<210> 23

<211> 110
<212> PRT
<213> Homo
<400> 23

Asp Ile val
1
Glu Arg Ala

Tyr Leu Gly
35

Ile Tyr Gly
50

Gly Ser Gly
65

Pro Glu Asp

Tyr Thr Phe
<210> 24
<211> 330
<212> DNA
<213> Homo
<220>

<221> <CbS
<222> ().
<400> 24

gat atc gaa
Asp TIle Glu
1

acc gcg cgt
Thr Ala Arg

cat tgg tac
His Trp Tyr
35

cgt gat aat
Arg Asp Asn

Phe

ggc
Gly
100

Ala
85

cag
Gln

sapiens

Leu

Thr

20

Trp

Ala

Ser

Phe

Gly

Thr

5

Leu

Tyr

Ser

Gly

Ala

85

Gln

sapiens

ctg
Leu

atc
Ile
20

cag
Glin

aag
Lys

.(330)

acc
Thr

tcg
ser

cag
Gln

cgt
Arg

Thr

&

Gln
Ser
Gln
Asn

Thr
70

Thr

Gly

cag
Gln

tgt
cys

aaa
Lys

ccc
Pro

Tyr

acg
Thr

Ser

Cys

Gln

Arg
55

ASp

Tyr

Thr

ccg
Pro

agc
Ser

CcccC
Pro

tca
ser

FP1004seq(3020587_1) . TXT
Tyr Cys Gin GIn Tyr Tyr Asn ggt Pro
90

aaa
Lys

Pro

Arg

Lys

40

Ala

Phe

Tyr

Lys

cct
Pro

gtt
val
105

Ala

Ala
25

Pro

Thr

Thr

Cys

val
105

tca
ser

gat
Asp
25

cag
GlIn

atc
Ile

gaa
Glu
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Leu
480

cag
Glin

gcc
Ala

cgce
Arg

ggc
Gly
560

cccC
Pro

tcc
Ser

cag
Gln
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ggc aag gat g

t ggt cct ggc

Gly Lys Asp G%y Gly Pro Gly
355

ttc
Phe

tgt
Cys
385

ttc
Phe

agc
Ser

ttc
Phe

act
Thr

ety
465

aac
Asn

cCc
Pro

tct
Ser

cac
His

tgt
cys
545

tcc
Ser

cac
H1s

aadcC
Asn

gtc
val

ccc
Pro
370

tgt
cys

cag
Gln

CcCcC
Pro

tca
Ser

gca
Ala
450

aca
Thr

tac
Tyr

gt
va

ey

ttc
Phe
530

ggc
Gly

tgg
Trp

agt
ser

ttc
Phe

act
Thr
610

att
Ile

gaa
Glu

tcg
Ser

aac
Ash

cgt
Arg
435

ttg
Leu

atg
Met

ttg
Leu

cag
Gln

gac
Asp
515

ctg
Leu

tgg
Trp

caa
Gln

9ga

tac
Tyr
595

gtg
val
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gac
Asp

tcc
Ser

cCC
Pro

acc
Thr
420

gt
va

tat
Tyr

gat
Asp

ctg
Leu

cgg
Arg
500

cag
GIn

acc
Thr

tgt
Cys

cag
Gln

cct
Pro
580

ctt
Leu

Sty

ctg
Leu

CcCa
Pro

agt
Ser
405

agc
ser

gac
Asp

gt
va

999

tat
Tyr
485

gat
Asp

gtt
val

tgt
cys

999

gac
ASp
565

cta
Leu

cac
H1s

caa
Gln

ctg
Leu

gtc
val
390

ttt
Phe

tgc
Cys

cta
Leu

aca
Thr

cgt
Arg
470

gtg
val

gtc
val

tTtc
Phe

Gly

aac
Asn
550

cac
H1s

agg
Arg

cct
Pro

agt
Ser

gac
ASp
375

cat
H1s

tgc
cys

cgce
Arg

TicC
Phe

cgc

Arg
455

atc
Ile

tcc
Ser

agt
Ser

cag
Gln

cgt
Arg
535

atg
Met

tgc
Cys

oty

tct
Ser

dde
Pro
615

gtg
val
360

aca
Thr

CCa
Pro

cCcC
Pro

cac
His

aat
Asn
440

ctt
Leu

ctg
Leu

aac
Asn

cgt
Arg

gta
val
520

tgc
cys

tgc
Cys

CcCa
Pro

agt
Ser

oy
600

tgc
Cys

Ty

cta
Leu

Gly

aac
Asn

ttc
Phe
425

oty

gac
ASp

cag
Gln

ttc
Phe

ctt
Leu
505

cct
Pro

cta
Leu

Ty

cct
Pro

aca
Thr
585

ctg
Leu

<gg
Arg

1347

1395

1443

1491

1539

1587

1635

1683

1731

1779

1827

1875

1923

1971

2019

2067

2115




CCa
Pro

Tttt
Phe

gt
va
650

aag
Lys

atg
Met

agc
ser

agt
Ser
730

agt
Ser

tgg
Trp

aac
Asn

act
Thr

gty
val
810

ctt
Leu

ctyg
Leu

cgc
Arg

aag
LyS

ctg
Leu

gta
val
635

gag
Gly

cac
H1s

gag
Glu

ety

cgg
Arg
715

gag
Glu

gtc
val

acc
Thr

tgt
Cys

tca
ser
795

gaa
Glu

cct
Pro

agt
Ser

ttc
Phe

cct
Pro
875

ccc
Pro
620

gag
Glu

cCct
Pro

ttc
Phe

cca
Pro

acc
Thr
700

gct
Ala

999

cCC
Pro

ttce
Phe

ggc
Gly
780

gca
Ala

agc
ser

gaa
Glu

gcc
Ala

cta
Leu
860

gag
Glu

aag
Lys

gag
Glu

acc
Thr

cgg
Arg

gtg
val
685

tgt
Cys

gt
va

cag
Gln

ctt
Leu

cag
GlIn
765

tac
TYr

tgg
Trp

agg
Arg

tat
Tyr

cga
Arg
845

cCccC
Pro

gag
Glu

gac
Asp

Tttt
Phe

daac
Asn

gta
val
670

ctg
Leu

ctc
Leu

ctg
Leu

ctt
Leu

agc
Ser
750

tac
Tyr

atce
Ile

cac
His

tgt
cys

gty
val
830

999
Gly

cca
Pro

cat
H1s

agc
Ser

gag
Glu

gtc
val
655

gac
Asp

ata
Ile

act
Thr

gtc
val

tta
Ley
735

ctg
Leu

aga
Arg

aac
Asn

tta
Leu

gag
Glu
815

gtc
va'

gat
Asp

cccC
Pro

gcc
Ala

tca
Ser

tgt
Cys
640

agc
ser

oty

gca
Ala

ctt
Leu

aat
Asn
720

tgt
cys

cag
Gln

gaa
Glu

tcc
Ser

gt
va
800

agg
Arg

cga
Arg

C@t
H1s

att
Ile
880
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ctc aga cca gt
Leu Arg Pro va

aaa
Lys
625

gaa
Glu

ctc
Leu

acc
Thr

val

gaa
Glu
705

G99
Gly

gcc
Ala

gt
Va

gac
Asp

cac
His
785

ctg
Leu

cag
Gln

gac
Asp

gct
Ala

cca
Pro
865

aag
Lys

ctg
Leu

acc
Thr

tcc
Ser

caa
Gln
690

ggc
Gly

act
Thr

aca
Thr

ety

cct
Pro
770

atc
Ile

tca
ser

ctt
Leu

CCC
Pro

gct
Ala
850

CCC
Pro

Tttt
Phe

gag
Glu

gtg
val

gt
va
675

cCcC
Pro

cag
Gln

gag
Glu

cccC
Pro

&y
755

gtc
val

acc
Thr

ttc
Phe

cca
Pro

cag
Gln
835

ggc
Gly

agt
Ser

gag
Glu
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ccc
Pro

act
Thr
660

ctg
Leu

ctc
Leu

agt
Ser

tgt
Cys

cct
Pro
740

gcc
Ala

gt
va

atc
Ile

Cat
H1s

gag
Glu
820

gga
Gly

ttt
Phe

gcc
Ala

tat
Tyr

ttg
Leu
645

aac
Asn

aga
Arg

Tttt
Phe

ctg
l.eu

ctg
Leu
725

oty

cag
Glin

cta
Leu

tgt
cys

gac
Asp
805

cag
Gln

g9
Trp

aca
Thr

aac
Asn

att
Ile
885

ccc
Pro
630

oty

atg
Met

Ty

ggc
Gly

tct
ser
710

cta
Leu

gcc
Ala

gta
val

agc
ser

ggc
790

gg9
Gly

cag
Gln

val

ctg
Leu

cta
Leu
870

oty

cgg
Arg

acc
Thr

cca
Pro

ttcC
Phe

cca
Pro
695

gta
val

gca
Ala

acg
Thr

cct
Pro

atc
Ile
775

cag
Glin

ctt
Leu

ctg
Leu

gca
Ala

cct
Pro
855

gtt
val

ctg
Leu

dadd
LysS

cag
Gln

ccg
Pro

tct
Ser
680

cgg
Arg

Ty

cgg
Arg

val

ggt

760
agc
Ser

C@t
H1s

agg
Arg

tgc
cys

ggg
Gly
840

3ty

cca
Pro

ggc
Gly

gac
Asp

gca
Ala

&y
665

ttc
Phe

gca
Ala

acc
Thr

gtc
val

gcc
Ala
745

tcc
Ser

ccC
Pro

Cta
Leu

gca
Ala

cgc
Arg
825

aat
Asn

Tt
Phe

ctg
Leu

gct
Ala

2163

2211

2259

2307

2355

2403

2451

2499

2547

2595

2643

2691

2739

2787

2835

2883

2931




gt
va
890

cag
Gln

ctg
Leu

gaa
Glu

cca
Pro

gct
Ala
970

cag
Gln

act
Thr

tac
Tyr

acc
Thr

tcc
Ser

ctg
Leu

cat
H1s

cac
His

aat
Asn

atg
Met

ggc

gct
Ala

cac
H1s

cag
Gln

gt
cys

cag
Gln
955

gca
Ala

cta
Leu

gct
Ala

aga
Arg

act
Thr

tgt
cys

gac
Asp

gag
Glu

Tttt
Phe

cga
Arg

cag
GIn

ctg
Leu

gac
Asp

gag
Glu

ctt
Leu

cat
His
940

agc
ser

ctg
Leu

gtt
val

gga
Gly

agt
Ser

tgt
cys

gtg

tct
Ser

€gg
Arg

gga
Gly

atc
ITe

cag
Gln

aac
Asn

tgt gtg
Cys val
ttc cgg
Phe Arg
910
ggc cag
Gly Gln
925
atc ctg
Ile Leu
acg ctc
Thr Leu
gcg act
Ala Thr
ctt cct
Leu Pro
990
gcc aca
Ala Thr
1005
g%c ctt
Gly Leu
1020
gtc cat
val His
1035
cca ctg
Pro Leu
1050
gcg ctc
Ala Leu
1065
gtg gtc
val val
1080
gtt gtc
val val
1095
caa tgt
GIn Cys
1110
gtg gag
val Glu
1125
cac ccg
His Pro
1140

&y
895

ggg
Gly

gat
Asp

&

ctt
Leu

gca
Ala
975

CCC
Pro

ccc
Pro

gca
Ala

gga
Gly

ctg
Leu

Tty
Leu

acc
Thr

tac
Tyr

gcc
Ala

gcc
Ala

aat
Asn
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atc aac gtg acc gt g%t ggt gag agc
ITe Asn val Thr val Gly Gly Glu Ser
900
gac atg gtt gtc tgc ccc ctg ccc cca
Asp Met val val Cys Pro Leu Pro Pro
915 920
ggt gcc cca ttg cag gtc tgc gta gat
Gly Ala Pro Leu GIn val Cys val Asp
930 935
aga gt gtg cgg cca g?g cca gat g%g
Arg val val Arg Pro Gly Pro Asp Gly
945 950
g%t atc ctg ctg cct ttg ctg ctg ctt
Gly Ile Leu Leu Pro Leu lLeu Leu Leu
960 965
ctg gtc ttc agc tac tgg tgg €gg agg
Leu val Phe Ser Tyr Trp Trp Arg Arg
980
aac ctg aat gac ctg gca tcc ctg gac
Asn Leu Asn Asp Leu Ala Ser Leu Asp
995 100
ctg cct att ctg tac tcg ggc tct
Leu Pro Ile Leu Tyr Ser Gly Ser
1010 1015
ctc cct gecc  att gat g%t ctg gat
Leu Pro Ala 1Ile Asp Gly Leu Asp
1025 1030
gca tcc ttc tcce gat agt gaa gat
Ala Ser Phe Ser Asp Ser Glu Asp
1040 1045
cgg aaa gag tcc atc cag cta agg
Arg Lys Glu Ser Ile GIn Leu Arg
1055 1060
gct gag gtc aag gat gtg ctg att
Ala Glu val Lys Asp val Leu Ile
1070 1075
cac agt gac cga gtc att g%c aaa
His Ser Asp Arg val Ile Gly Lys
1085 1090
cac gga gaa tac ata gac cag gcc
His Gly Glu Tyr Ile Asp Gln Ala
1100 1105
atc aag tca cta agt cgc atc aca
Ile Lys Ser Leu Ser Arg Ile Thr
1115 . 1120
ttc ctg cga gag ggg ctg ctc atg
Phe Leu Arg Glu Gly Leu Leu Met
1130 1135
gtg ctg gct ctc att ggt atc atg
val Leu Ala Leu Ile Gly Ile Met
1145 1150
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tgc
cys
905

tce
Ser

aag
LysS
985

cag
Gln
0

gac
Asp

tcc
Ser

gaa
Glu

gac
Asp

CCC
Pro

ggc
Gly

cag
Gln

gag
Glu

cgt
Arg

ttg
Leu

2979

3027

3075

3123

3171

3219

3267

3312

3357

3402

3447

3492

3537

3582

3627

3672

3717




CcCa
Pro

gag
Glu

€gg
Arg

Tttt
Phe

caa
Gln

gag
Glu

tca
ser

ccCa
Pro

cag
GlIn

tac
Tyr

ccc
Pro

gca
Ala

dac
Asn

cag
Gln

CCa
Pro

cct
Pro

gac
Asp

aag
LyS

tac
Tyr

aac
AsSn

cag
Gln

agc
ser

Tttt
Phe

tac
Tyr

agt
Gly

caa
Gln

acc
Thr

ctg
Leu

ttg
Leu

ccg
Pro

ctc
Leu

gag
Glu

ctg
Leu

gac
ASp

ctg
Leu

tgc
cys

ttg
Leu

Cé'lt
H1s

ctg
Leu

&y

cgc
Arg

<gg
Arg

tTtcC
Phe

ctt
Leu

ggc

cag
Gln

tca
ser

ggc
Gly

1155

ctc
Leu
1170

ctc
Leu
1185

gca
Ala
1200

atg
Met
1215

gce
Ala
1230

cgc
Arg
1245

cag
Gln
1260

gt
Va
1275

cac
His
1290

cgc
Arg
1305

atg
Met
1320

aga
Arg
1335

999
1350

ccc
Pro
1365

TtcC
Phe
1380

gag
Glu
1395

ctg
Leu

cag
Gln

atc
Ile

gag
Glu

ctg
Leu

cgc
Arg

cac
H1s

acc
Thr

ctg
Leu

att
Ile

ctg
Leu

cag
Gln

gta
val

gac
Asp

agc
ser

tca
ser

cct
Pro

cccC
Pro

ttc
Phe

agc
Ser

cag
Gln

gac
Asp

gac
Asp

gct
Ala

tat
Tyr

ctg
Leu

gac
ASD

ccc
Pro

caa
Gln

cta
Leu

C@t
H1s

acc
Thr

ccc
Pro

cct
Pro
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cat gtg ctg

His

atc
Ile

Tttt
Phe

aag
LysS

gag
Glu

atc
Ile

cgc
Arg

aga
Arg

g9
Trp

cct
Pro

cag
Gin

tgc
Cys

gt
va

tat
Tyr

tcg
Ser

atg
Met

<gg
Arg

val

cgc
Arg

Ty

Tttt
Phe

tca
Ser

ctg
Leu

cta
Leu

Tttt
Phe

gaa
Glu

ttt
Phe

cct
Pro

tgg
Trp

ggg
Gly

gt
va

Cé_lt
His

cCa
Pro

cccC
Pro

Leu
1160

tca
ser
1175

ctg
Leu
1190

gt
va
1205

ttcC
Phe
1220

gac
Asp
1235

cct
Pro
1250

acc
Thr
1265

cty
Leu
1280

gac
Asp
1295

gag
Glu
1310

gag
Glu
1325

gag
Glu
1340

cag
Gln
1355

gag
Glu
1370

9%9
Gly
1385
act

Thr
1400

ctg ccc tat atg
Leu Pro Tyr Met

cct
Pro

cag
GIn

cac
H1s

aca
Thr

agg
Arg

gt
va

acc
Thr

ctg
Leu

ctt
Leu

tat
Tyr

gca
Ala

ctg
Leu

atg
Met

aat
Asn

tga

Page

cag
Gin

gta
val

agg
Arg

gtc
val

gag
Glu

aag
LysS

aag
Lys

aca
Thr

acc
Thr

tgc
cys

gac
Asp

gag
Glu

cca
Pro

aat
Asn

gta
val

cttagttctt gggctggacc

cgg
Arg

gcc
Ala

gac
Asp

aag
Lys

tac
Tyr

tgg
Trp

tct
Ser

€gg
Arg

cac
Hi1s

cct
Pro

cca
Pro

cag
Gln

gca
Ala

gtg
val

cgc
Arg

dac
Asn

cgc
Arg

ctg
Leu

gtg
val

tat
Tyr

atg
Met

gat
Asp

&ty

ttc
Phe

gat
Asp

gca
Ala

ata
Ile

acc
Thr

cgt
Arg

cgg
Arg

tgc
cys
1165
CcCccC

Pro
1180

a1y
1195

gct
Ala
1210

gct
Ala
1225

agt
Ser
1240

gcg
Ala
1255

gt
va
1270

gcce
Ala
1285

cty
Leu
1300

tct
ser
1315

gt
va
1330

gtg
val
1345

tac
Tyr
1360

cca
Pro
1375

ccc
Pro
1390

cac
H1s

acc
Thr

atg
Met

gcg
Ala

gac
Asp

gtt
val

ctg
Leu

tgg
Trp

CCa
Pro

gcc
Ala

ctg
Leu

cga
Arg

tct
Ser

atg
Met

gaa
Glu

cgg
Arg

3762

3807

3852

3897

3942

3987

4032

4077

4122

4167

4212

4257

4302

4347

4392

4437

4487




tgcttagcetg

tggcccteca

taggtccctc

gtgcctgetg

tgacccttga

<210>
<211>
<212>
<213>

<400>

45
1400
PRT
Homo

45

Met Glu Leu

1

Leu

Pro

Phe

Arg

65

Leu

Gly

Leu
Leu
145

Ala

Cys

Pro

Tyr

Ser

50

Asn

Gly

ASp

Pro

Pro

130

Cys

val

Ala

Ala

Ala

35

Ala

Glu

Pro

Pro

Pro

115

Ala

ASp

Leu

Ala

Ser
195
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ccttgagcta accccaagct gcctctggge catgecagge cagagggeag

ccttgttcct geccctttaac tttcagaggc aataggtaaa tggggcccat

actccacaga gtgagccagt gagggcagtc

tggaccctgt cttctgggca cagtggactc

accaataaag gaacaaatga ctattaaagc

sapiens

Leu

Lys

Ala

Gly

Ser

Asp

Gly

Gly

Leu

Leu

Phe

Ser

180

Tyr

Pro
5
Pro
Ser
Gly
Ala
Leu
85
Cys
AsSp
va’l
Glu
ser
165

Pro

Phe

Pro

Ala

Arg

Leu

val

70

Lys

Gln

Thr

Ser

Pro

150

Ala

Leu

TYyr

Leu

Ala

Asp

val

55

Phe

ser

Thr

Asp

Gly

val

Pro

Gly

Phe

40

Gln

val

val

Cys

Thr

120

Gly

Gly

His

Thr

Ala
200

Glu

25

ASp

Ala

Ala

Gln

Ala

105

Lys

Ser

Thr

AsSn

Ser

10

Asp

val

Met

Ile

ser

90

Ala

val

Ser

Ala

Arg

val

Phe

Trp

Lys

val

Arg

75

Leu

Ccys

Leu

Leu

val

155

Pro

Thr

ctgcaacatg tatttatgga

agcagtgacc acaccaacac

dCadadaada addadaddaa

Leu

Glin

Tyr

Thr

60

Asnh

Ala

Gly

val

Glin

140

His

ASp

val

Ser Leu Asp
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Leu

Cys

val

45

Tyr

Arg

Thr

Pro

Leu

125

Gly

Leu

Asp

val

Ala
205

Leu Leu Leu
15

Pro Arg Thr
30

val Pro Ser

Glu Gly Asp

Leu His val
80

Gly Pro Ala
95

Gly Pro His
110

Asp Pro Ala

Arg Cys Phe

Ala Ala Pro
160

Cys Pro Asp
175

Glu GIn Gly
190

Ala val Ala

4547
4607
4667
4727
4785




Ala

Ala

225

His

Ala

Pro

Glu

Leu

Phe

cys

385

Phe

ser

Phe

Thr

Ser

210

Ser

Leu

Phe

Ser

Leu

290

Arg

Arg

Ser

Lys

Pro

370

Ccys

Gln

Pro

Ser

Ala

450

Thr

Phe

Gly

val

val

Ala

275

Gly

Arg

val

Ile

ASp

355

Ile

Glu

Ser

Asn

Met

Ser

Phe

Ser

Tyr

260

Leu

ASp

Arg

Ala

Ala

340

Gly

AsSp

ser

Pro

Thr

420

val

Tyr

ASp

Pro

Ala

Tyr

245

Phe

His

Tyr

Arg

His

325

Glu

Gly

Leu

Pro

ser

405

Ser

ASp

val

Gly

Arg

Pro

230

Ser

Leu

Thr

Arg

Gly

Pro

Leu

val

390

Phe

Cys

Leu

Thr

Ser

215

Gly

Ile

Thr

Arg

Glu

295

Ala

Ala

Gln

Gly

Asp

375

His

Ccys

Arg

Phe
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val Ser Ile Arg Arg Leu Lys

Phe

Glu

val

Leu

280

Leu

Pro

Pro

Glu

val

360

Thr

Pro

Pro

His

Asn

440

Leu

Leu

val

Tyr

Gin

265

Ala

va'

Glu

val

val

345

Gly

Leu

Gly

Asn

Phe

425

Gly

Asp

Gin

Ala

val

250

Pro

Arg

Leu

Gly

Gly

Leu

Pro

Ile

Leu

Pro

410

Pro

Leu

Asn

val
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Leu

235

Ala

Leu

ASp

Phe

Asn

Asp

Arg

Pro

Leu

Leu

val

Glu
475

220

Ser

Ser

Ser

Ser

300

GIn

Gin

Gly

ser

Glu

380

Arg

Gly

Leu

Gly

Thr

460

Leu

val

Phe

val

Ala

285

Arg

Pro

Leu

val

val

365

Gly

Gly

Leu

val

Pro

445

val

val

Leu

Thr

270

Thr

Phe

Tyr
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Ala Gly GIn Phe val Glu GIn GlIn Gin Arg Arg Cys Arg Leu Pro Glu
820 825 830

Tyr val val Arg Asn Pro GIn Gly Trp Ala Thr Gly Asn Leu Ser Vval
835 840 845

Trp Gly Asp Gly Ala Ala Gly Phe Thr Leu Pro Gly Phe Arg Phe Leu
8

Pro Pro Pro Ser Pro Leu Arg Ala Gly teu val Glu Leu Lys Pro Glu
865 870 875 880

Glu His Ser val Lys val Glu Tyr val Gly Leu Gly Ala val Ala Asp
885 890 895

cys val Thr val Asn Met Thr val Gly Gly Glu val Cys Gln His Glu
900 905 910

Leu Arg Gly Asp val val Ile Cys Pro Leu Pro Pro Ser Leu Gln Leu
915 920 925

Gly Lys Asp Gly val Pro Leu GIn val Cys val Asp Gly Gly Cys His
930 935 940

Ile Leu Ser GIn val val Arg Ser Ser Pro Gly Arg Ala Ser GIn Arg
945 950 955 960

Tle Leu Leu Ile Ala Leu Leu val Leu Ile Leu Leu vVal Ala val Leu
965 970 975

Ala val Ala Leu ITe Phe Asn Ser Arg Arg Arg Lys Lys GlIn Leu Gly
980 985 990

Ala His Ser Leu Ser Pro Thr Thr Leu Ser Asp Ile Asn Asp Thr Ala
995 1000 1005

Page 47




Ser

Thr

Leu

His

His

Asn

val

Pro

Gly

val

Glu

Arg

Phe

Arg

Ser

Ser
1025

Asp
1040

Glu
1055

Phe
1070

Gln
1085

Gln
1100

Leu
1115

Pro
1130

Asp
1145

Lys
1160

Tyr
1175

Asn
1190

Gin
1220

Ser
1235

Phe
1250

Ala

val

Arg

Gln

Gly

Thr

Glu

His

Glu

Leu

Asp

Leu

Cys

Leu

His

Leu

Gly

Pro

Pro

Met

val

val

His

val

His

Gly

Leu

Leu

Ala

Met

Ala

Arg

Gin

val

Asn

Leu

Leu

val

val

cys

Glu

Pro

Leu

Arg

val

Glu

Leu

Arg

His

Thr

Leu

His

Leu

Leu

Ile

Tyr

Ala

Ala

Asn

Pro

Phe

Ser

Glin

ASp

Gly

Ala

Tyr

Leu

FP1004seq(3020587_1) . TXT

Glu
1015

Arg
1030

Ala
1045

His
1060

His
1075

Ile
1090

Phe
1105

Ile
1120

Arg
1135

Ile
1150

Phe
1165

Lys
1180

Glu
1195

val
1210

Arg
1225

Arg
1240

Trp
1255

Glu Sser Ser Glu Ser

Thr

Glu

Thr

Gly

Lys

Leu

Leu

val

Arg

Gly

Phe

ser

Leu

Leu

Phe

Glu

Glu

val

Asp

Glu

Ser

Arg

Ala

Leu

Ser

Leu

val

Phe

Asp

Pro

Thr

Leu

Ser

Lys

Gln

Tyr

Leu

Glu

Leu

Leu

Pro

GIn

His

Thr

Lys

val

Thr

Leu

Page

Ile

Asp

val

Thr

Ser

Gly

Ile

Pro

Gin

val

Arg

val

Glu

Lys

Lys

Thr

48

1020

Arg
1035

val
1050

Ile
1065

Asp
1080

Arg
1095

Leu
1110

Arg
1155

Ala
1170

Asp
1185

Lys
1200

Tyr
1215

Trp
1230

Ser
1245

Arg
1260

Arg

Leu

Leu

Gly

Gly

Ile

Leu

Ile

Met

Asn

cys

Leu

val

Tyr

Met

ASp

Gly

Asp

Gln

Ile

Lys

Ala

Thr

Met

Met

Arg

Pro

Gly

Ala

Ala

ser

Ala

val

Ala

Gly

Asp

Pro

Gly

Glin

Glu

Arg

Leu

His

Thr

Met

ASp

val

Leu

Trp

Pro




FP1004seq(3020587_1) .TXT

Pro Tyr Pro His Ile Asp Pro Phe Asp Leu Ser His Phe Leu Ala
1265 1270 1275

GIn Gly Arg Arg Leu Pro GIn Pro Glu Tyr Cys Pro Asp Ser Leu
1280 1285 1290

Tyr His Vval Met Leu Arg Cys Trp Glu Ala Asp Pro Ala Ala Arg
1295 1300 1305

Pro Thr Phe Arg Ala Leu val Leu Glu val Lys GIn val val Ala
1310 1315 1320

Ser Leu Leu Gly Asp His Tyr val Gln Leu Thr Ala Ala Tyr val
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Page 49

48

96

144

192

240

288




Pro

acc
Thr

tat
Tyr

CE_it
H1s

&y
145

ggc
Gly

gt
va

ttc
Phe

gt
va

gt
va
225

aaa
Lys

ctc
Leu

acc
Thr

gt
va

gt
va
305

agc
ser

ctg
Leu

gcc

Ser

gcg
Ala

tat
Tyr

tgg
Trp
130

cCa
Pro

aca
Thr

acg
Thr

ccg
Pro

acc
Thr
210

aat
Asnh

tct
Ser

ctg
Leu

ctc
Leu

agc
Ser
290

gag
Glu

acg
Thr

aat
Asn

cccC

Phe

tat
Tyr

tgc
Cys
115

oty

tcg
Ser

gcg
Ala

gt
Va

gct
Ala
195

gt
va

cac
His

tgt
cys

oty

atg
Met
275

cac
H1s

gt
Va

tac
Tyr

ggc
Gly

atc

Glin

ctt
Leu
100

gcg
Ala

caa
Glin

gtc
val

gcce
Ala

tcg
ser
180

gtc
val

cCccC
Pro

aag
Lys

gac
ASp

Ty
260

atc
Ile

gaa
Glu

CE{lt
H1sS

cgg
Arg

aag
LyS
340

gag

Gly
85

caa
Gln

cgt
Arg

aly

ttc
Phe

ctg
Leu
165

tgg
Trp

cta
Leu

tcc
Ser

ccc
Pro

aaa
Lys
245

ccg
Pro

tcc
Ser

gac
ASp

aat
Asn

gt
va
325

gag
Glu

dda

Glin

tgg
Trp

ttt
Phe

acc
Thr

ccc
Pro
150

Sty

aac
Asn

cag
Glin

agc
ser

agc
ser
230

act
Thr

tca
Ser

cgg
Arg

cct
Pro

gcc
Ala
310

gtc
val

tac
Tyr

accC

val

agc
ser

tct
sSer

ctg
Leu
135

ctg
Leu

tgc
cys

tca
Ser

tcc
Ser

agc
Ser
215

aac
Asn

cac
His

gtc
val

acc
Thr

gag
Glu
295

aag
Lys

agc
Ser

aag
Lys

atc

FP1004seq(3020587_1) . TXT
Thr ITe Ser Ala Asp Lys Ser
90

agc
ser

tat
Tyr
120

gt
va

gca
Ala

ctyg
Leu

oty

tca
ser
200

ttg
Leu

acc
Thr

aca
Thr

ttcC
Phe

cct
Pro
280

gtc
val

aca
Thr

gtc
val

tgc
Cys

tcc

ctg
Leu
105

cgt
Arg

acg
Thr

CcCcC
Pro

gtc
val

gcc
Ala
185

Sty

oty

aag
Lys

tgc
Cys

ctc
Leu
265

gag
Glu

aag
LyS

aag
Lys

ctc
Leu

aag
Lys
345

daa

dda
Lys

cat
His

gtt
val

tcc
Ser

aag
Lys
170

ctg
Leu

ctc
Leu

acc
Thr

gt
va

cca
Pro
250

ttc
Phe

gtc
val

ttc
Phe

ccg
Pro

acc
Thr
330

gtc
val

gcg
Ala

tat
Tyr

agc
ser

tcc
Ser
155

gac
Asp

acc
Thr

tac
Tyr

cag
GIn

gac
Asp
235

ccg
Pro

ccc
Pro

aca
Thr

aac
Asn

cgg
Arg
315

gtc
val

tcc
Ser

agc
ser

ctt
Leu

tca
Ser
140

aag
Lys

tac
Tyr

agc
Ser

tcc
Ser

acc
Thr
220

aag
Lys

tgc
cys

cca
Pro

tgc
cys

tgg
Trp
300

gag
Glu

ctg
Leu

aac
Asn

gcc aaa ggg

page 50

gat
Asp

gat
Asp
125

gcce
Ala

agc
ser

tTtc
Phe

oly

ctc
Leu
205

tac
Tyr

aga
Arg

CcCa
Pro

aaa
Lys

gt
va
285

tac
Tyr

gag
Glu

cac
H1s

aaa
Lys

cag

acg
Thr
110

atg
Met

tcc
ser

acc
Thr

cccC
Pro

gt
Va
190

agce
Ser

atc
Ile

gtt
val

gca
Ala

ccc
Pro
270

gt
Va

gt
va

cag
Gln

cag
Gln

gcc
Ala
350

cCcC

Ile
95

gcc
Ala

gat
Asp

acc
Thr

tct
ser

gaa
Glu
175

cac
H1s

agc
Ser

tgc
cys

gag
Glu

cct
Pro
255

aag
Lys

gt
va

gac
Asp

tac
Tyr

gac
Asp
335

ctc
Leu

cga

ser

atg
Met

gat
Asp

aag
Lys

gg9
ety
160
ccg

Pro

acc
Thr

gt
Va

aac
AsSn

ccc
Pro
240

gaa
Glu

gac
Asp

gac
Asp

oty

aac
Asn
320

tgg
Trp

cca
Pro

gaa

336

384

432

480

528

576

624

672

720

768

816

864

912

960

1008

1056

1104




Ala

cCa
Pro

cag
Gin
385

gcc
Ala

acg
Thr

ctc
Leu

tcc
'Ser

tcc
ser
465

Pro

cag
Gin
370

gtc
val

gt
va

cct
Pro

acc
Thr

gt
va
450

ctg
Leu

<210>
<211>
<212>
<213>

<220>
<223>

<400>

Ile
355

gt
va

agc
ser

gag
Glu

cccC
Pro

gt
Va
435

atg
Met

tct
Ser

49
470
PRT

Glu

tac
TYr

ctg
Leu

tgg
Trp

gt
va
420

gac
Asp

Cat
H1s

ccg
Pro

Lys

acc
Thr

acc
Thr

gag
Glu
405

ctg
Leu

aag
Lys

gag
Glu

&y

Thr

ctg
L.eu

tgc
Cys
390

agc
sSer

gac
Asp

agc
Ser

gct
Ala

aaa
Lys
470

Ile

dde
Pro
375

ctg
Leu

aat
Asn

tcc
Ser

agg
Arg

ctg
Leu
455

tga

Artificial Sequence

Synthetic Construct

49

Met Lys His Leu
1

val

Pro

Thr

Glu

65

Pro

Thr

Leu

Gly

Asn

50

Trp

Ser

Ala

Ser

Glu

35

Tyr

Met

Phe

Tyr

Gln

20

Ser

Trp

Gly

GlIn

Leu
100

Trp
5

val
Leu
Ile
Phe
Gly

85

Gln

Phe

Gln

Lys

ser

Ile

70

Gin

Trp

Phe

Leu

Ile

Trp

55

Tyr

val

Ser

FP1004s5eq(3020587_1) .TXT
ser Lys Ala Lys Gly GIn Pro

360
cca
Pro

gtc
val

sty

gac
Asp

tgg
Trp
440

cac
His

Leuy
val
Ser
40

val
Pro

Thr

Ser

tcc
Ser

dda
Lys

cag
Gin

ggc
Gly
425

cag
Gln

aac
Asn

Leu

Glin

25

cys

Arg

Asp

Leu
105

cgg
Arg

oty

ccg
Pro
410

tcc
Ser

cag
Gln

cac
His

Leu
10

Ser
Lys
Gln

Asp

Ser
90

gag
Glu

ttc
Phe
395

gag
Glu

ttc
Phe

ety

tac
Tyr

val
Gly
Gly
Met
ser

75

Ala

gag
Glu
380

tat
Tyr

aac
Asn

tte
Phe

aac
Asn

acg
Thr
460

Ala

Ala

Ser

Pro

60

Tynr

ASD

Lys Ala Ser

page 51

365
atg
Met

cCcC
Pro

dac
Asn

ctc
Leu

gtc
val
445

cag
Gln

Ala

Glu

Gly

45

Gly

Thr

Lys

ASp

acc
Thr

agc
ser

tac
Tyr

tac
Tyr
430

ttc
Phe

aag
Lys

Pro
val
30

Tyr
Lys
Arg

ser

Thr
110

Arg

aag
Lys

gac
Asp

aag
Lys
415

agce
ser

tca
Ser

agce
ser

Arg

15

Lys

Ser

Gly

Tyr

Ile

95

Ala

Glu

aac
Asn

atc
Ile
400

acc
Thr

aag
Lys

tgc
cys

ctc
Leu

Trp

Lys

Phe

Leu

Ser

80

Ser

Met

1152

1200

1248

1296

1344

1392

1413




Tyr

His

Gly

val

Phe

val

val

225

Lys

Leu

Thr

val

val

305

Ser

Leu

Ala

Pro

Tyr

Trp

Pro

Thr

Thr

Pro

Thr

210

ASn

Ser

Leu

Leu

ser

290

Glu

Thr

Asn

Pro

Gin
370

cys

115

Gly

Ser

Ala

val

Ala

195

val

His

cys

Gly

Met

275

His

val

Tyr

Gly

Tle

val

Ala

Gln

val

Ala

Ser

180

val

Pro

Lys

Asp

Gly

Ile

Glu

His

Arg

Lys

340

Glu

Tyr

Arg

Gly

Phe

Leu

165

Trp

Leu

Ser

Pro

Ser

ASp

Asn

val

325

Glu

Lys

Thr

Phe

Thr

Pro

150

Gly

Asn

Gln

Ser

ser

230

Thr

Ser

Arg

Pro

Ala

310

val

Tyr

Thr

Leu

Ser

Leu

135

Leu

Cys

ser

Ser

Ser

215

Asn

His

val

Thr

Glu

295

Lys

Ser

Lys

Ile

Pro
375

FP1004seq(3020587_1) . TXT

Tyr Arg His Tyr Leu Asp Met

120

val

Ala

Leu

Gly

ser

200

Leu

Thr

Thr

Phe

Pro

280

val

Thr

val

Cys

Ser

360

Pro

Thr

Pro

val

Ala

185

Gly

Gly

LyS

Cys

Leu

265

Glu

Lys

Lys

Leu

Lys

ser

val

Ser

Lys

Leu

Leu

Thr

val

Pro

250

Phe

val

Phe

Pro

Thr

330

val

Ala

Ser

Ser

155

Asp

Thr

Tyr

Gin

Asp

Pro

Pro

Thr

Asn

ser

Lys

Ser

140

Lys

Tyr

Ser

ser

Thr

220

Lys

cys

Pro

Cys

Trp

Glu

Leu

Asn

Gly

Arg Glu Glu

Page 52

380

125

Ala

Ser

Phe

Gly

Leu

205

Tyr

Arg

Pro

Lys

val

285

Tyr

Glu

His

Lys

Gln

365

Met

Ser

Thr

Pro

val

190

Ser

Ile

val

Ala

Pro

270

val

val

Gln

Gln

Ala

350

Pro

Thr

Asp

Thr

Ser

Glu

175

His

ser

cys

Glu

Pro

255

Lys

val

ASp

Tyr

Arg

Lys

Asp

Lys

Gly

160

Pro

Thr

val

Asn

Pro

240

Glu

Asp

Asp

Gly

Asn

320

Trp

Pro

Asn




Glin

385

Ala

Thr

Leu

Ser

Ser
465

val

val

Pro

Thr

val

450

Leu

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>

atg
Met

gtce
val

ccg
Pro

aat
Asn

gag
Glu
65

gat
Asp

acc
Thr

aaa
Lys

ctg
Leu

Sty

tct
ser
50

tgg
Trp

agce
ser

ctyg
Leu

FP1004seq(3020587_1) .TXT

Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp Ile
390 395 400

Glu Trp Glu Ser Asn Gly GlIn Pro Glu Asn Asn Tyr Lys Thr
405 410 415

Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
420 425 430

val Asp Lys Ser Arg Trp Gln GIn Gly Asn val Phe Ser Cys
435 440 445

Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu

455 460
Ser Pro Gly Lys
470
50
1401
DNA

Artificial Sequence

MOR07692, MOR07923, MOR07924, MOR07925 and MOR07926 heavy chain

CDS
(L).. (1400

50
cac ctg tgg ttc ttc ctc ctg ctg gtg gca gct ccc aga tgg 48
His Leu Trp Phe Phe Leu Leu Leu val Ala Ala Pro Arg Trp

5 10 15

tCCc cag gtg caa ttg gtg gaa agc g%c g?c g%c ctg gtg caa 96
ser Gin val GIn Leu val Glu Ser Gly Gly Gly Leu val Gln
20 25 30

ggc agc ctg cgt ctg agc tgc gcg gec tcc g?a ttt acc ttt 144
Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
35 40 45
tat tct atg tct tgg gtg cgc caa gcc cct g?g aag g?t ctc 192
Tyr Ser Met Ser Trp val Arg Gin Ala ggo Gly Lys Gly Leu

55

gtg agc tat atc tct tct cgt tct agec act acc tat tat gcg 240
val ser Tyr Ile ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala
70 75 80

gtg aaa g?c cgt ttt acc att tca cgt gat aat tcg aaa aac 288
val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn
85 90 95

tat ctg caa atg aac agc ctg cgt gcg gaa gat acg gcc gt 336
Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala va
100 ‘ 105 110 C

Page 53




tat
Tyr

Ty

ttc
Phe
145

ctg
Leu

tgg
Trp

cta
Leu

tcc
Ser

ccce
Pro
225

aaa
Lys

ccg
Pro

tcc
Ser

gac
Asp

aat
Asn
305

gt
va

gag
Glu

aaa
Lys

acc
Thr

tat
Tyr

acc
Thr
130

ccc
Pro

Ty

aac
Asn

cag
GIn

agc
Ser
210

agc
Ser

act
Thr

tca
Ser

cgg
Arg

cct
Pro
290

gce
Ala

gtc
val

tac
Tyr

acc
Thr

ctg
Leu
370

tgc
Cys
115

ctg
Leu

cty
Leu

tgc
cys

tca
Ser

tce
Ser
195

agc
Ser

aac
Asn

cac
H1s

gtc
val

acc
Thr
275

gag
Glu

aag
Lys

agc
Ser

aag
LyS

atc
Ile
355

cCccC
Pro

gcg
Ala

gt
va

gca
Ala

ctg
Leu

ety
180

tca
Ser

ttg
Leu

acc
Thr

aca
Thr

ttc
Phe
260

cct
Pro

gtc
val

aca
Thr

gtc
val

tgc
Cys
340

tcc
Ser

CCa
Pro

cgt
Arg

acy
Thr

cCcC
Pro

gtc
val
165

gcc
Ala

sty

oty

aag
Lys

tgc
Cys
245

ctc
Leu

gag
Glu

aag
Lys

aag
Lys

ctc
Leu
325

aag
Lys

aaa
Lys

tcc
Ser

ggt
Gly

gtt
val

tce
Ser
150

aag
Lys

ctg
LLeu

ctc
Leu

acc
Thr

gt
va
230

CCa
Pro

ttc
Phe

gtc
val

ttc
Phe

ccg
Pro
310

acc
Thr

gtc
val

gcce
Ala

<gg
Arg

tat
Tyr

agc
ser
135

tcc
Ser

gac
ASp

acc
Thr

tac
Tyr

cag
Gln
215

gac
Asp

ccg
Pro

CcCcC
Pro

aca
Thr

aac
Asn
295

cgg
Arg

gtc
val

tcc
Ser

aaa
Lys

gag
Glu
375

FP1004seq(3020587_1) . TXT

ttt
Phe
120

tca
Ser

aag
Lys

tac
Tyr

agc
ser

tcce
Ser
200

acc
Thr

aag
Lys

tgc
cys

CcCa
Pro

tgc
Cys
280

tgg
Trp

gag
Glu

ctg
Leu

aac
Asn

&y
360

gag
Glu

C@t
H1s

gcc
Ala

agc
Ser

ttcC
Phe

&ty
185

ctc
Leu

tac
Tyr

aga
Arg

cca
Pro

aaa
LyS
265

gt
Va

tac
Tyr

gag
Glu

cac
H1s

aaa
Lys
345

cag
GIn

atg
Met

g?t atg
Gly Met

tce acc
Ser Thr

acc tct
Thr ser
155

ccc gaa
Pro Glu
170

gtg cac
val His

agc agc
Ser Ser

atc tgc
Ile Cys

gtt gag
val Glu
235

gca cct
Ala Pro
250

ccc aag
Pro Lys

gtg gt
val Vva

gtg gac
val Asp

cag tac
Gln Tyr
315

cag gac
Gln Asp
330

gcc ctc
Ala Leu

ccec cga
Pro Arg

acc aag
Thr Lys

Page 54

gat
Asp

aag
Lys
140

o1y

ccg
Pro

acc
Thr

gt
va

aac
Asn
220

ccc
Pro

gaa
Glu

gac
Asp

gac
Asp

ggc
300

aac
Asn

tgg
Trp
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Trp
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Thr
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TYyr

att

cag
GlIn

atc
Ile

cgt
Arg

ctg
Leu

tat

gtc
val

gt
va

gcg
Ala

&y
55

ggt

FP1004s5eq(3020587_1) . TXT

phe Ala Thr Tyr Tyr Cys Glin

Gly
120

val

Ser

Gln

val

Leu
200

Glu

Arg

Ttc
Phe

ctg
Leu

acc
Thr
40

tgg
Trp

gct

105

GIn

Phe

val

Trp

Thr
185

Thr

val

Gly

att
Ile

acc
Thr
25

cty
Leu

tac
Tyr

tct

Gly

Ile

val

Lys

Glu

Leu

Thr

Glu

tct
ser
10

cag
Gin

agc
ser

cag
Gln

Thr

Phe

155

val

Glin

ser

His

235

ctg
Leu

agc
Ser

tgc
Cys

cag
Glin

Lys

Pro
140

Leu

Asp

ASp

Lys

Gin
220

ttg
Leu

ccg
Pro

aga
Arg

aaa
Lys
60

aat cgt gca

pPage 61

val
125

Pro

Leu

Asn

Ser

Ala
205

Gly

ctc
Leu

9¢g

gcg
Ala
45

cCa
Pro

act

110

Glu
ser
Asn
Ala

Lys
190

Asp

l.eu

tgg
Trp

acc
Thr
30

agc
sSer

&

999

Glin

ASp

Asn

Leu
175

Asp

Tyr

Ser

atc
Ile
15

ctg
Leu

cag
GlIn

caa
Glin

gtc

Tyr

LyS

Glu

Phe
160

Gln

ser

Glu

Ser

tct
Ser

agc
Ser

tct
ser

gca
Ala

ccg

48

96

144

240




Pro
65

gcg
Ala

agc
Ser

ctt
Leu

cgt
Arg

cag
GIn
145

tat
Tyr

tcg
Ser

acc
Thr

ada
Lys

dde
Pro
225

Arg

cgt
Arg

agc
ser

att
Ile

acg
Thr
130

ttg
Leu

cccC
Pro

&y

tac
Tyr

cac
His
210

gtc
val

<210>
<211>
<212>
<213>

<220>
<223>

<400>

Leu

ttt
Phe

ctg
Leu

gtt
val
115

gt
va

aaa
Lys

aga
Arg

dac
Asn

agc
ser
195

aaa
Lys

aca
Thr

57
235
PRT

Leu

agc
ser

gaa
Glu
100

cct
Pro

gct
Ala

tct
Ser

Glu

tce
ser
180

ctc
Leu

gtc
val

aag
Lys

Ile

ggc
Gly
85

cct
Pro

ttt
Phe

gca
Ala

Ty

gcc
Ala
165

cag
Glin

agc
Ser

tac
TYyr

agc
ser

Tyr
70

tct
ser

gaa
Glu

acc
Thr

CcCa
Pro

act
Thr
150

aaa
Lys

gag
Glu

agc
Ser

gcce
Ala

ttc
Phe
230

Gly

oty

gac
Asp

ttt
Phe

tct
sSer
135

gcc
Ala

gta
val

agt
ser

acc
Thr

tgc
Ccys
215

aac
Asn

Artificial Sequence

synthetic Construct

57

Met val Leu GIn Thr Gin val

1

5

Gly Ala Tyr ggy Asp Ile val

Leu Ser Pro Gly Glu Arg Ala

35

val ser Phe Asp Tyr Leu Gly
50 55

FP1004seq(3020587_1) .TXT
Ala Ser Asn Arg Ala Thr Gly

tcc
Ser

Tttt
Phe

ggc
Ay
120
gtc
val

tct
Ser

cag
GIn

gtc
val

ctg
Leu
200

gaa
Glu

agg
Arg

Phe
Leu
Thr
40

Trp

ety

gcg
Ala
105

cag
Gln

ttc
Phe

gtt
val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
val

gga
Gly

Thr
25

Leu

Tyr

75

acg gat ttt
Thr Asp Phe
90

acc tat tat
Thr Tyr Tyr

g?t acg aaa
Gly Thr Lys

atc ttc ccg
ITe Phe Pro
140

gtg tgc ctg

val Cys Leu
155

aag gtg gat

Lys val Asp
170

gag cag gac
Glu GIn Asp

ctg agc aaa
Leu Ser Lys

acc cat cag
Thr His Gin
220

gag tgt tag
Glu Cys
235

Ser Leu Leu
10

GIn Ser Pro

ser Cys Arg

Gln GIn Lys
60

Page 62

acc
Thr

tgc
Cys

gtt

val
125

cca
Pro

ctg
Leu

aac
Asn

agc
ser

gca
Ala
205

Ty

Leu
Ala
Ala
45

Pro

cty
Leu

ttt
Phe
110
gaa
Glu

tct
ser

aat
Asn

gcce
Ala

aag
Lys
190

gac
Asp

ctg
lLeu

Trp
Thr
30

ser

Gly

val

acc
Thr
95

cag
Gin

att
Ile

gat
Asp

aac
Asn

ctc
Leu
175

gac
ASp

tac
Tyr

agce
ser

Ile

15

Leu

GlIn

Gin

Pro
80

att
Ile

tat
TYr

aaa
Lys

ttc
Phe
160

caa
Gln

agc

ser

Glu

tcg
ser

Ser

Ser

Ser

Ala

288

336

384

432

480

528

576

624

672

708




Pro Arg
65

Ala Arg

Ser Ser

Leu Ile

Arg Thr
130

Gln Leu
145

Tyr Pro

ser Gly

Thr Tyr

Lys His
210

Pro val
225

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg gtg
Met val
1

ggt gcc
Gly Ala

Leu

Phe

Leu

val

115

val

Lys

Arg

Asn

Ser

195

Lys

Thr

58
708
DNA

Leu

ser

Glu

100

Pro

Ala

Ser

Glu

ser

180

Leu

val

Lys

Ile

Gly

85

Pro

Phe

Ala

Gly

Ala

165

Gln

Ser

Tyr

Ser

Tyr

70

ser

Glu

Thr

Pro

Thr

150

Lys

Glu

Ser

Ala

Phe
230

Gly

Gly

Asp

Phe

Ser

135

Ala

val

Ser

Thr

cys

215

Asn

Artificial Sequence

MOR07924 Tight chain

CDS

..

58
ttg
Leu

tac
Tyr

(708)

cag acc cag gtc
GIn Thr Gin val

5

g%g gat atc gt
Gly Asp Ile va
20

FP10045eq(3020587_1) . TXT

Ala Ser Asn

Ser

Phe

Gly

val

Ser

GIn

val

Leu

200

Glu

Arg

ttc
Phe

ctg
Leu

Gly

Ala

105

Gln

Phe

val

Trp

Thr

185

Thr

val

Gly

att
Ile

acc
Thr
25

Thr

50

Thr

Gly

Ile

val

Lys

Glu

Leu

Thr

Glu

tct
ser
10

cag
Glin

Page 63

Arg Ala Thr Gly

75

Asp

Tyr

Thr

Phe

cys

155

val

Glin

Ser

His

Cys
235

ctg
Leu

agce
Ser

Phe

Tyr

Lys

Pro

140

Leu

AsSp

Asp

Lys

Gln
220

ttg
Leu

ccg
Pro

Thr

Cys

val

125

Pro

Leu

Asn

Ser

Ala

205

Gly

ctc
Leu

gcg
Ala

Leu

Phe

110

Glu

Ser

Asn

Ala

Lys

Asp

Leu

tgg
Trp

acc
Thr
30

val

Thr

95

Gln

Ile

AsSp

Asn

Leu

175

Asp

Tyr

Ser

atc
Ile
15

cty
Leu

Pro

80

Ile

Tyr

Lys

Phe
160

Gln

Ser

Glu

Ser

tct
Ser

agc
ser

48

96




ctg
Leu

gtt
val

ccg
Pro
65

gcg
Ala

agc
ser

aat
Asnh

cgt
Arg

cag
Gln
145

tat
Tyr

tcg
Ser

acc
Thr

aaa
Lys

ccc
Pro
225

tct
ser

tct
Ser
50

cgt
Arg

cgt
Arg

agc
ser

att
Ile

acg
Thr
130

ttg
l.eu

cCccC
Pro

&

tac
Tyr

cac
His
210

gtc
val

<210>
<211>
<212>
<213>

<220>
<223>

<400>

ccy
Pro
35

ttt
Phe

cta
Leu

Tttt
Phe

ctg
Leu

aat
Asn
115

gt
va

aaa
Lys

aga
Arg

aac
Asn

agce
ser
195

daa
Lys

aca
Thr

59
235
PRT

Ty

gat
ASp

tta
Leu

agc
Ser

gaa
Glu
100

cct
Pro

gct
Ala

tct
Ser

gag
Glu

tce
Ser
180

ctc
Leu

gtc
val

aag
Lys

gaa
Glu

tat
Tyr

att
Ile

ggc
Gly
85

cct
Pro

Tttt
Phe

gca
Ala

oty

gce
Ala
165

cag
Gln

agce
ser

tac
Tyr

agc
Ser

cgt
Arg

ctg
Leu

tat
Tyr
70

tct
ser

gaa
Glu

acc
Thr

cCa
Pro

act
Thr
150

aaa
Lys

gag
Glu

agc
ser

gcce
Ala

ttc
Phe
230

Ala
i
55

5
&y

gac
Asp

ttt
Phe

tct
Ser
135

gcc
Ala

gta
val

agt
Ser

acc
Thr

tgc
Cys
215

aac
Asn

Artificial Sequence

Synthetic Construct

59

FP1004seq(3020587_1) . TXT
acc ctg agc tgc aga

Thr
40

tgg
Trp

gct
Ala

tcc
ser

ttt
Phe

&y
120

gtc
val

tct
Ser

cag
Gin

gtc
val

ctg
Leu
200

gaa
Glu

agg
Arg

Leu

tac
Tyr

tct
ser

Ty

gcg
Ala
105

cag
Gln

ttc
Phe

gtt
val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
val

oty

Ser

cag
Gin

aat
Asn

acg
Thr
90

acc
Thr

&

atc
Ile

gt
Va

aag
Lys
170

gag
Glu

ctg
Leu

acc
Thr

gag
Glu

cys

cag
Gin

cgt
Arg
75

gat
ASp

tat
Tyr

acg
Thr

ttc
Phe

tgc
Cys
155

gt
Va

cag
Glin

agc
Ser

cat
His

tgt
cys
235

Arg

aaa
Lys
60

gca
Ala

ttt
Phe

tat
Tyr

aaa
Lys

ccg
Pro
140

ctg
L.eu

gat
Asp

gac
Asp

add
Lys

cag
G1in
220

tag

gcg
Ala
45

CCa
Pro

act
Thr

acc
Thr

tgc
cys

gtt
val
125

CcCa
Pro

ctg
Leu

aac
Asn

agc
Ser

gca
Ala
205

Ty

agce
Ser

&y
oty

ctg
Leu

cag
GIn
110

gaa
Glu

tct
Ser

aat
Asn

gcc
Ala

aag
Lys
190

gac
Asp

ctg
Leu

cag
Glin

caa
Gln

gtc
val

acc
Thr
95

cag
Gln

att
Ile

gat
Asp

aac
Asn

ctc
Leu
175

gac
Asp

tac
Tyr

agc
Ser

tct
Ser

gca
Ala

ccg
Pro
80

att
Ile

fat
Tyr

aaa
Lys

gag
Glu

ttce
Phe
160

caa
Gin

agc
ser

gag
Glu

tcg
Ser

Met val Leu GIn Thr GIn val Phe Ile Ser Leu Leu Leu Trp Ile Ser

1

5

10

15

Gly Ala Tyr Gly Asp ITe val Leu Thr Gln Ser Pro Ala Thr Leu Ser

Page 64

144

192

240

288

330

384

432

480

528

576

624

672

708




Leu

val

Pro

65

Ala

ser

Asn

Arg

Gln

145

TYr

Ser

Thr

Lys

Pro
225

Ser

Ser

50

Arg

Arg

ser

Thr

130

Leu

Pro

Gly

Tyr

His

210

val

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

Pro

35

Phe

Leu

Phe

Leu

Asn

115

val

Lys

Arg

Asn

Ser

195

Lys

Thr

60
708
DNA

20

Gly

Asp

Leu

Ser

Glu

100

Pro

Ala

Ser

Glu

Ser

180

Leu

val

Lys

Glu

Tyr

Ile

Gly

85

Pro

Phe

Ala

Gly

Ala

165

Gln

Ser

Tyr

Ser

Arg

Leu

Tyr

70

ser

Glu

Thr

Pro

Thr

150

Lys

Glu

Ser

Ala

Phe
230

Ala

Gly

55

Gly

Gly

Asp

Phe

Ser

135

Ala

val

ser

Thr

215

Asn

Artificial Sequence

MOR07925 Tight chain

CDSs

(1..(708)

FP1004seq (3020587 _1) . TXT
25 30

Thr Leu Ser Cys Arg Ala Ser

40

Trp

Ala

Ser

Phe

Gly

val

Ser

Gin

val

Leu

200

Glu

Arg

Tyr

Ser

Gly

Ala

105

Glin

Phe

val

Trp

Thr

185

Thr

val

Gly

GIn GIn
Asn Arg

75

Thr Asp

90

Thr Tyr

Gly Thr

ITe Phe

val Cys

155

Lys val

Glu Gln

Leu Ser

Thr His

Glu Cys

pPage 65

Phe

Tyr

Lys

Pro

140

Leu

ASDp

ASp

Lys

Gin
220

45

Pro

Thr

Thr

cys

val

125

Pro

Leu

Asn

ser

Ala

205

Gly

Gly

Gly

Leu

Gin

110

Glu

Ser

Asn

Ala

LysS

Asp

Leu

Gln

Glin

val

Thr

95

Gln

Ile

Asp

Asn

Leu

175

ASp

Tyr

ser

Ser

Ala

Pro

80

Ile

Tyr

Lys

Glu

Phe

160

Gln

Ser

Glu

Ser




<400>

atg

gt

60
ttg

Met Val Leu
1

&ty

ctg
Leu

gtt
val

ccg
Pro
65

gcg
Ala

agc
ser

Tttt
Phe

cgt
Arg

cag
Gln
145

tat
Tyr

tcg
ser

acc
Thr

aaa
Lys

ccce
Pro
225

gce
Ala

tct
Ser

tct
Ser
50

cgt
Arg

cgt
Arg

agc
ser

aat
Asn

acg
Thr
130

ttg
Leu

ccc
Pro

oty

tac
Tyr

cac
His
210

gtc
val

<210>
<211>
<212>

<213>

<220>

tac
Tyr

ccg
Pro
35

Tttt
Phe

cta
lLeu

Tttt
Phe

ctg
Leu

cct
Pro
115

gt
va

daa
Lys

aga
Arg

aac
AsSn

agc
Ser
195

aaa
Lys

aca
Thr

61
235
PRT

cag
Gin

ety
20
oty

gat
Asp

tta
Leu

agc
ser

gaa
Glu
100

cct
Pro

gct
Ala

tct
Ser

gag
Glu

tce
ser
180

ctc
Leu

gtc
val

aag
Lys

acc
Thr

gat
Asp

gaa
Glu

tat
Tyr

att
Ile

ggc
85
cct

Pro

cat
H1s

gca
Ala

Ty

gcc
Ala
165

cag
Gin

agce
Ser

tac
Tyr

agce
ser

cag
Glin

atc
Ile

cgt
Arg

ctg
Leu

tat
Tyr
70

tct
ser

gaa
Glu

acc
Thr

cCa
Pro

act
Thr
150

ada
Lys

gag
Glu

agc
Ser

gce
Ala

ttc
Phe
230

gtc
val

gt
va

gcg
Ala

&
55

&
sty

gac
Asp

ttt
Phe

tct
Ser
135

gcce
Ala

gta
val

agt
Ser

acc
Thr

tgc
cys
215

aac
Asn

Artificial Sequence

FP1004seq(3020587_1) . TXT

ttc
Phe

ctg
Leu

acc
Thr
40

tgg
Trp

gct
Ala

tcc
Ser

Tttt
Phe

&y
120

gtc
val

tct
Ser

cag
Gln

gtc
val

ctyg
Leu
200

gaa
Glu

agg
Arg

att
Ile

acc
Thr
25

ctg
Leu

tac
Tyr

tct
Ser

oty

gcg
Ala
105

cag
Gln

ttce
Phe

gtt
val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
val

Sty

tct
Ser
10

cag
Gin

agc
Ser

cag
Gln

aat
Asn

acg
Thr
90

acc
Thr

&

atc
Ile

gt
va

aag
Lys
170

gag
Glu

ctg
Leu

acc
Thr

gag
Glu

Page 66

ctg
l.eu

agc
ser

tgc
Cys

cag
Gln

cgt
Arg
75

gat
ASp

tat
Tyr

acg
Thr

ttc
Phe

tgc
cys
155

gt
va

cag
Gin

agc
ser

Cat
H1s

tgt
Cys
235

ttg
Leu

ccg
Pro

aga
Arg

aaa
Lys
60

gca
Ala

ttt
Phe

tat
Tyr

aaa
Lys

ccy
Pro
140

ctg
Leu

gat
Asp

gac
Asp

aaa
Lys

cag
Glin
220

tag

ctc
Leu

gcg
Ala

gcg
Ala
45

cca
Pro

act
Thr

acc
Thr

tgc
cys

gtt
val
125

cca
Pro

ctg
Leu

aac
Asn

agc
ser

gca
Ala
205

Ty

tgg
Trp

acc
Thr
30

agc
Ser

&y
oty

ctg
Leu

ctt
Leu
110

gaa
Glu

tct
sSer

aat
ASn

gcc
Ala

aag
Lys
190

gac
Asp

ctg
Leu

atc
Ile
15

ctg
Leu

cag
Glin

caa
Gln

gtc
val

acc
Thr
95

cag
Gln

att
Ile

gat
Asp

aac
Asn

ctc
Leu
175

gac
ASp

tac
Tyr

agc
ser

tct
Ser

agce
Ser

tct
ser

gca
Ala

ccg
Pro
80

att
Ile

tat
Tyr

aaa
Lys

gag
Glu

ttc
Phe
160

caa
Gin

agc
ser

gag
Glu

tcg
Ser

48

96

144

192

240

288

336

384

432

480

528

576

624

672

708




<223>

<400>

Synthetic Construct

61

Met val Leu

1

Gly

Leu

val

Pro

65

Ala

Ser

Phe

Arg

Gln

145

Tyr

Ser

Thr

Lys

Pro
225

Ala

Ser

Ser

50

Arg

Arg

Ser

Asn

Thr

130

Leu

Pro

Gly

Tyr

His

210

val

<210>
<211>
<212>

<213>

Tyr

Pro

35

Phe

Leu

Phe

Leu

Pro

115

val

Lys

Arg

Asn

Ser

195

Lys

Thr

62
708
DNA

Gln

Gly

20

Gly

Asp

Leu

Ser

Glu

100

Pro

Ala

Ser

Glu

Ser

180

Leu

val

Lys

Thr
5
Asp
Glu
Tyr
Ile
Gly
85
Pro
His
Ala
Gly
Ala
165
Gln
Ser

Tyr

Ser

Glin

Ile

Arg

Leu

TYyr

70

Ser

Glu

Thr

Pro

Thr

150

Lys

Glu

Ser

Ala

Phe
230

val

val

Ala

Gly

55

Gly

Gly

Asp

Phe

Ser

135

Ala

val

Ser

Thr

215

Asn

Artificial Sequence

FP1004seq(3020587_1) . TXT

Phe

Leu

Thr

40

Trp

Ala

Ser

Phe

Gly

val

Ser

Glin

val

Leu

200

Glu

Arg

Thr

25

Leu

Tyr

Ser

Gly

Ala

105

Gin

Phe

val

Trp

Thr

185

Thr

val

Gly

Ser Leu
10

Gin Ser

Ser Cys

GIn Gln

Asn Arg

75

Thr Asp

90

Thr Tyr

Gly Thr

ITe Phe

val Cys
155

Lys val

170

Glu Gln

Leu Ser

Thr His

Glu Cys
235

Page 67

Leu

Pro

Arg

Phe

Tyr

Lys

Pro

140

Leu

ASp

Asp

Lys

GIn
220

Leu

Ala

Ala

45

Pro

Thr

Thr

cys

val

125

Pro

Leu

Asn

Ser

Ala

205

Gly

Trp

Thr

30

Ser

Gly

Gly

Leu

Leu

110

Glu

Ser

Asn

Ala

Lys

Asp

Leu

Ile

15

Leu

Gln

Gln

val

Thr

95

Gln

Ile

Asp

Asn

Leu

175

Asp

Tyr

Ser

Ser

Ser

Ser

Ala

Pro

80

Ile

Tyr

Lys

Glu

Phe

160

Gin

Ser

Ser




<220>
<223>

<220>
<221>
<222>

<400>

atg

gt

MOR07926 Tight chain

Cbs
(O..

62
ttg

Met val Leu

1
&

ctg
Leu

gtt
val

ccg
Pro
65

gcg
Ala

agc
Ser

ctt
Leu

cgt
Arg

cag
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<220>
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<400>
Met val
1

Gly Ala
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50

Pro Arg
65
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Ser Ser

Leu Ile

Arg Thr

130
GIn Leu
145
Tyr Pro
Ser Gly

Thr Tyr
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210
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235
PRT
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Synthetic Construct
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Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys

225 230 235
<210> 64

<211> 1551

<212> DNA

<213> Artificial Sequence

<220>

<223> MOR7919 heavy chain

<220>
<221> CDS
<222> (45)..(1457)

<400> 64
taatacgact cactataggg agacccaagc tggctagcgc cacc atg aaa cac ctg 56

Met Lys His Leu
1

tgg ttc ttc ctc ctg ctg gtg gca gct ccc aga tgg gtc ctg tcc cag 104
grp Phe Phe Leu Leu Leu val Ala Ala Pro Arg Trp val Leu Ser g%n
10 15

gtg caa ttg gtt cag agc g?c gcg gaa gtg aaa aaa ccg g%c gaa agc 152
val GIn Leu val GIn Ser Gly Ala Glu val Lys Lys Pro Gly Glu Ser
25 30 35

ctg aaa att agc tgc aaa g?t tcc g%a tat tcc ttt act aat tat tgg 200
Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr Asn Tyr Trp
40 45 50
att tct tgg gtg cge cag atg cct g?g aag g?t ctc gag tgg atg g?c 248
ITe Ser Trp val Arg GIn Met Pro Gly Lys Gly Leu Ggu Trp Met Gly
55 60 6

ttt atc tat ccg gat gat agc tat acc cgt tat tct ccg agc ttt cag 296
Phe Ile Tyr Pro Asp Asp Ser Tyr Thr Arg Tyr Ser Pro Ser Phe Gln
70 75 80

g%c cag gtg acc att agc gcg gat aaa agc att agc acc gcg tat ctt 344
Gly Gin val Thr Ile ser Ala Asp Lys Ser Ile Ser Thr Ala Tyr Leu
85 90 95 100

caa tgg agc agc ctg aaa gcg agc gat acg gcc atg tat tat tgc gcg 392
GIn Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr Tyr Cys Ala
105 110 115

cgt ttt tct tat cgt cat tat ctt gat atg gat gat cat tgg g?c caa 440
Arg Phe Ser Tyr Arg His Tyr Leu Asp Met Asp Asp His Igp Gly Gln
120 125 0

g%c acc ctg gtg acg gtt agc tca gcc tcc acc aag g?t cca tcg gtc 488
Gly Thr Leu val Thr val ser Ser Ala Ser Thr Lys G4y Pro Ser val
135 140 145

ttC ccc ctg gca CcCC tcc tcc aag agc acc tct g%g g?c aca gcg gcc 536
Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala
150 155 160

ctg g%c tgc ctg gtc aag gac tac ttc ccc gaa ccg gtg acg gtg tcg 584
Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu Pro val Thr val Ser
165 170 175 180

tgg aac tca ggc gcc ctg acc agc ggc gtg cac acc ttc ccg gct gtc 632
page 70




Trp

cta
Leu

tcc
Ser

cCcC
Pro

aaa
Lys
245

ccg
Pro

tcc
Ser

gac
Asp

aat
Asn

gt
va
325

gag
Glu

aad
Lys

acc
Thr

acc
Thr

gag
Glu
405

ctyg
Leu

aag
Lys

gag

Asn

cag
Gln

agc
ser

agc
ser
230

act
Thr

tca
Ser

cgg
Arg

cct
Pro

gcce
Ala
310

gtce
val

tac
Tyr

acc
Thr

ctg
Leu

tgc
Cys
390

agc
ser

gac
Asp

agc
ser

gct

Ser

tcc
Ser

agc
sSer
215

aac
Asn

cac
H1s

gtc
val

acc
Thr

gag
Glu
295

aag
Lys

agc
ser

aag
Lys

atc
Ile

ccce
Pro
375

ctg
Leu

aat
Asn

tcc
Ser

agg
Arg

ctg

Gly

tca
Ser
200

ttg
Leu

acc
Thr

aca
Thr

tte
Phe

cct
Pro
280

gtc
val

aca
Thr

gtc
val

tgc
cys

tce
Ser
360

cCa
Pro

gtc
val

oy

gac
Asp

tgg
Trp
440

cac

Ala
185

Ty

ggc
Gly

aag
Lys

tgc
Cys

ctc
Leu
265

gag
Glu

aag
Lys

aag
Lys

ctc
Leu

aag
Lys
345
aaa
Lys

tcc
ser

ada
Lys

cag
GIn

oty
425

cag
Glin

daac

Leu

ctc
Leu

acc
Thr

gt
Va

cca
Pro
250

tte
Phe

gtc
val

Ttc
Phe

ccg
Pro

acc
Thr
330

gtc
val

gcc
Ala

cgg
Arg

oty

ccg
Pro
410

tce
Ser

cag
Gln

cac

Thr

tac
Tyr

cag
Gin

gac
Asp
235

ccg
Pro

cCccC
Pro

aca
Thr

aac
Asn

cgg
Arg
315

gtc
val

tcc
Ser

ada
Lys

gag
Glu

ttc
Phe
395

gag
Glu

T1ic
Phe

oty

tac

FP1004s5eq(3020587_1) .TXT
is Thr Phe Pro

ser

tcc
Ser

acc
Thr
220

aag
Lys

tgc
cys

cCa
Pro

tgc
cys

tgg
Trp

300
gag
Glu

ctg
Leu

aac
Asn

oty

gag
Glu
380

tat
Tyr

aac
ASnh

ttc
Phe

aac
Asn

acg

Gly

ctc
Leu
205

tac
Tyr

aga
Arg

CCa
Pro

aaa
Lys

gt
Va
285

tac
Tyr

gagd
Glu

cac
H1s

aaa
Lys

cag
GlIn
365

atg
Met

cccC
Pro

aac
Asn

ctc
Leu

gtc
val
445

cag

val
190

agc
Ser

atc
Ile

gtt
val

gca
Ala

ccc
Pro
270

gt
va

gt
Va

cag
Gin

cag
Glin

gcc
Ala
350

CcCccC
Pro

acc
Thr

agce
ser

tac
Tyr

tac
Tyr
430

ttc
Phe

aag

rpage 71

H1s

agc
ser

tgc
Cys

gag
Glu

cct
Pro
255

aag
Lys

gt
Va

gac
Asp

tac
Tyr

gac
Asp
335

ctc
Leu

cga
Arg

aag
Lys

gac
Asp

aag
Lys
415

agc
ser

tca
Ser

agc

gt
va

dac
Asn

ccc
Pro
240

gaa
Glu

gac
Asp

gac
Asp

ety

aac
Asn
320

tgg
Trp

CCa
Pro

gaa
Glu

aac
Asnh

atc
Ile
400

acc
Thr

aag
Lys

tgc
Cys

ctc

gt
va

gt
va
225

add
Lys

ctc
Leu

acc
Thr

gt
Va

gt
va
305

agc
ser

ctg
Leu

gcc
Ala

cca
Pro

cag
Glin
385

gcc
Ala

acg
Thr

ctc
Leu

tcc
Ser

tcc

acc
Thr
210

aat
Asn

tct
ser

ctg
Leu

ctc
Leu

agc
Ser
290

gag
Glu

acg
Thr

aat
Asn

ccc
Pro

cag
Glin
370

gtc
val

gt
va

cct
Pro

acc
Thr

gt
va
450

ctg

Ala
195

gt
va

cac
H1s

tgt
Cys

Ty

atg
Met
275

cac
His

gt
Va

tac
Tyr

ggc
Gly

atc
Ile
355

gt
va

agc
ser

gag
Glu

cccC
Pro

gt
va
435

atg
Met

tct

val

cCcC
Pro

aag
Lys

gac
Asp

ety
260

atc
Ile

gaa
Glu

cat
His

cgg
Arg

aag
LyS
340

dgag
Glu

tac
Tyr

ctg
Leu

tgg
Trp

gt
va
420

gac
Asp

cat
His

ccg

680

728

776

824

872

920

968

1016

1064

1112

1160

1208

1256

1304

1352

1400

1448




FP1004seq(3020587_1) . TXT
Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro

455 460 465

g%t aaa tga gggcccgttt aaacgggtgg catccctgtg accccteece
G

y Lys
470

agtgcctcte ctggecctgg aagttgccac tccagtgccc accagecttg tect

<210> 65

<211> 470

<212> PRT

<213> Artificial Sequence
<220>

<223> Synthetic Construct
<400> 65

%et Lys His Leu Trp Phe Phe Leu Leu Lgu val Ala Ala
5 1

val Leu Ser Gln val GIn Leu val GlIn Ser Gly Ala Glu
20 25

Pro Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly
35 40 ' 45

Thr Asn Tyr Trp Ile Ser Trp val Arg Gin Met Pro Gly
50 55 60

Glu Trp Met Gly Phe Ile Tyr Pro Asp Asp Ser Tyr Thr
65 70 75

Pro Ser Phe GIn Gly GIn val Thr Ile Ser Ala Asp Lys
85 90

Thr Ala Tyr Leu GIn Trp Ser Ser Leu Lys Ala Ser Asp
100 105

Tyr Tyr Cys Ala Arg Phe Ser Tyr Arg His Tyr Leu Asp
115 120 125

His Trp Gly Gln Gly Thr teu val Thr val Ser Ser Ala
130 135 140

Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser
145 150 155

Gly Thr aAla Ala Leu Gly Cys Leu val Lys Asp Tyr Phe
165 170

val Thr val Sser Trp Asn Ser Gly Ala Leu Thr Ser Gly
180 185
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MOR7692, MOR7923, MOR7924, MOR7925 and MOR7926 heavy chain
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(45)..(1445)
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&
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cacc atg aaa cac ctg 56
Met Lys His Leu
1
CCcC aga tgg gtc ctg tec cag 104
Pro Arg Trp val Leu Ser Gln
15 20
ctg gtg caa ccg g%c g%c agc 152
Leu val GIn Pro Gly Gly Ser
30 35
ttt acc ttt aat tct tat tct 200
Phe Thr Phe Asn Ser Tyr Ser
50
aag g?t ctc gag tgg gtg agce 248
Lys Gly Leu Glu Trp val ser
65
tat tat gcg gat agc gtg aaa 296
Tyr Tyr Ala Asp Ser val Lys
80
tCcg aaa aac acc ctg tat ctg 344
Ser Lys Asn Thr Leu Tyr Leu
95 100
acg gcc gtg tat tat tgc gcg 392
Thr Ala val Tyr Tyr Cys Ala
110 115
tgg g?c caa g%c acc ctg gt 440
Trp Gly GIn Gly Thr Leu Va
130
cca tcg gtc tte ccc ctg gea 488
Pro Ser val Phe Pro teu Ala
145
aca gcg gcc ctg g?c tgc ctg 536
Thr Ala Ala Leu Gly Cys Leu
160
acg gtg tcg tgg aac tca ggc 584
Thr val ser Trp Asn Ser Gly
175 180
€cg gct gtc cta cag tcc tca 632

pro Ala val Leu Gln Ser Ser
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oty

sty

aag
Lys

tgc
Ccys
245

ctc
Leu

gag
Glu

aag
Lys

aag
Lys

ctc
Leu
325

aag
Lys

aaa
Lys

tcc
Ser

aaa
Lys

cag
Gln
405

ety

cag
Gln

aac
Asn

ctc
Leu

acc
Thr

gt
va
230

ccCa
Pro

ttc
Phe

gtc
val

ttc
Phe

ccg
Pro
310

acc
Thr

gtc
val

gcc
Ala

¢gg
Arg

&ty
390

ccg
Pro

tcc
Ser

cag
Gln

cac
H1s

tac
Tyr

cag
Glin
215

gac
ASp

ccy
Pro

ccc
Pro

aca
Thr

aac
Asn
295

€gg
Arg

gtc
val

tcc
Ser

aaa
Lys

gag
Glu
375

ttc
Phe

gag
Glu

ttc
Phe

o1y

tac
Tyr

tcc
ser
200

acc
Thr

aag
LYys

tgc
Cys

CCa
Pro

tgc
Cys
280

tgg
Trp

gag
Glu

ctg
Leu

aac
Asnh

&1y
360

gag
Glu

tat
Tyr

dac
Asn

ttcC
Phe

aac
Asnh
440

acg
Thr

185

ctc
Leu

tac
Tyr

aga
Arg

CCa
Pro

aaa
Lys
265

gt
Va

tac
Tyr

gag
Glu

cac
H1s

aaa
Lys
345

cag
Gin

atg
Met

CcCccC
Pro

aac
Asn

ctc
Leu
425

gtc
val

cag
Gin

agc
Ser

atc
Ile

gtt
val

gca
Ala
250

ccc
Pro

gt
va

gt
va

cag
Gln

cag
Glin
330

gcc
Ala

CcCcC
Pro

acc
Thr

agc
Ser

tac
Tyr
410

tac
Tyr

ttc
Phe

aag
Lys

agc
Ser

tgc
cys

gag
Glu
235

cct
Pro

aag
Lys

gt
va

gac
Asp

tac
Tyr
315

gac
Asp

ctc
Leu

cga
Arg

aag
Lys

gac
AsSD
395

aag
Lys

agc
ser

tca
ser

agc
Ser
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190

gt
va

aac
Asn
220

cccC
Pro

gaa
Glu

gac
ASp

gac
Asp

&ly
300

aac
Asn

tgg
Trp

cCa
Pro

gaa
Glu

aac
Asn
380

atc
Ile

acc
Thr

aag
Lys

tgc
Cys

ctc
Leu

gt
va
205

gt
Va

ada
Lys

ctc
Leu

acc
Thr

gt
va
285

gt
Va

agc
ser

ctg
Leu

gcc
Ala

cca
Pro
365

cag
Gin

gce
Ala

acg
Thr

ctc
Leu

tcc
Ser
445

tcc
Ser

acc
Thr

aat
Asn

tct
Ser

ctg
l.eu

ctc
Leu
270

agc
ser

gag
Glu

acg
Thr

aat
Asn

ccc
Pro
350

cag
Glin

gtc
val

gt
va

cct
Pro

acc
Thr
430

gt
va

gt
vVa

cac
H1s

tgt
cys

gg49
ety
255
atg
Met

cac
H1is

gt
Va

tac
Tyr

&1y
335

atc
Ile

gt
va

agce
ser

gag
Glu

ccc
Pro
415

gt
va

atg
Met

ccc
Pro

aag
LysS

gac
Asp
240

oty

atc
Ile

gaa
Glu

cat
H1s

cgg
Arg
320

aag
LYyS

gag
Glu

tac
Tyr

ctg
Leu

tgg
Trp
400

gt
va

gac
Asp

C@t
H1s

ctg tct ccg
Leu Ser Pro
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tcc
Ser

cce
Pro
225

adad
LysS

ccg
Pro

tcc
Ser

gac
Asp

aat
Asn
305

gt
va

gag
Glu

aaa
LYS

acc
Thr

acc
Thr
385

gag
Glu

ctg
Leu

aag
Lys

gag
Glu

&ty

agc
Ser
210

agc
Ser

act
Thr

tca
Ser

eie)
Arg

cct
Pro
2590

gcce
Ala

gtc
val

tac
Tyr

acc
Thr

ctg
Leu
370

tgc
cys

agc
ser

gac
Asp

agc
Ser

gct
Ala
450

aaa
Lys

195

agce
ser

dac
Asn

cac
H1s

gtc
val

acc
Thr
275

gag
Glu

aag
Lys

agc
ser

aag
LyS

atc
Ile
355

cCcC
Pro

ctg
Leu

aat
Asn

tcc
ser

agg
Arg
435

ctg
l.eu

tga

ttg
Leu

acc
Thr

aca
Thr

ttc
Phe
260

cct
Pro

gtc
val

aca
Thr

gtc
val

tgc
cys
340

tcc
ser

cca
Pro

gtc
val

oty

gac
Asp
420

tgg
Trp

cac
H1s

680

728

776

824

872

920

968

1016

1064

1112

1160

1208

1256

1304

1352

1400

1445
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4

455 460
gggcccgttt aaacgggtgg catccctgtg acccctcccce agtgectctc ctggocctgg 1505
aagttgccac tccagtgccc accagecttg tect 1539
<210> 67
<211> 466
<212> PRT
<213> Artificial sequence
<220>
<223> Synthetic Construct
<400> 67

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 val Glu Ser Gly Gly Gly Leu val Gln
20 25 30

Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr phe
35 40 45

Asn Ser Tyr Ser Met Ser Trp val Arg GIn Ala Pro Gly Lys Gly Leu
50 55 60

Glu Trp val Ser Tyr Ile Ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala
65 70 75 80

Asp Ser val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn
85 90 95

Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val
100 105 110

Tyr Tyr Cys Ala Arg Gly Tyr Phe His Gly Met Asp Tyr Trp Gly Gln
115 120 125

Gly Thr Leu val Thr val sSer Ser Ala Ser Thr Lys Gly Pro ser val
130 135 140

Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala
145 150 155 160

Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu Pro val Thr val ser
165 170 175

Trp Asn Ser Gly Ala Leu Thr Ser Gly val His Thr Phe Pro Ala val
180 185 190

Leu GTn Ser Ser Gly Leu Tyr Ser Leu Ser Ser val val Thr val Pro
195 200 205

Page 76




Ser

Pro

225

Lys

Pro

Ser

Asp

Asn

305

val

Glu

Lys

Thr

Thr

385

Glu

Leu

Lys

Glu

ser

210

Ser

Thr

Ser

Arg

Pro

290

Ala

val

Tyr

Thr

Leu

370

Cys

Ser

Asp

Ser

Ala

450

Lys

Ser

Asn

His

val

Thr

275

Glu

Lys

Ser

Lys

Ile

355

Pro

Leu

Asn

Ser

Leu

Thr

Thr

Phe

260

Pro

val

Thr

val

Cys

ser

Pro

val

Gly

Asp

Trp

His

Gly

Lys

Cys

245

Leu

Glu

LyS

Lys

Leu

325

Lys

Lys

Ser

Lys

Gln

405

Gly

Gln

Asn

Thr

val

230

Pro

Phe

val

Phe

Pro

310

Thr

val

Ala

Arg

Gly

Pro

ser

Glin

His

Gin

215

Asp

Pro

Pro

Thr

Asn

295

Arg

val

ser

Lys

Glu

375

Phe

Glu

Phe

Gly

TYyr
455
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Thr Tyr I1e Cys Asn val Asn

Lys

cys

Pro

cys

280

Trp

Glu

Leu

Asn

Gly

Glu

Tyr

Asn

Phe

Asn

440

Thr

Arg

Pro

Tyr

Glu

His

Met

Pro

Asn

Leu

425

val

Gln

val

Ala

250

Pro

val

val

Gln

Gln

330

Ala

Pro

Thr

ser

Tyr

410

Tyr

Phe

Lys
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Glu

235

Pro

Lys

val

ASD

Tyr

315

Asp

Leu

Arg

Lys

395

Lys

Ser

Ser

Ser

220

Pro

Glu

Asp

Asp

Gly

Asn

Trp

Pro

Glu

Asn

380

Ile

Thr

Lys

Cys

Leu
460

Lys

Leu

Thr

val

285

val

ser

Leu

Ala

Pro

365

Gln

Ala

Thr

Leu

Ser

445

Ser

Ser

Leu

Leu

270

Ser

Glu

Thr

AsSNn

Pro

350

Gin

val

val

Pro

Thr

430

val

Leu

His

Cys

Gly

Met

His

val

Tyr

Gly

Ile

val

Ser

Glu

Pro

415

val

Met

Ser

Lys

Asp

240

Gly

Ile

Glu

His

Arg

320

Lys

Glu

Tyr

Leu

Pro
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<210> 68

<211> 840

<212> DNA

<213> Artificial Sequence
<220>

<223> MOR07919 Tambda 1ight chain

<220>
<221> CDS
<222> (45)..(746)

<400> 68
taatacgact cactataggg agacccaagc tggctagcgc cacc atg gcc tgg gct 56

Met Ala Trp Ala
1

ctg ctg ctc ctc acc ctc ctc act cag ggce aca g%a tcc tgg get gat 104
%eu Leu Leu Leu Thr Leu Leu Thr Gin Gly Thr Gly Ser Trp Ala Asp
10 15 20

atc gaa Cctg acc cag ccg cct tca gtg agc gtt gca cca g%t cag acc 152
Ile Glu Leu Thr GIn Pro Pro Ser val ser val Ala Pro Gly Gln Thr
25 30 35

gcg cgt atc tcg tgt agce g%c gat tct ctt g?t tct aag tat gtt cat 200
Ala Arg Ile Ser Cys Ser Gly Asp Ser Leu Gly Ser Lys Tyr val His
40 45 50

tgg tac cag cag aaa ccc g%g cag gcg cca gtt ctt gtg att tat cgt 248
Trp Tyr GIn Gln Lys Pro Gly GIn Ala Pro val Leu val Ile Tyr Arg
55 60 65

gat aat aag cgt ccc tca g%c atc ccg gaa cgc ttt agce g?a tcc aac 296
AsSp Asn Lys Arg Pro Ser Gly Ile Pro Glu Arg Phe sSer Giy Ser Asn
70 75 80

agc g?c aac acc ¢gcg acc ctg acc att agc ggc act cag gcg gaa gac 344
ger Gly Asn Thr Ala Thr Leu Thr ITe Ser Gly Thr GIn Ala Glu Asp
5 90 95 100

gaa ¢gcg gat tat tat tgc cag tct tat gat gct act gag ttt act tat 392
Glu Ala Asp Tyr Tyr Cys Gln Ser Tyr Asp Ala Thr Glu Phe Thr Tyr
105 110 115

gtg ttt g?c ggc g%c acg aag tta acc gtc cta g?t cag ccc aag gct 440
val Phe Gly Gly Thr Lys Leu Thr val Leu Gly Gln Pgo Lys Ala
120 125 130

gcc ccc tcg gtc act ctg ttc ccg ccc tecc tct gag gag ctt caa gcc 488
Ala Pro Ser val Thr Leu Phe Pro Pro Ser Ser Glu Glu Leu GIn Ala
135 140 145

aac aag gcc aca ctg gtg tgt ctc ata agt gac tfc tac ccg g%a gcc 536
Asn Lys Ala Thr Leu val Cys Leu Ile Ser Asp Phe Tyr Pro Gly Ala
150 155 160

gtg aca gtg gcc tgg aag gca gat agc agc ccc gtc aag 9cg g?a gt 584
val Thr val Ala Trp Lys Ala Asp Ser Ser Pro val Lys Ala Gly Vva
165 170 175 180

gag acc acc aca CCC tCC aaa caa agc aac aac aag tac gcg gec agc 632
Glu Thr Thr Thr Pro Ser Lys GlIn Ser Asn Asn Lys Tyr Ala Ala Ser
185 190 195

agc tat ctg agc ctg acg cct gag cag tgg aag tcc cac aga agc tac 680
Page 78




Ser

agc
ser

cCct
Pro

acccctecee agtgectete ctggecctgg aagttgccac tccagtgecc accagecttg

tcct

<210

TYyr

tgc
Cys

aca
Thr
230

>

<211>

<212
<213

<220
<223

<400

>
>

>
>

>

Leu

cag
Gln
215

gaa
Glu

69
233
PRT

Ser
200

gtc
val

tgt
cys

Leu

acg
Thr

tca
Ser
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Thr Pro Glu GlIn Trp Lys Ser His 958 Ser Tyr

205

cat gaa ggg agc acc gt
His Glu Gly Ser Thr va

tag gggcccgttt aaacgggtgg catccctgtg

Artificial Sequence

Synthetic Construct

69

Met Ala Trp Ala
1

Ser

Pro

Lys

vai

65

Ser

GlIn

Glu

GIn

Glu

145

Tyr

Trp

Gly

Gly

Ala

Phe

Pro

130

Leu

Pro

Ala

GlIn

35

val

TYyr

ser

Glu

Thr

115

Lys

Gln

Gly

Asp

20

Thr

His

Arg

Asn

ASD

Tyr

Ala

Ala

Ala

Leu

5

Ile

Ala

Trp

Asp

Ser

85

Glu

val

Ala

Asn

val
165

Leu

Glu

Arg

TYyr

Asn

70

Gly

Ala

Phe

Pro

Leu

Leu

Ile

GIn

55

Lys

Asn

ASp

Gly

Ser

135

Ala

val

220

Leu

Thr

Ser

40

Glin

Arg

Thr

Tyr

Gly

val

Thr

Ala

Thr

Gln

25

cys

LYS

Pro

Ala

Tyr

Gly

Thr

Leu

Trp

Leu

10

Pro

Ser

Pro

ser

Thr

90

Cys

Thr

Leu

val

Leu

Pro

Gly

Gly

Gly

75

Leu

GlIn

Lys

Phe

Cys
155

gag aag aca gt
Glu Lys Thr va

Thr

Ser

ASp

Gln

60

Ile

Thr

Ser

Leu

Pro

140

Leu

Lys Ala Asp

170
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225

GlIn

val

Ser

45

Ala

Pro

Ile

Tyr

Thr

125

Pro

Iie

Ser

Gly

Ser

30

Leu

Pro

Glu

Ser

Asp

110

val

Ser

Ser

Ser

Thr
15

val
GTy
val
Arg
Gly
95

Ala
Leu
Ser

Asp

Pro
175

gcc

Ala

Gly

Ala

ser

Leu

Phe

80

Thr

Thr

Gly

Glu

Phe

160

val

728

776

836
840
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Lys Ala Gly val Glu Thr Thr Thr Pro Ser Lys Gin Ser Asn Asn Lys
180 185 190

Tyr Ala Ala Ser Ser Tyr Leu Ser Leu Thr Pro Glu Gln Trp Lys Ser
195 200

His Arg Ser Tyr Ser Cys Gln val Thr His Glu Gly Ser Thr val Glu
210 215 220

Lys Thr val Ala pPro Thr Glu Cys Ser

225 230
<210> 70

<211> 846

<212> DNA

<213> Artificial Sequence
<220>

<223> MOR07692 kappa light chain

<220>
<221> (DS
<222> (45)..(752)

<400> 70

taatacgact cactataggg agacccaagc tggctagcgc cacc atg gtg ttg cag 56
Met val Leu Gln
1

acc cag gtc ttc att tct ctg ttg ctc tgg atc tct g?t gce tac g?g 104
Thr GIn val Phe Ile Ser teu Leu Leu Trp Ile Ser Gly Ala Tyr Gly
5 10 15 20

gat atc gtg ctg acc cag agc ccg gcg acc ctg agc ctg tct ccg g%c 152
Asp Ile val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser gro Gly
25 30 5

gaa cgt gcg acc ctg agc tgc aga gcg agc cag tct gtt tct Tttt gat 200
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser Val Ser Phe Asp
40 45 50

tat ctg g%t tgg tac cag cag aaa cca g?t caa gca ccg cgt cta tta 248
Tyr Leu Gly Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Arg Leu Leu
55 60 65
att tat g%t gct tct aat cgt gca act g?g gtc ccg gcg cgt ttt agc 296
Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly val Pro Ala Arg Phe Ser
70 75 80

g?c tct g?a tcc ggc acg gat ttt acc ctg acc att agc agc ctg gaa 344
Gly ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu
85 90 95 100

cCct gaa gac ttt gcg act tat tat tgc cag cag tat tat aat atg cct 392
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn Gln Tyr Tyr Asn Met Pro
105 110 115

tat acc ttt g?c cag g?t acg aaa gtt gaa att aaa cgt acg gtg gct 440
Tyr Thr pPhe Gly GIn Gly Thr Lys val Glu Ile Lys Arg ng val Ala
120 125 1
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gca
Ala

¢ty

gcc
Ala
165

cag
GIn

agc
ser

tac
TYr

agce
ser

accccteccc agtgectctc ctggecctgg aagttgccac tccagtgecc accagecttg

tcct

CcCa
Pro

act
Thr
150

ddd
Lys

gag
Glu

agc
ser

gcce
Ala

ttc
Phe
230

<210>
<211>

<212
<213

>
>

<220>

<223

>

<400>

tct
Ser
135

gce
Ala

gta
val

agt
Ser

acc
Thr

tgc
Ccys
215

aac
Asn

71
235
PRT

gtc
val

tct
Ser

cag
Gln

gtc
val

ctg
Leu
200

gaa
Glu

agg
Arg

ttc
Phe

gtt
val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
val

oty

atc
Ile

gt
va

aag
LyS
170

gag
Glu

ctg
Leu

acc
Thr

gag
Glu

ttc
Phe

tgc
Cys
155

gt
va

cag
GIn

agc
Ser

C%t
H1s

tgt
Cys
235

Artificial Sequence

Synthetic Construct

71

Met val Leu GlIn

1

Gly

Leu

val

Pro

65

Ala

ser

Ala

Ser

Ser

50

Arg

Arg

Ser

Tyr

Pro

35

Phe

Leu

Phe

Leu

Gly

20

Gly

Asp

Leu

Ser

Glu

Thr
5

Asp

Glu

Tyr

Gly
85

Pro

Gln

Ile

Arg

Leu

Tyr

70

Ser

Glu

val

val

Ala

Gly

55

Gly

Gly

Asp
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ccg cca tct gat gag cag ttg
Pro Pro Ser Asp Glu GlIn Leu

140
ctg
Leu

gat
Asp

gac
Asp

aaa
Lys

cag
Gin
220

tag

Phe

Leu

Thr

40

Trp

Ala

Phe

ctg
Leu

aacC
Asn

agc
Ser

gca
Ala
205

oty

gggcccgttt aaacgggtgg catccctgtg

Ile

Thr

25

Leu

Tyr

ser

Gly

Ala

aat
Asn

gcc
Ala

aag
Lys
190

gac
Asp

ctg
Leu

Ser

10

Glin

Ser

Glin

Asn

Thr
90

aac
Asn

ctc
Leu
175

gac
Asp

tac
Tyr

agce
Ser

Leu

Ser

cys

Gln

Arg

75

Asp

tte
Phe
160

caa
Gln

agce
Ser

gag
Glu

tcg
ser

Leu

Pro

Arg

Lys

Ala

Phe

Thr Tyr Tyr
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145
tat
Tyr

tcg
Ser

acc
Thr

aaa
Lys

ccc
Pro
225

Leu

Ala

Ala

45

Pro

Thr

Thr

Cys

CcCC
Pro

o

tac
Tyr

cac
His
210

gtc
val

Trp
Thr
30

Ser
Gly
Gly

Leu

Gln

dad
Lys

aga
Arg

dac
Asn

agc
ser
195

add
Lys

aca
Thr

Ile

15

Leu

Gln

Gln

val

Thr

95

Gln

tct
Ser

gag
Glu

tce
Ser
180

ctc
Leu

gtc
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aag
Lys

ser

Ser

Ser
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Pro

80

Ile

Tyr

488

536

584

632

680

728

782
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846
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1

100 05 110

Tyr Asn Met Pro Tyr Thr Phe Gly GIn Gly Thr Lys val Glu Ile Lys'
115 120 125

Arg Thr val Ala Ala Pro Ser val Phe Ile Phe Pro Pro Ser Asp Glu
130 135 140

Gln Leu Lys Ser Gly Thr Ala Ser val val Cys Leu Leu Asn Asnh Phe
145 150 155 160

Tyr Pro Arg Glu Ala Lys val GIn Trp Lys val Asp Asn Ala Leu Gln
165 170 175

Ser Gly Asn Ser Gln Glu Ser val Thr Glu GIn Asp Ser Lys Asp Ser
180 185 190

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
195 200 205

Lys His Lys val Tyr Ala Cys Glu val Thr His GIn Gly Leu Ser ser
210 215 220

Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys

225 230 235
<210> 72

<211> 846

<212> DNA

<213> Artificial Sequence

<220>

<223> MOR07923 kappa light chain

<220>

<221> (DS

<222> (45)..(752)

<400> 72

taatacgact cactataggg agacccaagc tggctagcgce cacc atg gtg ttg cag 56
Met val Leu GIn
1

acc cag gtc ttc att tct ctg ttg ctc tgg atc tct g?t gcec tac g?g 104

Thr GIn val Phe Ile Ser Leu Leu Leu Trp Ile Ser Gly Ala Tyr Gly

5 10 15 20

gat atc gtg ctg acc cag agc ccg gcg acc ctg agc ctg tet ccg g%c 152

Asp Ile val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly

25 30 35
gaa cgt gcg acc ctg agc tgc aga gcg agce cag tct gtt tct trt gat 200
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser val Ser Phe Asp
40 45 50
tat ctg g%t tgg tac cag cag aaa cca g%t caa gca ccg cgt cta tta 248
Tyr Leu Gly Trp Tyr Gin Glin Lys Pro Gly GIn Ala Pro Arg Leu Leu
55 60 65
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att
Ile

ggc
Ay
85

cct
Pro

ttt
Phe

gca
Ala

ety

gcce
Ala
165

cag
Gln

agce
ser

tac
Tyr

agc
Ser

acccctccee agtgectctc ctggecctgg aagttgecac tccagtgecc accagecttg

tcct

<210

tat
Tyr
70

tct
sSer

&

Ty

gaa gac

Glu

acc
Thr

cca
Pro

act
Thr
150

aaa
Lys

gag
Glu

agc
ser

gcc
Ala

ttc
Phe
230

>

<211>

<212
<213

<220
<223

<400

1

>
>

>
>

>

ASD

Tttt
Phe

tct
ser
135

gcc
Ala

gta
val

agt
ser

acc
Thr

tgc
cys
215

aac
Asn

73
235
PRT

gct
Ala

tcc
Ser

Tttt
Phe

ety
120

gtc
val

tct
Ser

cag
Gin

gtc
val

ctg
Leu
200

gaa
Glu

agg
Arg

tct
ser

Ty

gcg
Ala
105

cag
Glin

ttc
Phe

gtt
val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
val

oty

aat
Asn

acg
Thr
90

acc
Thr

&y

atc
Ile

gt
Va

aag
Lys
170

gag
Glu

ctg
Leu

acc
Thr

gag
Glu

cgt
Arg
75

gat
ASp

tat
Tyr

acg
Thr

ttc
Phe

tgc
cys
155

gt
va

cag
Glin

agc
ser

Cat
H1s

tgt
Cys
235

Artificial Sequence

synthetic Construct

73
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gca
Ala

Tttt
Phe

tat
Tyr

aaa
Lys

ccg
Pro
140

ctg
Leu

gat
AsSp

gac
ASp

ddd
Lys

cag
GIn
220

tag

Gly Ala Tyr Gly Asp Ile val Leu
20

act
Thr

acc
Thr

tgc
Cys

gtt
val
125

cca
Pro

ctg
lL.eu

aac
Asn

agc
ser

gca
Ala
205

oty

gggcccgttt aaacgggtgg catccctgtg

999
Gly

ctg
Leu

Tttt
Phe
110

gaa
Glu

tct
Ser

aat
AsSn

gce
Ala

aag
Lys
190

gac
Asp

ctg
Leu

10

gtc
val

acc
Thr
95

cag
Gin

att
Ile

gat
Asp

dac
ASn

ctc
Leu
175

gac
Asp

tac
Tyr

agc
ser

ccg
Pro
80

att
Ile

tat
Tyr

aaa
Lys

gag
Glu

ttc
Phe
160

caa
Glin

agc
ser

gag
Glu

tcg
ser

gcg
Ala

agce
ser

ctt
Leu

cgt
Arg

cag
Glin
145

tat
Tyr

tcg
Ser

acc
Thr

aaa
Lys

cce
Pro
225

cgt
Arg

agc
ser

att
Ile

acg
Thr
130

ttg
l.eu

cCcC
Pro

&

tac
Tyr

cac
His
210

gtc
val

Tttt
Phe

ctg
Leu

gtt
val
115

gt
Va

aaa
Lys

aga
Arg

aac
Asn

agce
Ser
195

aad
Lys

aca
Thr

15

agc
Ser

gaa
Glu
100

cct
Pro

gct
Ala

tct
ser

gag
Glu

tce
ser
180

ctc
Leu

gtc
val

aag
Lys

Met val Leu GIn Thr GIn val Phe Ile Ser Leu Leu Leu Trp Ile Ser
5

Thr GIn Ser Pro Ala Thr Leu Ser

25
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Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GlIn Ser
35 40 45

val ser phe Asp Tyr Leu Gly Trp Tyr GIn GIn Lys Pro Gly Gin Ala
50 55 60

Pro Arg Leu Leu Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly val Pro
65 70 75 80

Ala Arg phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile
85 90 95

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

Leu I1e val Pro Phe Thr Phe Gly GIn Gly Thr Lys val Glu Ile Lys
115 120 125

Arg Thr val Ala Ala Pro Ser val Phe ITe Phe Pro Pro Ser Asp Glu
130 135 140

GIn Leu Lys Ser Gly Thr Ala Ser val val Cys Leu Leu Asn Asn Phe
145 150 155 160

Tyr Pro Arg Glu Ala Lys val Gln Trp Lys Val Asp Asn Ala Leu Gln
165 170 175

Ser Gly Asn Ser Gin Glu Ser val Thr Glu Gln Asp Ser Lys Asp Ser
180 185 190

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
195 200 205

Lys His Lys val Tyr Ala Cys Glu val Thr His Gln Gly Leu ser Ser

210 215 220
Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230 235
<210> 74
<211> 846
<212> DNA
<213> Artificial Sequence
<220>

<223> MOR07924 kappa Tight chain

<220>

<221> DS

<222> (45)..(752)
<400> 74

taatacgact cactataggg agacccaagc tggctagcgc cacc atg gtg ttg cag
met val Leu Gln
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acc
Thr

gat
Asp

gaa
Glu

tat
Tyr

att
Ile

ggc
Gly
85

cct
Pro

Tttt
Phe

gca
Ala

oty

gcc
Ala
165

cag
Gln

agc
Ser

tac
Tyr

agc
Ser

accccteccee agtgectctce ctggecctgg aagttgccac tccagtgecc accagecttg

tcct

cag
Gln

atc
Ile

cgt
Arg

ctg
Leu

tat
Tyr
70

tct
Ser

gaa
Glu

acc
Thr

cca
Pro

act
Thr
150

aaa
Lys

gag
Glu

agce
Ser

gcce
Ala

ttc
Phe
230

<210>

gtc
val

gac
Asp

ttt
Phe

tct
Ser
135

gcc
Ala

gta
val

agt
Ser

acc
Thr

tgc
Cys
215

aac
Asnh

75

TtcC
Phe

ctg
Leu

acc
Thr
40

tgg
Trp

gct
Ala

tcc
Ser

Tttt
Phe

ety
120

gtc
val

tct
Ser

cag
Gin

gtc
val

cty
Leu
200

gaa
Glu

agg
Arg

att
Ile

acc
Thr
25

ctg
Leu

tac
Tyr

tct
ser

ggc
Gly

gcg
Ala
105

cag
Gin

ttc
Phe

gtt
val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
val

o1y

tct
Ser
10

cag
Gln

agc
Ser

cag
Gln

aat
Asn

acg
Thr
90

acc
Thr

&

atc
Ile

gt
vVa

aag
Lys
170

gag
Glu

ctg
Leu

acc
Thr

gag
Glu

ctg
Leu

agce
ser

tgc
cys

cag
Gln

cgt
Arg
75

gat
Asp

tat
Tyr

acg
Thr

ttc
Phe

tgc
cys
155

gt
va

cag
Glin

agc
ser

C@t
H1s

tgt
cys
235
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ttg ctc tgg
Leu Leu Trp

ccg
Pro

aga
Arg

aaa
Lys
60

gca
Ala

ttt
Phe

tat
Tyr

aaa
Lys

ccg
Pro
140

ctg
Leu

gat
Asp

gac
Asp

aaa
Lys

cag
Glin
220

tag

gcg
Ala

gcg
Ala
45

cca
Pro

act
Thr

acc
Thr

tgc
Cys

gtt
val
125

cca
Pro

cty
Leu

aac
Asn

agc
ser

gca
Ala
205

Ty

gggcccgttt aaacgggtgg catccctgtg

acc
Thr
30

agc
ser

&
Sty

ctg
Leu

cag
G1In
110

gaa
Glu

tct
Ser

aat
Asn

gcc
Ala

aag
Lys
190

gac
Asp

ctg
Leu
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atc
Ile
15

ctg
Leu

cag
Gln

caa
Gln

gtc
val

acc
Thr
95

cag
GIin

att
Ile

gat
Asp

aac
Asn

ctc
Leu
175

gac
Asp

tac
TYI"

agc
Ser

tct
Ser

agc
Ser

tct
ser

gca
Ala

ccg
Pro
80

att
Ile

tat
Tyr

add
Lys

gag
Glu

tTtc
Phe
160

caa
Glin

agc
Ser

gag
Glu

tcg
Ser

ggt
Gly

ctg
Leu

gtt
val

ccy
Pro
65

gcg
Ala

agc
Ser

aat
Asn

cgt
Arg

cag
Glin
145

tat
Tyr

tcg
ser

acc
Thr

ada
Lys

cce
Pro
225

gcc
Ala

tct
ser

tct
ser
50

cgt
Arg

cgt
Arg

agc
Ser

att
Ile

acg
Thr
130

ttg
Leu

cCC
Pro

&ty

tac
Tyr

cac
His
210

gtc
val

tac
Tyr

ccy
Pro
35

Tttt
Phe

cta
Leu

ttt
Phe

cty
Leu

aat
Asn
115

gt
va

adad
Lys

aga
Arg

aac
Asn

agc
ser
195

ada
Lys

aca
Thr

o1y
20
oty

gat
Asp

tta
Leu

agce
ser

gaa
Glu
100

cct
Pro

gct
Ala

tct
ser

gag
Glu

tce
Ser
180

ctc
Leu

gtc
val

aag
Lys
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<211>
<212>
<213>

<220>
<223>

<400>
Met val
1

Gly Ala

Leu Ser

val ser
50

Pro Arg
65

Ala Arg

Ser Ser

Asn Ile

Arg Thr
130

Gin Leu
145

Tyr Pro

Ser Gly

Thr Tyr

Lys His

210

Pro val
225

235
PRT

Artificial Sequence

Synthetic Construct

75

Leu

TYyr

Pro

35

Phe

Leu

Phe

Leu

Asn

115

val

Lys

Arg

Asn

Ser

195

Lys

Thr

GlIn

Gly

20

Gly

Asp

Leu

Ser

Glu

100

Pro

Ala

Ser

Glu

ser

180

Leu

val

Lys

Thr
5
Asp
Glu
Tyr
Ile
Gly
85
Pro
Phe
Ala
Gly
Ala
165
Gln
Ser

Tyr

ser

GlIn

Ile

Arg

Leu

Tyr

70

Ser

Glu

Thr

Pro

Thr

150

Lys

Glu

Ser

Ala

Phe
230

val
val
Ala
Gly
55

Gly
Gly
ASp
Phe
Ser
135
Ala
val
Ser
Thr
Cys

215

Asn
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Phe

Leu

Thr

40

Trp

Ala

Ser

Phe

Gly

val

ser

Gln

val

Leu

200

Glu

Arg

Ile

Thr

25

Leu

Tyr

Ser

Gly

Ala

105

Gln

Phe

val

Trp

Thr

185

Thr

val

Gly

ser

10

Gin

Ser

Gln

Asnh

Thr

90

Thr

Gly

Ile

val

Lys

Glu

Leu

Thr

Glu
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Leu

Ser

Cys

Gln

Arg

75

Asp

Tyr

Thr

Phe

Gln

Ser

His

Cys
235

Leu

Pro

Arg

Phe

Tyr

Lys

Pro

140

Leu

AsSp

Asp

Lys

Glin
220

Leu

Ala

Ala

45

Pro

Thr

Thr

Cys

val

125

Pro

Leu

Asnh

Ser

Ala

205

Gly

Trp

Thr

30

Ser

Gly

Gly

Leu

Gln

110

Glu

Ser

Asn

Ala

Lys

Asp

Leu

Ile

15

Leu

Gln

Gln

val

Thr

95

Gln

Ile

ASp

Asn

Leu

175

Asp

Tyr

ser

ser

Ser

Ser

Ala

Pro

80

Ile

Tyr

Lys

Glu

Phe

160

Glin

Ser

Glu

sSer
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<210> 76

<211> 846

<212> DNA

<213> Artificial Sequence

<220>
<223> MOR07925 kappa light chain

<220>
<221> CDS
<222> (45)..(752)

<400> 76
taatacgact cactataggg agacccaagc tggctagcgce cacc atg gtg ttg cag 56

Met Val Leu Gin
1

acc cag gtc ttc att tet ctg ttg ctc tgg atc tct g?t gce tac g%g 104
Thr GIn val Phe Ile Ser Leu Leu Leu Trp Ile Ser Gly Ala Tyr Gly
5 10 15 20
gat atc gtg ctg acc cag agc ccg gcg acc ctg agce ctg tct ccg g%c 152
Asp Ile val Leu Thr GIn Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly

25 30 35

gaa cgt gcg acc ctg agc tgc aga gcg agce cag tct gtt tct ttt gat 200
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Glin Ser val Ser Phe Asp
40 45 50

tat ctg g?t tgg tac cag cag aaa cca g?t caa gca ccg cgt cta tta 248
Tyr Leu Gly Trp Tyr GIn GlIn Lys Pro Gly Gln Ala Pro Arg Leu Leu
55 60 65

att tat g%t gct tct aat cgt gca act g?g gtc ccg gcg cgt ttt agc 296
Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly val Pro Ala Arg Phe Ser
70 75 80

g%c tct g?a tcc ggc acg gat ttt acc ctg acc att agc agc ctg gaa 344
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu
85 90 95 100
CcCt gaa gac ttt gcg acc tat tat tge ctt cag tat ttt aat cct cct 392
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gin Tyr Phe Asn Pro Pro

105 110 115

cat acc ttt g?c cag g%t acg aaa gtt gaa att aaa cgt acg gtg gct 440
His Thr pPhe Gly GIn Gly Thr Lys val Glu Ile Lys Arg Thg val Ala
120 125 13

gca cca tct gtc ttc atc ttc ccg cca tct gat gag cag ttg aaa tct 488
Ala Pro Ser val phe ITe Phe Pro Pro Ser Asp Glu g?n Leu Lys Ser
135 140 45

g?a act gcc tct gtt gtg tgc ctg ctg aat aac tic tat ccc aga gag 536
Gly Thr Ala ser val val Cys teu Leu Asn Asn ihe Tyr Pro Arg Glu
150 155 60

gcc aaa gta cag tgg aag gtg gat aac gcc ctc caa teg g%t aac tcc 584
Ala Lys val GIn Trp Lys val Asp Asn Ala Leu GIn Ser Gly Asn Ser
165 170 175 180

cag gag agt gtc aca gag cag gac agc aag gac agc acc tac agc ctc 632
GlIn Glu ser val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr igg Leu
185 190

agc agc acc ctg acg Cctg agc aaa gca gac tac gag aaa cac aaa gtc 680
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Ser

tac
Tyr

agce
ser

accccteccce agtgectctc ctggecctgg aagttgccac tccagtgccc accagectty

Ser

gcc
Ala

ttc
Phe
230

tcct

<210>
<211>
<212>
<213>

<220>
<223>

<400>

Thr

tgc
cys
215

aac
Asn

77
235
PRT

Leu
200

gaa
Glu

agg
Arg

Thr

gtc
val

sty

Leu

acc
Thr

gag
Glu

Ser

C@t
H1s

tgt
Cys
235

Artificial Sequence

synthetic Construct

77

Met val Leu Gln

1

Gly

Leu

val

Pro

65

Ala

Ser

Phe

Arg

GIn

145

Tyr

Ala

Ser

Ser

50

Arg

Arg

ser

Asn

Thr

130

Leu

Pro

Tyr

Pro

35

Phe

Leu

Phe

Leu

Pro

115

val

Lys

Arg

Gly

20

Gly

Asp

Leu

Ser

Glu

100

Pro

Ala

Ser

Glu

Thr
5
ASp
Glu
Tyr
Ile
Gly
85
Pro
His
Ala

Gly

Ala
165

Gin

Ile

Arg

Leu

Tyr

70

ser

Glu

Thr

Pro

Thr

150

Lys

val

val

Ala

Gly

55

Gly

Gly

Asp

Phe

Ser

135

Ala

val

FP10045eq(3020587_1) . TXT
Lys Ala Asp Tyr Glu Lys His Lys val
205 210

cag g?c ctg agc tcg ccc gtc aca aag
Gln Gly Leu Ser Ser Pro val Thr Lys
220 225

tag gggcccgttt aaacgggtgg catccctgtg

Phe Ile Ser Leu Leu Leu Trp Ile Ser
10 15

Leu Thr Gln Ser Pro Ala Thr Leu Ser
25 30

Thr Leu Ser Cys Arg Ala Ser Gln Ser
40 45

Trp Tyr GIn GIn Lys Pro Gly Gln Ala

Ala Ser Asn Arg Ala Thr Gly val Pro
75 80

Sser Gly Thr Asp Phe Thr Leu Thr Ile
90 95

phe Ala Thr Tyr Tyr Cys Leu Gin Tyr
105 110

Gly Gln Gly Thr Lys val Glu Ile Lys
120 125

val Phe I1e Phe Pro Pro Ser Asp Glu
140

ser val val Cys Leu Leu Asn Asn Phe
155 160

Gln Trp Lys val Asp Asn Ala Leu Gln
170 175
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FP10045eq(3020587_1) .TXT

ser Gly Asn Ser GIn Glu Ser val Thr Glu GIn Asp Ser Lys Asp Ser
180 185 190

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
195 200 205

Lys His Lys val Tyr Ala Cys Glu val Thr His Gln Gly Leu Ser ser
210 215 220

Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys

225 230 235
<210> 78

<211> 846

<212> DNA

<213> Artificial Sequence

<220>

<223> MOR07926 kappa light chain

<220>
<221> (CDS
<222> (45)..(752)

<400> 78

taatacgact cactataggg agacccaagc tggctagcgc cacc atg gtg ttg cag 56
Met val Leu Gln
1

acc cag gtc ttc att tct ctg ttg ctc tgg atc tct ggt gec tac g?g 104
Thr GIn val Phe ITe Ser Leu Leu Leu Trp Ile Ser Gly Ala Tyr Gly
20

gat atc gtg ctg acc cag agc ccg gcg acc ctg agc ctg tct ccg g?c 152
Asp Ile val Leu Thr GIn Ser Pro Ala Thr Leu Ser Leu Ser gro Gly
25 30 5

gaa cgt gcg acc ctg agc tgc aga ¢gcg agc cag tct gtt tct ttt gat 200
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser val Ser Phe Asp
40 45 50

tat ctg g%t tgg tac cag cag aaa cca g%t caa gca ccg cgt cta tta 248
Tyr Leu Gly Trp Tyr GIn GIn Lys Pro Gly Glin Ala Pro Arg Leu Leu
55 60 65

att tat g?t gct tct aat cgt gca act g%g gtc ccg gcg cgt ttt agce 296
Ile Tyr Gly Ala Ser Asn Arg Ala Thr Gly val Pro Ala Arg Phe Ser
70 75 80

ggc tct g?a tcc ggc acg gat ttt acc ctg acc att agc agc ctg gaa 344
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu
85 90 95 100

cct gaa gac ttt gcg acc tat tat tgc ttt cag gct ctt att atg cct 392
Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gln Ala Leu Ile Met Pro
105 110 115

ttt acc ttt g?c cag g?t acg aaa gtt gaa att aaa cgt acg gtg gct 440
Gly Gly

Phe Thr Phe GIn Thr Lys val Glu Ile Lys Arg Thr val Ala
120 125 130

Page 89




gca
Ala

oty

gcc
Ala
165

cag
Gln

agc
ser

tac
Tyr

agc
ser

acccctccce agtgectcte ctggecctgg aagttgccac tccagtgccc accagecttg

tcct

CCa
Pro

act
Thr
150

aaa
Lys

gag
Glu

agc
ser

gcc
Ala

ttc
Phe
230

<210>
<211>

<212
<213

>
>

<220>

<223

>

<400>

tct
Ser
135

gcce
Ala

gta
val

agt
Ser

acc
Thr

tgc
cys
215

daac
Asn

79
235
PRT

gtc
val

tct
ser

cag
Glin

gtc
val

ctg
Leu
200

gaa
Glu

agg
Arg

ttc
Phe

gtt
val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
val

oty

atc
Ile

gt
vVa

aag
Lys
170

gag
Glu

ctg
Leu

acc
Thr

gag
Glu

ttc
Phe

tgc
Cys
155

gt
va

cag
Glin

agc
Ser

Cat
H1s

tgt
cys
235

Artificial Sequence

Synthetic Construct

79

Met val Leu GIn

1

Gly

Leu

val

Pro

65

Ala

Ser

Ala

Ser

Ser

50

Arg

Arg

Ser

Tyr

Pro

35

Phe

Leu

Phe

Leu

Gly
20
Gly

Asp

Leu

Glu

Thr GIn val
5

Asp

Glu

Tyr

Ile

Gly

85

Pro

Arg

Leu

Tyr

Ser

Glu

val

Ala

Gly

55

Gly

Gly

Asp
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ccg cca tct gat gag
Pro ser Asp Glu

Pro
140

ctg
Leu

gat
Asp

gac
Asp

aaa
Lys

cag
GIn
220

tag

Phe

Leu

Thr

40

Trp

Ala

Phe

ctg
Leu

aac
AsSn

agc
Ser

gca
Ala
205

cly

gggcccgttt aaacgggtgg catccctgtg

Ile

Thr

25

Leu

Tyr

Ser

Gly

Ala

aat
Asn

gcc
Ala

aag
Lys
190

gac
Asp

ctg
Leu

Ser

10

Gin

Ser

Gln

Asn

Thr

90

Thr

aac ttc
Asnh Phe
160

ctc caa
teu Gln
175

gac agc
Asp Ser

tac gag
Tyr Glu

agc tcg
Ser ser

Leu Leu

Ser Pro

Cys Arg

Gln Lys

Arg Ala

75

Asp Phe

Tyr Tyr

rPage 90

cag
Gin
145

tat
Tyr

tcg
Ser

acc
Thr

aaa
Lys

cce
Pro
225

Leu

Ala

Ala

45

Pro

Thr

Thr

Cys

ttg
Leu

CCC
Pro

&

tac
TYr

cac
His
210

gtc
val

Trp
Thr
30

Ser
Gly
Gly

Leu

Phe

aaa
Lys

aga
Arg

daac
Asnh

agce
Ser
195

aaa
Lys

aca
Thr

Ile

15

Leu

Gln

GlIn

val

Thr

95

Gln

tct
ser

gag
Glu

tcc
ser
180
ctc
Leu

gtc
val

aag
Lys

Ser

Ser

Ser

Ala

Pro

80

Ile

Ala
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105

100 110

Leu Ile Met Pro Phe Thr Phe Gly GIn Gly Thr Lys val Glu Ile Lys
115 120 125

Arg Thr val Ala Ala Pro Ser val pPhe Ile Phe Pro Pro Ser Asp Glu
130 135 140

GIn Leu Lys Ser Gly Thr Ala Ser val val Cys Leu Leu Asn Asn Phe
145 150 155 160

Tyr Pro Arg Glu Ala Lys val GIn Trp Lys val Asp Asn Ala Leu Gln
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