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Leu

Gly

605

Lys

Glu

Thr

Arg

Val

685

Cys

Val

GIn

Leu

His

765

Tyr

Trp

Phe

Cys

Phe

Cys

590

Thr

Asp

Phe

Asn

Val

670

Leu

Leu

Leu

Leu

Ser

750

Tyr

Ser

Met

Pro

His

575

Gly

Ser

Glu

Val

655

Asp

Ile

Thr

Val

Leu

735

Leu

Arg

Asn

Leu

Gly

Gly

560

Pro

Ser

GIn

Ser

Cys

640

Ser

Gly

Leu

Asn

720

Cys

GIn

Glu

Ser

Val
800
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Leu 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 Glu Tyr Val Vval GIn
820 825 830

Asp Pro GIn 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 Ala lle
865 870 875 880

Lys Phe Glu Tyr lle Gly Leu Gly Ala Val Thr Asp Cys Vval Gly Val
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 GIn Leu Gly Lys Asp Gly
915 920 925

Ala Pro Leu GIn Val Cys Val Asp Gly Glu Cys His Ile Leu Gly Arg
930 935 940

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

Ile Leu Leu Pro Leu Leu Leu Leu Val Ala Ala Leu Ala Thr Ala Leu
965 970 975

Val Phe Ser Tyr Trp Trp GIn Arg Lys GIn Leu Val Leu Pro Pro Asn
980 985 990

Leu Asp Asp Leu Ala Ser Leu Asp GIn Thr Thr Gly Ala Thr Pro Leu
995 1000 1005

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

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 1le GIn Leu Arg Asp Leu Asp Ser Ala Leu Leu Ala Glu
1055 1060 1065
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Val

Asp

Glu

Ser

Arg

Ala

Leu

Ser

Leu

val

Phe

Asp

Pro

Thr

Leu

Asp

Glu

Lys
1070

Arg
1085

Tyr
1100

Leu
1115

Glu
1130

Leu
1145

Leu
1160

Pro
1175

GIn
1190

His
1205

Thr
1220

Lys
1235

Val
1250

Thr
1265

Leu
1280

Leu
1295

1310

Asp

Val

Ser

Gly

Pro

GIn

Val

Arg

Val

Glu

Lys

Lys

Thr

Thr

Cys

Val

Ile

Asp

Arg

Leu

Gly

Tyr

Arg

Ala

Asp

Tyr

Trp

Ser

Arg

His

Pro

Leu

Gly

GIn

Ile

Leu

Ile

Met

Asn

His

Leu

Val

Tyr

Met

Asp

Gly

Phe

Asn

Lys

Ala

Thr

Met

Met

Cys

Pro

Gly

Ala

Ala

Ser

Ala

Val

Ala

Leu

Ser

Pro
1075

Gly
1090

GIn
1105

Glu
1120

Arg
1135

Leu
1150

His
1165

Thr
1180

Met
1195

Ala
1210

Asp
1225

Val
1240

Leu
1255

Trp
1270

Pro
1285

Ala
1300

Leu
1315

His Glu Arg

His Phe Gly

Asn Arg lle

Met GIn GIn

Gly Leu Asn

Pro Pro Glu

Gly Asp Leu

Val Lys Asp

Glu Tyr Leu

Arg Asn Cys

Phe Gly Leu

GIn GIn His

Glu Ser Leu

Ser Phe Gly

Pro Tyr Pro

GIn Gly Arg

Tyr GIn Val

Page

vVal

vVal

GIn

vVal

Gly

Leu

Leu

Ala

Met

Ala

Arg

GIn

Val

His

Arg

Met

25

Val
1080

val
1095

Cys
1110

Glu
1125

Pro
1140

Leu
1155

GIn
1170

lle
1185

Glu
1200

Leu
1215

Arg
1230

His
1245

Thr
1260

Leu
1275

lle
1290

Leu
1305

GIn
1320

Ala

Tyr

Ala

Ala

Asn

Pro

Phe

Ser

GIn

Asp

Asp

Ala

Tyr

Leu

Asp

Pro

GIn

His

Ile

Phe

Val

Ile

Phe

Lys

Glu

Ile

Arg

Arg

Trp

Pro

GIn

Cys

Ser

Gly

Lys

Leu

Leu

Val

Arg

Gly

Phe

Ser

Leu

Leu

Phe

Phe

Pro

Trp
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Glu Ala Asp Pro Ala Ala

1325 1330
Glu Vval

1340 1345
GIn Leu

1355

Glu Met Asn Val His Pro Glu
0 1375

137

Gly Ser Ala His Arg Pro Arg Pro Leu Ser Glu

138

Thr

<210>
<211>
<212>
<213>

<220>
<223>

<400>

Glu GIn Ile val Ser Ala Leu Leu Gly

Pro Ala Thr Tyr Met Asn Leu Gly Pro
1360

5 1390
38

23

DNA

Artificial Sequence

Arg Pro Thr Phe Gly

GIn GIn GIn Ser

PCR forward primer for human MST1R

38

gaggactggc agtgcccgcg cac

<210>
<211>
<212>
<213>

<220>
<223>

<400>
tcaagtg

<210>
<211>
<212>
<213>

<220>
<223>

<400>

39
23
DNA
Artificial Sequence

PCR reverse primer for human MST1R

39
ggc cgaggaggct ctg

40
24
DNA
Artificial Sequence

Val Leu
1335

Asp His
1350

Ser Thr
1365

Ser Pro
1380

Pro Pro
1395

PCR forward primer for cynomolgus monkey MST1R

40

aaggaatggc agtgcccgcg cacc

<210>
<211>
<212>
<213>

<220>
<223>

41
25
DNA
Artificial Sequence

PCR forward primer for mouse MST1R
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Val Gly

Tyr Val

Ser His

Met Pro

Arg Pro

23

23

24
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<400> 41
tcaagtgggc cgaggaggct ctgag

<210> 42

<211> 23

<212> DNA

<213> Artificial Sequence

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

<400> 42
tccaccaacc tgaactggca gtg

<210> 43

<211> 23

<212> DNA

<213> Artificial Sequence

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

<400> 43
tcaagtgggc aggggtggct ctg

<210> 44

<211> 4785

<212> DNA

<213> Homo sapiens

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

<400> 44
agtgtacagc ggcggctggg gcggcaggtg aggcggctgg ggecgttgetg

gcaggcgtca ggtgctcaga cccgagggcc gggaagggat ttgggtttca
gggcgggggt ccgctatctt ggggectgtcg ggaccgectge ttaaatttgg
acctcgagtc gggcccccag ccaggcccac gcccaggtcc aggcccagge

cctctagggt cccagctcgc ctcg atg gag ctc ctc ccg ccg ctg
Met Glu Leu Leu Pro Pro Leu
1 5

tcc ttc ctg ttg ctg ctg ctg ttg cct gcc aag ccc gcg gcg
Ser Phe Leu Leu Leu Leu Leu Leu Pro Ala Lys Pro Ala Ala
10 15 20

gac tgg cag tgc ccg cgc acc ccc tac gcg gcc tct cgc gac
Asp Trp GIn Cys Pro Arg Thr Pro Tyr Ala Ala Ser Arg Asp
30 35

gtg aag tac gtg gtg ccc agc ttc tcc gcc gg Cc ctg gta
Val Lys Tyr Val Val Pro Ser Phe Ser Ala Gl y Leu Val
45 50 55

atg gtg acc tac gag ggc gac aga aat gag agt gct gtg ttt
Met Val Thr Tyr Glu Gly Asp Arg Asn Glu Ser Ala Val Phe
60 65 70

tcgtgegtcc
caggaacctg
cccagtccag

cggtagggat

cct cag
Pro GIn

ggc gag
Gly Glu
25

ttt gac
Phe Asp
40

cag gcc
GIn Ala

gta gcc
Val Ala

25

23

23

60

120

180

240

291

339

387

435

483
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ata
Ile

agc
Ser
90

gcc
Ala

cgg

Val

tca
Ser

atc
Ile

Ala

gtg
Val
250

ccg
Pro

Ccgg
Arg

ctc
Leu

cgc
Arg

ctg
Leu

tgt
Cys

ctg
Leu

ctg
Leu

gtg
Val
155

CccC

g Pro

act
Thr

ctg
Leu

agg
Arg

ttg
Leu
235

cac
His

Ala

ctt
Leu

gac
Asp

gga
Gly
315

gcc
Ala

aat
Asn

gtg
Val

cag
GIn
140

cat
His

gat
Asp

gtg
Val

gac
Asp

cgt
Arg
220

tca
Ser

agc
Ser

agc
Ser

agc
Ser

tgc
Cys
300

cag
GIn

caa
GIn

cgc
Arg

acg
Thr

cca
Pro

ctg
Leu
125

ggc
Gly

ctg
Leu

gac
Asp

gtt
Val

gca
Ala
205

ctc
Leu

gtg
Val

ttc
Phe

gtg
Val

gcc
Ala
285

aga
Arg

ccc
Pro

ctt
Leu

ctg
Leu

gga
Gly
110

gat
Asp

cgc
Arg

Ala

tgc
Cys

gag
Glu
190

gcc
Ala

aag
Lys

ctg
Leu

cac
His

aca
Thr
270

act
Thr

Tttt
Phe

tac
Tyr

Ala

cat
His

cct
Pro
95

ccc
Pro

ccc
Pro

tgc
Cys

Ala

ccc
Pro
175

caa
GIn

gtg
Val

Ala

ccc
Pro

acg
Thr
255

gat
Asp

cct
Pro

act
Thr
335

gtg
Val
80

gct
Ala

cac
His

Ala

ttc
Phe

cca
Pro
160

gac
Asp

gac
Asp

aag
Lys
240

gga
Gly

gat
Asp

cca
Pro

cca
Pro

gtg
Val
320

gag
Glu

ctt
Leu

ctg
Leu

ctg
Leu
145

gcc
Ala

tot
Cys

cag
GIn

Ala

gcc
Ala
225

cat
His

Ala

cct
Pro

Glu

aaa
Lys
305

ctg
Leu

ctg
Leu

gac
Asp

cct
Pro

cct
Pro
130

cat
His

tgc
Cys

gtg
Val

Ala

agc
Ser
210

tcg
Ser

ctt
Leu

ttc
Phe

agt
Ser

ttg
Leu
290

cgc
Arg

Ccdg
Arg

agc
Ser

cct
Pro

cct
Pro

ccc
Pro
115

gcg
Ala

gac
Asp

ctc
Leu

Ala

tcc
Ser
195

ttc
Phe

gtc
Val

gta
Val

gcc
Ala
275

ggt
Gly

agg
Arg

gtg
Val

atc
lle

Page 28

cta
Leu

ttc
Phe

agc
Ser
180

tat
Tyr

agc
Ser

ttc
Phe

tcc
Ser

tac
Tyr
260

ctg
Leu

gac
Asp

cgc
Arg

Ala

gcc
Ala
340

ctg
Leu
85

tgc
Cys

gac
Asp

gtc
Val

Glu

tca
Ser
165

cca
Pro

ttc
Phe

cca
Pro

Ala

tac
Tyr
245

ttc
Phe

cac
His

tat
Tyr

Ccgg
Arg

cac

His
325

gag g

Glu

aag
Lys

cag
GIn

aca
Thr

agt
Ser

ccc
Pro
150

gcc
Ala

ttg
Leu

tac
Tyr

cgc
Arg

ccg
Pro
230

agt
Ser

ctg
Leu

aca
Thr

Ccgg
Arg

999
Gly
310

tcc
Ser

tct
Ser

acg
Thr

gac
Asp

tgt
Cys
135

caa
GIn

cac
His

tca
Ser
215

ggc
Gly

att
Ile

act
Thr

cgc
Arg

gag
Glu
295

gcc
Ala

Ala

cag
GIn

gtc
Val

tgt
Cys

aca
Thr
120

ggc
Gly

cat
His

acc
Thr

gca
Ala
200

gtg
Val

Tttt
Phe

gta
Val

ctg
Leu
280

ctg
Leu

cca
Pro

cca
Pro

cag
GIn

gca
Ala
105

aag
Lys

tcc
Ser

aca
Thr

aac
Asn

cgt
Arg
185

tcc
Ser

tct
Ser

gtg
Val

tac
Tyr

cag
GIn
265

gca
Ala

gtc
Val

gaa
Glu

gtg
Val

gta
Val
345

531

579

627

675

723

771

819

867

915

963

1011

1059

1107

1155

1203

1251

1299
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cta
Leu

ccc
Pro

att
Ile

ctc
Leu

ccg
Pro
410

cct
Pro

ctg
Leu

aac
Asn

tca
Ser
490

999
Gly

atc
Ile

agg
Arg

cag
GIn

aag
Lys
570

agg
Arg

ttt
Phe

aac
Asn

gat
Asp

Ccgg
Arg
395

cct
Pro

ctg
Leu

ttg
Leu

gtc
Val

gag
Glu
475

ctg
Leu

gac
Asp

caa
GIn

Ala

cag
GIn
555

ctt
Leu

ctg
Leu

cct
Pro

tct
Ser

gag
Glu
380

cga
Arg

aca
Thr
460

ctg
Leu

tgg
Trp
540

aag
Lys

act
Thr

acc
Thr

gag
Glu

gtc
Val

gtc
Val
365

ggt
Gly

ctg
Leu

gtc
Val

cca
Pro
445

gtg
Val

gtc
Val

gac
Asp

cta
Leu

cct
Pro
525

cat
His

gag
Glu

gag
Glu

ctg
Leu

gga
Gly
605

Tttt
Phe
350

gtc
Val

gtg
Val

ctc
Leu

gaa
Glu

agt
Ser
430

gta
Val

agg
Arg

agt
Ser

ctc
Leu
510

ggc
Gly

ttc
Phe

tgt
Cys

ttc
Phe

tgt
Cys
590

acc
Thr

gtg
Val

tot
Cys

gac
Asp

gcc
Ala
415

agc
Ser

cag
GIn

cac
His

tca
Ser

999
€]
495

Tttt
Phe

tgc
Cys

atg
Met

cct
Pro

cac
His
575

ggc
Gly

cat
His

act
Thr

Ala

cgc
Arg

ttc
Phe
400

ctc
Leu

agc
Ser

gtc
Val

atg
Met

cta
Leu
480

cag

y GIn

Ala

cgc
Arg

tcc
Ser

cag
GIn

ggc

ttc
Phe

tot
Cys
385

ttc
Phe

agc
Ser

ttc
Phe

act
Thr

ggc
Gly
465

aac
Asn

ccc
Pro

tct
Ser

cac
His

tot
Cys
545

tcc

y Ser

cac
His

aac
Asn

gtc
Val

aag
Lys

ccc
Pro
370

tot
Cys

cag
GIn

ccc
Pro

tca
Ser

gca
Ala
450

aca
Thr

tac
Tyr

gtg
Val

ttc
Phe
530

ggc
Gly

tgg
Trp

agt
Ser

ttc
Phe

act
Thr
610

gat
Asp
355

att
lle

tcg
Ser

aac
Asn

cgt
Arg
435

ttg
Leu

atg
Met

ttg
Leu

cag
GIn

gac
Asp
515

ctg
Leu

tgg
Trp

caa
GIn

tac
Tyr
595

gtg
Val

Page 29

gac
Asp

tcc
Ser

ccc
Pro

acc
Thr
420

gtg
Val

tat
Tyr

gat
Asp

ctg
Leu

Ccdgg
Arg
500

cag
GIn

acc
Thr

togt
Cys

cag
GIn

cct
Pro
580

ctt
Leu

ctg
Leu

cca
Pro

agt
Ser
405

agc
Ser

gac
Asp

gtg
Val

tat
Tyr
485

gat
Asp

gtt
Val

tgt
Cys

gac
Asp
565

cta
Leu

cac
His

caa
GIn

cct
Pro

ctg
Leu

gtc
Val
390

ttt
Phe

tgc
Cys

cta
Leu

aca
Thr

cgt
470

gtg
Val

gtc
vVal

ttc
Phe

aac
Asn
550

cac
His

agg
Arg

cct
Pro

agt
Ser

gac
Asp
375

cat
His

tgc
Cys

cgc
Arg

ttc
Phe

cgc
Arg
455

atc

g lle

tcc
Ser

agt
Ser

cag
GIn

cgt
Arg
535

atg
Met

tgc
Cys

tct
Ser

ccc
Pro
615

gtg
Val
360

aca
Thr

cca
Pro

ccc
Pro

cac
His

aat
Asn
440

ctt
Leu

ctg
Leu

aac
Asn

cgt
Arg

gta
Val
520

tgc
Cys

tgc
Cys

cca
Pro

agt
Ser

ggt
Gly
600

tgc
Cys

aac
Asn

ttc
Phe
425

999
Gly

gac
Asp

cag
GIn

ttc
Phe

ctt
Leu
505

cct
Pro

cta
Leu

cct
Pro

aca
Thr
585

ctg
Leu

Ccgg
Arg

1347

1395

1443

1491

1539

1587

1635

1683

1731

1779

1827

1875

1923

1971

2019

2067

2115
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cca
Pro

ttt
Phe

gtg
Val
650

aag
Lys

atg
Met

agc
Ser

agt
Ser
730

agt
Ser

tgg
Trp

aac
Asn

act
Thr

gtg
Val
810

ctt
Leu

ctg
Leu

cgc
Arg

aag
Lys

ctg
Leu

gta
Val
635

999
Gly

cac
His

cgg

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

cct
Pro

ttc
Phe

cca
Pro

acc
Thr
700

gct

g Ala

ccc
Pro

ttc
Phe

ggc
780

gca
Ala

agc
Ser

gaa
Glu

cta
Leu
860

gag
Glu

aag
Lys

gag
Glu

acc
Thr

Ccgg
Arg

gtg
Val
685

tgt
Cys

gtg
Val

cag
GIn

ctt
Leu

cag
GIn
765

tac

y Tyr

tgg
Trp

agg
Arg

tat
Tyr

cga
Arg
845

ccc
Pro

gag
Glu

gac
Asp

Tttt
Phe

aac
Asn

gta
Val
670

ctg
Leu

ctc
Leu

ctg
Leu

ctt
Leu

agc
Ser
750

tac
Tyr

atc
Ile

cac
His

tgt
Cys

gtg
Val
830

999
Gly

cca
Pro

cat
His

agc
Ser

Glu

gtc
Val
655

gac
Asp

ata
Ile

act
Thr

gtc
Val

tta
Leu
735

ctg
Leu

aga
Arg

aac
Asn

tta
Leu

gag
Glu
815

gtc
Val

gat
Asp

ccc
Pro

Ala

tca
Ser

tot
Cys
640

agc
Ser

ctt
Leu

aat
Asn
720

tot
Cys

cag
GIn

Glu

tcc
Ser

gtg
Val
800

agg
Arg

cga
Arg

cat
His

att
Ile
880

aaa
Lys
625

gaa
Glu

ctc
Leu

acc
Thr

gtg
Val

gaa
Glu
705

ggg
Gly

Ala

gtg
Val

gac
Asp

cac
His
785

ctg
Leu

cag
GIn

gac
Asp

cca
Pro
865

aag
Lys

ctc
Leu

ctg
Leu

acc
Thr

tcc
Ser

caa
GIn
690

ggc
Gly

act
Thr

aca
Thr

cct
Pro
770

atc
lle

tca
Ser

ctt
Leu

ccc
Pro

gct
Ala
850

ccc
Pro

Tttt
Phe

aga cca
Arg Pro

gag ccc
Glu Pro

gtg act
Val Thr
660

gtg ctg
Val Leu
675

ccc ctc
Pro Leu

cag agt
GIn Ser

gag tgt
Glu Cys

ccc cct
Pro Pro
740

ggt gcc
Gly Ala
755

gtc gtg
Val Val

acc atc
Thr l1le

ttc cat
Phe His

cca gag
Pro Glu
820

cag gga
GIn Gly

835

ggc ttt
Gly Phe

agt gcc
Ser Ala

gag tat
Glu Tyr
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gtg
Val

ttg
Leu
645

aac
Asn

aga
Arg

Tttt
Phe

ctg
Leu

ctg
Leu
725

999
Gly

cag
GIn

cta
Leu

tgt
Cys

gac
Asp
805

cag
GIn

tgg
Trp

aca
Thr

aac
Asn

att
lle
885

ccc
Pro
630

ggc
Gly

atg
Met

tct
Ser
710

cta
Leu

Ala

gta
vVal

ctg
Leu

cta
Leu
870

999
Gly

cgg
Arg

acc
Thr

cca
Pro

ttc
Phe

cca
Pro
695

gta
Val

Ala

acg
Thr

cct
Pro

atc
Ile
775

cag
GIn

ctt
Leu

ctg
Leu

cct
Pro
855

gtt
Val

ctg
Leu

g
Ala
8

aaa
Lys

cag
GIn

ccg
Pro

tct
Ser
680

Ccgg
Arg

ggt
Gly
760

agc
Ser

cat
His

agg
Arg

tgc
Cys

gac
Asp

ggc
Gly
665

ttc
Phe

acc
Thr

gtc
Val

gcc
Ala
745

tcc
Ser

ccc
Pro

cta
Leu

cgc
Arg
825

aat
Asn

ttt
Phe

ctg
Leu

2163

2211

2259

2307

2355

2403

2451

2499

2547

2595

2643

2691

2739

2787

2835

2883

2931
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gtg
Val
890

cag
GIn

ctg
Leu

Glu

cca
Pro

gct
Ala
970

cag
GIn

act
Thr

tac
Tyr

acc
Thr

tcc
Ser

ctg
Leu

cat
His

cac
His

aat
Asn

atg
Met

Ala

cac
His
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tcg
Ser

Glu

ccc
Pro

ttc
Phe

agc
Ser

cag
GIn

gac
Asp

tac
Tyr

ctc
Leu

gat
Asp

cct
Pro

cga
Arg

cta
Leu

cac
His

cct
Pro

cca
Pro

Ccgag
Arg
1135

att
Ile
1150

Tttt
Phe
1165

aag
Lys
1180

gag
Glu
1195

gtc
Val
1210

cgc
Arg
1225

agg
Arg
1240

tgg
Trp
1255

ccc
Pro
1270

cag
GIn
1285

tgc
Cys
1300

gtg
Val
1315

tat
Tyr
1330

gtg
Val
1345

cag
GIn
1360

ccc
Pro
1375
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ttc
Phe

tca
Ser

cta
Leu

ctg
Leu

ttc
Phe

ttc
Phe

cct
Pro

tgg
Trp

ctg
Leu

gat
Asp

cat
His

ctg
Leu

ctg
Leu

tcc
Ser

ctg
Leu

ttc
Phe

gac
Asp

cca
Pro

acc
Thr

cta
Leu

gac
Asp

cag
GIn

gat
Asp

tgc
Cys

ccc
Pro

ttg
Leu

cct
Pro

cag
GIn

cac
His

aca
Thr

aag
Lys

gtc
val

acc
Thr

cta
Leu

ctc
Leu

tac
Tyr

Ala

gta
val

ctg
Leu

agg
Arg

act
Thr

ccc
Pro

cag
GIn

gta
val

aga
Arg

gtc
val

aaa
Lys

aag
Lys

aca
Thr

tct
Ser

tgt
Cys

gac
Asp

aag
Lys

aca
Thr

agt
Ser

agc
Ser

tga

3673

3718

3763

3808

3853

3898

3943

3988

4033

4078

4123

4168

4213

4258

4303

4348

4393
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ccaaagccct
gctgcctctg
ggccactgaa
catttttgta
tccagcagtg
tattcgagca
<210>
<211>

<212>
<213>

47

1378
PRT
Mus
<400> 47

Met Gly Leu
1

Leu Leu Arg

Ile Pro

35

Arg

Ser Phe

50

Pro

Asp Ser Thr

65

Val Leu Gly

Gly Asn

Gly Pro

115

Gly Leu Pro

130

Phe
145

Leu

Pro Ala Cys

Asp Cys Val

gagtaggcca
ggcctaggac
ggtgggaaac
gcatgtattt
atcacagaga

Caaaaaaaaa

musculus

Pro Leu Pr

5

Leu Ser Al

20

Tyr Ala Al

Ser Ala Gl

Al
70

Asn Ser

Pro Asp Le

85

Pro
100

Gly Cy

Pro Lys As

Ala Leu Va

Glu Gl

15

Leu

Phe
165

Leu Se

Ala
180

Ser Pr

caggcactag
aagcctcagc
cgggcccatt
atgtaatgtc
tactacagta

aaaaaaa

atctgctaag
atggaaaacc
tgagcccctc
tgttttgtac

taaaataata

o Leu

a Ala

a Ser

y Gly
55

a Val

u GIn

s GIn

p Thr

1 Ser

135

u Pro
0

r Ala

o Leu

Leu

Ser

Arg

40

Arg

Phe

Phe

Thr

Arg

Asn

Gly

GIn

Thr

25

Asp

Val

Val

lle

Cys

105

Thr

Gly

Gly

Asn

Thr
185

Ser Ser

10

Asn Leu

Phe Ser

GIn Ala
Ala Thr

Glu
90

Asn

Ala Ser

Leu Val

Ser Thr

Ala
155

Lys

Asn
170

Lys

Arg Val
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tggccttgag
tccactcttt
gttccagcat
ctgtttcgga

taaataaata

Leu Leu Leu

GIn
30

Asn Trp

Val Lys

45

Tyr

Thr
60

Ala Ala

Arg Asn

Leu Thr Thr

Pro
110

Cys Gly

Val
125

Leu Met

Leu GIn

140

Gly

Leu Leu

Pro Glu Ala

Thr VvVal Val

190

caaattacaa
agctttctgg
gagccagtga
atacagagga

aatgaatgaa

Met
15

Leu
Cys Pro
Val Val
Tyr Glu

His
80

Leu

Gly Pro

95

Gly Pro

Glu Pro

Arg Cys

Ala Ala

160

Cys Thr

175

Glu GIn

4453
4513
4573
4633
4693
4720
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Gly

Ala

Asp

225

Lys

Gly

Pro

Pro

Pro

305

val

Glu

Thr

Ala

Tyr

385

Asp

Ala

Ala

Lys

Ala

210

Thr

Tyr

Asp

Pro

Glu

290

Leu

Leu

Val

Phe

370

Cys

Phe

Ser

Ser

Val
450

Ala

195

Ser

Ser

Leu

Phe

Ser

275

Arg

GIn

Ser

Lys

355

Pro

Cys

Phe

Gly

Phe

435

Thr

Ser

Phe

Gly

Ala

Val

260

Ala

Gly

Arg

Ala

Ile

340

Asp

GIn
Pro
420

Thr

Ala

Tyr

Ser

Phe

Ser

245

Tyr

Leu

Asp

Arg

Ala

325

Ser

Gly

Tyr

Ser

Thr

405

Ser

Arg

Leu

Phe

Pro

GIn

230

Tyr

Phe

Tyr

Arg

310

His

Glu

Gly

His

Ser

390

Pro

Ser

Val

Tyr

Arg

215

Pro

Leu

Leu

Thr

Arg

295

Gly

Ser

Gly

Ser

Leu

375

Asn

Ser

Arg

Asp

Val
455

Val

200

Ser

Gly

lle

Thr

Arg

280

Glu

Ala

Ala

GIn

Gly

Asn

Ser

Phe

Cys

Leu

440

Thr

Ala

Val

Phe

Lys

Val

265

Leu

Leu

Pro

Pro

Glu

345

Met

Ser

Cys

His

425

Phe

Arg

Ser

Ser

Pro

Tyr

250

GIn

Val

Val

Glu

Val

330

Val

Gly

Leu

Ser

Pro

410

Tyr

Asn

Leu
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Ser

lle

Ser

235

Val

Pro

Arg

Leu

Gly

315

Asp

Leu

Pro

lle

Leu

395

Asn

Phe

Gly

Gly

Leu

Arg

220

Leu

Tyr

lle

Leu

Asp

Thr

Ala

Phe

Asn

Glu

380

Leu

Pro

Pro

Leu

Asn
460

Asp

205

Arg

Ser

Ser

Ser

Asn

285

Cys

GIn

Lys

Gly

Ser

365

Glu

Ser

Pro

Leu

Leu

445

Val

Pro

Leu

Val

Phe

Val

270

Ala

Pro

Leu

Val

350

Val

Gly

Arg

Gly

Met

430

Gly

Thr

Glu

Lys

Leu

His

255

Thr

Val

Phe

Tyr

Ala

335

Phe

Val

Val

Gly

Gly

415

Val

Ser

Val

Leu

Ser

Pro

240

Ser

Ser

Glu

Pro

320

Val

Val

Cys

Glu

Leu

400

Glu

Val

Ala
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His

465

Ser

Gly

Phe

Cys

Met

545

Pro

Tyr

Gly

Ser
625

Glu

Glu

Thr

Thr

705

val

Met

Leu

GIn

Ala

Arg

530

Gly

Gly

Pro

Ser

GIn

610

Ser

Cys

Ser

Gly

Ser

690

Leu

Asn

Gly

Asn

Pro

Ser

515

Cys

Ser

Ser

Glu

Leu

Ile

675

Glu

Gly

Thr

Tyr

Val

500

Gly

Phe

Gly

Trp

Ser

580

Phe

Thr

Pro

Leu

Val

660

Ser

Lys

Gly

Thr

Val

Leu

485

Asp

Leu

Trp

GIn

565

Gly

Tyr

Val

Arg

Glu

645

Ile

Val

Pro

GIn

GIn
725

Asp

Leu

Arg

GIn

Thr

Cys

550

GIn

Pro

Leu

Gly

Pro

630

Pro

Thr

GIn

Asp

Ser

710

Cys

Gly

Tyr

Asp

Val

Cys

535

Gly

Asp

Leu

Arg

GIn

615

Gly

Leu

Asn

Glu

Phe

695

Leu

Arg

Arg

Val

Val

Phe

520

Trp

Asp

Arg

Pro

600

Ser

Ser

Val

Met

Gly

Gly

Ser

Leu

Val

Ser

Ser

505

Lys

Arg

Arg

Cys

Gly

585

Asp

Pro

Leu

Thr

Pro

665

Phe

Pro

Glu

Leu GIn
475

Asn Phe
490

Arg Leu

Val Pro

Cys Leu

Cys Asp
555

Pro Pro
570

Thr Thr

Asp Val

Cys Arg

Lys Glu
635

GIn Ala
650

Ala Gly

Ser Phe

Arg Ala

Ala Thr
715

GIn Vval
730
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vVal

Ser

Gly

lle

Arg

540

Arg

Glu

Arg

Val

Leu

620

Phe

Val

Lys

Val

Gly

Ser

Asn

Glu

Leu

Asn

GIn

525

Ala

GIn

Ile

Leu

Pro

605

Leu

Ile

Gly

Glu
685
Gly

Arg

Glu

Ile

Gly

Asp

Gly

GIn

Lys

Ser

Thr

590

Glu

Pro

GIn

Thr

Phe

670

Pro

Thr

Ala

Glu

Ala

Ser

495

Leu

Pro

Arg

Glu

Glu

575

Leu

Gly

Lys

Glu

Thr

655

Arg

Val

Tyr

Ala

GIn
735

Arg

480

Ser

Leu

Gly

Phe

Cys

560

Phe

Cys

Thr

Asp

Leu

640

Asn

Val

Leu

Leu

Leu

720

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

Leu GIn 1le Gly Gly Ala Glu Val Pro Gly Ser Trp Thr Phe His Tyr
755 760 765

Lys Glu Asp Pro lle Val Leu 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 Glu Ser Arg Cys
805 810 815

Ala Gly GIn Phe VvVal Glu GIn GIn 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 Val
835 840 845

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 Arg Ala Gly Leu 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 GIn His Glu
900 905 910

Leu Arg Gly Asp Val Val lle Cys Pro Leu Pro Pro Ser Leu GIn 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

Ile Leu Leu Ile 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
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Ser

Thr

Leu

Asn

val

Gly

Pro

Gly

val

Glu

Arg

Phe

Arg

Glu

Ser

Gly
1010

Ser
1025

Asp
1040

Glu
1055

Phe
1070

GIn
1085

GIn
1100

Leu
1115

Pro
1130

Asp
1145

1160

Tyr
1175

Asn
1190

Gly
1205

GIn
1220

Ser
1235

Phe
1250

Ala

Val

Arg

GIn

Gly

Thr

Glu

Glu

Leu

Asp

Leu

Cys

Leu

Leu

Gly

Pro

Pro

Met

Val

Val

His

Val

Gly

Leu

Leu

Ala

Met

Ala

Arg

GIn

Val

Asn

Leu

Leu

Val

Val

Cys

Glu

Pro

Leu

Arg

Val

Glu

Leu

Thr

Leu

Leu

Leu

Tyr

Ala

Ala

Asn

Pro

Phe

Ser

GIn

Asp

Gly

Ala

Tyr

Leu

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

Thr

Glu

Thr

Gly

Lys

Leu

Leu

Val

Arg

Gly

Phe

Ser

Leu

Leu

Phe

Glu

Ser Ser

Glu Ser

Val Lys

Asp GIn

Glu Tyr

Ser Leu

Arg Glu

Ala Leu

Leu Leu

Ser Pro

Leu GIn

Val His

Phe Thr

Asp Lys

Pro val

Thr Thr

Leu Leu

Page

Glu

lle

Asp

vVal

Thr

Ser

Gly

lle

Pro

GIn

Val

Arg

val

Glu

Lys

Lys

Thr

48

Ser
1020

Arg
1035

Val
1050

lle
1065

Asp
1080

Arg
1095

Leu
1110

Gly
1125

Tyr
1140

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

GIn

Lys

Ala

Thr

Met

Met

Arg

Pro

Gly

Ala

Ala

Ser

Ala

Val

Ala

Gly

Asp

Pro

Gly

GIn

Glu

Arg

Leu

His

Thr

Met

Ala

Asp

Val

Leu

Trp

Pro
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Pro Tyr Pro His Ile Asp Pro Phe Asp Leu Ser His
1265 1270 1275

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

Tyr His Val Met Leu Arg Cys Trp Glu Ala Asp Pro
1295 1300 1305

Pro Thr Phe Arg Ala Leu Val Leu Glu Val Lys GIn
1310 1315 1320

Ser Leu Leu Gly Asp His Tyr Val GIn Leu Thr Ala
1325 1330 1335

Asn Val Gly Pro Arg Ala Val Asp Asp Gly Ser Val
1340 1345 1350

GIn vVal GIn Pro Ser Pro GIn His Cys Arg Ser Thr
1355 1360 1365

Arg Pro Leu Ser Glu Pro Pro Leu Pro Thr
1370 1375

<210> 48

<211> 1413

<212> DNA

<213> Artificial Sequence

<220>

<223> MOR07919 heavy chain

<220>

<221> CDS

<222> (1)..(1413)

<400> 48

atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gca gct

Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala

1 5 10

gtc ctg tcc cag gtg caa ttg gtt cag agc ggc gcg gaa

Val Leu Ser GIn Val GIn Leu Val GIn Ser Gly Ala Glu

20 25
ccg ggc gaa agc ctg aaa att agc tgc aaa ggt tcc gga
Pro Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly
35 40 45

act aat tat tgg att tct tgg gtg cgc cag atg cct ggg

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 agc tat acc

Glu Trp Met Gly Phe lle Tyr Pro Asp Asp Ser Tyr Thr

65 70 75

ccg agc ttt cag ggc cag gtg acc att agc gcg gat aaa
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Phe

Asp

Ala

Val

Ala

Pro

Ser

ccc
Pro

gtg
val
30

tat
Tyr

aag
Lys

cgt
Arg

agc

Leu

Ser

Ala

Val

Tyr

Pro

Lys

aga
Arg
15

aaa
Lys

tcc
Ser

tat
Tyr

att

Ala

Leu

Arg

Ala

Val

Glu

Pro

tgg
Trp

aaa
Lys

Tttt
Phe

ctc
Leu

tct
Ser
80

agc

48

96

144

192

240

288
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Pro

acc
Thr

tat
Tyr

cat
His

ggt
Gly
145

ggc
Gly

gtg
val
225

aaa
Lys

ctc
Leu

acc
Thr

gtg
val
305

agc
Ser

ctg
Leu

gcc

Ser

Ala

tat
Tyr

tgg
Trp
130

cca
Pro

aca
Thr

acg
Thr

ccg
Pro

acc
Thr
210

aat
Asn

tct
Ser

ctg
Leu

ctc
Leu

agc
Ser
290

gag
Glu

acg
Thr

aat
Asn

CCC

Phe

tat
Tyr

tgc
Cys
115

ggc
Gly

tcg
Ser

gct
Ala
195

gtg
val

cac
His

tgt
Cys

atg
Met
275

cac
His

GIn

ctt
Leu
100

gcg
Ala

caa
GIn

gtc
val

tcg
Ser
180

gtc
val

ccc
Pro

aag
Lys

gac
Asp

gga
Gly
260

atc
Ile

cat
His

Ccgg
Arg

aag
Lys
340

gag

Gly
85

caa
GIn

cgt
Arg

ttc
Phe

ctg
Leu
165

tgg
Trp

cta
Leu

tcc
Ser

ccc
Pro

aaa
Lys
245

ccg
Pro

tcc
Ser

gac
Asp

aat
Asn

gtg
val
325

gag
Glu

aaa

GIn

tgg
Trp

Tttt
Phe

acc
Thr

ccc
Pro
150

ggc
Gly

aac
Asn

cag
GIn

agc
Ser

agc
Ser
230

act
Thr

tca
Ser

Ccgg
Arg

cct
Pro

gcc
Ala
310

gtc
Val

tac
Tyr

acc

Val

agc
Ser

tct
Ser

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

Thr

agc
Ser

tat
Tyr
120

gtg
Val

tca
Ser
200

ttg
Leu

acc
Thr

aca
Thr

ttc
Phe

cct
Pro
280

gtc
Val

aca
Thr

gtc
Val

tgc
Cys

tcc

ctg
Leu
105

cgt
Arg

acg
Thr

ccc
Pro

gtc
Val

gcc
Ala
185

gga
Gly

aag
Lys

tgc
Cys

ctc
Leu
265

gag
Glu

aag
Lys

aag
Lys

ctc
Leu

aag
Lys
345

aaa

Ser
90

aaa
Lys

cat
His

gtt
Val

tcc
Ser

aag
Lys
170

ctg
Leu

ctc
Leu

acc
Thr

cca
Pro
250

ttc
Phe

gtc
Val

ttc
Phe

ccg
Pro

acc
Thr
330

gtc
Val

Ala

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

Ccdag
Arg
315

gtc
Val

tcc
Ser

Asp

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

Lys

gat
Asp

gat
Asp
125

gcc
Ala

agc
Ser

ttc
Phe

ctc
Leu
205

tac
Tyr

aga
Arg

cca
Pro

aaa
Lys

gtg
Val
285

tac
Tyr

Glu

cac
His

aaa
Lys

cag

Ser

acg
Thr
110

atg
Met

tcc
Ser

acc
Thr

ccc
Pro

gtg
val
190

agc
Ser

atc
Ile

gtt
val

Ala

ccc
Pro
270

gtg
val

cag
GIn

cag
GIn

gcc
Ala
350

CCC

Ile
95

gcc
Ala

gat
Asp

acc
Thr

tct
Ser

gaa
Glu
175

cac
His

agc
Ser

tgc
Cys

Glu

cct
Pro
255

aag
Lys

gac
Asp

tac
Tyr

gac
Asp
335

ctc
Leu

cga

Ser

atg
Met

gat
Asp

aag
Lys

999
Gly
160

ccg
Pro

acc
Thr

gtg
val

aac
Asn

ccc
Pro
240

gaa
Glu

gac
Asp

gac
Asp

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
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Ala Pro

cca cag
Pro GIn
370

cag gtc
GIn Vval
385

gcc gtg
Ala Val

acg cct
Thr Pro

ctc acc
Leu Thr

tcc gtg
Ser Val
450

tcc ctg
Ser Leu
465

<210>
<211>
<212>
<213>

<220>
<223>

<400>

Ile
355

gtg
val

agc
Ser

Glu

ccc
Pro

gtg
val
435

atg
Met

tct
Ser

49
470
PRT

Glu

tac
Tyr

ctg
Leu

tgg
Trp

gtg
val
420

gac
Asp

cat
His

ccg
Pro

Lys

acc
Thr

acc
Thr

gag
Glu
405

ctg
Leu

aag
Lys

Thr

ctg
Leu

tgc
Cys
390

agc
Ser

gac
Asp

agc
Ser

Ala

aaa
Lys
470

ccc
Pro
375

ctg
Leu

aat
Asn

tcc
Ser

agg
Arg

ctg
Leu
455

tga

Artificial Sequence

Synthetic Construct

49

Met Lys His Leu Trp

1

Val Leu

Pro Gly

Thr Asn
50

Glu Trp
65

Pro Ser

Thr Ala

Ser

Glu

35

Tyr

Met

Phe

Tyr

GIn

20

Ser

Trp

Gly

GIn

Leu
100

5

val

Leu

Phe

Gly
85

GIn

Phe

GIn

Lys

Ser

Ile

70

GIn

Trp

Phe

Leu

Ile

Trp

55

Tyr

Val

Ser

Ser
360

cca
Pro

gtc
Val

gac
Asp

tgg
Trp
440

cac
His

Leu

Val

Ser

40

Val

Pro

Thr

Ser

Lys

tcc
Ser

aaa
Lys

cag
GIn

ggc
Gly
425

cag
GIn

aac
Asn

Leu

GIn

25

Cys

Arg

Asp

Leu
105

Ala Lys

Ccgg gag
Arg Glu

ggc ttc
Gly Phe
395

ccg gag
Pro Glu
410

tcc ttc
Ser Phe

cag ggg
GIn Gly

cac tac
His Tyr

Leu Val
10

Ser Gly

Lys Gly

GIn Met

Asp Ser
75

Ser Ala
90

Lys Ala

Page 51

Gly

gag
Glu
380

tat
Tyr

aac
Asn

ttc
Phe

aac
Asn

acg
Thr
460

Ala

Ala

Ser

Pro

60

Tyr

Asp

Ser

GIn
365

atg
Met

ccc
Pro

aac
Asn

ctc
Leu

gtc
Val
445

cag
GIn

Ala

Glu

Gly

45

Gly

Thr

Lys

Asp

Pro

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

agc
Ser

tca
Ser

agc
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
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Tyr

Gly

145

Gly

val

Phe

val

val

225

Lys

Leu

Thr

val

val

305

Ser

Leu

Ala

Pro

Tyr

Trp

130

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

Cys

Gly

Met

275

val

Tyr

Gly

Ile

355

val

Ala

GIn

val

Ala

Ser

180

val

Pro

Lys

Asp

Gly

260

Glu

Arg
Lys
340

Glu

Tyr

Arg

Gly

Phe

Leu

165

Trp

Leu

Ser

Pro

Lys

245

Pro

Ser

Asp

Asn

Val

325

Glu

Lys

Thr

Phe

Thr

Pro

150

Gly

Asn

GIn

Ser

Ser

230

Thr

Ser

Arg

Pro

Ala

310

Val

Tyr

Thr

Leu

Ser

Leu

135

Leu

Cys

Ser

Ser

Ser

215

Asn

Val

Thr

Glu

295

Lys

Ser

Lys

Pro
375

Tyr

120

Val

Ala

Leu

Gly

Ser

200

Leu

Thr

Thr

Phe

Pro

280

Val

Thr

Val

Cys

Ser

360

Pro

Arg

Thr

Pro

Val

Ala

185

Gly

Gly

Lys

Cys

Leu

265

Glu

Lys

Lys

Leu

Lys

345

Lys

Ser

His Tyr

Val Ser

Ser Ser
155

Lys Asp
170

Leu Thr

Leu Tyr

Thr GIn

Val Asp
235

Pro Pro
250

Phe Pro

Val Thr

Phe Asn

Pro Arg

315

Thr Val
330

Val Ser

Ala Lys

Arg Glu

Page 52

Leu

Ser

140

Lys

Tyr

Ser

Ser

Thr

220

Lys

Cys

Pro

Cys

Trp

300

Glu

Leu

Asn

Gly

Glu
380

Asp

125

Ala

Ser

Phe

Gly

Leu

205

Tyr

Arg

Pro

Lys

val

285

Tyr

Glu

Lys

GIn
365

Met

Met

Ser

Thr

Pro

val

190

Ser

val

Ala

Pro

270

val

val

GlIn

GlIn

Ala

350

Pro

Thr

Asp

Thr

Ser

Glu

175

Ser

Cys

Glu

Pro

255

Lys

val

Asp

Tyr

Asp

335

Leu

Arg

Lys

Asp

Lys

Gly

160

Pro

Thr

val

Asn

Pro

240

Glu

Asp

Asp

Gly

Asn

320

Trp

Pro

Glu

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

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 Thr Val Asp Lys Ser Arg Trp GIn 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> MORO7692, MOR07923, MOR07924, MOR07925 and MOR07926 heavy chain

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

<400> 50

atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gca gct ccc aga tgg 48
Met Lys His Leu Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp

1

gtc ctg tcc cag gtg caa ttg gtg gaa agc ggc ggc ggc ctg gtg caa 96
Val Leu Ser GIn Val GIn Leu Val Glu Ser Gly Gly Gly Leu Val GIn
20 25 30

CCg ggc ggc agc ctg cgt ctg agc tgc gcg gcc tcc gga ttt acc ttt 144
Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe
35 40 45

aat tct tat tct atg tct tgg gtg cgc caa gcc cct ggg aag ggt ctc 192
Asn Ser Tyr Ser Met Ser Trp Val Arg GIn Ala Pro Gly Lys Gly Leu
50 55 60

gag tgg gtg agc tat atc tct tct cgt tct agc act acc tat tat gcg 240
Glu Trp Val Ser Tyr lle Ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala
65 70 75 80

gat agc gtg aaa ggc cgt ttt acc att tca cgt gat aat tcg aaa aac 288
Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn
85 90 95

acc ctg tat ctg caa atg aac agc ctg cgt gcg gaa gat acg gcc gtg 336

Thr Leu Tyr Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val
100 105 110
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tat
Tyr

ttc
Phe
145

ctg
Leu

tgg
Trp

cta
Leu

tcc
Ser

ccc
Pro
225

aaa
Lys

ccg
Pro

tcc
Ser

gac
Asp

aat
Asn
305

gtg
Val

aaa
Lys

acc
Thr

tat
Tyr

acc
Thr
130

ccc
Pro

aac
Asn

cag
GIn

agc
Ser
210

agc
Ser

act
Thr

tca
Ser

Ccgg
Arg

cct
Pro
290

gcc
Ala

gtc
Val

tac
Tyr

acc
Thr

ctg
Leu
370

tgc
Cys
115

ctg
Leu

ctg
Leu

tgc
Cys

tca
Ser

tcc
Ser
195

agc
Ser

aac
Asn

cac
His

gtc
Val

acc
Thr
275

gag
Glu

aag
Lys

agc
Ser

aag
Lys

atc
Ile
355

ccc
Pro

Ala

gtg
Val

ctg
Leu

ggc
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

acg
Thr

ccc
Pro

gtc
Val
165

gcc

y Ala

aag
Lys

tgc
Cys
245

ctc
Leu

aag
Lys

aag
Lys

ctc
Leu
325

aag
Lys

aaa
Lys

tcc
Ser

gtt
Val

tcc
Ser
150

aag
Lys

ctg
Leu

ctc
Leu

acc
Thr

gtg
Val
230

cca
Pro

ttc
Phe

gtc
Val

ttc
Phe

ccg
Pro
310

acc
Thr

gtc
Val

Ala

Ccdgg
Arg

tat
Tyr

agc
Ser
135

tcc
Ser

gac
Asp

acc
Thr

tac
Tyr

cag
GIn
215

gac
Asp

ccg
Pro

ccc
Pro

aca
Thr

aac
Asn
295

Ccdg
Arg

gtc
Val

tcc
Ser

aaa
Lys

gag
Glu
375

Tttt
Phe
120

tca
Ser

aag
Lys

tac
Tyr

agc
Ser

tcc
Ser
200

acc
Thr

aag
Lys

tgc
Cys

cca
Pro

tgc
Cys
280

tgg
Trp

ctg
Leu

aac
Asn

cat
His

Ala

agc
Ser

ttc
Phe

ggc
185

ctc
Leu

tac
Tyr

aga
Arg

cca
Pro

aaa
Lys
265

gtg
Val

tac
Tyr

Glu

cac
His

aaa
Lys
345

cag
GIn

atg
Met

ggt atg
Gly Met

tcc acc
Ser Thr

acc tct
Thr Ser
155

ccc gaa
Pro Glu
170

gtg cac

y 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 gtg
Val Val

gtg gac
Val Asp

cag tac
GIn Tyr
315

cag gac
GIn Asp
330

gcc ctc
Ala Leu

ccc cga
Pro Arg

acc aag
Thr Lys
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gat
Asp

aag
Lys
140

999
Gly

ccg
Pro

acc
Thr

gtg
Val

aac
Asn
220

ccc
Pro

gac
Asp

gac
Asp

ggc
Gly
300

aac
Asn

tgg
Trp

cca
Pro

Glu

aac
Asn
380

tat
Tyr
125

ggt
Gly

ttc
Phe

gtg
Val
205

gtg
Val

aaa
Lys

ctc
Leu

acc
Thr

gtg
Val
285

gtg
Val

agc
Ser

ctg
Leu

cca
Pro
365

cag
GIn

tgg
Trp

cca
Pro

aca
Thr

acg
Thr

ccg
Pro
190

acc
Thr

aat
Asn

tct
Ser

ctg
Leu

ctc
Leu
270

agc
Ser

acg
Thr

aat
Asn

ccc
Pro
350

cag
GIn

gtc
Val

gtg
Val
175

gct
Ala

cac
His

tgt
Cys

999
Gly
255

atg
Met

cac
His

tac
Tyr

ggc
Gly
335

atc
Ile

agc
Ser

caa
GIn

gtc
Val

gcc
Ala
160

tcg
Ser

gtc
Val

ccc
Pro

aag
Lys

gac
Asp
240

gga
Gly

atc
Ile

gaa
Glu

cat
His

Ccgg
Arg
320

aag
Lys

gag
Glu

tac
Tyr

ctg
Leu

384

432

480

528

576

624

672

720

768

816

864

912

960

1008

1056

1104

1152
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acc
Thr
385

gag
Glu

ctg
Leu

aag
Lys

gag
Glu

ggt
Gly
465

tgc
Cys

agc
Ser

gac
Asp

agc
Ser

gct
Ala
450

aaa
Lys

<210>
<211>
<212>
<213>

<220>
<223>

<400>

ctg
Leu

aat
Asn

tcc
Ser

agg
Arg
435

ctg
Leu

tga

51

466
PRT

gtc
Val

gac
Asp
420

tgg
Trp

cac
His

aaa
Lys

cag
GIn
405

ggc
Gly

cag
GIn

aac
Asn

ggc
Gly
390

ccg
Pro

tcc
Ser

cag
GIn

cac
His

ttc
Phe

Glu

ttc
Phe

tac
Tyr
455

Artificial Sequence

Synthetic Construct

51

Met Lys His
1

vVal

Pro

Asn

Glu

65

Asp

Thr

Tyr

Gly

Leu

Gly

Ser

50

Trp

Ser

Leu

Tyr

Thr

Ser

Gly

35

Tyr

Val

Val

Tyr

Cys

115

Leu

Leu

GIn

20

Ser

Ser

Ser

Lys

Leu

100

Ala

Val

Trp
5

Val
Leu
Met
Tyr
Gly
GIn
Arg

Thr

Phe

GIn

Arg

Ser

Ile

70

Arg

Met

Gly

Val

Phe

Leu

Leu

Trp

55

Ser

Phe

Asn

Tyr

Ser

tat
Tyr

aac
Asn

ttc
Phe

aac
Asn
440

acg
Thr

Leu

Val

Ser

40

Val

Ser

Thr

Ser

Phe

120

Ser

ccc
Pro

aac
Asn

ctc
Leu
425

gtc
Val

cag
GIn

Leu

Glu

25

Cys

Arg

Arg

lle

Leu

105

Ala

agc gac
Ser Asp
395

tac aag
Tyr Lys
410

tac agc
Tyr Ser

ttc tca
Phe Ser

aag agc
Lys Ser

Leu Val
10

Ser Gly

Ala Ala

GIn Ala

Ser Ser

75

Ser Arg
90

Arg Ala

Gly Met

Ser Thr
Page 55

atc
lle

acc
Thr

aag
Lys

tgc
Cys

ctc
Leu
460

Ala

Gly

Ser

Pro

60

Thr

Asp

Glu

Asp

Lys

Ala

acg
Thr

ctc
Leu

tcc
Ser
445

tcc
Ser

Ala

Gly

Gly

Gly

Thr

Asn

Asp

Tyr

125

Gly

cct
Pro

acc
Thr
430

gtg
Val

ctg
Leu

Pro

Leu

30

Phe

Lys

Tyr

Ser

Thr

110

Trp

Pro

ccc
Pro
415

gtg
Val

atg
Met

tct
Ser

Arg

15

Val

Thr

Gly

Tyr

Lys

95

Ala

Gly

Ser

tgg
Trp
400

gtg
Val

gac
Asp

cat
His

ccg
Pro

Trp

GIn

Phe

Leu

Ala

80

Asn

Val

GIn

Val

1200

1248

1296

1344

1392

1401
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Phe

145

Leu

Trp

Leu

Ser

Pro

225

Lys

Pro

Ser

Asp

Asn

305

val

Glu

Lys

Thr

Thr

385

Glu

130

Pro

Gly

Asn

GIn

Ser

210

Ser

Thr

Ser

Arg

Pro

290

Ala

Val

Tyr

Thr

Leu

370

Cys

Ser

Leu

Cys

Ser

Ser

195

Ser

Asn

Val

Thr

275

Glu

Lys

Ser

Lys

Ile

355

Pro

Leu

Asn

Ala

Leu

Gly

180

Ser

Leu

Thr

Thr

Phe

260

Pro

Val

Thr

Val

Cys

340

Ser

Pro

Val

Gly

Pro

Val

165

Ala

Gly

Gly

Lys

Cys

245

Leu

Glu

Lys

Lys

Leu

325

Lys

Lys

Ser

Lys

GIn

Ser

150

Lys

Leu

Leu

Thr

Val

230

Pro

Phe

Val

Phe

Pro

310

Thr

Val

Ala

Arg

Gly

390

Pro

135

Ser

Asp

Thr

Tyr

GIn

215

Asp

Pro

Pro

Thr

Asn

295

Arg

Val

Ser

Lys

Glu

375

Phe

Glu

Lys

Tyr

Ser

Ser

200

Thr

Lys

Cys

Pro

Cys

280

Trp

Glu

Leu

Asn

Gly

Glu

Tyr

Asn

Ser

Phe

Gly

185

Leu

Tyr

Arg

Pro

Lys

265

Val

Tyr

Glu

Lys

345

GIn

Met

Pro

Asn

Thr Ser
155

Pro Glu
170

Val His

Ser Ser

Ile Cys

Val Glu
235

Ala Pro
250

Pro Lys

Val Val

Val Asp

GIn Tyr
315

GIn Asp
330

Ala Leu

Pro Arg

Thr Lys

Ser Asp

395

Tyr Lys
Page 56

140

Gly

Pro

Thr

Val

Asn

220

Pro

Glu

Asp

Trp

Pro

Glu

Asn

380

lle

Thr

Gly

Val

Phe

Val

205

Val

Lys

Leu

Thr

vVal

285

vVal

Ser

Leu

Ala

Pro

365

GIn

Ala

Thr

Thr

Thr

Pro

190

Thr

Asn

Ser

Leu

Leu

270

Ser

Glu

Thr

Asn

Pro

350

GIn

Val

Val

Pro

Ala

Val

175

Ala

Val

His

Cys

Gly

255

Met

Val

Tyr

Gly

335

Ile

Val

Ser

Glu

Pro

Ala

160

Ser

Val

Pro

Lys

Asp

240

Gly

Ile

Glu

Arg

320

Lys

Glu

Tyr

Leu

Trp

400

Val
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405

Leu Asp Ser Asp Gly Ser Phe Phe
420

Lys Ser Arg Trp GIn GIn Gly
435

Asn
440

Leu
425

Val

410

Tyr Ser

Phe Ser

Lys

Cys

Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu

450

Gly Lys
465

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg gcc
Met Ala
1

tcc tgg
Ser Trp

cca ggt
Pro Gly

aag tat
Lys Tyr
50

gtg att
val Ile
65

agc gga
Ser Gly

cag gcg
GIn Ala

gag ttt
Glu Phe

cag ccc
GIn Pro
130

52
702
DNA

455

Artificial Sequence

MOR0O7919 light chain

CDS
Q).-.

52

tgg
Trp

gct
Ala

cag
GIn
35

gtt
val

tat
Tyr

tcc
Ser

act
Thr
115

aag
Lys

(702)

gat
Asp
20

acc
Thr

cat
His

cgt
Arg

aac
Asn

gac
Asp
100

tat
Tyr

ctg
Leu

atc
Ile

tgg
Trp

gat
Asp

agc
Ser
85

gaa
Glu

gtg
val

Ala

ctg
Leu

Glu

cgt
Arg

tac
Tyr

aat
Asn
70

ggc
Gly

Ala

Tttt
Phe

ccc
Pro

ctc
Leu

ctg
Leu

atc
Ile

cag
GIn
55

aag
Lys

aac
Asn

gat
Asp

tcg
Ser
135

ctc
Leu

acc
Thr

tcg
Ser
40

cag
GIn

cgt
Arg

acc
Thr

tat
Tyr

ggc
Gly
120

gtc
Val

acc
Thr

cag
GIn
25

tgt
Cys

aaa
Lys

ccc
Pro

Ala

tat
Tyr
105

ggc
Gly

act
Thr

ctc ctc
Leu Leu
10

ccg cct
Pro Pro

agc ggc
Ser Gly

ccc ggg
Pro Gly

tca ggc
Ser Gly
75

acc ctg
Thr Leu
90

tgc cag
Cys GIn

acg aag
Thr Lys

ctg ttc
Leu Phe
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460

act
Thr

tca
Ser

gat
Asp

cag
GIn
60

atc
Ile

acc
Thr

tct
Ser

tta
Leu

ccg
Pro
140

415

Leu Thr val Asp

Ser
445

Ser

cag
GIn

tct
Ser
45

gcg
Ala

ccg
Pro

att
Ile

tat
Tyr

acc
Thr
125

ccc
Pro

430

Val

Leu

agc
Ser
30

ctt
Leu

cca
Pro

Glu

agc
Ser

gat
Asp
110

gtc
val

tcc
Ser

Met

Ser

aca
Thr
15

gtt
Val

gtt
Val

cgc
Arg

ggc
Gly
95

gct
Ala

cta
Leu

tct
Ser

His

Pro

tct
Ser

ctt
Leu

Tttt
Phe
80

act
Thr

act
Thr

48

96

144

192

240

288

336

384

432
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gag
Glu
145

tac
Tyr

aag
Lys

tac
Tyr

cac
His

aag
Lys
225

ctt
Leu

ccg
Pro

aga
Arg
210

aca
Thr

<210>
<211>
<212>
<213>

<220>
<223>

<400>

caa
GIn

gcc
Ala
195

agc
Ser

53
233
PRT

gtg
val
180

agc
Ser

tac
Tyr

aac
Asn

gtg
Val
165

gag
Glu

agc
Ser

agc
Ser

cct
Pro

aag
Lys
150

aca
Thr

acc
Thr

tat
Tyr

tgc
Cys

aca
Thr
230

acc
Thr

ctg
Leu

cag
GIn
215

gaa
Glu

Artificial Sequence

Synthetic Construct

53

Met Ala Trp Ala Leu

1

Ser

Pro

Lys

val

65

Ser

GlIn

Glu

Trp

Gly

Tyr

50

Ile

Gly

Ala

Phe

Ala

GIn

35

val

Tyr

Ser

Glu

Thr
115

Asp

20

Thr

His

Arg

Asn

Asp

100

Tyr

5

Ile

Ala

Trp

Asp

Ser

85

Glu

val

Leu

Glu

Arg

Tyr

Asn

70

Gly

Ala

Phe

Leu

Leu

GIn

55

Lys

Asn

Asp

Gly

aca
Thr

Ala

aca
Thr

agc
Ser
200

gtc
Val

tgt
Cys

Leu

Thr

Ser

40

GIn

Arg

Thr

Tyr

Gly
120

ctg
Leu

tgg
Trp

ccc
Pro
185

ctg
Leu

acg
Thr

tca
Ser

Thr

GIn

25

Cys

Lys

Pro

Ala

Tyr

105

Gly

aag
Lys
170

tcc
Ser

acg
Thr

cat
His

tag

Leu

10

Pro

Ser

Pro

Ser

Thr

90

Cys

Thr

Page 58

tgt
Cys
155

gca
Ala

aaa
Lys

cct

Pro

Glu

Leu

Pro

Gly

Gly

Gly

75

Leu

GIn

Lys

ctc
Leu

gat
Asp

caa
GlIn

999
Gly
220

Thr

Ser

Asp

GIn

60

Ile

Thr

Ser

Leu

ata
Ile

agc
Ser

agc
Ser

cag
GIn
205

agc
Ser

GIn

val

Ser

45

Ala

Pro

Ile

Tyr

Thr
125

agt
Ser

agc
Ser

aac
Asn
190

tgg
Trp

acc
Thr

Gly

Ser

30

Leu

Pro

Glu

Ser

Asp

110

val

gac
Asp

ccc
Pro
175

aac
Asn

aag
Lys

Thr

15

val

Gly

val

Arg

Gly

95

Ala

Leu

ttc
Phe
160

gtc
val

aag
Lys

tcc
Ser

Gly

Ser

Leu

Phe

80

Thr

Thr

Gly

480

528

576

624

672

702
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GlIn

Glu

145

Tyr

Lys

Tyr

Lys
225

Pro

130

Leu

Pro

Ala

Ala

Arg

210

Thr

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg gtg ttg

Met

gtt
Val

ccg
Pro
65

gcg
Ala

agc
Ser

Val

gcc
Ala

tct
Ser

tct
Ser
50

cgt
Arg

cgt
Arg

agc
Ser

Lys

GIn

Gly

Gly

Ala

195

Ser

val

54
708
DNA

Ala

Ala

Ala

val

180

Ser

Tyr

Ala

Ala

Asn

Val

165

Glu

Ser

Ser

Pro

Pro

Lys

150

Thr

Thr

Tyr

Cys

Thr
230

Ser

135

Ala

Val

Thr

Leu

GIn

215

Glu

Artificial Sequence

MOR0O7692 light chain

CcDS
Q)..

54
Leu

tac
Tyr

ccg
Pro
35

Tttt
Phe

cta
Leu

Tttt
Phe

ctg
Leu

(708)

cag
GIn

999
Gly
20

ggc
Gly

gat
Asp

tta
Leu

agc
Ser

gaa
Glu

acc
Thr

gat
Asp

gaa
Glu

tat
Tyr

att
Ile

ggc
Gly
85

cct
Pro

cag
GIn

atc
Ile

cgt
Arg

ctg g

Leu

tat
Tyr
70

tct
Ser

Glu

gtc
Val

gtg
Val

gac
Asp

Val

Thr

Ala

Thr

Ser
200

Val

Cys

ttc
Phe

ctg
Leu

acc
Thr
40

tgg
Trp

Ala

tcc
Ser

Tttt
Phe

Thr

Leu

Trp

Pro
185

Leu

Thr

Ser

att
lle

acc
Thr
25

ctg
Leu

tac
Tyr

tct
Ser

Leu Phe

Val Cys
155

Lys Ala
170

Ser Lys

Thr Pro

His Glu

tct ctg
Ser Leu
10

cag agc
GIn Ser

agc tgc
Ser Cys

cag cag
GIn GIn

aat cgt
Asn Arg
75

acg gat
Thr Asp
90

act tat
Thr Tyr

Page 59

Pro
140

Leu

Asp

GlIn

Glu

Gly
220

ttg
Leu

ccg
Pro

aga
Arg

aaa
Lys
60

gca
Ala

Tttt
Phe

tat
Tyr

Pro

Ile

Ser

Ser

GIn
205

Ser

ctc
Leu

Ala

gcg
Ala
45

cca
Pro

act
Thr

acc
Thr

tgc
Cys

Ser

Ser

Ser

Asn
190

Trp

Thr

tgg
Trp

acc
Thr
30

agc
Ser

ctg
Leu

cag
GIn

Ser

Asp

Pro
175

Asn

Lys

val

atc
Ile
15

ctg
Leu

cag
GIn

caa
GIn

gtc
Val

acc
Thr
95

cag
GIn

Glu

Phe
160

val

Lys

Ser

Glu

tct
Ser

agc
Ser

tct
Ser

ccg
Pro
80

att
Ile

tat
Tyr

48

96

144

192

240

288

336
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tat aat
Tyr Asn

cgt acg
Arg Thr
130

cag ttg
GIn Leu
145

tat ccc
Tyr Pro

tcg ggt
Ser Gly

acc tac
Thr Tyr

aaa cac
Lys His
210

ccc gtc
Pro Vval
225

<210>
<211>
<212>
<213>

<220>
<223>

<400>

Met Val
1

atg
Met
115

gtg
Val

aaa
Lys

aga
Arg

aac
Asn

agc
Ser
195

aaa
Lys

aca
Thr

55
235
PRT

100

cct tat
Pro Tyr

tct gga
Ser Gly

gag gcc
Glu Ala
165

tcc cag
Ser GIn
180

ctc agc
Leu Ser

gtc tac
Val Tyr

aag agc
Lys Ser

acc ttt
Thr Phe

cca tct
Pro Ser
135

act gcc
Thr Ala
150

aaa gta
Lys Val

gag agt
Glu Ser

agc acc
Ser Thr

gcc tgc
Ala Cys
215

ttc aac
Phe Asn
230

Artificial Sequence

Synthetic Construct

55

Leu

GIn Thr
5

Gly Ala Tyr Gly Asp
20

Leu Ser

Val Ser
50

Pro Arg
65

Ala Arg

Pro

35

Phe

Leu

Phe

Gly Glu

Asp Tyr

Leu Ile

Ser Gly
85

GIn Vval
Ile Vval
Arg Ala

Leu Gly
55

Tyr Gly
70

Ser Gly

ggc
Gly
120

gtc
Val

tct
Ser

cag
GIn

gtc
Val

ctg
Leu
200

gaa
Glu

agg
Arg

Phe

Leu

Thr

40

Trp

Ala

Ser

105
cag
GIn

ttc
Phe

gtt
Val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
Val

lle

Thr

25

Leu

Tyr

Ser

Gly

ggt acg
Gly Thr

atc ttc
l1le Phe

gtg tgc
Val Cys
155

aag gtg
Lys Val
170

gag cag
Glu GIn

ctg agc
Leu Ser

acc cat
Thr His

gag tgt
Glu Cys
235

Ser Leu
10

GIn Ser

Ser Cys

GIn GIn

Asn Arg

Thr Asp
90

Page 60

aaa
Lys

ccg
Pro
140

ctg
Leu

gat
Asp

gac
Asp

aaa
Lys

cag
GIn
220

tag

Leu

Pro

Arg

Lys

60

Ala

Phe

gtt
Val
125

cca
Pro

ctg
Leu

aac
Asn

agc
Ser

gca
Ala
205

ggc
Gly

Leu

Ala

Ala

45

Pro

Thr

Thr

110
gaa
Glu

tct
Ser

aat
Asn

aag
Lys
190

gac
Asp

ctg
Leu

Trp

Thr

30

Ser

Gly

Gly

Leu

att
Ile

gat
Asp

aac
Asn

ctc
Leu
175

gac
Asp

tac
Tyr

agc
Ser

Ile

15

Leu

GIn

GIn

Val

Thr
95

aaa
Lys

gag
Glu

ttc
Phe
160

caa
GIn

agc
Ser

gag
Glu

tcg
Ser

Ser

Ser

Ser

Pro
80

Ile

384

432

480

528

576

624

672

708
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Rectangle


Ser

Tyr

Arg

GIn

145

Tyr

Ser

Thr

Lys

gtt
Val

ccg

Ser

Asn

Thr

130

Leu

Pro

Leu

Met

115

Val

Lys

Arg

Gly Asn

Tyr

His
210

tct
Ser

tct
Ser
50

cgt

Ser
195

Thr

56
708
DNA

Glu

100

Pro

Ala

Ser

Glu

Ser

180

Leu

Val

Lys

Pro

Ala

Gly

Ala

165

GIn

Ser

Ser

Glu

Thr

Pro

Thr

150

Lys

Glu

Ser

Ala

Phe
230

Asp

Phe

Ser

135

Ala

Val

Ser

Thr

Cys

215

Asn

Artificial Sequence

MOR07923 light chain

ccg
Pro
35

Tttt
Phe

cta

(708)

cag
GIn

gat
Asp

tta

acc
Thr

g gat

Asp

Glu

tat
Tyr

att

cag
GIn

atc
Ile

cgt
Arg

ctg
Leu

tat

gtc
Val

ggt
Gly
55

ggt

Phe

Gly

Val

Ser

GIn

Val

Leu
200

Glu

Arg

ttc
Phe

ctg
Leu

acc
Thr
40

tgg
Trp

gct

Ala
105

GIn

Phe

Val

Trp

Thr
185

Thr

Val

Gly

att
Ile

acc
Thr
25

ctg
Leu

tac
Tyr

tct

Thr Tyr Tyr

Gly Thr Lys

Ile Phe Pro
140

Val Cys Leu
155

Lys Val Asp
170

Glu GIn Asp

Leu Ser Lys

Thr His GIn
220

Glu Cys
235

tct ctg ttg
Ser Leu Leu
10

cag agc ccg
GIn Ser Pro

agc tgc aga
Ser Cys Arg

cag cag aaa
GIn GIn Lys
60

aat cgt gca
Page 61

Cys

Val
125

Pro

Leu

Asn

Ser

Ala
205

Gly

ctc
Leu

Ala

gcg
Ala
45

cca
Pro

act

GIn
110

Glu

Ser

Asn

Ala

Lys
190

Asp

Leu

tgg
Trp

acc
Thr
30

agc
Ser

GIn

Ile

Asp

Asn

Leu
175

Asp

Tyr

Ser

atc
Ile
15

ctg
Leu

cag
GIn

caa
GIn

gtc

Tyr

Lys

Glu

Phe

160

GIn

Ser

Glu

Ser

tct
Ser

agc
Ser

tct
Ser

48

96

144

192

240


bhang
Rectangle


Pro Arg
65

gcg cgt
Ala Arg

agc agc
Ser Ser

ctt att
Leu Ile

cgt acg
Arg Thr
130

cag ttg
GIn Leu
145

tat ccc
Tyr Pro

tcg ggt
Ser Gly

acc tac
Thr Tyr

aaa cac
Lys His
210

ccc gtc
Pro val
225

<210>
<211>
<212>
<213>

<220>
<223>

<400>

Met Val
1

Leu

Tttt
Phe

ctg
Leu

gtt
val
115

gtg
val

aaa
Lys

aga
Arg

aac
Asn

agc
Ser
195

aaa
Lys

aca
Thr

57
235
PRT

Leu

agc
Ser

gaa
Glu
100

cct
Pro

tcc
Ser
180

ctc
Leu

gtc
val

aag
Lys

Ile

ggc
Gly
85

cct
Pro

Tttt
Phe

gcc
Ala
165

cag
GIn

agc
Ser

tac
Tyr

agc
Ser

Tyr
70

tct
Ser

Glu

acc
Thr

cca
Pro

act
Thr
150

aaa
Lys

ttc
Phe
230

gac
Asp

Tttt
Phe

tct
Ser
135

gcc
Ala

gta
Val

agt
Ser

acc
Thr

tgc
Cys
215

aac
Asn

Artificial Sequence

Synthetic Construct

57

Leu GIn Thr GIn Vval

5

Gly Ala Tyr Gly Asp lle Vval
20

Leu Ser Pro Gly Glu Arg Ala

35

Val Ser Phe Asp Tyr Leu Gly

50

55

Ala ¢

tcc
Ser

Tttt
Phe

ggc
Gly
120

gtc
Val

tct
Ser

cag
GIn

gtc
Val

ctg
Leu
200

gaa
Glu

agg
Arg

Phe

Leu

Thr

40

Trp

gcg
Ala
105
cag
GIn

ttc
Phe

gtt
Val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
Val

Ile
Thr
25

Leu

Tyr

Asn Arg Ala
75

acg gat ttt
Thr Asp Phe
90

acc tat tat
Thr Tyr Tyr

ggt acg aaa
Gly Thr Lys

atc ttc ccg
Ile 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

235

Ser Leu Leu
10

GIn Ser Pro

Ser Cys Arg

GIn GIn Lys
60

Page 62

Thr

acc
Thr

tgc
Cys

gtt
Val
125

cca
Pro

ctg
Leu

aac
Asn

agc
Ser

gca
Ala
205

ggc
Gly

Leu

Ala

Ala

45

Pro

Gly

ctg
Leu

Tttt
Phe
110
gaa
Glu

tct
Ser

aat
Asn

Ala

aag
Lys
190

gac
Asp

ctg
Leu

Trp
Thr

30

Ser

Gly

val

acc
Thr
95

cag
GIn

att
Ile

gat
Asp

aac
Asn

ctc
Leu
175

gac
Asp

tac
Tyr

agc
Ser

Ile
15
Leu

GIn

GIn

Pro
80

att
Ile

tat
Tyr

aaa
Lys

ttc
Phe
160

caa
GIn

agc
Ser

tcg
Ser

Ser

Ser

Ser

Ala

288

336

384

432

480

528

576

624

672

708
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Pro Arg
65

Ala Arg

Ser Ser

Leu Ile

Arg Thr
130

GIn Leu
145

Tyr Pro

Ser Gly

Thr Tyr

Lys His
210

Pro val
225

<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>

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

GIn

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 light chain

CDS

(1)--(708)

58

atg gtg ttg cag acc cag gtc
Leu GIn Thr GIn Val

Met Val
1

5

ggt gcc tac ggg gat atc gtg
Gly Ala Tyr Gly Asp lle Val
20

Ala

Ser

Phe

Gly

120

Val

Ser

GIn

Val

Leu

200

Glu

Arg

ttc
Phe

ctg
Leu

Ser

Gly

Ala

105

GIn

Phe

Val

Trp

Thr

185

Thr

Val

Gly

att
lle

acc
Thr
25

Asn

Thr

90

Thr

Gly

Ile

Val

Lys

170

Glu

Leu

Thr

Glu

tct
Ser
10

cag
GIn

Page 63

Arg

75

Asp

Tyr

Thr

Phe

Cys

155

Val

GIn

Ser

His

Cys
235

ctg
Leu

agc
Ser

Ala

Phe

Tyr

Lys

Pro

140

Leu

Asp

Asp

Lys

GIn
220

ttg
Leu

ccg
Pro

Thr

Thr

Cys

Val

125

Pro

Leu

Asn

Ser

Ala

205

Gly

ctc
Leu

Ala

Gly

Leu

Phe

110

Glu

Ser

Asn

Ala

Lys
190

Asp

Leu

tgg
Trp

acc
Thr
30

val

Thr
95

GIn

Asp

Asn

Leu
175

Asp

Tyr

Ser

atc
Ile
15

ctg
Leu

Pro

80

Tyr

Lys

Glu

Phe

160

GIn

Ser

Glu

Ser

tct
Ser

agc
Ser

48

96


bhang
Rectangle


ctg tct
Leu Ser

gtt tct
Val Ser
50

ccg cgt
Pro Arg
65

gcg cgt
Ala Arg

agc agc
Ser Ser

aat att
Asn lle

cgt acg
Arg Thr
130

cag ttg
GIn Leu
145

tat ccc
Tyr Pro

tcg ggt
Ser Gly

acc tac
Thr Tyr

aaa cac
Lys His
210

ccc gtc
Pro Vval
225

<210>
<211>
<212>
<213>

<220>
<223>

<400>

ccg
Pro
35

Tttt
Phe

cta
Leu

Tttt
Phe

ctg
Leu

aat
Asn
115

gtg
Val

aaa
Lys

aga
Arg

aac
Asn

agc
Ser
195

aaa
Lys

aca
Thr

59
235
PRT

gat
Asp

tta
Leu

agc
Ser

gaa
Glu
100

cct
Pro

tct
Ser

gag
Glu

tcc
Ser
180

ctc
Leu

gtc
Val

aag
Lys

gaa
Glu

tat
Tyr

att
Ile

ggc
Gly

cct
Pro

Tttt
Phe

gcc
Ala
165

cag
GIn

agc
Ser

tac
Tyr

agc
Ser

cgt
Arg

ctg g

Leu

tat
Tyr
70

tct
Ser

acc
Thr

cca
Pro

act
Thr
150

aaa
Lys

Glu

agc
Ser

Ala

ttc
Phe
230

gac
Asp

Tttt
Phe

tct
Ser
135

gcc
Ala

gta
Val

agt
Ser

acc
Thr

tgc
Cys
215

aac
Asn

Artificial Sequence

Synthetic Construct

59

acc
Thr
40

tgg
Trp

tcc
Ser

Tttt
Phe

ggc
Gly
120

gtc
Val

tct
Ser

cag
GIn

gtc
Val

ctg
Leu
200

gaa
Glu

agg
Arg

ctg
Leu

tac
Tyr

tct
Ser

gcg
Ala
105

cag
GIn

ttc
Phe

gtt
Val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
Val

agc
Ser

cag
GIn

aat
Asn

acg
Thr
90

acc
Thr

atc
lle

gtg
Val

aag
Lys
170

gag
Glu

ctg
Leu

acc
Thr

tgc
Cys

cag
GIn

cgt
Arg
75

gat
Asp

tat
Tyr

acg
Thr

ttc
Phe

tgc
Cys
155

gtg
Val

cag
GIn

agc
Ser

cat
His

togt
Cys
235

aga
Arg

aaa
Lys
60

gca
Ala

Tttt
Phe

tat
Tyr

aaa
Lys

ccg
Pro
140

ctg
Leu

gat
Asp

gac
Asp

aaa
Lys

cag
GIn
220

tag

gcg
Ala

cca
Pro

act
Thr

acc
Thr

tgc
Cys

gtt
vVal
125

cca
Pro

ctg
Leu

aac
Asn

agc
Ser

gca
Ala
205

ggc
Gly

agc cag
Ser GIn

cag cag
GIn GIn
110

gaa att
Glu lle

tct gat
Ser Asp

aat aac
Asn Asn

gcc ctc
Ala Leu
175

aag gac
Lys Asp
190

gac tac
Asp Tyr

ctg agc
Leu Ser

tct
Ser

ccg
Pro
80

att
Ile

tat
Tyr

aaa
Lys

gag
Glu

ttc
Phe
160

caa
GIn

agc
Ser

gag
Glu

tcg
Ser

Met Val Leu GIn Thr GIn Val Phe Ile 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

Page 64

144

192

240

288

336

384

432

480

528

576

624

672

708
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Leu Ser

Val Ser
50

Pro Arg
65

Ala Arg

Ser Ser

Asn lle

Arg Thr
130

GIn Leu
145

Tyr Pro

Ser Gly

Thr Tyr

Lys His
210

Pro Vval
225

<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

GIn

Ser

Ser

Arg

Leu

Tyr

70

Ser

Glu

Thr

Pro

Thr

150

Lys

Glu

Ser

Ala

Phe
230

Ala

Gly

Gly

Gly

Asp

Phe

Ser

135

Ala

Val

Ser

Thr

Cys

215

Asn

Artificial Sequence

MORO7925 light chain

CDS

(1)--(708)

Thr

40

Trp

Ala

Ser

Phe

Gly

Val

Ser

GIn

Val

Leu

200

Glu

Arg

25

Leu

Tyr

Ser

Gly

Ala

105

GIn

Phe

Val

Trp

Thr

185

Thr

Val

Gly

Ser

GIn

Asn

Thr

90

Thr

Gly

lle

Val

Lys

170

Glu

Leu

Thr

Glu

Cys

GIn

Arg

75

Asp

Tyr

Thr

Phe

Cys

155

Val

GIn

Ser

Cys
235

Page 65

Arg

Lys

60

Ala

Phe

Tyr

Lys

Pro

140

Leu

Asp

Lys

GIn
220

Ala

45

Pro

Thr

Thr

Cys

vVal

125

Pro

Leu

Asn

Ser

Ala

205

Gly

30

Ser

Gly

Gly

Leu

GIn

110

Glu

Ser

Asn

Ala

Lys

190

Asp

Leu

GIn

GIn

Val

Thr

95

GIn

Ile

Asp

Asn

Leu

175

Asp

Tyr

Ser

Ser

Ala

Pro

80

Tyr

Lys

Glu

Phe

160

GIn

Ser

Glu

Ser
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<400>

atg
Met

gtt
val

ccg
Pro
65

gcg
Ala

agc
Ser

Tttt
Phe

cgt
Arg

cag
GlIn
145

tat
Tyr

tcg
Ser

acc
Thr

aaa
Lys

ccc
Pro
225

gtg
val

gcc
Ala

tct
Ser

tct
Ser
50

cgt
Arg

cgt
Arg

agc
Ser

aat
Asn

acg
Thr
130

ttg
Leu

ccc
Pro

tac
Tyr

cac
His
210

gtc
val

<210>
<211>
<212>
<213>

<220>

60
ttg
Leu

tac
Tyr

ccg
Pro
35

Tttt
Phe

cta
Leu

Tttt
Phe

ctg
Leu

cct
Pro
115

gtg
val

aaa
Lys

aga
Arg

aac
Asn

agc
Ser
195

aaa
Lys

aca
Thr

61
235
PRT

cag
GIn

gat
Asp

tta
Leu

agc
Ser

gaa
Glu
100

cct
Pro

tcc
Ser
180

ctc
Leu

gtc
val

aag
Lys

acc
Thr

gat
Asp

Glu

tat
Tyr

att
Ile

ggc
Gly
85

cct
Pro

cat
His

gcc
Ala
165

cag
GIn

agc
Ser

tac
Tyr

agc
Ser

cag
GIn

atc
Ile

cgt
Arg

ctg 9

Leu

tat
Tyr
70

tct
Ser

Glu

acc
Thr

cca
Pro

act
Thr
150

aaa
Lys

ttc
Phe
230

gtc
Val

gac
Asp

Tttt
Phe

tct
Ser
135

gcc
Ala

gta
Val

agt
Ser

acc
Thr

tgc
Cys
215

aac
Asn

Artificial Sequence

ttc
Phe

ctg
Leu

acc
Thr
40

tgg
Trp

Ala

tcc
Ser

Tttt
Phe

ggc
Gly
120

gtc
Val

tct
Ser

cag
GIn

gtc
Val

ctg
Leu
200

gaa
Glu

agg
Arg

att
Ile

acc
Thr
25

ctg
Leu

tac
Tyr

tct
Ser

gcg
Ala
105

cag
GIn

ttc
Phe

gtt
Val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
Val

tct
Ser
10

cag
GIn

agc
Ser

cag
GIn

aat
Asn

acg
Thr
90

acc
Thr

aag
Lys
170

gag
Glu

ctg
Leu

acc
Thr

Page 66

ctg
Leu

agc
Ser

tgc
Cys

cag
GIn

cgt
Arg
75

gat
Asp

tat
Tyr

acg
Thr

ttc
Phe

tgc
Cys
155

gtg
Val

cag
GIn

agc
Ser

cat
His

tgt
Cys
235

ttg
Leu

ccg
Pro

aga
Arg

aaa
Lys
60

gca
Ala

Tttt
Phe

tat
Tyr

aaa
Lys

ccg
Pro
140

ctg
Leu

gat
Asp

gac
Asp

aaa
Lys

cag
GIn
220

tag

ctc
Leu

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

ggc
Gly

tgg
Trp

acc
Thr
30

agc
Ser

ctg
Leu

ctt
Leu
110

gaa
Glu

tct
Ser

aat
Asn

Ala

aag
Lys
190

gac
Asp

ctg
Leu

atc
Ile
15

ctg
Leu

cag
GIn

caa
GIn

gtc
Val

acc
Thr
95

cag
GIn

att
Ile

gat
Asp

aac
Asn

ctc
Leu
175

gac
Asp

tac
Tyr

agc
Ser

tct
Ser

agc
Ser

tct
Ser

ccg
Pro
80

att
Ile

tat
Tyr

aaa
Lys

ttc
Phe
160

caa
GIn

agc
Ser

tcg
Ser

48

96

144

192

240

288

336

384

432

480

528

576

624

672

708
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<223>

<400>

Met

1

Gly

Leu

val

Pro

65

Ala

Ser

Phe

Arg

GlIn

145

Tyr

Ser

Thr

Lys

Pro
225

val

Ala

Ser

Ser

50

Arg

Arg

Ser

Asn

Thr

130

Leu

Pro

Gly

Tyr

His

210

val

<210>
<211>
<212>
<213>

Synthetic Construct

61

Leu

Tyr

Pro

35

Phe

Leu

Phe

Leu

Pro

115

val

Lys

Arg

Asn

Ser

195

Lys

Thr

62
708
DNA

GIn

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

Ala

Gly

Ala

165

GIn

Ser

Tyr

Ser

GIn

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

Artificial Sequence

Phe

Leu

Thr

40

Trp

Ala

Ser

Phe

Gly

120

Val

Ser

GIn

Val

Leu

200

Glu

Arg

Ile

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 GIn

Asn Arg

75

Thr Asp
90

Thr Tyr
Gly Thr
Ile Phe
Val Cys

155

Lys Val

170

Glu GIn

Leu Ser

Thr His

Glu Cys
235

Page 67

Leu

Pro

Arg

Lys

60

Ala

Phe

Tyr

Lys

Pro

140

Leu

Asp

Asp

Lys

GlIn
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

190

Asp

Leu

Ile

15

Leu

GIn

GIn

val

Thr

95

GIn

Asp

Asn

Leu

175

Asp

Tyr

Ser

Ser

Ser

Ser

Tyr

Lys

Glu

Phe

160

GIn

Ser

Glu

Ser
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<220>
<223>

<220>
<221>
<222>

<400>
atg gtg ttg

Met

gtt
Val

ccg
Pro
65

gcg
Ala

agc
Ser

ctt
Leu

cgt
Arg

cag
GIn
145

tat
Tyr

tcg
Ser

acc
Thr

aaa
Lys

ccc
Pro

Val

gcc
Ala

tct
Ser

tct
Ser
50

cgt
Arg

cgt
Arg

agc
Ser

att
Ile

acg
Thr
130

ttg
Leu

ccc
Pro

tac
Tyr

cac
His
210

gtc
Val

MOR07926 light chain

CcDS
Q)..

62

Leu

tac
Tyr

ccg
Pro
35

Tttt
Phe

cta
Leu

Tttt
Phe

ctg
Leu

atg
Met
115

gtg
Val

aaa
Lys

aga
Arg

aac
Asn

agc
Ser
195

aaa
Lys

aca
Thr

(708)

cag
GIn

999
Gly
20

ggc
Gly

gat
Asp

tta
Leu

agc
Ser

gaa
Glu
100

cct
Pro

tct
Ser

gag
Glu

tcc
Ser
180

ctc
Leu

gtc
Val

aag
Lys

acc
Thr

gat
Asp

gaa
Glu

tat
Tyr

gcc
Ala
165

cag
GIn

agc
Ser

tac
Tyr

agc
Ser

cag
GIn

atc
Ile

cgt
Arg

ctg g

Leu

tat
Tyr
70

tct
Ser

acc
Thr

cca
Pro

act
Thr
150

aaa
Lys

Glu

agc
Ser

Ala

ttc
Phe

gtc
Val

gtg
Val

gac
Asp

Tttt
Phe

tct
Ser
135

gcc
Ala

gta
Val

agt
Ser

acc
Thr

tgc
Cys
215

aac
Asn

ttc
Phe

ctg
Leu

acc
Thr
40

tgg
Trp

Ala

tcc
Ser

Tttt
Phe

ggc
Gly
120

gtc
Val

tct
Ser

cag
GIn

gtc
Val

ctg
Leu
200

gaa
Glu

agg
Arg

att
lle

acc
Thr
25

ctg
Leu

tac
Tyr

tct
Ser

gcg
Ala
105

cag
GIn

ttc
Phe

gtt
Val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
Val

tct
Ser
10

cag
GIn

agc
Ser

cag
GIn

aat
Asn

acg
Thr
90

acc
Thr

atc
lle

gtg
Val

aag
Lys
170

gag
Glu

ctg
Leu

acc
Thr

gag
Glu

Page 68

ctg
Leu

agc
Ser

tgc
Cys

cag
GIn

cgt
Arg
75

gat
Asp

tat
Tyr

acg
Thr

ttc
Phe

tgc
Cys
155

gtg
Val

cag
GIn

agc
Ser

cat
His

togt
Cys

ttg
Leu

ccg
Pro

aga
Arg

aaa
Lys
60

gca
Ala

Tttt
Phe

tat
Tyr

aaa
Lys

ccg
Pro
140

ctg
Leu

gat
Asp

gac
Asp

aaa
Lys

cag
GIn
220

tag

ctc
Leu

Ala

gcg
Ala

cca
Pro

act
Thr

acc
Thr

tgc
Cys

gtt
vVal
125

cca
Pro

ctg
Leu

aac
Asn

agc
Ser

gca
Ala
205

ggc
Gly

tgg
Trp

acc
Thr
30

agc
Ser

ctg
Leu

ttt
Phe
110

gaa
Glu

tct
Ser

aat
Asn

Ala

aag
Lys
190

gac
Asp

ctg
Leu

atc
Ile
15

ctg
Leu

cag
GIn

caa
GIn

gtc
Val

acc
Thr
95

cag
GIn

att
Ile

gat
Asp

aac
Asn

ctc
Leu
175

gac
Asp

tac
Tyr

agc
Ser

tct
Ser

agc
Ser

tct
Ser

ccg
Pro
80

att
Ile

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
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225

<210>
<211>
<212>
<213>

<220>
<223>

<400>
Met Val
1

Gly Ala

Leu Ser

Val Ser
50

Pro Arg
65

Ala Arg

Ser Ser

Leu lle

Arg Thr
130

GIn Leu

145

Tyr Pro

Ser Gly

Thr Tyr

Lys His
210

63
235
PRT

230

Artificial Sequence

Synthetic Construct

63

Leu

Tyr

Pro

35

Phe

Leu

Phe

Leu

Met

115

Val

Lys

Arg

Asn

Ser

195

Lys

GIn

Gly

20

Gly

Asp

Leu

Ser

Glu

100

Pro

Ala

Ser

Glu

Ser

180

Leu

Val

Thr

Asp

Glu

Tyr

Ile

Gly

85

Pro

Phe

Ala

Gly

Ala

165

GIn

Ser

Tyr

GIn

Ile

Arg

Leu

Tyr

70

Ser

Glu

Thr

Pro

Thr

150

Lys

Glu

Ser

Ala

Val

Val

Ala

Gly

Gly

Gly

Asp

Phe

Ser

135

Ala

Val

Ser

Thr

Cys
215

Phe

Leu

Thr

40

Trp

Ala

Ser

Phe

Gly

Val

Ser

GIn

Val

Leu

200

Glu

Thr

25

Leu

Tyr

Ser

Gly

Ala

105

GIn

Phe

Val

Trp

Thr

185

Thr

Val

235

Ser Leu
10

GIn Ser

Ser Cys

GIn GIn

Asn Arg
75

Thr Asp
90

Thr Tyr

Gly Thr

l1le Phe

Val Cys

155

Lys Val
170

Glu GIn

Leu Ser

Thr His

Page 69

Leu

Pro

Arg

Lys

60

Ala

Phe

Tyr

Lys

Pro

140

Leu

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

Phe

110

Glu

Ser

Asn

Ala

Lys

190

Asp

Leu

Ile

Leu

GIn

GIn

Val

Thr

95

GIn

Ile

Asp

Asn

Leu

175

Asp

Tyr

Ser

Ser

Ser

Ser

Lys

Glu

Phe

160

GIn

Ser

Glu

Ser
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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
Trp Phe Phe Leu Leu Leu Val Ala Ala Pro Arg Trp Val Leu Ser GIn
5 10 15 20

gtg caa ttg gtt cag agc ggc gcg gaa gtg aaa aaa ccg ggc 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 ggt tcc gga tat tcc ttt act aat tat tgg 200
Leu Lys lle Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr Asn Tyr Trp
40 45 50

att tct tgg gtg cgc cag atg cct ggg aag ggt ctc gag tgg atg ggc 248
Ile Ser Trp Val Arg GIn Met Pro Gly Lys Gly Leu Glu Trp Met Gly
55 60 65

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 GIn
70 75 80

ggc 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 lle 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 ggc caa 440
Arg Phe Ser Tyr Arg His Tyr Leu Asp Met Asp Asp His Trp Gly GIn
120 125 130

ggc acc ctg gtg acg gtt agc tca gcc tcc acc aag ggt cca tcg gtc 488
Gly Thr Leu Val Thr val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val
135 140 145

cc 536
la

ttc ccc ctg gca ccc tcc tcc aag agc acc tct ggg ggc aca gcg
Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala
150 155 160

>Q
>Q

ctg ggc 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
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Trp

cta
Leu

tcc
Ser

ccc
Pro

aaa
Lys
245

ccg
Pro

tcc
Ser

gac
Asp

aat
Asn

gtg
val
325

gag
Glu

aaa
Lys

acc
Thr

acc
Thr

gag
Glu
405

ctg
Leu

aag
Lys

gag

Asn

cag
GIn

agc
Ser

agc
Ser
230

act
Thr

tca
Ser

Cgg
Arg

cct
Pro

gcc
Ala
310

gtc
Val

tac
Tyr

acc
Thr

ctg
Leu

tgc
Cys
390

agc
Ser

gac
Asp

agc
Ser

gct

Ser

tcc
Ser

agc
Ser
215

aac
Asn

cac
His

gtc
val

acc
Thr

gag
Glu
295

aag
Lys

agc
Ser

aag
Lys

atc
Ile

ccc
Pro
375

ctg
Leu

aat
Asn

tcc
Ser

agg
Arg

ctg

Gly

tca
Ser
200

ttg
Leu

acc
Thr

aca
Thr

ttc
Phe

cct
Pro
280

gtc
val

aca
Thr

gtc
val

tgc
Cys

tcc
Ser
360

cca
Pro

gtc
val

gac
Asp

tgg
Trp
440

cac

Ala
185

gga
Gly

aag
Lys

tgc
Cys

ctc
Leu
265

gag
Glu

aag
Lys

aag
Lys

ctc
Leu

aag
Lys
345

aaa
Lys

tcc
Ser

aaa
Lys

cag
GIn

ggc
Gly
425

cag
GIn

aac

Leu

ctc
Leu

acc
Thr

cca
Pro
250

ttc
Phe

gtc
Val

ttc
Phe

ccg
Pro

acc
Thr
330

gtc
Val

Ala

Ccgg
Arg

ccg
Pro
410

tcc
Ser

cag
GIn

cac

Thr

tac
Tyr

cag
GIn

gac
Asp
235

ccg
Pro

ccc
Pro

aca
Thr

aac
Asn

Ccdgg
Arg
315

gtc
Val

tcc
Ser

aaa
Lys

Glu

ttc
Phe
395

gag
Glu

ttc
Phe

Ser

tcc
Ser

acc
Thr
220

aag
Lys

tgc
Cys

cca
Pro

tgc
Cys

tgg
Trp
300

gag
Glu

ctg
Leu

aac
Asn

gag
Glu
380

tat
Tyr

aac
Asn

ttc
Phe

aac
Asn

acg

Gly

ctc
Leu
205

tac
Tyr

aga
Arg

cca
Pro

aaa
Lys

gtg
Val
285

tac
Tyr

Glu

cac
His

aaa
Lys

cag
GIn
365

atg
Met

ccc
Pro

aac
Asn

ctc
Leu

gtc
Val
445

cag

Val
190

agc
Ser

atc
Ile

gtt
Val

ccc
Pro
270

gtg
Val

cag
GIn

cag
GIn

gcc
Ala
350

ccc
Pro

acc
Thr

agc
Ser

tac
Tyr

tac
Tyr
430

ttc
Phe

agc
Ser

tgc
Cys

Glu

cct
Pro
255

aag
Lys

gac
Asp

tac
Tyr

gac
Asp
335

ctc
Leu

cga
Arg

aag
Lys

gac
Asp

aag
Lys
415

agc
Ser

tca
Ser

Thr

gtg
Val

aac
Asn

ccc
Pro
240

gaa
Glu

gac
Asp

gac
Asp

aac
Asn
320

tgg
Trp

cca
Pro

Glu

aac
Asn

atc
Ile
400

acc
Thr

aag
Lys

tgc
Cys

aag agc ctc
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gtg
Val
225

aaa
Lys

ctc
Leu

acc
Thr

gtg
Val
305

agc
Ser

ctg
Leu

cca
Pro

cag
GIn
385

gcc
Ala

acg
Thr

ctc
Leu

tcc
Ser

tcc

Pro

acc
Thr
210

aat
Asn

tct
Ser

ctg
Leu

ctc
Leu

agc
Ser
290

gag
Glu

acg
Thr

aat
Asn

ccc
Pro

cag
GIn
370

gtc
val

cct
Pro

acc
Thr

gtg
val
450

ctg

Ala
195

gtg
val

cac
His

tgt
Cys

atg
Met
275

cac
His

atc
Ile
355

gtg
val

agc
Ser

ccc
Pro

gtg
val
435

atg
Met

tct

val

ccc
Pro

aag
Lys

gac
Asp

gga
Gly
260

atc
Ile

cat
His

cgg
Arg

aag
Lys
340

gag
Glu

tac
Tyr

ctg
Leu

tgg
Trp

gtg
Val
420

gac
Asp

cat
His

ccg

680

728

776

824

872

920

968

1016

1064

1112

1160

1208

1256

1304

1352

1400

1448
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Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro
455 460 465

gt aaa tga gggcccgttt aaacgggtgg catccctgtg acccctcccc 1497
1

y Lys
470

9
G
agtgcctctc ctggccctgg aagttgccac tccagtgccc accagccttg tcct 1551

<210> 65

<211> 470

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 65

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 GIn Ser Gly Ala Glu Val Lys Lys
20 25 30

Pro Gly Glu Ser Leu Lys Ile 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 Pro Asp Asp Ser Tyr Thr Arg Tyr Ser
65 70 75 80

Pro Ser Phe GIn Gly GIn Val Thr Ile 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 Lys
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
165 170 175

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

val

val

225

Lys

Leu

Thr

val

val

305

Ser

Leu

Ala

Pro

GlIn

385

Ala

Thr

Leu

Ser

Pro

Thr

210

Asn

Ser

Leu

Leu

Ser

290

Glu

Thr

Asn

Pro

GIn

370

val

val

Pro

Thr

val
450

Ala
195

val

Cys

Gly

Met

275

val

Tyr

Gly

Ile

355

val

Ser

Glu

Pro

val

435

Met

val

Pro

Lys

Asp

Gly

260

Glu

Arg

Lys

340

Glu

Tyr

Leu

Trp

val

420

Asp

Leu

Ser

Pro

Lys

245

Pro

Ser

Asp

Asn

val

325

Glu

Lys

Thr

Thr

Glu

405

Leu

Lys

Glu

GIn

Ser

Ser

230

Thr

Ser

Arg

Pro

Ala

310

Val

Tyr

Thr

Leu

Cys

390

Ser

Asp

Ser

Ala

Ser
Ser

215

Asn

Val

Thr

Glu

295

Lys

Ser

Lys

Pro

375

Leu

Asn

Ser

Arg

Leu
455

Ser

200

Leu

Thr

Thr

Phe

Pro

280

Val

Thr

Val

Cys

Ser

360

Pro

Val

Gly

Asp

Trp

440

His

Gly

Gly

Lys

Cys

Leu

265

Glu

Lys

Lys

Leu

Lys

345

Lys

Ser

Lys

GIn

Gly

425

GIn

Asn

Leu Tyr

Thr GIn

Val Asp
235

Pro Pro
250

Phe Pro

Val Thr

Phe Asn

Pro Arg

315

Thr Val

330

Val Ser

Ala Lys

Arg Glu

Gly Phe

395

Pro Glu
410
Ser Phe

GIn Gly

His Tyr
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Ser

Thr

220

Lys

Cys

Pro

Cys

Trp

300

Glu

Leu

Asn

Gly

Glu

380

Tyr

Asn

Phe

Asn

Thr
460

Leu

205

Tyr

Arg

Pro

Lys

val

285

Tyr

Glu

Lys

GIn

365

Met

Pro

Asn

Leu

val

445

GlIn

Ser

Ile

val

Ala

Pro

270

val

val

GlIn

GlIn

Ala

350

Pro

Thr

Ser

Tyr

Tyr

430

Phe

Lys

Ser

Cys

Glu

Pro

255

Lys

val

Asp

Tyr

Asp

335

Leu

Arg

Lys

Asp

Lys

415

Ser

Ser

Ser

val

Asn

Pro

240

Glu

Asp

Asp

Gly

Asn

320

Trp

Pro

Glu

Asn

Ile

400

Thr

Lys

Cys

Leu
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Ser Leu Ser Pro Gly Lys
465 470

<210> 66

<211> 1539

<212> DNA

<213> Artificial Sequence

<220>
<223> MOR7692, MOR7923, MOR7924, MOR7925 and MOR7926 heavy chain

<220>
<221> CDS
<222> (45)..(1445)

<400> 66

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
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 agc ggc ggc ggc ctg gtg caa ccg ggc ggc agc 152
Val GIn Leu Val Glu Ser Gly Gly Gly Leu VvVal GIn Pro Gly Gly Ser
25 30 35

ctg cgt ctg agc tgc gcg gcc tcc gga ttt acc 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 gcc cct ggg aag ggt ctc gag tgg gtg agc 248
Met Ser Trp Val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Val Ser
55 60 65

tat atc tct tct cgt tct agc act acc tat tat gcg gat agc gtg aaa 296
Tyr lle Ser Ser Arg Ser Ser Thr Thr Tyr Tyr Ala Asp Ser Val Lys
70 75 80

ggc cgt ttt acc att tca cgt gat aat tcg aaa aac acc ctg tat ctg 344
Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu
85 90 95 100

caa atg aac agc ctg cgt gcg gaa gat acg gcc gtg tat tat tgc gcg 392
GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Ala
105 110 115

cgt ggt tat ttt cat ggt atg gat tat tgg ggc caa ggc acc ctg gtg 440
Arg Gly Tyr Phe His Gly Met Asp Tyr Trp Gly GIn Gly Thr Leu Val
120 125 130

acg gtt agc tca gcc tcc acc aag ggt cca tcg gtc ttc ccc ctg geca 488
Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala
135 140 145

ccc tcc tcc aag agc acc tct ggg ggc aca gcg gcc ctg ggc tgc 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 ccc 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
165 170 175 180

gcc ctg acc agc ggc gtg cac acc ttc ccg gct gtc cta cag tcc tca 632
Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu GIn Ser Ser
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aag
Lys

tgc
Cys
245

ctc
Leu

Glu

aag
Lys

aag
Lys

ctc
Leu
325

aag
Lys

aaa
Lys

tcc
Ser

aaa
Lys

cag
GIn
405

ggc
Gly

cag
GIn

aac
Asn

ctc
Leu

acc
Thr

gtg
Val
230

cca
Pro

ttc
Phe

gtc
Val

ttc
Phe

ccg
Pro
310

acc
Thr

gtc
Val

Ala

Ccgg
Arg

ggc
Gly
390

ccg
Pro

tcc
Ser

cag
GIn

cac
His

tac
Tyr

cag
GIn
215

gac
Asp

ccg
Pro

ccc
Pro

aca
Thr

aac
Asn
295

cgg
Arg

gtc
Val

tcc
Ser

aaa
Lys

gag
Glu
375

ttc
Phe

gag
Glu

ttc
Phe

tac
Tyr

tcc
Ser
200

acc
Thr

aag
Lys

tgc
Cys

cca
Pro

tgc
Cys
280

tgg
Trp

gag
Glu

ctg
Leu

aac
Asn

999
Gl
360

gag
Glu

tat
Tyr

aac
Asn

ttc
Phe

aac
Asn
440

acg
Thr

185

ctc
Leu

tac
Tyr

aga
Arg

cca
Pro

aaa
Lys
265

gtg
Val

tac
Tyr

cac
His

aaa
Lys
345

cag

y GIn

atg
Met

ccc
Pro

aac
Asn

ctc
Leu
425

gtc
Val

cag
GIn

agc
Ser

atc
Ile

gtt
Val

gca
Ala
250

ccc
Pro

gtg
Val

gtg
Val

cag
GIn

cag
GIn
330

gcc
Ala

ccc
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

gtg
Val

gac
Asp

tac
Tyr
315

gac
Asp

ctc
Leu

cga
Arg

aag
Lys

gac
Asp
395

aag
Lys

agc
Ser

tca
Ser

agc
Ser

gtg
Val

aac
Asn
220

ccc
Pro

gac
Asp

gac
Asp

ggc
Gly
300

aac
Asn

tgg
Trp

cca
Pro

Glu

aac
Asn
380

atc
lle

acc
Thr

aag
Lys

tgc
Cys

ctc
Leu

gtg
Val
205

gtg
Val

aaa
Lys

ctc
Leu

acc
Thr

gtg
Val
285

gtg
Val

agc
Ser

ctg
Leu

Ala

cca
Pro
365

cag
GIn

Ala

acg
Thr

ctc
Leu

tcc
Ser
445

tcc
Ser

190

acc
Thr

aat
Asn

tct
Ser

ctg
Leu

ctc
Leu
270

agc
Ser

acg
Thr

aat
Asn

ccc
Pro
350

cag
GIn

gtc
Val

gtg
Val

cct
Pro

acc
Thr
430

gtg
Val

ctg

gtg
Val

cac
His

togt
Cys

999
Gly
255

atg
Met

cac
His

gtg
Val

tac
Tyr

ggc
Gly
335

atc
lle

gtg
Val

agc
Ser

ccc
Pro
415

gtg
Val

atg
Met

tct

ccc
Pro

aag
Lys

gac
Asp
240

gga
Gly

atc
lle

cat
His

Ccgg
Arg
320

aag
Lys

tac
Tyr

ctg
Leu

tgg
Trp
400

gtg
Val

gac
Asp

cat
His

ccg

Leu Ser Pro
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tcc
Ser

ccc
Pro
225

aaa
Lys

ccg
Pro

tcc
Ser

gac
Asp

aat
Asn
305

gtg
Val

Glu

aaa
Lys

acc
Thr

acc
Thr
385

gag
Glu

ctg
Leu

aag
Lys

agc
Ser
210

agc
Ser

act
Thr

tca
Ser

Ccgg
Arg

cct
Pro
290

gcc
Ala

gtc
Val

tac
Tyr

acc
Thr

ctg
Leu
370

tgc
Cys

agc
Ser

gac
Asp

agc
Ser

gct
Ala
450

aaa
Lys

195

agc
Ser

aac
Asn

cac
His

gtc
Val

acc
Thr
275

gag
Glu

aag
Lys

agc
Ser

aag
Lys

atc
Ile
355

ccc
Pro

ctg
Leu

aat
Asn

tcc
Ser

agg
Arg
435

ctg
Leu

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

gac
Asp
420

tgg
Trp

cac
His

680

728

776

824

872

920

968

1016

1064

1112

1160

1208

1256

1304

1352

1400

1445
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455 460 465

gggcccgttt aaacgggtgg catccctgtg acccctcccc agtgcctctc ctggccctgg 1505
aagttgccac tccagtgccc accagccttg tcct 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 GIn
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 lle 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

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 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 GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro
195 200 205
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Ser

Pro

225

Lys

Pro

Ser

Asp

Asn

305

val

Glu

Lys

Thr

Thr

385

Glu

Leu

Lys

Glu

Gly
465

Ser

210

Ser

Thr

Ser

Arg

Pro

290

Ala

Val

Tyr

Thr

Leu

370

Cys

Ser

Asp

Ser

Ala
450

Ser

Asn

Val

Thr

275

Glu

Lys

Ser

Lys

Ile

355

Pro

Leu

Asn

Ser

Arg

435

Leu

Leu

Thr

Thr

Phe

260

Pro

Val

Thr

Val

Cys

340

Ser

Pro

Val

Gly

Asp

Trp

Gly

Lys

Cys

245

Leu

Glu

Lys

Lys

Leu

325

Lys

Lys

Ser

Lys

GIn

405

Gly

GIn

Asn

Thr

Val

230

Pro

Phe

Val

Phe

Pro

310

Thr

Val

Ala

Arg

Gly

390

Pro

Ser

GIn

GIn

215

Asp

Pro

Pro

Thr

Asn

295

Arg

Val

Ser

Lys

Glu

375

Phe

Glu

Phe

Gly

Tyr
455

Thr

Lys

Cys

Pro

Cys

280

Trp

Glu

Leu

Asn

Gly

Glu

Tyr

Asn

Phe

Asn

440

Thr

Tyr

Arg

Pro

Lys

265

Val

Tyr

Glu

Lys

345

GIn

Met

Pro

Asn

Leu

425

Val

GIn

Ile Cys

Val Glu
235

Ala Pro
250

Pro Lys

Val Val

Val Asp

GIn Tyr

315

GIn Asp
330

Ala Leu

Pro Arg

Thr Lys

Ser Asp

395

Tyr Lys
410
Tyr Ser

Phe Ser

Lys Ser
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Asn
220
Pro

Glu

Asp

Trp

Pro

Glu

Asn

380

lle

Thr

Lys

Cys

Leu
460

Val

Lys

Leu

Thr

val

285

Val

Ser

Leu

Ala

Pro

365

GIn

Ala

Thr

Leu

Ser

445

Ser

Asn

Ser

Leu

Leu

270

Ser

Glu

Thr

Asn

Pro

350

GIn

Val

Val

Pro

Thr

430

Val

Leu

His

Cys

Gly

255

Met

Val

Tyr

Gly

335

Ile

Val

Ser

Glu

Pro

415

Val

Met

Ser

Lys
Asp

240

Gly

Glu

Arg

320

Lys

Glu

Tyr

Leu

Trp

400

Val

Pro
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<210> 68

<211> 840

<212> DNA

<213> Artificial Sequence

<220>
<223> MOR07919 lambda light 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 ggc aca gga tcc tgg gct gat 104
Leu Leu Leu Leu Thr Leu Leu Thr GIn Gly Thr Gly Ser Trp Ala Asp
5 10 15 20

atc gaa ctg acc cag ccg cct tca gtg agc gtt gca cca ggt cag acc 152
Ile Glu Leu Thr GIn Pro Pro Ser Val Ser Val Ala Pro Gly GIn Thr
25 30 35

gcg cgt atc tcg tgt agc ggc gat tct ctt ggt tct aag tat gtt cat 200
Ala Arg lle Ser Cys Ser Gly Asp Ser Leu Gly Ser Lys Tyr Val His
40 45 50

tgg tac cag cag aaa ccc ggg cag gcg cca gtt ctt gtg att tat cgt 248
Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Val Leu Val lle Tyr Arg
55 60 65

gat aat aag cgt ccc tca ggc atc ccg gaa cgc ttt agc gga tcc aac 296
Asp Asn Lys Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser Asn
70 75 80

agc ggc aac acc gcg acc ctg acc att agc ggc act cag gcg gaa gac 344
Ser Gly Asn Thr Ala Thr Leu Thr Ile Ser Gly Thr GIn Ala Glu Asp
85 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 GIn Ser Tyr Asp Ala Thr Glu Phe Thr Tyr
105 110 115

gtg ttt ggc ggc ggc acg aag tta acc gtc cta ggt cag ccc aag gct 440
Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly GIn Pro Lys Ala
120 125 130

gcc ccc tcg gtc act ctg ttc ccg ccc tcc 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 ttc tac ccg gga gcc 536
Asn Lys Ala Thr Leu Val Cys Leu lle Ser Asp Phe Tyr Pro Gly Ala
150 155 160

gtg aca gtg gcc tgg aag gca gat agc agc ccc gtc aag gcg gga gtg 584
Val Thr Val Ala Trp Lys Ala Asp Ser Ser Pro Val Lys Ala Gly Vval
165 170 175 180

>Q

gag acc acc aca ccc tcc aaa caa agc aac aac aag tac gcg gcc agc 632
Glu Thr Thr Thr Pro Ser Lys GIn 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
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Ser Tyr

agc tgc
Ser Cys

cct aca
Pro Thr
230

acccctcccc agtgcctctc ctggccctgg aagttgccac tccagtgccc accagccttg

tcct

<210>
<211>
<212>
<213>

<220>
<223>

<400>

Leu Ser Leu

200

cag gtc acg

GIn
215

val

Thr

gaa tgt tca
Glu Cys Ser

69
233
PRT

Inr Pro Glu GIn

205

Irp LyS Ser His Arg

210

cat gaa ggg agc acc gtg gag aag aca
His Glu Gly Ser Thr val Glu Lys Thr val Ala

tag gggcccgttt aaacgggtgg catccctgtg

Artificial Sequence

Synthetic Construct

69

Met Ala Trp Ala Leu

1

Ser Trp

Pro Gly

Lys Tyr
50

val Ile
65

Ser Gly

GIn Ala

Glu Phe

GIn Pro
130

Glu Leu
145

Tyr Pro

Ala

GIn

35

val

Tyr

Ser

Glu

Thr

115

Lys

GIn

Gly

Asp
20

Thr

Arg

Asn

Asp

100

Tyr

Ala

Ala

Ala

5

Ile

Ala

Trp

Asp

Ser

85

Glu

val

Ala

Asn

val
165

Leu

Glu

Arg

Tyr

Asn

70

Gly

Ala

Phe

Pro

Lys

150

Thr

Leu

Leu

GIn

55

Lys

Asn

Asp

Gly

Ser

135

Ala

Val

220

Leu

Thr

Ser

40

GIn

Arg

Thr

Tyr

Gly

120

Val

Thr

Ala

Thr

GIn

25

Cys

Lys

Pro

Ala

Tyr

105

Gly

Thr

Leu

Trp

Leu

10

Pro

Ser

Pro

Ser

Thr

90

Cys

Thr

Leu

Val

Lys
170

Page 79

Leu

Pro

Gly

Gly

Gly

75

Leu

GIn

Lys

Phe

Cys

155

Ala

Thr

Ser

Asp

GlIn

60

Thr

Ser

Leu

Pro

140

Leu

Asp

225

GIn

val

Ser

45

Ala

Pro

Ile

Tyr

Thr

125

Pro

Ile

Ser

Gly

Ser

30

Leu

Pro

Glu

Ser

Asp

110

val

Ser

Ser

Ser

Ser

gtg

Thr

15

val

Gly

val

Arg

Gly

95

Ala

Leu

Ser

Asp

Pro
175

lyr

gcc

Gly

Ser

Leu

Phe

80

Thr

Thr

Gly

Glu

Phe

160

val

728

776

836
840


bhang
Rectangle


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 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> 70

<211> 846

<212> DNA

<213> Artificial Sequence

<220>
<223> MOR07692 kappa light chain

<220>
<221> CDS
<222> (45)..(752)

<400> 70

taatacgact cactataggg agacccaagc tggctagcgc cacc atg gtg ttg cag 56
Met Val Leu GIn
1

acc cag gtc ttc att tct ctg ttg ctc tgg atc tct ggt gcc tac ggg 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 agc ccg gcg acc ctg agc ctg tct ccg ggc 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 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 ggt tgg tac cag cag aaa cca ggt 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 ggt gct tct aat cgt gca act ggg 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

ggc tct gga 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 act tat tat tgc cag cag 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 gtt 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
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gca cca
Ala Pro

gga act
Gly Thr
150

gcc aaa
Ala Lys
165

cag gag
GIn Glu

agc agc
Ser Ser

tac gcc
Tyr Ala

agc ttc
Ser Phe
230

acccctcccc agtgectctc ctggeccctgg aagttgccac tccagtgccc accagccttg

tcct

<210>
<211>
<212>
<213>

<220>
<223>

<400>
Met Val
1

Gly Ala

Leu Ser

Val Ser
50

Pro Arg
65

Ala Arg

Ser Ser

tct
Ser
135

gcc
Ala

gta
Val

agt
Ser

acc
Thr

tgc
Cys
215

aac
Asn

71
235
PRT

gtc
Val

tct
Ser

cag
GIn

gtc
Val

ctg
Leu
200

gaa
Glu

agg
Arg

ttc
Phe

gtt
Val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
Val

gga
Gly

atc
Ile

gtg
Val

aag
Lys
170

gag
Glu

ctg
Leu

acc
Thr

gag
Glu

ttc
Phe

tgc
Cys
155

gtg
Val

cag
GIn

agc
Ser

cat
His

tot
Cys
235

Artificial Sequence

Synthetic Construct

71

Leu

Tyr

Pro

35

Phe

Leu

Phe

Leu

GIn

Gly

20

Gly

Asp

Leu

Ser

Glu

Glu

Tyr

Ile

Gly

85

Pro

GIn

Ile

Arg

Leu

Tyr

70

Ser

Glu

Val

Val

Ala

Gly

Asp

ccg
Pro
140

ctg
Leu

gat
Asp

gac
Asp

aaa
Lys

cag
GIn
220

tag

Phe

Leu

Thr

40

Trp

Ala

Ser

Phe

cca
Pro

ctg
Leu

aac
Asn

agc
Ser

gca
Ala
205

ggc
Gly

gggcccgttt aaacgggtgg catccctgtg

lle

Thr

25

Leu

Tyr

Ser

Gly

Ala

tct gat
Ser Asp

aat aac
Asn Asn

gcc ctc
Ala Leu
175
aag gac
Lys Asp
190
gac tac
Asp Tyr

ctg agc
Leu Ser

Ser Leu
10

GIn Ser

Ser Cys

GIn GIn

Asn Arg
75

Thr Asp
90

Thr Tyr
Page 81

ttc
Phe
160

caa
GIn

agc
Ser

gag
Glu

tcg
Ser

Leu

Pro

Arg

Lys

60

Ala

Phe

Tyr

cag
GIn
145

tat
Tyr

tcg
Ser

acc
Thr

aaa
Lys

ccc
Pro
225

Leu

Ala

Ala

45

Pro

Thr

Thr

Cys

ttg
Leu

ccc
Pro

ggt
Gly

tac
Tyr

cac
His
210

gtc
Val

Trp

Thr

30

Ser

Gly

Gly

Leu

GIn

aaa
Lys

aga
Arg

aac
Asn

agc
Ser
195

aaa
Lys

aca
Thr

Ile

Leu

GIn

GIn

Val

Thr

95

GIn

tct
Ser

gag
Glu

tcc
Ser
180

ctc
Leu

gtc
Val

aag
Lys

Ser

Ser

Ser

Ala

Pro

80

Tyr

488

536

584

632

680

728

782

842
846
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100 105 110

Tyr Asn Met Pro Tyr Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys
115 120 125

Arg Thr vVal 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> 72

<211> 846

<212> DNA

<213> Artificial Sequence

<220>
<223> MOR07923 kappa light chain

<220>
<221> CDS
<222> (45)..(752)

<400> 72

taatacgact cactataggg agacccaagc tggctagcgc cacc atg gtg ttg cag 56
Met Val Leu GIn
1

acc cag gtc ttc att tct ctg ttg ctc tgg atc tct ggt gcc tac ggg 104
Thr GIn Val Phe lle Ser Leu Leu Leu Trp lle Ser Gly Ala Tyr Gly
20

gat atc gtg ctg acc cag agc ccg gcg acc ctg agc ctg tct ccg ggc 152
Asp lle 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 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 ggt tgg tac cag cag aaa cca ggt 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

Page 82
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att tat
Ile Tyr
70

ggc tct
Gly Ser
85

cct gaa
Pro Glu

ttt acc
Phe Thr

gca cca
Ala Pro

gga act
Gly Thr
150

gcc aaa
Ala Lys
165

cag gag
GIn Glu

agc agc
Ser Ser

tac gcc
Tyr Ala

agc ttc
Ser Phe
230

acccctcccc agtgcctctc ctggccctgg aagttgccac tccagtgccc accagccttg

tcct

<210>
<211>
<212>
<213>

<220>
<223>

<400>

gac
Asp

Tttt
Phe

tct
Ser
135

gcc
Ala

gta
val

agt
Ser

acc
Thr

tgc
Cys
215

aac
Asn

73
235
PRT

tcc
Ser

Tttt
Phe

ggc
Gly
120

gtc
Val

tct
Ser

cag
GIn

gtc
val

ctg
Leu
200

gaa
Glu

agg
Arg

tct
Ser

gcg
Ala
105

cag
GIn

ttc
Phe

gtt
val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
val

gga
Gly

aat
Asn

acg
Thr
90

acc
Thr

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

gtg
Val

cag
GIn

agc
Ser

cat
His

tgt
Cys
235

Artificial Sequence

Synthetic Construct

73

Ala

Tttt
Phe

tat
Tyr

aaa
Lys

ccg
Pro
140

ctg
Leu

gat
Asp

gac
Asp

aaa
Lys

cag
GIn
220

tag

act
Thr

acc
Thr

tgc
Cys

gtt
Val
125

cca
Pro

ctg
Leu

aac
Asn

agc
Ser

gca
Ala
205

ggc
Gly

gggcccgttt aaacgggtgg catccctgtg

ctg
Leu

Tttt
Phe
110

gaa
Glu

tct
Ser

aat
Asn

gcc
Ala

aag
Lys
190

gac
Asp

ctg
Leu

gtc
Val

acc
Thr
95

cag
GIn

att
Ile

gat
Asp

aac
Asn

ctc
Leu
175

gac
Asp

tac
Tyr

agc
Ser

ccg
Pro
80

att
Ile

tat
Tyr

aaa
Lys

ttc
Phe
160

caa
GlIn

agc
Ser

gag
Glu

tcg
Ser

Ala

agc
Ser

ctt
Leu

cgt
Arg

cag
GIn
145

tat
Tyr

tcg
Ser

acc
Thr

aaa
Lys

ccc
Pro
225

cgt
Arg

agc
Ser

att
Ile

acg
Thr
130

ttg
Leu

ccc
Pro

ggt
Gly

tac
Tyr

cac
His
210

gtc
val

Tttt
Phe

ctg
Leu

gtt
Val
115

gtg
val

aaa
Lys

aga
Arg

aac
Asn

agc
Ser
195

aaa
Lys

aca
Thr

agc
Ser

gaa
Glu
100

cct
Pro

tcc
Ser
180

ctc
Leu

gtc
Val

aag
Lys

Met Val Leu GIn Thr GIn Val Phe Ile Ser Leu Leu Leu Trp lle Ser

1

5

Gly Ala Tyr Gly Asp lle Val Leu
20

10

15

Thr GIn Ser Pro Ala Thr Leu Ser

25

Page 83

30

296

344

392

440

488
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584

632

680
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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 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 lle
85 90 95

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

Leu Ile 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 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 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> 74

<211> 846

<212> DNA

<213> Artificial Sequence

<220>
<223> MOR07924 kappa light chain

<220>

<221> CDS

<222> (45)..(752)

<400> 74

taatacgact cactataggg agacccaagc tggctagcgc cacc atg gtg ttg cag 56

Met Val Leu GIn
Page 84
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acc
Thr

gat

tat
Tyr

att
Ile

ggc
Gly
85

cct
Pro

ttt
Phe

gcc
Ala
165

cag
GIn

agc
Ser

tac
Tyr

agc
Ser

acccctcccc agtgecctctc ctggeccctgg aagttgccac tccagtgccc accagccttg

tcct

<210

cag
GIn

atc
Ile

cgt
Arg

ctg
Leu

tat
Tyr
70

tct
Ser

acc
Thr

cca
Pro

act
Thr
150

aaa
Lys

ttc
Phe
230

>

gtc
Val

gtg
Val

Ala

ggt
Gly
55

ggt
Gly

gga
Gly

gac
Asp

Tttt
Phe

tct
Ser
135

gcc
Ala

gta
Val

agt
Ser

acc
Thr

tgc
Cys
215

aac
Asn

75

ttc
Phe

ctg
Leu

acc
Thr
40

tgg
Trp

tcc
Ser

Tttt
Phe

ggc
Gly
120

gtc
Val

tct
Ser

cag
GIn

gtc
Val

ctg
Leu
200

gaa
Glu

agg
Arg

att
Ile

acc
Thr
25

ctg
Leu

tac
Tyr

tct
Ser

gcg
Ala
105

cag
GIn

ttc
Phe

gtt
Val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
Val

gga
Gly

tct
Ser
10

cag
GIn

agc
Ser

cag
GIn

aat
Asn

acg
Thr
90

acc
Thr

atc
Ile

gtg
Val

aag
Lys
170

gag
Glu

ctg
Leu

acc
Thr

gag
Glu

ctg
Leu

agc
Ser

tgc
Cys

cag
GIn

cgt
Arg
75

gat
Asp

tat
Tyr

acg
Thr

ttc
Phe

tgc
Cys
155

gtg
Val

cag
GIn

agc
Ser

cat
His

tot
Cys
235

ttg
Leu

ccg
Pro

aga
Arg

aaa
Lys
60

gca
Ala

Tttt
Phe

tat
Tyr

aaa
Lys

ccg
Pro
140

ctg
Leu

gat
Asp

gac
Asp

aaa
Lys

cag
GIn
220

tag

ctc
Leu

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

ggc
Gly

gggcccgttt aaacgggtgg catccctgtg

tgg
Trp

acc
Thr
30

agc
Ser

ctg
Leu

cag
GIn
110

gaa
Glu

tct
Ser

aat
Asn

gcc
Ala

aag
Lys
190

gac
Asp

ctg
Leu

Page 85

atc
lle
15

ctg
Leu

cag
GIn

caa
GIn

gtc
Val

acc
Thr
95

cag
GIn

att
lle

gat
Asp

aac
Asn

ctc
Leu
175

gac
Asp

tac
Tyr

agc
Ser

tct
Ser

agc
Ser

tct
Ser

Ala

ccg
Pro
80

att
lle

tat
Tyr

aaa
Lys

ttc
Phe
160

caa
GIn

agc
Ser

gag
Glu

tcg
Ser

ctg
Leu

gtt
Val

ccg
Pro
65

gcg
Ala

agc
Ser

aat
Asn

cgt
Arg

cag
GIn
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
Leu

ccce
Pro

ggt
Gly

tac
Tyr

cac
His
210

gtc
Val

tac
Tyr

ccg
Pro
35

Tttt
Phe

cta
Leu

Tttt
Phe

ctg
Leu

aat
Asn
115

gtg
Val

aaa
Lys

aga
Arg

aac
Asn

agc
Ser
195

aaa
Lys

aca
Thr

999
Gly
20

ggc
Gly

gat
Asp

tta
Leu

agc
Ser

gaa
Glu
100

cct
Pro

tct
Ser

gag
Glu

tcc
Ser
180

ctc
Leu

gtc
Val

aag
Lys

104

152

200

248

296

344

392

440

488

536

584

632

680

728

782

842
846
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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 lle

Arg Thr
130

GIn Leu
145

Tyr Pro

Ser Gly

Thr Tyr

Lys His

210

Pro Vval
225

235
PRT

Artificial Sequence

Synthetic Construct

75

Leu

Tyr

Pro

35

Phe

Leu

Phe

Leu

Asn

115

Val

Lys

Arg

Asn

Ser

195

Lys

Thr

GIn

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

GIn

Ser

Tyr

Ser

GIn

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

Phe

Leu

Thr

40

Trp

Ala

Ser

Phe

Gly

Val

Ser

GIn

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 GIn

Asn Arg

Thr Asp

90

Thr Tyr

Gly Thr

l1le Phe

Val Cys

155

Lys Val
170

Glu GIn

Leu Ser

Thr His

Glu Cys
235

Page 86

Leu

Pro

Arg

Lys

60

Ala

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

GIn

110

Glu

Ser

Asn

Ala

Lys

190

Asp

Leu

Ile

15

Leu

GIn

GIn

Val

Thr

95

GIn

Asp

Asn

Leu

175

Asp

Tyr

Ser

Ser

Ser

Ser

Pro

80

Ile

Tyr

Lys

Glu

Phe

160

GIn

Ser

Glu

Ser
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<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
taatacgact cactataggg agacccaagc tggctagcgc

acc
Thr

gat

tat
Tyr

att
Ile

ggc
Gly
85

cct
Pro

cat
His

gcc
Ala
165

cag g

GlIn

agc

cag
GIn

atc
Ile

cgt
Arg

ctg 9

Leu

tat
Tyr
70

tct
Ser

Glu

acc
Thr

cca
Pro

act
Thr
150

aaa
Lys

76
846
DNA

Artificial Sequence

MOR0O7925 kappa light chain

CDS

(45) . .(752)

76

gtc
val

gac
Asp

Tttt
Phe

tct
Ser
135

gcc
Ala

gta
val

agt
Ser

acc

ttc
Phe

ctg
Leu

acc
Thr
40

tgg
Trp

tcc
Ser

Tttt
Phe

ggc
Gly
120

gtc
val

tct
Ser

cag
GIn

gtc
val

ctg

att
Ile

acc
Thr
25

ctg
Leu

tac
Tyr

tct
Ser

gcg
Ala
105

cag
GIn

ttc
Phe

gtt
val

tgg
Trp

aca
Thr
185

acg

tct
Ser
10

cag
GIn

agc
Ser

cag
GIn

aat
Asn

acg
Thr
90

acc
Thr

aag
Lys
170

gag
Glu

ctg

ctg
Leu

agc
Ser

tgc
Cys

cag
GIn

cgt
Arg
75

gat
Asp

tat
Tyr

acg
Thr

ttc
Phe

tgc
Cys
155

gtg
Val

cag
GIn

agc

ttg
Leu

ccg
Pro

aga
Arg

aaa
Lys
60

gca
Ala

Tttt
Phe

tat
Tyr

aaa
Lys

ccg
Pro
140

ctg
Leu

gat
Asp

gac
Asp

aaa

ctc
Leu

Ala

gcg
Ala
45

cca
Pro

act
Thr

acc
Thr

tgc
Cys

gtt
Val
125

cca
Pro

ctg
Leu

aac
Asn

agc
Ser

gca

tgg atc
Trp lle
15

acc ctg
Thr Leu
30

agc cag
Ser GIn

ggt caa
Gly GIn

ggg gtc
Gly Vval

ctg acc
Leu Thr
95

ctt cag
Leu GIn
110

gaa att
Glu lle

tct gat
Ser Asp

aat aac
Asn Asn

gcc ctc
Ala Leu
175

aag gac
Lys Asp
190

gac tac
Page 87

cacc atg gtg ttg cag
Leu GIn

tct
Ser

agc
Ser

tct
Ser

Ala

ccg
Pro
80

att
Ile

tat
Tyr

aaa
Lys

gag
Glu

ttc
Phe
160

caa
GlIn

agc
Ser

gag

Met Val

1

ggt
Gly

ctg
Leu

gtt
Val

ccg
Pro
65

gcg
Ala

agc
Ser

Tttt
Phe

cgt
Arg

cag
GIn
145

tat
Tyr

tcg
Ser

acc
Thr

aaa

gcc
Ala

tct
Ser

tct
Ser
50

cgt
Arg

cgt
Arg

agc
Ser

aat
Asn

acg
Thr
130

ttg
Leu

ccc
Pro

tac
Tyr

cac

tac ggg

Tyr

ccg
Pro
35

Tttt
Phe

cta
Leu

Tttt
Phe

ctg
Leu

cct
Pro
115

gtg
val

aaa
Lys

aga
Arg

aac
Asn

agc
Ser
195

aaa

gat
Asp

tta
Leu

agc
Ser

gaa
Glu
100

cct
Pro

tcc
Ser
180

ctc
Leu

gtc

56

104

152

200

248

296

344

392

440

488

536

584

632

680
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Ser

tac
Tyr

agc
Ser

acccctcccc agtgcctctc ctggccctgg aagttgccac tccagtgccc accagccttg

tcct

<210
<211
<212
<213

<220
<223

<400

Met
1

Gly

Leu

val

Pro

65

Ala

Ser

Phe

Arg

GlIn

145

Tyr

ttc
Phe
230

>
>
>
>

>
>

>

val

Ala

Ser

Ser

50

Arg

Arg

Ser

Asn

Thr

130

Leu

Pro

Thr

tgc
Cys
215

aac
Asn

77
235
PRT

Leu
200

gaa
Glu

agg
Arg

Thr

Leu

Ser

cat
His

tgt
Cys
235

Artificial Sequence

Synthetic Construct

77

Leu

Tyr

Pro

35

Phe

Leu

Phe

Leu

Pro

115

val

Lys

Arg

GIn Thr GIn Val

Gly

20

Gly

Asp

Leu

Ser

Glu

100

Pro

Ala

Ser

Glu

5

Asp

Glu

Tyr

Ile

Gly

85

Pro

Ala

Gly

Ala
165

Arg

Leu

Tyr

70

Ser

Glu

Thr

Pro

Thr

150

Lys

Val

Ala

Gly

55

Gly

Gly

Asp

Phe

Ser

135

Ala

Val

Lys Ala Asp
205

lyr Glu Lys His Lys Val

210

cag ggc ctg agc tcg ccc gtc aca aag
GIn Gly Leu Ser Ser Pro Val Thr Lys

220

tag gggcccgttt aaacgggtgg catccctgtg

Phe

Leu

Thr

40

Trp

Ala

Ser

Phe

Gly

120

Val

Ser

GIn

Thr

25

Leu

Tyr

Ser

Gly

Ala

105

GIn

Phe

Val

Trp

Ser

10

GIn

Ser

GIn

Asn

Thr

90

Thr

Gly

Ile

Val

Lys
170

Leu Leu

Ser Pro

Cys Arg

GIn Lys
60

Arg Ala
75

Asp Phe

Tyr Tyr

Thr Lys

Phe Pro
140

Cys Leu
155

Val Asp

Page 88

225

Leu

Ala

Ala

45

Pro

Thr

Thr

Cys

Val

125

Pro

Leu

Asn

Trp

Thr

30

Ser

Gly

Gly

Leu

Leu

110

Glu

Ser

Asn

Ala

Ile

15

Leu

GIn

GIn

val

Thr

95

GIn

Asp

Asn

Leu
175

Ser

Ser

Ser

Tyr

Lys

Glu

Phe

160

GIn

728

782

842
846
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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> 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 GIn
1

acc cag gtc ttc att tct ctg ttg ctc tgg atc tct ggt gcc tac ggg 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 agc ccg gcg acc ctg agc ctg tct ccg ggc 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 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 ggt tgg tac cag cag aaa cca ggt 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 ggt gct tct aat cgt gca act ggg 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

ggc tct gga 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 GIn Ala Leu lle Met Pro
105 110 115

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 Ile Lys Arg Thr Vval Ala
120 125 130
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gca cca
Ala Pro

gga act
Gly Thr
150

gcc aaa
Ala Lys
165

cag gag
GIn Glu

agc agc
Ser Ser

tac gcc
Tyr Ala

agc ttc
Ser Phe
230

acccctcccc agtgectctc ctggeccctgg aagttgccac tccagtgccc accagccttg

tcct

<210>
<211>
<212>
<213>

<220>
<223>

<400>
Met Val
1

Gly Ala

Leu Ser

Val Ser
50

Pro Arg
65

Ala Arg

Ser Ser

tct
Ser
135

gcc
Ala

gta
Val

agt
Ser

acc
Thr

tgc
Cys
215

aac
Asn

79
235
PRT

gtc
Val

tct
Ser

cag
GIn

gtc
Val

ctg
Leu
200

gaa
Glu

agg
Arg

ttc
Phe

gtt
Val

tgg
Trp

aca
Thr
185

acg
Thr

gtc
Val

gga
Gly

atc
Ile

gtg
Val

aag
Lys
170

gag
Glu

ctg
Leu

acc
Thr

gag
Glu

ttc
Phe

tgc
Cys
155

gtg
Val

cag
GIn

agc
Ser

cat
His

tot
Cys
235

Artificial Sequence

Synthetic Construct

79

Leu

Tyr

Pro

35

Phe

Leu

Phe

Leu

GIn

Gly

20

Gly

Asp

Leu

Ser

Glu

Glu

Tyr

Ile

Gly

85

Pro

GIn

Ile

Arg

Leu

Tyr

70

Ser

Glu

Val

Val

Ala

Gly

Asp

ccg
Pro
140

ctg
Leu

gat
Asp

gac
Asp

aaa
Lys

cag
GIn
220

tag

Phe

Leu

Thr

40

Trp

Ala

Ser

Phe

cca
Pro

ctg
Leu

aac
Asn

agc
Ser

gca
Ala
205

ggc
Gly

gggcccgttt aaacgggtgg catccctgtg

lle

Thr

25

Leu

Tyr

Ser

Gly

Ala

tct gat
Ser Asp

aat aac
Asn Asn

gcc ctc
Ala Leu
175
aag gac
Lys Asp
190
gac tac
Asp Tyr

ctg agc
Leu Ser

Ser Leu
10

GIn Ser

Ser Cys

GIn GIn

Asn Arg
75

Thr Asp
90

Thr Tyr
Page 90

ttc
Phe
160

caa
GIn

agc
Ser

gag
Glu

tcg
Ser

Leu

Pro

Arg

Lys

60

Ala

Phe

Tyr

cag
GIn
145

tat
Tyr

tcg
Ser

acc
Thr

aaa
Lys

ccc
Pro
225

Leu

Ala

Ala

45

Pro

Thr

Thr

Cys

ttg
Leu

ccc
Pro

ggt
Gly

tac
Tyr

cac
His
210

gtc
Val

Trp

Thr

30

Ser

Gly

Gly

Leu

Phe

aaa
Lys

aga
Arg

aac
Asn

agc
Ser
195

aaa
Lys

aca
Thr

Ile

Leu

GIn

GIn

Val

Thr

95

GIn

tct
Ser

gag
Glu

tcc
Ser
180

ctc
Leu

gtc
Val

aag
Lys

Ser

Ser

Ser

Ala

Pro

80

Ala

488

536

584

632

680

728

782

842
846
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100 105 110

Leu Ile Met Pro Phe Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys
115 120 125

Arg Thr vVal 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> 80

<211> 127

<212> PRT

<213> Artificial Sequence

<220>
<223> Variable heavy chain 3

<220>

<221> misc_feature

<222> (30)..(35)

<223> Xaa can be any naturally occurring amino acid

<220>

<221> misc_Tfeature

<222> (50)..(66)

<223> Xaa can be any naturally occurring amino acid

<220>

<221> misc_feature

<222> (99)..(116)

<223> Xaa can be any naturally occurring amino acid
<400> 80

GIn vVal 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 Phe Xaa Xaa Xaa
20 25 30
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Xaa Xaa Xaa Trp Val Arg GIn Ala
35 40

Ser Xaa Xaa Xaa Xaa Xaa Xaa Xaa
50 55

Xaa Xaa Arg Phe Thr lle Ser Arg
65 70

Leu GIn Met Asn Ser Leu Arg Ala
85

Ala Arg Xaa Xaa Xaa Xaa Xaa Xaa
100

Xaa Xaa Xaa Xaa Trp Gly GIn Gly
115 120

<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

<220>

<221> misc_Tfeature

<222> (50)..(66)

<223> Xaa can be any naturally

<220>

<221> misc_feature

<222> (99)..(116)

<223> Xaa can be any naturally
<400> 81

GIn val GIn Leu Val GIn Ser Gly
1 5

Ser Leu Lys lle Ser Cys Lys Gly
20

Xaa Xaa Xaa Trp Val Arg GIn Met
35 40

Gly Xaa Xaa Xaa Xaa Xaa Xaa Xaa
50 55

Xaa Xaa GIn Val Thr Ile Ser Ala

Pro Gly Lys Gly

Xaa Xaa Xaa Xaa
60

Asp Asn Ser Lys
75

Glu Asp Thr Ala
90

Xaa Xaa Xaa Xaa
105

Thr Leu Val Thr

occurring amino
occurring amino

occurring amino

Ala Glu val Lys
10

Ser Gly Tyr Ser
25
Pro Gly Lys Gly

Xaa Xaa Xaa Xaa
60

Asp Lys Ser lle
Page 92

Leu

Xaa

Asn

Val

Xaa

Val
125

Lys

Phe

Leu

45

Xaa

Ser

Glu Trp Val

Xaa Xaa Xaa

Thr Leu Tyr
80

Tyr Tyr Cys
95

Xaa Xaa Xaa
110

Ser Ser

Pro Gly Glu
15

Xaa Xaa Xaa
30
Glu Trp Met

Xaa Xaa Xaa

Thr Ala Tyr
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65 70

Leu GIn Trp Ser Ser Leu Lys Ala
85

Ala Arg Xaa Xaa Xaa Xaa Xaa Xaa

100
Xaa Xaa Xaa Xaa Trp Gly GIn Gly
115 120
<210> 82
<211> 110
<212> PRT

<213> Artificial Sequence

<220>

Ser

Xaa
105

Thr

<223> Variable light chain keppa 3

<220>

<221> misc_feature

<222> (24)..(35)

<223> Xaa can be any naturally

<220>

<221> misc_Tfeature

<222> (50)..(57)

<223> Xaa can be any naturally

<220>
<221> VARIANT
<222> (86)..(86)
<223> T

<220>

<221> misc_Tfeature

<222> (90)..(98)

<223> Xaa can be any naturally
<400> 82

Asp lle Val Leu Thr GIn Ser Pro
1 5

Glu Arg Ala Thr Leu Ser Cys Xaa
20

Xaa Xaa Xaa Trp Tyr GIn GIn Lys
35 40

Ile Xaa Xaa Xaa Xaa Xaa Xaa Xaa
50 55

Gly Ser Gly Ser Gly Thr Asp Phe
65 70

Pro Glu Asp Phe Ala Thr Tyr Tyr
85

75

Asp Thr Ala
90

Xaa Xaa Xaa

Leu Val Thr

occurring amino

occurring amino

occurring amino

Ala

Xaa

25

Pro

Xaa

Thr

Cys

Thr Leu Ser
10

Xaa Xaa Xaa

Gly GIn Ala

Gly val Pro
60

Leu Thr Ile
75

Xaa Xaa Xaa
90

Page 93

80

Met Tyr Tyr Cys
95

Xaa Xaa Xaa Xaa

110

Val Ser Ser

125

Leu

Xaa

Pro

45

Ala

Ser

Xaa

Ser

Xaa

30

Arg

Arg

Ser

Xaa

Pro

15

Xaa

Leu

Phe

Leu

Xaa
95

Xaa

Leu

Ser

Glu

80

Xaa
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Xaa Xaa Phe Gly GIn Gly Thr Lys Val Glu lle Lys Arg Thr

100

<210> 83
<211> 110
<212> PRT

<213> Artificial Sequence

<220>

105

<223> Variable light chain lambda

<220>
<221> misc_Tfeature
<222> (23)..(33)

<223> Xaa can be any naturally

<220>
<221> misc_feature
<222> (45)..(45)

<223> Xaa can be any naturally

<220>
<221> misc_Tfeature
<222> (48)..(55)

<223> Xaa can be any naturally

<220>
<221> misc_feature
<222> (88)..(98)

<223> Xaa can be any naturally

<400> 83
Asp Ile Glu Leu Thr
1 5

Thr Ala Arg lle Ser
20

Xaa Trp Tyr GIn GIn
35

Xaa Xaa Xaa Xaa Xaa
50

Asn Ser Gly Asn Thr
65

Asp Glu Ala Asp Tyr
85

Xaa Xaa Phe Gly Gly
100

GIn Pro Pro

Cys Xaa Xaa

Lys Pro Gly

40

Xaa Xaa Gly

Ala Thr Leu
70

Tyr Cys Xaa

Gly Thr Lys

occurring amino

occurri ng amino

occurring amino

occurri ng amino

Ser

Xaa

25

GIn

lle

Thr

Xaa

Leu
105

Val Ser Val
10

Xaa Xaa Xaa

Ala Pro Vval

Pro Glu Arg
60

Ile Ser Gly
75

Xaa Xaa Xaa
90

Thr Val Leu
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Ala

Xaa

Xaa

45

Phe

Thr

Xaa

Gly

110

Pro

Xaa

30

Val

Ser

GIn

Xaa

GIn
110

Gly

Xaa

Ile

Gly

Ala

Xaa
95

GIn

Xaa

Xaa

Ser

Glu

80

Xaa
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