<110

<120>
<130>

<140>
<141>

<150>
<151

<150>
<i51>

<160>
<170>
<210>
<21l>
<212>
<213>

<220>
<223>

<400>
Met va'l
i

Gly Ala
val ser
Ite Leu

50
Lys Pro
65
Glu Ser
Phe Thr

Tyr Cys

Arg val

A~1292-wWO-PCT seqguence 1isting as filed

SEQUENCE LISTING

KIRCHNER, Jacqueiine A
BRASEL, Kenneth A
OL.SON, Kara

ESCOBAR, Jose Carios
BARONE, Dauphine

Human GM-CSF Antigen Binding Proteins
A-1292-WO-PCT

to be assigned
2008-09-18

60/994,343
2007-09-18

61/087,551
2008-08-08

147
PatentIn version 3.2
1
240
PRT
Artificial seqguence
Tight chain
1
teu Gin Thr GIn val Phe Ile Ser Leu
5 10

Tyr Gly Asp Ite val Leu Thr Glin Ser
20 25

Leu Gly Glu Arg Ala Thr Ile Asn Cys
35 40

Tyr Ser Ser Ser Asn Glu Asn Phe Leu
55

Gly Gin Pro Pro Lys teu Leu Ile Tyr
70 75

Gly val pro Asp Arg Phe Ser Gly Ser
85 90

Leu Thr Ile Ser Ser Leu Gin Pro Glu
100 105

Gln Gin Tyr Phe Ser va! Phe Arg Thr
115 120

Glu Tle Lys Arg Thr val Ala Ala pro
Page 1

Leu

Pro

Lys

Thr

60

Trp

Gly

ASD

Phe

Ser

Leu

ASp

Ser

45

Trp

Ala

Ser

val

irp

Ser

30

Ser

Tyr

ser

Gly

Ala

110

Gln

Phe

Ile
15

Leu
Gln
Gln
Thr
Thr
83

val

Gly

Ile

ser

Ala

Ser

Gin

Arg

80

Asp

Tyr

Thr

Phe



Pro

145

Leu

ASp

ASP

LysS

Gln
225

130

Pro

Leu

Asn

ser

Ala

210

Gly

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

<220>
<223>

<400>

atggrgcrge
gacatcgtge
atcaactygca
Tggtaccage
gaatccgggg
atcagcagcec
tttcggacgt
gtctrcatct
ctgctgaata
caatcgggta
ctcagcagea

gaagtcaccc

<210>
<211>
<212>
<213

<220
<223>

ser Asp

Asn Asn

Ala Leu

180

LYS ASp

ASpD Tyr

Leu Ser

2
720
DNA

Glu

Phe

165

Gin

ser

Glu

Ser

A-1292-WO-PCT sequence

G1in

150

Tyr

Ser

Thr

Lys

Pro
230

135

Leu

Pro

Gly

Tvr

His

215

va'l

Artificial Sequence

Tight chain
2

3
113
PRT

agacccaggtr
tgacccagtc
agtccageca
agaaaccagg
tccctgaccg
tgcagectga
tcggccaagy
tccocgecatce
acttctatcc
actcccagga
ccecrgacget

atcagggect

Artificial Segquence

variable domain

Lys

Arg

Asn

Ser

200

Lys

Thr

grttattage
tceagactee
gagtatttta
acagectect
artcagtgge
agatgtggea
gaccagggty
tgatgagcag
cagagaggcc
gagtgtcaca
gagcaaagca

gagctecgeece

Ser

Giu

Ser

185

Leu

val

Lys

Thr
155

Gly

Ala
370

Lys
Gin Glu
Ser Ser
Ala

Tyr

Phe
235

Ser

Ccrtgctgctyt

ctggctgtgt

tacagctcca

aagctgetca

agcgggtctg
gtttattact

gaaatcaaac

ttgaaatctg

aaagtacagrt

gagcaggaca

gactacgaga

gtcacaaaga

Page 2

Tisting

140

Ala

val

Ser

Thr

cys

220

Ash

Ser

Gin

val

Leu

205

Glu

Arg

as

va'l

Trp

Thr

190

Thr

val

Gly

ggattagcgg
ctctgggega

gcaatgagaa

tttactggge

ggacagattt

gtcageaata

gtacggtgge

gaactgccc

ggaaggtgga

gcaaggacag

aacacaaagt

gcttcaacag

filed

val cys

160

Lys val

175

Glu &ln

Leu Ser

Thr His

Glu Cys
240

cgcgtatgge
gagggccacc
cttcttaact
atctacccegy
cactctcacc
ttttagtgtt
tgcaccatct
tgttotgtgc
taacgcecte
cacctracage

ctacgectge

gggagagtgt

60
120
180
240
300
360
420
480
540
600
660
720



Leu

Thr

20

Glu

Leu

Phe

Ley

va'l
100

Thr

Ile

ASn

Leu

Ser

A-1292-wWO-PCT sequence

Gln

Ash

Phe

Ile

Gly

70

Pro

Arg

Ser

Cys

Leu

Glu

Thr

Artificial Sequence

Pro Asp
Lys Ser

25

Thr Trp

40

Trp Ala

Gly ser

Asp val

Phe Gly

Ser

10

ser

Ty

Ser

Gly

Ala

90

Gin

Leu

Gln

Gin

Thr

Thr

75

val

Gly

Tisting

Ala

Ser

Gin

Arg

60

ASP

Tyr

Thr

val

Ile

Phe

Tyr

Arg

as filed

Ser

Leu

30

Pro

Ser

Thr

Cys

va't
110

ieu Gly
15

Tyr ser

Gly GlIn

Gly val

Leu Thr
80

Glin Gin
95

Giu Iie

Lys Ser Ser GlIn Ser Ite Leu Tyr Ser Ser Ser Asn Glu Ash Phe Leu

<400> 3

Asp Iie val

1

Glu arg Ala

ser ser Asn

35

Pro Pro Lys
50

Pro Asp Arg

65

Ile Ser Ser

Tyr Phe Ser

Lys

<210> 4

<211> 1i7

<212> PRT

<213>

<220>

<223> CDR1

<400= 4

1

Thr

<210> 5§

<211 7

<212> . PRT

<Z213>

<220>

<223> <(DR2Z

<400> 5

i

<210> 6

5

Artificial Sequence

Trp Ala Ser Thr Arg Glu ser
5

10
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A-1292-wW0-PCT sequence listing as filed

<21l> 9

<212> PRT

<213> Artificial Sequence
<220

<223> CPhR3

<400> &

Gln Gin Tyr Phe Ser val Phe Arg Thr
1 5

<210> 7

<21l> 465

<212> PRT

<213> Artificial Ssequence
<220>

<223> heavy chain

<400> 7

Met Asp Trp Thr Trp Arg Ite Leu Phe Leu val Ala Ala Ala Thr Gly
1 5 10 15

Ala His Ser Gén val Gin Leu val §1n ser Gly ala Glu val Lys Lys
2 5 30

Pro Gly %13 Ser val Lys val Ser Cys Lys Ala Ser Gly Tyr Thr Phe
5 40 45

Thr Gly Tyr Tyr tle His Trp val Arg Gln Ala Pro ¢ly Gln Gly Leu
50 55 60

Glu Trp Met Gly Trp Ile Asn Pro Asn Ser Gly Gly Thr Asn Ser Ala
65 70 75 80

Gln Lys Phe Arg Gly Arg val Thr Met Thr Arg Asp Thr Ser ITe Ser
85 90 95

Thr Ala Tyr Met Glu Leu Ser Arg Leu Arg Ser Asp Asp Thr Ala val
100 105 110

Tyr Tyr Cys Ala Arg Glu Gly Gly Tyr Ser Tyr Gly Tyr Phe Asp Tyr
115 120 125

Trp Gly GIn &ly Thr Leu val Thr val ser Ser ala Ser Thr tys Gly
130 135 140

Pro Ser val Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser
145 150 155 160

Thr Ala Ala Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu pro val
165 170 175

Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly val His Thr pPhe
Page 4



Pro

Thr

Cys

Ser

Arg

Pro

Ala

305

val

Tyr

Thr

Leu

ASD

Ser

Ala

Ala

val

210

His

Cys

val

Thr

Gly

290

Lys

Ser

Lys

I'le

Pro

370

Leu

Asnh

5er

Arg

Leu

val

195

Pro

Lys

val

Phe

Pro

275

val

Thr

val

Cys

Ser

355

Pro

val

Gly

Asp

180

Leu

Ser

Pro

Glu

Leu

260

Glu

GIn

Lys

L.eu

Lys

Ser

LysS

GlIn

Gly

Glin

Ash

Gln

Ser

Ser

245

Phe

vai

Phe

Pro

Thr

325

val

Thr

Arg

Gly

Pro

405

Ser

Gln

His

A-1292-wWO-PCT seguence
185

Ser

Asn

Ash

230

Pro

Pro

Thr

Asnh

Arg

310

val

Ser

LYsS

Glu

Phe

390

Glu

Phe

Gly

Tyr

Ser

Phe

215

Thr

Pro

Pro

Cys

val

Asn

Gly

Glu

375

Tyr

Asn

Phe

AsN

Thr

Gly

200

Gly

Lys

Ccys

Lys

val

280

Tyr

Glu

His

Lys

Gin

360

Met

Pro

Asn

Leu

val

440

Gin

L.eu

Thr

val

Pro

Pro

265

val

val

GlIn

Glin

Pro

Thr

Ser

Tyr

Tyr

Phe

Lys

Tyr

Gin

ASD

Ala

250

Lys

val

ASp

Phe

ASD

330

t.eu

Arg

Lys

ASP

Lys

410

Ser

sSer

Ser

Thr

Asp

Asp

Gly

Asn

315

Trp

Pro

Glu

Asn

Iie

395

Thr

Lys

Cys

Tisting

Leu

Tyr

220

Tht

Pro

Thr

val

val

300

Ser

Leu

Ala

Pro

Gin

380

Ala

Thr

Leu

Ser

ser Leu Ser

Page 5

Ser

205

Thr

val

val

Leu

Ser

285

Glu

Thr

Asn

Pro

Glin

365

val

val

Pro

Thr

val

445

Leu

as tiled

190

Ser

Cys

Glu

Ala

Met

270

His

val

Phe

Gly

Ile

350

val

ser

Gilu

Pro

val

430

Met

Ser

val

Asn

Arg

Gly

Ile

Glu

His

Arg

Tyr

Leu

Trp

Met

415

Asp

His

Pro

val

val

Lys

Pro

Ser

ASp

Asn

val

320

Glu

Lys

Thr

Thr

Gliu

400

tel

Lys

Glu

Gly



A-1292-WO-PCT sequence listing as Tiled

450 455
Lys
465
<210> 8
<211> 1395
<212> DNA
<213> Artificial sequence
<220>
<223> heavy chain
<400> 8
atggattgga cctggoegrat

gtgcagctgg tgcagtctgg ggergaggtg
tgcaaggctt ctggatacac cttcaccggce
ggacaagggc ttgagtggat gggatggate
.Cagaagtttc ggggcagggt caccatgacce
gagctgagca ggctgagaic tgacgacacyg
tacagctatg gttactttga ctactggggc
agcaccaagg goccatcggt crteccecty
acagcggeoo tgggotocct ggtcaaggac
aactcaggcg ctctgaccag cggogtgeac
ctctactcce tcagcagegt ggtgaccgty
acctgcaacg tagatcacaa gcccagcaac
tgttgtgtcg agtgcccacc gigeccagcea
ttceccccaa aacccaagga cacccteatyg
gtggtggacy tgagccacga agaccccgag
gaggtgcata atgccaagac aaagecacag
gtcagcgtce tcaccgttgt gcaccaggac
gtctccaaca aaggectcce agcecoccceate
ccccgagaac cacaggtgta caccctgecce
gtcagcctga cctgcctggt caaagacttc
agcaatggge agccggagaa caactacaag
tcettetice tctacagcaa gctcaccgty

ttctcatgct ccgtgatgca tgaggotctg

ctgtcteegg gtaaa

<210>
<211>
<212>

9
120
PRT

tctgtticty gtggcegycyy
aagaagccty
tactatatac
aaccctaaca
agggacacgt
gccgtgratt
cagggaaccc
gcgeectget
tacttccecg
acctteccag
ccotecagea
accaaggtgg
ccacctgigg
atctceccgga
gtccagttea
gaggagcagt
tggctygaacy
gagaaaacca
ccatcocygyy
taccccageg
accacacctc
gacaagagca

cacaaccact

460

cgaccggege
gggectcagt
acTgggtgeg
gtggtggcac
ccatcageac
actgtgcgeg
tggtcaccgt
ccaggagcac
aaccggtgac
ctgtecctaca
acttcggeac
acaagacagt
caggaccgtc
ccectgaggt
actggtacgt
tcaacagcac
gcaaggagta
tciccaaaac
aggagatgac
acatcgeegt
ccatgctgga
ggtggcagca

acacgcagaa

gcatagccag
gaaggtctec
acaggccect
aaactctgca
agcctacatg
agagggtgga
ctcctcaget
ctccgagage
ggtgtcgtgg
gtcctcagga

ccagacctac

tgagcgcaaa
agtcttcecte
cacgtgcgtg
ggacggcgtg
gttccgtgty
caagtgcaag
caaagggcag
caagaaccag
ggagtgggag
ctccgacgge

ggggaacgtc

gagcctetec

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1395



A-1292-WO-PCT sequence listing

Artificial Sequence

variable domatin

Leu

val

20

Trp

Asn

val

Ser

Gly

va'l

val

Ser

val

Pro

Thr

Arg

85

Gly

Thr

Gin

Cys

Arg

ASh

Met

70

Leu

Tyr

val

Ser

Lys

Gin

Ser

55

Thr

Arg

ser

ser

Artificial Seqguence

<213>

<220>

<223>

<400> 9

Gin val Gln

1

Ser val Lys

Tyr Ile His
35

Gly Trp Ile

50

Arg Gly Arg

65

Met Glu Leu

Ala Arg Glu

Gly Thr Leu
115

<210> 10

<211> 5

<212> PRT

<213>

<220>

<223> CDbR1

<400> 10

Gly Tyr Tyr Ile His
1 5

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

<220>
<223>

<400>

11
17
PRT

Artificial sequence

CDR2
11

Gly

Ala

Ala

40

Gly

Arg

Ser

Tyr

Ser
120

Ala

ser

25

Pro

Gly

AsSD

Asp

Glu

10

Gly

Gly

Thr

Thr

ASp

90

Tyr

val

Tyr

Gln

ASh

Ser

75

Thr

Phe

Lys

Thr

Gly

Ser

60

Ile

ala

Asp

Lys

Phe

ieu

45

Ala

Ser

val

Tyr

as filed

Pro

Thr

30

Glu

Glin

Thr

Tyr

Trp

Gly

15

Gly

Trp

Lys

Ala

Tyr

95

Gly

Ala

Tyr

Met

Phe

TYr

80

Cys

Gin

Irp ITle Asn Pro ?sn Ser Gly Gty Thr Asn Ser Ala Gln Lys Phe Arg

Gly

10

Page 7
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vy

A-1292-WO-PCT seqguence listing as filed

<210> 12

<2il> 11

<212> PRT

<213> Artificial sequence
<220>

<223> (DR3

<400> 12

Giu Gly Gly Tyr Ser Tyr Gly Tyr pPhe Agp Tyr
1 5 1

<210> 13

<21l> 235

<212> PRT

<213> Artificial seguence
<220>

<223> Tlight chain

<400> 13

Met Glu Thr Pro Ala Gln Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro
1 5 10 15

Asp Thr Thr Gly Glu Ile val Leu Thr GIn Ser Pro Gly Thr Leu Ser
20 25 30

Leu Ser Pro Gly Asp Arg Ala Thr Leu Ser Cys Arg Ala Ser GIn Ser
35 40 45

val Ser Ser Ser Tyr Phe A;a Trp Tyr Gin Gin Lys Pro Gly Gln Ala
50 5 60

Pro Arg Leu Leu Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Iie Pro
65 70 75 80

Asp Arg Phe Ser Gly ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile
85 90 95 :

Ser Arg Leu Giu Pro Glu Asp Phe Ala val Tyr Tyr Cys Gin Gin Tyr
100 105 110

Asp Arg Ser Pro Arg Thr pPhe Gly Gin Gly Thr Lys val Glu ITe Lys
115 120 125

Arg Thr val Ala Aia Pro Ser val Phe Ile Phe Pro Pro Ser Asp Glu
130 135 140

Gln Leu Lys Ser Gly Thr Ala Ser val val Cys Lteu Leu Asn Asn Phe
145 150 155 160

Tyr Pro Arg Glu Ala Lys val Gln Trp Lys val Asp Asn Ala Leu Gin
Page 8



——

A-1292-wOo-PCT sequence Tisting as filed

165 170 175
Ser Gly Asn Ser GIn Glu Ser val Thr Giu GlIn Asp Ser Lys Asp Ser
180 185 190
Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser iys 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 pPhe Asn Arg Gly Glu Cvs
225 230 235
<210> 14
<211l> 705
<212> DNA
<213> Artificial Sequence
<220>
<223> Tight chain
<400> 14
atggaaaccc cggcgcaget gotgrttcotg ctgotgetgt ggotgocgga taccaccoggc
gaaattgtgt tgacgcagic tccaggcaco ctgtotttot ctccaggygya cagagecace
ctctectygea gggccagtca gagtgttagt agcagctact ttgcctggta ccagcagaaa
cctggccagg ctcccagget cctcattiat ggtgecatcca gtagggocac tggcatecca
gacaggttca gtggcagtgyg gtctgggaca gactrtcactc tcaccatcag cagactggag
cctgaagatt ttgcagtgta ttactgtcag cagtatgata ggtcacctcg gacgttegge
caagggacca aggtggaaat caaacgtacg grggctgcac catctgtctt catcttececyg
ccatctgatyg agcagttgaa atctggaact gocctctgttg tgtgcoctgot gaataacttc
tatcccagag aggccaaagt acagtggaag gtggataacg ccctccaatc gggtaactcc
caggagagtg tcacagagca ggacagcaag gacagcacct acagcctcag cageaccetg
acgctgagca aagcagacta cgagaaacac aaagictacg cctgcgaagt cacccatcag
ggccigaget €gcccgtcac aaagagettc aacaggggag agtgt
<210> 15
<211> 108
<212> PRT
<213> Artificial seguence
<220
<223> wvariable domain
<400> 15

Glu ITe val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
7 d

5

10

i5

Asp Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser val Ser Ser Ser

Page 9

60
120
180
240
300
360
420
480
540
600
660
705



A-1292-WO-PCT sequence listing as filed
20 25 30

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

e Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60

Gly ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80

Pro Glu Asb Phe Ala val Tyr Tyr Cys GIn GIn Tyr Asp Arg Ser Pro
85 90 95

Arg Thr Phe Gly Gln Gly Thr Lys val Glu Ie Lys

100 105
<210> 16
<211> 12
<212> PRT
<213> Artificial seguence
<220>
<223> CDR1
<400> 16
Arg Ala Ser Gln Ser val Ser Ser Ser Tyr Phe Ala
1 5 10
<210> 17
<211l> 7
<212> PRT
<213> Artificial seguence
<220>
<223> C(DRZ
<400> 17
Gly ala Ser Ser Arg Ala Thr
1 5
<210> 18
<211l> 9
<212> PRT
<213> Artificial sequence
<220>
<223> CDR3
<400> 18

Gln GTn Tyr Asp Arg Ser Pro Arg Thr
1 5

<210> 19
<Z211> 463
<212> PRT
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A-1292-wWO-PCT sequence listing as filed
<2i3> Artificial sequence

<220>
<223> heavy chain

<400> 19
Met Asp Trp Thr Trp Arg Ile Leu Phe Leu val Ala Ala Ala Thr Gly
1 5 10 15

Ala His ser GlIn val GIn Leu val Gln ser Gly Ala Glu val Lys Lys
20 25 30

Pro Gly §1a ser val Lys val Ser Cys Lys Ser Ser Gly Tyr Thr Phe
5 40 45

Thr géy Tyr Tyr Met His Trp val Arg Gln Ala Pro Gly Gin Gly Leu
55 60

Glu Trp Met gly Trp Ile Asn Pro Asn Ser Gly Gly Thr Asn Tyr Ala
65 70 75 80

GlIn Lys Phe Lys géy Arg val Thr Met Thr Arg Asp Thr Ser Ile Ser
a0 95

Thr Ala Tyr Met Glu Leu Ser Arg Leu Arg Ser Asp Asp Thr Ala val
100 105 110

Tyr Tyr Cys Ala Arg Asp Lys Trp Leu Asp Gly Phe Asp Tyr Trp Gly
115 120 125

GIn Gly Thr Leu val Thr val ser Ser Ala Ser Thr Lys Gly Pro Ser
130 135 140

val pPhe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr Ala
145 150 155 160

Ala Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu Pro val Thr val
165 170 175

Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly val His Thr pPhe Pro Ala
180 185 190

val Leu Gin Ser Ser Gly Leu Tyr Ser Leu Ser Ser Vval val Thr val
195 200 205

Pro Ser Ser Asn Phe Gly Thr &ln Thr Tyr Thr Cys Asn val Asp His
210 215 220

Lys Pro Ser Asn Thr Lys val Asp Lys Thr val Glu Arg Lys Cys Cys
225 230 235 240

val Glu Cys Pro Pro Cys Pro Ala Pro Pro val Ala Gly Pro Ser val
page 11



A-1292-WO-PCT sequence listing as filed
245 250 255

Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr
260 265 270

pro Glu val Thr cys val val val Asp val Ser His Glu Asp Pro Glu
275 280 285

val GlIn Phe Asn Trp Tyr val Asp Gly val Glu val His Asn Ala Lys
290 295 300

Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser Thr phe Arg val val Ser
305 310 315 320

val Leu Thr val val His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys
325 330 335

Cys Lys val Ser Asn Lys Gly Leu Pro Ala Pro Ile Glu Lys Thr Ile
340 345 350

Ser Lys Thr tys Gly GIn Pro Arg Glu Pro GIn val Tyr Thr Leu Pro
355 360 365

Pro Ser Arg Glu Glu Met Thr Lys Asn Gin val Ser Leu Thr Cys Leu
370 375 380

val Lys Gly Phe Tyr Pro Ser Asp Ile Ala val Glu Trp Glu Ser Asn
385 390 395 400

Gly Gin Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Met Leu Asp Ser
405 410 415

Asp Giy Ser Phe Phe Leu Tyr Ser Lys Leu Thr val Asp Lys Ser Arg
420 475 430

Trp Gin GIn Gly Asn val Phe Ser Cys ser val Met His Glu Ala Leu
435 440 445

His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys

450 455 460
<210= 20
<211> 1389
<212> DNA
<213> artificial seguence
<220>
<223> heavy chain
<400> 20
atggattgga cctggegtat tetgtttctg gtggoggogy Ccgaccggege goatagocag 60

gtgcagctgg tgcagtctgo ggctgaggig aagaagcctg gggectcagt gaaggtotcc 120
Page 12



tgtaagtctt
ggacaagggc
cagaagttta
gagctgagea
ctggacggct
aagggececat
gccctggget
ggcgcictga
tccctcagca
aacgtagatc
gtcgagtgec
CcCaadaalcca
gacgtgagec
cataatgcca
gtcctcaccyg
aacaaaggec
gaaccacagg
ctgacctgec
gggcageegy
ttcctctaca
tgctcogtga
ccgggtaaa

<210>
<213

<212>
<213>

21
118
PRT

<220>
<223>

<400> 21

Gln val Gln Leu

1

ser val Lys val

Tyr Met His Trp
35

Gly Trp Ile Asn

A-1292-W0-PCT sequence

ctggatacac cttcaccggce

variable

ttgagtggat
agggcagggt
ggctgagatc
ttgactactg
cggtcttecee
gcctggtcaa
ccagcggegt
gcgtggtgac
acaagcccag
caccgtgceec
aggacaccct
acgaagaccc
agacaaagcc
ttgtgcacca
tcecageece
tgtacaccct
tggtcaaagg
agaacaacta
gcaagctcac

tgcatgaggce

domai

val G
5

20

val A

Pro A

ser Cys Lys

gggatggatc

caccatgacc
tgacgacacy
gggceaggga
cctggegecce
ggacracttc
gcacaccttc
cgtgeectee
caacaccaag
agcaccacct
catgatctcc
cgaggtccag
acgggaggag
ggactggctg
catcgagaaa
gcceceatec
ctrctaceec
caagaccaca
cgrggacaag

tcigcacaac

Artificial Sequence

i

Tn ser

rg Gin

sn ser

tactatatgc
aaccctaaca
agggacacgt
gccgtgtatt
accctggtca
tgctccagga
ccogaaccgg
ccagctgtcec
agcaactteg
gtggacaaga
gtggcaggac
cggaccectg
ttcaactggt
cagttcaaca
aacggcaagg
accatcteca
<gggaggaga
agcgacatcy
ceteccatge
agcaggtagce

cactacacgc

Gly Ala Glu val Lys

10

Ser Ser Gly Tyr Thr
25

Ala Pro Gly GIn Gly

40

Gly Gly Thr Asn Tyr
Page 13

Tisting as
actgggtgcg

gtggtggeac
ccatcageac
actgtgcgag
ccgtetectc
gcacctecga
tgacggtgtc
tacagtcctc
gcacccagac
cagttgagcg
cgtcagictt
aggtcacgtg
acgtggacyy
gcacgttceg
agtacaagtg
aaaccaaagg
tgaccaagaa
ccgtggagts
tggactccga

agcadggggaa

agaagagcct

filed
acaggcccct

aaactatgca
agcctacatg
agataagtgg
agctagcace
gagcacageg
grggaactca
aggactctac
ctacacctge
caaatgttgt
ccterteece
cgtggtggty
cgtyggaggty
tgtggtcage
caaggtctce
gcagccecga
ccaggrcage
ggagageaat
cggctecttc
cgtcticica

ctceetgtet

Lys Pro Gly Ala
15
Phe Thr Gly Tyr
30
Leu Glu Trp Met
45

Ala GIn Lys Phe

180
240
300
360
420
480
340
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1389



A~1292-w0O-PCT sequence Tisting as fiied
50 60

Lys Gly Arg val Thr Met Thr Arg Asp Thr Ser Ile Ser Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Arg Leu Arg Ser Asp Asp Thr ala val Tyr Tyr Cys
85 a0 95

Ala Arg Asp Lys Trp Leu Asp Gly Phe Asp Tyr Trp Gly Gin Gly Thr
100 105 110

teu val Thr val Ser Sser

115
<210> 22
<211> 5
<212> PRT
<213> Artificial Seguence
<220>
<223> CDRI
<400> 22

Gly Tyr Tyr Met His
1 5

<210> 23

<211 17

<212> PRY

<213> Artificial sequence
<220>

<223> CDR2

<400> 23

Trp Ite Asn Pro Asn Ser Gly Gly Thr Asn Tyr Ala Gin Lys Phe Lys
1 5 10 15

Gly

<Z210> 24

<21i> ¢

<212> PRT

<213> Artificial sequence
<220>

<223> CDR3

<400> 24

Asp Lys Trp Leu Asp Gly Phe Asp Tyr
1 5

<210> 25
<211> 235
<212> PRT

page 14



<213>

<220>
<223>

<400>

Tight chain

25

Met Glu Thr

i

A3D

Leu

val

Pro

65

ASp

Ser

Asp

Arg

G1n

145

Tyr

ser

Thr

LYS

Pro
225

Thr

Ser

ser

50

Arg

Arg

Arg

Arg

Thr

130

Leu

Pro

Gly

Tyr

His

210

val

<210>

Thr

Pro

35

Ser

Leu

Phe

Leu

Ser

115

va'l

Lys

Arg

Asn

Ser

195

Lys

Thr

26

Pro

Gly

20

Gly

Ser

Leu

ser

Glu

100

Pro

Ala

Ser

Giu

Ser

180

Lau

val

Lys

Ala

5

Glu

Glu

Tyr

Ile

Gly

85

Pro

Arg

Ala

Gly

Ala

165

G1in

ser

Tyr

Ser

_ A-1282-WO-PCT sequence
Artificial sequence

GIn

Ile

Arg

Phe

Tyr

70

Ser

Glu

Thr

Pro

Thr

150

LYS

Glu

ser

Ala

Phe
230

Leu

val

Ala

Ala

55

Gly

Gly

Asp

Phe

Ser

135

Ala

val

Ser

Thr

Cys

215

Asn

Leu

Leu

Thr

40

Trp

Thr

Ser

Phe

Gly

val

Ser

Gln

va'l

Leu

200

Glu

ATG

Phe
Thr
25

Leu
Tyr
Ser
Gly
Ala
105
Gin
Phe
val
Trp
Thr
i85
Thr

val

Gly

Leu

10

Gln

Ser

Glin

Ser

Thr

90

val

Gly

Ile

val

Lys

170

Glu

Leu

Thr

Glu

Page 15

Leu

Ser

Cys

Gin

Arg

75

ASp

Tyr

Thr

Phe

Gin

Ser

His

Cys
235

Tisting

Leu

Pro

Arg

Lys

60

Ala

Phe

Tyr

Lys

Pro

140

Leuy

ASD

ASp

Lys

Gin
220

Leu

Gly

Ala

45

Pro

Thr

Thr

Cys

val

125

Pro

feu

ASN

Ser

Ala

205

Gly

as Tiled

Trp

Thr

30

Ser

Gly

Gly

Leu

Glin

110

Glu

Ser

ASN

Ala

Lys

ASp

Leu

Leu

15

Leu

Gln

Gln

Ile

Thr

95

GlIn

Asp

AsSn

Ley

175

ASP

Tyr

Ser

Pro

Ser

Ser

Pro

80

val

Tyr

Lys

Glu

Phe

160

Ser

ser



A-1292-W0O-PCT sequence

<211> 705

<212> DNA

<213> aArtificial Seguence

<220>

<223> Tight chain

<400> 26

atggaaaccc cggcgeaget getgtttotg ctgotgotgt

gaaattgtgt tgacgcagtc tccaggcacc ctgicttigt

ctercctgea gggocagtca gagtgttage agcagetact

cciggccagyg ctcccaggct cctcatctat ggracatcca

gacaggitca grggcagtgg gtctgggaca gacttcactc

cctgaggatt ttgcagtgta ttactgtcag cagtatgata

caagggacca aggtggaaat caaacgtacg gtggctgeac

ccarctgatyg agcagttgaa atctggaact goctctgrtyg

tatcccagag aggccaaagt acagtggaag grggataacg

caggagagtg tcacagagca ggacagcaag gacageacct

acgctgagca aagcagacta cgagaaacac aaagtctacg

ggcctgaget cgcccgtcac aaagagcitc aacaggggayg

<210> 27

<211> 108

<212> PRT

<213> Artificial seguence

<220>

<223> variable domain

<400> 27

Glu Ile val Leu Thr Gin Ser Pro Giy Thr Leu

1 5 10

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Glin

20 25
Tyr Phe Ala Trp Tyr Gin Gin Lys Pro Gly Gln
35 40

Ile Tyr Gly Thr Ser Ser Arg Ala Thr Gly Ile
50 55

Gly ser Gly Ser Gly Thr Asp Phe Thr Leu Thr

65 70 75

Pro Glu Asp Phe Ala val Tyr Tyr Cys Gln Gln

85 90
Arg Thr Phe Gly GlIn Giy Thr Lys val Glu Ile

Tisting as

ggctgecgga
ctccagggga
tcgectggta
gcagggccac
tcaccgtcag
ggtcacctcyg
catctgrctt
tgtgcctget
ccctecaatce
acagccetcag
cctgegaagt

agtgt

Ser Leu Ser

Ser val ser

30

Ala Pro

45

Arg

Fro
60

ASp Arg

val Ser Arg

Tvr AsSp Arg

Lys

Page 16

filed

taccaccgge
aagagccace
ccaacagaaa
tggcatccca
cagactggag
gacgttcggc
catctteeey
gaataacttc
gggtaactcc
cagcaccctg

caccecatcag

Pro Gly

15

Ser Ser

ey Leu
Phe

Ser

Glu
80

Leu

Ser Pro

95

60
120
180
240
300
360
420
480
540
600
660
705



A-1292-wO-PCT sequence listing as filed

100 105
<210> 28
<211l> 17
<212> PRT
<213> Artificial Sequence
<220>

<Z223> consensus sequence

<2 20>

<221> MISC_FEATURE
<222> (11)..(11)

<223> Xaa is Tyr or Ser

<220>

<221> MISC_FEATURE
<222> (13)..(13)

<223> Xaa 1is Gin or Arg

<220>

<221> MISC_FEATURE
«222> (14)..(14)
<223> Xaa is Lys or Arg

<220>

<221> MISC_FEATURE

<222> (16)..(16)

<223> Xaa s Lys, Arg or Gln

<400> 28

Trp Iie Ash Pro Asn Ser Gly Gly Thr Asn Xaa Ala Xaa Xaa Phe Xaa
1 5 10 is
Gly

<210> 29

<211l> 7

<212> PRT

<213> Artificial Seguence

<220>

<223> CBR2

<400> 29

Gly Thr Ser Ser Arg Ala Thr

1 5

<210> 30

<21l> 12

<212> PRT

<213> Artificial sequence

<220

<Z223> consensus seguence

<220>
<221> MISC_FEATURE
<222> (5)..(5)
Page 17



_ A-1292-WO-PCT seqguence listing as fTiled
<223> Xaa 1s Ser or Tyr

<220>

<221> MISC_FEATURE

<222> (B6)..(6)

<223> Xaa is val, Ile or Leu

<220

«<221> MISC_FEATURE
<222 (7)..(73

<223> Xaa is Ser or Asn

<220>

<221> MISC_FEATURE
222> {8)..(&

<223> Xaa is Ser or Cys

<220>

<Z221> MISC_FEATURE

«222> (9..(%

<223> Xaa 1s Ser, Thr or Iie

<220

<221> MISC_FEATURE
<222> (11)..(11)

<223> Xaa 1s Phe or Leu

<400> 30

Arg Ala Ser Gln Xaa Xaa Xaa Xaa Xaa Tyr Xaa Ala
i 5 10

<210> 31

<211> 463

<212»> PRT

<213» Artificial Sequence sequence

<220>

<223> heavy chain

<400> 31

Met Asp Trp Thr Trp Arg Ile Leu Phe Leu val Ala Ala Ala Thr Gly
1 5 10 15

Ala His ser Gln val Gin teu val Gln ser Gly Ala Ala val Lys Lys
20 25 _ 30

Pro Gly Ala Ser val Lys val Ser Cys Lys Ala Ser Gly Tyr Thr Phe
35 40 45

Thr Gly Tyr Tyr Ile His Trp val Arg Gln Ala Pro Gly GIn Gly Leu
50 55 60

Glu Trp Met Gly Trp Ile Asn Pro Asn Ser Gly Gly Thr Asn Tyr Ala
65 70 75 80

GIn Lys Phe GIn Gly Arg val Thr Met Thr Arg Asp Thr Ser ITe Ser
85 90 95

Thr Ala Ser Met Glu Leu Ser Arg Leu Arg Ser Asp Asp Thr Ala val
Page 18



Tyr

Gln

val

145

Ala

Ser

val

Pro

Phe

Pro

val

Thr

305

val

Cys

Ser

Pra

Phe

Leu

Trp

Leu

Ser

210

Pro

Glu

Leu

Gy

GIn

290

Lys

Leu

Lys

Lys

Ser

Cys
115
Thr
Pro
Gly
Asn
G1in
195
Ser
Ser
Cys
Phe
val
275
Phe
Pro
Thr
val
Thr
355

Arg

100

Ala

Met

Leu

Cys

Ser

180

Ser

Asn

Asn

Pro

Pro

260

Thr

ASH

Arg

va'l

Ser

340

Lys

Glu

Arg

val

Ala

Leu

165

Gly

Ser

Phe

Thr

Pro

245

Pro

Cys

Trp

Glu

val

325

Asn

Gly

Gy

A-1292-wO-PCT sequence

ASD

Thr

Pro

150

val

Ala

Gly

Gly

Lys

Cys

Lys

val

Tyr

Glu

310

His

Lys

Gin

MetT

Arg

val

i35

Cys

LYS

Leu

Leu

Thr

215

val

Pro

Pro

val

val

295

Gin

G1In

Gly

Fro

Thr

105

Trp Leu Asp Ala

120

Ser

ser

Asp

Thr

Tyr

200

Glin

Asp

Ala

Lys

val

280

AsSD

Phe

ASD

Ley

360

Lys

Ser

Arg

Tyr

Ser

185

sSer

Thr

Lys

Pro

Asp

ASD

Gly

Asn

Trp

Pro

345

Glu

Asnh

Ala Sser

Ser Thr
155

Phe Pro
170

Gly val
Leu ser
Tyr Thr

Thr val
235

Pro val
250

Thr Leu
val ser
val Glu
Ser Thr

315

Leu Asn
330

Ata Pro

Pro Gin

Gin val
Page 19

Tisting as filed

Phe

Thr

140

Ser

Glu

His

ser

cys

220

Glu

Ala

Met

Hisg

val

300

Phe

Gly

Ile

val

Sar

Asp

125

Lys

Glu

Pro

Thr

val

205

Asn

Arg

Gly

Ile

Glu

285

His

Arg

Lys

Glu

Tyr

365

Leu

110

Ile Trp Gly

Gly

Ser

val

Phe

190

val

val

Lys

Pro

Ser

270

ASp

Asn

vatl

Giu

Thr

Pro

Thr

Thr

175

Pro

Thr

ASD

Cys

ser

255

Arg

Pro

Ala

val

Tyr

335

Thr

L.eu

Cys

sS5er

Ala

160

val

Ala

val

His

Cys

240

val

Thr

Glu

Lys

Ser

320

Lys

Pro

Leu



370

val
385

Lys Gly

Gly Gin Pro

Asp Gly Sser

Gin
435

Trp Gin

His Asn His

450

<210
<211>
<212>
<213>

32
1389
DNA

<220>
<223> heav

<400> 32
atggattgga

gtgcagttgg
tgcaaggetrt
ggacaagggc
caaaagrttc
gaactgagca
ctggatgctt
aagggcccat
gcectgggcet
ggcgetctga
tccctcagea
aacgtagatc
gtcgagtgec
ccaaaaccca
gacgtgagec
cataatgcca
gtcctcaccy

aacaaaggcc

Phe Tyr P

3

Glu Asn

405

A

Phe Phe L

420

Gly Aspn V

Tyr Thr G

y chain

cctggegtat
tgcagtctgg
ctggatacac
ttgagtggat
agggcagggrt
ggctgagatc
ttgatatctg
cggtctteec
gcctggtceaa
ccagcggegt
gcgtggtgac
acaagcccag
caccgtgeee
aggacaccct
acgaagaccc
agacaaagcc
ttgtgcacca

tceccageeec

A-1292-WO~PLCT seguence

375

ro ser
90

sn Tyr

eu Tyr

al Phe

440

Tn Lys

Artificial Seqguence

TCrgtrtcty
ggctgcggty
cttcacegyc
gggatggatc
caccatgacc
tgacgacacy
gggccaaggg
cctggegece
ggactacttc
gcacaccttc
cgtgcectec
CaacCacCaag
agcaccacct
catgatctecce
cgaggtccag
acggyagyag
ggactggctg

catcgagaaa

Asp Ile

Lys Thr

ser Lys

425

ser Cys

Ser Leu

Ala val
395

Thr Pro
410

Leu Thr

Ser val

Ser Leu

grggcaqgcay
aagaagcctg
tactatatac
aaccctaaca
agggacacgt
gccgtttatt
acaatggtca
tgcrccagga
ccecgaaccgg
ccagetgtec
agcaactteg
gtggacaaga
gtggcaggac
cggacceety
ttcaactggt
cagttcaaca
aacggcaagy

accatcteca

Tisting
380

as

Glu Trp Glu

Pro Met Leu

val

ASD

His
445

Met

ser
460

Pro Gly

cgacecggege
gggcctcagt
actgggtgcg
gtggtggeac
ccatcagcac
tctgtgcgag
cegtetette
gcacctccga
tgacggtgtc
tacagtecctc
gcacccagac
cagrtgagcg
cgtcagtctt
aggtcacgtg
acgtggacgg
gcacgttccy
agtacaagtyg

aaaccaaagg

Page 20

filed

Asn
400

Ser

Asp ser

Ser Arg

Ala Ley

Lys

gcatagecag
gaaggrctce
acaggeccect
aaactatgca
agcctecatg
agatcggtag
tgctagcacc
gagcacagcyg
gtggaactca
aggactctac
ctacacctge

caaatgrtgt

cctcttcccc

cgtogtggtg
cgtggaggtg
tgtggtcagce
caaggtctcc

gcagccccga

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1620
1080



A-1292-WO-PCT seguence
gaaccacagg tgtacaccct gogeccatce cgggaggaga

ctgacctgec tggtcaaagg ctictacccc agcgacatcg

gggcagecgg agaacaacta caagaccaca cctcccatge

ttcctctaca gcaagctcac cgtggacaag ageaggtgge

tgcrccgtga tgcatgagge tctgcacaac cactacacgce

domain

val

5

Ser

val

Pro

Thr

Arg

85

Trp

Ser

ccgggtaaa

<210> 33

<211> 118

<212> PRT

<213>

<220>

<223> wvariable

<400> 33

Gin val Gin Leu

1

ser val Lys val

20

Tyr Ile His Trp
35

Gly Trp Ite Asn

50

Gln Gly Arg val

65

Met Glu Leu Ser

Ala Arg Asp Arg

100

Met val Thr val
115

<210> 34

<21li> 7

<212> PRT

<213>

<220>

<223>

<220>

«<221> MISC_FEATURE

<222> - (2)..(2)

<223>

Gln

Cys

Arg

AsSh

Met

70

Leu

Leu

Ser

Xaa 1is Ala or Thr

artificial Sequence

ser

LYS

Gln

Ser

55

Thr

Arg

ASp

artificial seguence

consensus seguence

Gly

Ala

Ata

40

Gly

Arg

Ser

Ala

Ala

Ser

25

Pro

Gly

ASp

ASp

Phe
105

Ala

10

Gly

Gly

Thr

Thr

ASD

90

Asp

val

Tyr

Gin

Asn

Ser

75

Thr

Ile

Tisting as
tgaccaagaa

ccgtggagtg
tggactccga

agcaggggdaa

agaagagcet

Lys Lys Pro

Thr
30

Thr phe

Gly Leu Giu

45

Tyr Ala Gin

60

I7e Ser Thr

Ala val Tyr

GIn
110

Trp Gly

Page 21

fited
ccaggtcage

ggagagcaat
cggcrectic
cgrctictea

ctcectgtct

Gly Ala

15

Gly Tyr

Trp Met

Lys Phe

Ala Ser

80

Phe
a5

Cys

Gly Thr

1140
1200
1260
1320
1380
1389



A-1292-WO-PCT sequence Tisting as filed
<400> 34

Gly Xaa Ser Ser Arg Ala Thr
1 5

£

<210> 35

<21l> 17

<212> PRT

<213> Artificial seguence
<220>

<223> CDRZ

<400> 35

Trp Ile Asn Pro Asn Ser Gly Gly Thr Asn Tyr Ala Gin Lys Phe Gin
1 5 10 15

Gly

<210> 36

<211> 9

<212> PRT

<213> Artificial Seguence
<220>

<223> CDR3

<400> 36

Asp Arg Trp Leu Asp Ala Phe Asp Ile
1 5

<210> 37

<Z211> 235

<212> PRT

<213> Artificial sequence
<220>

<223> 1ight chain

<400> 37

Met Glu Thr Pro Ala Gln Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro
1 5 10 15

Asp Thr Thr Gly Glu Ile val Leu Thr GIn Ser Pro Gly Thr Leu Ser
20 25 30

Leu Ser Pro Gily Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Tyr
35 40 45

Ile Ser Asn Thr Tyr Leu Ala Trp Phe GIn GTIn Lys Pro Gly Gln Ala
50 55 - 60

Pro Arg Leu Leu Ile Tyr Gly Ala ala Thr Arg Ala Thr Gly Ile Pro
65 70 75 80

Page 22



Asp Arg Phe

ser Arg Leu

Gly Ser ser

115

Thr val

130

Arg

Gin
145

Leu Lys

Tyr Pro Arg

ser Gly Asn

Thr Ser

195

Tyr

His
210

Lys Lys

Pro val Thr

225

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

38
705
DNA

<220

<223> Tigh

<400> 38
atggaaaccc

gaaattgtgt
ctctectgea
cotggecagy
gacaggtrtca
cctgaagatt
caagggacca
ccatctgaty

tatcccagag

ser Gly

85

Gly
100

Pro G

Pro Trp
Ala

Ala

Ser Gly

Thr

Pro

Thr

A-1292-WO-PCT seqguence

Tu Asp Phe

Phe

ser
135

Ala Ser

150

Ala b
i65

Glu

ser Glin

180

Leu Ser S

val Tyr

Lys ser

2

t chain

cggcgcagcet
tgacgcagtc
gggccagtca
ctcccagget
gtggcagtgg
ttgcagtgta
cggtggaaat
agcagttgaa

agyccaaagr

Glu

Ala

Phe

val Gin

Y5

ser vaj

er Thr Leu

200

Giu

Arg
30

Artificial sequence

gctgttretg
tccaggeacc
gtatattagc
cctcatctat
gtctgggaca
ttactgtcag
caaacgtacg
atctggaact

acagtggaag

Ser Gly %er Gly Thr Asp
90

Ata val

105

Tyr

GIn Gly Thr

Phe TIle pPhe

val val Cys

155

Trp Lys val

Thr Glu Gin

i85

Thr Leu ser

val Thr His

Gly Glu Cys

235

ctgctgetgt
ctgtctttgt
aacacctatt
ggtgcageca
gacttcactt
cagtatggta
grggctygcac
gccrotgtty

gtggataacy

Page 23

Tisting as

Phe Thr Phe

Gin
110

Tyr Cys

val Glu

125

Thr

Pro Pro Sser

140

Leu Leu Asn

Asp Asn Alja

Asp Ser Lys

Ala
205

LYS ASP

Gln
220

Gly Leu

ggctgccgga
ctccagggga
tagcctggtt
ccagggecac
tcaccatcag
gctcaccegtg
catctgtctt
tgtgcctget

CCCiccaatc

filed

Thr Ile
95

Gln Tyr

Ile

Lys

ASp

Phe
160

AsH

Leu Gln

175

ASp Ser

Tyr

Ser Ser

Taccaccggce
aagagccacce
ccagcagaaa
tggcatccca
cagactggag
gacgttcggce
catctieceey
gaataacttc

gggtaactcc

60
120
180
2490
300
360
420
480
540



A-1292-W0-PCT sequence listing as filed

caggagagtg tcacagagca ggacagcaag gacagcacct acagoctcag cagcaccctg 600
acgctgagca aagcagacta cgagaaacac aaagtctacg cctgcgaagt cacccatcag 660
ggcctgaget cgoccegtcac aaagageitc aacaggggag agtgrt 705
<210> 39

<21l> 108

<212> PRT

<213> Artificial sequence

<220>

<223> wvariable domain

<400> 39

Glu Ite val Leu Thr GIn Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Tyr Ile Ser Asn Thr
20 25 30

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

Ile Tyr Gly Ala Ala Thr Agg Ala Thr Gly Iie Pro Asp Arg Phe Ser
50 5 60

Gly Ser Gly Ser Gly Thr Asp phe Thr pPhe Thr Ile 3er Arg Leu Glu
65 70 75 80

Pro Giu Asp Phe Ala val Tyr Tyr Cys Gin Gin Tyr Gly Ser Ser Pro
85 80 a5

Trp Thr Phe Gly GIn Gily Thr Thr val Glu Ile Lvs

100 105
<210> 490
<Z211i> 12
<212> PRT
<213> Artificial Sequence
<220>
<223> (DR1
<400> 40

Arg Ala Ser GIn Tyr Ile Ser Asn Thr Tyr Leu Ala
1 5 10

<210= 41

<21l 7

<212> PRT

<213> Artificial seguence
<220>

<223> CDR2

<400> 41
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A~-1292-W0-PCT sequence Tisting as filed

Gly ala aia Thr érg Ala Thr

1

<210> 42

<211> 9

<212> PRT

<213> Artificial sequence
<220

<223> CDR3

<400> 42

GIn Gin Tyr Gly ger' Ser Pro Trp Thr
1

<210> 43

<211> 463

<212> PRT

<213> Artificial sequence
<220>

<223> heavy chain

<400> 43

Met Asp Trp Thr Trp Arg Ile Leu Phe Leu val Ala Ala ala Thr Gly
1 5 10 15

Ala His Ser Gin val Gin Leu val Gln Ser Gly Ala Glu val Lys Lys
20 25 30

Pro Gly Ala Ser val Lys val Ser Cys Lys Ala Ser Gly Tyr Thr Phe
35 40 45

Thr Gly Tyr Tyr Met His Trp val Arg Gin Ala Pro Gly Gin Gly Leu
50 55 60

Glu Trp Met Gly Trp Ile Asn Pro Asn Ser Gly Gly Thr asn Tyr ala
65 70 75 80

Gin Arg Phe Arg Gly Arg val Thr Met Thr Arg Asp Thr Ser Ile Ser
85 90 95

Thr Ala Tyr Met Glu Leu Ser Arg Leu Arg Ser Asp Asp Thr ala val
_ 100 105 110

Tyr Tyr Cys Ala Arg Ala Pro Tyr Asp Trp Thr pPhe Asp'Tyr Trp Gly
115 120 125

GIn Gly Thr Leu val Thr val Ser Ser Ala Ser Thr Lys Gly Pro Ser
130 135 140

val phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr Ala
145 150 155 160
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Ala

Ser

val

Pro

Phe

Pro

val

Thr

305

val

Cys

ser

Pro

val

385

Asp

Leu

Trp

Leu

ser

210

Pro

Glu

Ley

Glu

Gln

290

Lys

Leu

Lys

LYS

Ser

370

Lys

Gin

Gly

Gly

Asnh

Gin

195

ser

sSer

Cys

Phe

val

275

Phe

Pro

Thr

val

Thr

355

Arg

Gly

Pro

Ser

Cys

Ser

180

Ser

Asn

AsSnN

Pro

Pro

260

Thr

Asn

Arg

val

Ser

340

L.ys

Glu

Phe

Glu

Phe
420

Leu

165

Gly

Ser

Phe

Thr

Pro

245

Pro

Cys

Trp

Glu

val

325

Asn

Gly

Glu

Tyr

ASn

405

Phe

A-1292-WO-PCT sequence 1isting

val Lys Asp Tyr Phe Pro

Ala

Gly

Gly

Lys

230

Cys

Lys

val

Tyr

Glu

310

His

Lys

GIn

Met

Pro

390

Asn

Leu

Leu

Leu

Thr

215

val

Pro

Pro

val

val

295

Gin

Gln

Gly

Pro

Thr

375

Ser

Tyr

Tyr

Thr

Tyr

200

G1in

ASp

Ala

Lys

val

280

Asp

Phe

AsSp

Leu

Arg

360

Lys

ASp

Lys

Ser

Ser

185

Ser

Thr

Lys

Pro

265

ASp

Gly

Asn

Trp

Pro

345

Glu

Asn

Ite

Thr

170

Gly

Leu

Tyr

Thr

Pro

250

Thr

val

val

Ser

Leu

330

Ala

Pro

Glin

Ala

Thy

410

Leu

val

Ser

Thr

val

235

val

Leu

Ser

Glu

Thr

315

AsSh

Pro

Gin

val

val

395

Pro

Thr

Ghu

His

Sar

Cys

220

Glu

Ala

Mat

His

val

300

Phe

Gly

val

Ser

380

Glu

Pro

val

Page 26

Pro

Thr

val

205

Asn

Arg

Gly

Ile

Giu

285

His

Arg

Lys

Glu

Tyr

Leu

Trp

Met

ASp

as filed

val Thr val

Phe

190

val

val

Lys

Pro

Ser

270

Asp

Asn

val

Glu

Thr

Glu

Leu

Lys

175

Pro

Thr

ASD

Cys

Ser

255

Arg

Pro

Ala

val

Tyr

Thr

Ley

Cys

Ser

Ala

val

His

240

val

Thr

LYS
Ser

320

Lys

Pro

Leu

Asn

400

Ser

Arg



A-1282-wW0O-PCT sequence listing as Tiied

Trp Gin Gln Gly Asn val Phe Ser Cys Ser Vval Met His Glu Ala Leu

435

440

445

His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys

450

<210>
211>
<212>
<213>

<220>
<223>

<400> 44
atggattgga

44
1389
DNA

gtgcagttgg
tgcaaggctt
ggacaagggc
cagaggtrc
gaactgagca
gactggacct
aagggcccat
gccetgggct
ggcgctctga
teccteagea
aacgtagatc
gtcgagtgcec
ccaaaaccca
gacgtgagec
cataatgcca
gtcctcaccg
aacaaaggec
gaaccacagg
ctgacctgec
gggcageegy
trcctctaca
tgctccgtga

ccgggtaaa

<210> 45

heavy chain

cctggegtat
tgcagtctgg
ctggatacac
ttgagiggat
gdggcagggt
goctgagatc
ttgactactg
cggtettecce
gcetggtcaa
ccagcggegt
gcgtaggtgac
acaagcccag
caccgtgccec
aggacaccct
acgaagaccc
agacaaagcc
ttgtgcacca
tcerageecc
tgtacaccct
tggtcaaagy
agaacaacta
gcaagctcac

tgcatgaggc

455

Arcificial Sequence

tetgtricty
ggctgaggtg
cttcaccgge
gggatggatc
caccatgacc
tgacgacacg
gggccaggga
cctggegecee
ggactacttc

gcacaccttc

cgtgcectec

caacaccaag
agcaccacct
catgatctcc
cgaggtecag
acgggaggay
ggactggctyg
catcgagaaa
gcecceatec
ctrctaccec
caagaccacla
cgtggacaag

tctgcacaac

gtggcggcyy
aagaagectg
tactatatgc
aaccctaaca
agggacacgt
gccgtgtatt
accctggtca
tgctccagga
€CCgaaccygg
ccagctgtec
agcaacttcy
gtggacaaga
gtggcaggac
cggacccctg
ttcaactggt
cagttcaaca
aacggcaagg
accatctcca
cgggaggaga
agcgacatcy
ccteccatge
agcaggtyge

cactacacgc

Page 27

460

cgaceggeye
gggcctcagt
actgggtgceg
gtggtggcac
ccatcageac
actgtgcgag
ccgtctocte
gcacctocga
tgacggigtc
tacagtcctc
gracccagac
cagttgagey
cgtcagtctt
aggtcacgtg
acgtggacgg
gcacgttccy
agtacaagtg
daaccaaagg
tgaccaagaa
ccgtggagty
tggactccga
agcaggggaa

agaagagcct

gcatagcecag
gaaggtcicc
acaggcccect
aaactatgca
agcctacatg
agcccegtat
agctagcacc
gagcacagceg
gtggaactca
aggactctac
ctacacctgce
caaatgttgt
dodanddaad
cgtggtggry
cgtggaggtg
tgtggtcage
caaggtctcce
gcagccccga
ccaggtcage
ggagagcaat
cggctoctte
cgtcttetea

ctcectgtcet

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1620
1080
1140
1200
1260
1320
1380
1389



A-1292-WO-PCT sequence Tisting as filed

<Z211l> 118

<212> PRT

<213> Artificial Seguence
<220>

<223> variable domain
<400> 45

Gln val Gln Leu val GIn Ser Gly Ala Glu val Lys Lys Pro Gly Ala
1 5 10 15

Ser val rys val Ser Cys Lys Ala ger Gly Tyr Thr Phe Thr Gly Tyr
20 5 30

Tyr Met His Trp val Arg GIn Ala pro Gly Gin Gly Leu GIu Trp Met
35 40 45

Gly Trp Ile Asn Pro Asn Ser Gly Gly Thr Asn Tyr Ala Gln Arg Phe
50 55 60

Arg Gly Arg val Thr Met Thr Arg Asp Thr Ser Ile Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser Arg Leu Arg Ser Asp Asp Thr Ala val Tyr Tyr Cys
85 90 95

Ala Arg Ala Pro Tyr Asp Trp Thr Phe Asp Tyr Trp Gly Gin Gly Thr
100 105 110

Leu val Thr val Ser Ser

115
<210> 46
<21ll> 9
<212> PRT
<213> artificial Sequence

<220>
<223> cOnsensus seguence

<220>

<221> MISC_FEATURE
222> (3)..(3

<223> Xaa is Tyr or sar

<220>

<221> MISC_FEATURE

<222> (4)..(4)

<223> Xaa 1is Phe, Gly or Ala

<220>

<221> MISC_FEATURE

<222> (5)..(5)

<223> Xaa 1is ser, Thr or Trp

<220>
<221> MISC_FEATURE
<222> (6)..(6)
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A-1292-WO-PCT sequence listing as filed
<223> Xaa is val, Ser or Phe

<220>

<221> MISC_FEATURE
<222> (7)..(7)

<223> Xaa is Phe or Pro

<220>

<221> MISC_FEATURE

<222> (8)..(&

«223> Xaa is Arg, Trp, or iIle

<400> 46

Gin GIn Xaa Xaa Xaa Xaa Xaa Xaa Thr
1 5

<210> 47

<211> 17

<212> PRT

<213> artificial seqguence

<220>

<223> C(DRZ

<400> 47

Trp I1e Asn Pro Asn Ser Gly Gly Thr Asn Tyr Ala GIn Arg Phe Arg
1 5 10 15

Gly

<210> 48

<211l> 9

<21i2> PRT

<213» Artificial sequence
<220>

<223> CDR3

<400> 48

Ala Pro Tyr Asp Trp Thr Phe Asp Tyr
1 5

<210> = 49

<21i> 235

<212> PRT

<213> Arvificial sequence
<220>

<223> Tight chain
<400> 49

Met Glu Thr Pro Ala GIn Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro
1 5 10 15

Asp Thr Thr Gly &lu val val Leu Thr Gln Sser Pro Gly ghr Leu Ser
20 25 0
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Leu

val

Pro

65

Asp

Ser

AsSD

Arg

Gln

145

Tyr

Ser

Thr

Lys

Pro
225

Ser

Cys

50

Arg

Arg

Ser

Arg

Thr

130

Leu

Pro

Giy

Tyr

His

210

val

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

<220>
<223>

<400>
atggaaaccc cggcgcaget gotgtttctg ctgotgotgt

Pro

35

ser

Leu

Phe

Leu

Ser

115

val

Lys

ATg

AsSn

Ser

195

LYS

Thr

50
705
DNA

Gly

ser

Leu

Ser

Glu

100

Pro

Ala

Ser

Glu

ser

180

Leu

val

Lys

Glu

Tyr

Ile

Gly

85

Pro

Arg

Ala

Gly

Ada

165

Gn

Ser

Tyr

Ser

Py

A-1292~-WO-PCT sequence
Arg Ala Thr iteu Ser Cys
40

l.eu

Ser

70

Ser

Glu

Thr

Prao

Thr

150

LYys

Glu

Ser

Ala

Phe
230

Ala

35

Gly

Gly

Asp

Phe

Ser

135

Ala

val

Ser

Thr

Artificial Seguence

Tight chain

50

Trp

Ala

Ser

Phe

Gly

val

Ser

Gln

val

Leu

200

Glu

Arg

Tyr

Ser

Gly

Ala

105

Glin

Phe

val

Trp

Thr

185

Thr

val

Gly

Gln

Ser

Thr

g0

val

Gly

Iie

va'l

LYS

Glu

Leu

Thr

Ggiu

Glin
ATg
75

ASp
Tyr
Thr
Phe
Cys
155
val
Gln
Ser
His

Cys
235

gaagttgtgt tgacgcagtc tccaggeacce ctgtctttgt

ctctectgea gggecagtca gagegtttge agcagotact

cctgaccagy cteecagger ccteatcetcet ggtgegrteca
Page 30

1isting

Arg

Lys

60

Ala

Phe

Tyr

Lys

Pro

140

Asp

ASP

Lys

GIn
220

Ala

45

Pro

Thr

Thr

Cys

val

125

Pro

Leu

AsSn

ser

Ala

205

Gly

as filed
Ser Gin ser

ASp

Gly

Leu

GIn

110

Glu

Ser

Asn

Ala

Lys

190

ASp

Leu

ggctgeegga
ctececagggga

tagecotggta

gcagggecac

Gin

Ile

Thr

95

Gin

Tle

Asp

Asnh

Leuy

175

Asp

Tyr

Ser

taccaccgge
aagagccace
ccagcagaaa

tggcatccca

Ala

Pro

80

Ile

TV

Lys

Glu

Phe

160

Gin

Sar

Glu

Ser

60
120
180
240



A-1292-wWO-PCT sequence

gtctgggaca
ttactgtcag
caaacgtacg
atctggaact
acagtagaag
ggacagcaag
cgagaaacac

aaagagettc

|

Tn ser Pro

er Cys Arg

In Gin Lys

40

er Arg Ala

35

hr
0

Asp Phe

al Tyr Tyr

1y Thr Lys

gacaggttca gtggcagtgg

cctgaagatt ttgcagtgta

caagggacca aggtggagat

ccatctgatg agcagttgaa

tatcccagag aggccaaagt

caggagagty tcacagagca

acgctgagca aagcagacta

ggcctgaget cgeecgteac

<210> 51

<211> 108

<212> PRT

<213> Artificial sequence

<220

<223> variable domai

<400> 51

Glu val val Leu Thr G

1 5

Glu Arg Ala Thr Leu §
20

Tyr Leu Ala Trp Tyr G

33
ITe Ser Gly Ala ser s
50

Gly ser Gly Ser Gly T

65 7

Pro Glu Asp Phe Ala Vv

85

Arg Thr Phe Gly Gin G
100

<210> 52

<211> 12

<212> PRT

<213> Artificial Sequence

<220>

<223> CDRI1

<400> 52

gacttcactc
cagtatgata
gtggctgcac
gcctctgtty
gtggataacy
gacagcacct
aaagtctracg

aacaggagag

Thr
10

Gly Leu

Ala Gln

25

ser

Pro Asp Gln

Thr Gly Ile

Thr
75

Thr Leu

Gin GIn

90

Cys

val Glu Ile

105

1isting as
tcaccatcag
ggtcacctcg
catctgtct:
tgtgectget
ccctecaatce
acagccteag
cctgcgaagt

agtgt

Ser Leu Ser

ser val Cys

30

Ala Pro

45

Arg

Pro
60

ASp Arg

Ile Ser Ser

Tyr Asp Arg

Lys

Arg Ala Ser Glir Ser val Cys Ser ser Tyr Leu Ala
1 5

10

Page 31

filed

cagcctggag
gacgttcggce
catcttcecy
gaataacttc
gggtaactcc
cagcaccctyg

cacccatcag

Pro
15

Gly
Ser Ser
Leu Lau
Phe

Ser

Glu
80

Leu

Ser Pro

95

300
360
420
480
540
600
660
705



A-1292-wWO-PCT sequence listing as filed

<210> 353

<211> 144

<212> PRT

<213> Macaca fascicularis
<400> 53

Met Trp teu Gin Gly Leu Leu Leu Leu Gly Thr val Ala Cys Ser Iie
1 5 10 15

Ser Ala Pro Ala Arg Ser Pro Ser Pro Gly Thr GIn Pro Trp Glu His
20 25 30

val Asn §1a ITe GIn Glu Ala Arg Arg Leu Leu Asn Leu Ser Arg Asp
5 40 45

Thr Ala Ala Giu Met Asn Lys Thr val Glu val val Ser Glu Met Phe
50 55 60

Asp Leu GIn Glu Pro Ser Cys teu Gln Thr Arg Leu Glu Leu Tyr Lys
65 70 75 80

GIn Gly Leu GlIn Gly Ser tLeu Thr Lys Leu Lys Gly Pro Leu Thr Met
85 90 a5

Met Ala Ser His Tyr Lys GIn His Cys Pro Pro Thr Pro Glu Thr Ser
100 105 110

Cys Ala Thr GIn Ile Ile Thr Phe Gin Ser Phe Lys Glu Ash Leu Lys
115 120 125

Asp Phe Leu Leu val Ile Pro Phe Asp Cys Trp Glu Pro val GIn Glu

130 135 140
<210> 54
<211> 144
<212> PRT

<213> cCanis familiaris
<400> 54

Met Trp Leu GIn Asn Leu Leu Phe Leu Gly Thr val val Cys ser Ile
1 5 10 15

Ser Ala Pro Thr Arg Ser Pro Thr Leu val Thr Arg Pro Ser GlIn His
20 25 30

val Asp Ala Ile Gin Glu Ala Leu Ser Leu Leu Asn Asn Ser Asn Asp
35 40 45

val Thr Ala val Met Asn Lys Ala val Lys val val ser Glu val Phe
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Asp Pro
65

Glu aly

Met Ala

Cys Ala

Asp Phe
130

<210>
<211
<212>
<213>

<220
<223>

<400>

Glu

Let

Asn

Thr

115

Leu

55

463
PRT

Gin

His

160

Gin

Phe

Pro

Gly

85

Tyr

ASnh

Asn

A-1292-wWO-PCT seguence
Thr Cys Leu Glu Thr Arg

70

Ser

Lys

Ile

Iie

Leu

G1in

Asn

Pro
135

artificial sequence

heavy chain

55

Met Asp Trp Thr Trp Arg
1 5

Ala His

Pro Gly

Thr Gly
50

Glu Trp

65

Gln Lys

Thr Ala

Tyr Tyr

Gln Gly

val phe
145

ser

Ala

35

Tyr

Met

Phe

Tyr

cys

115

Thr

Pro

Gin

20

Ser

Tyr

Gly

Gln

Met

100

Ala

Met

Leu

vai

val

Ile

Tro

Gly

85

Glu

Arg

val

Ala

GlIn

Lys

His

Iile

70

Arg

Leu

Asp

Thr

Pro
150

Iie

Leu

val

Trp

535

Asn

val

Ser

Arg

val

135

Cys

Thr

His

Phe

120

Phe

Leu

val

Ser

40

val

Pro

Thr

Arg

Trp

Ser

ser

Ser

Cys

105

Lys

ASD

Phe

Gln

25

Cys

Arg

Asn

Met

Leu

105

ted

Ser

Ard

Leu

80

Pro

Ser

Cys

l.eu

10

ser

Lys

Gln

Ser

Thr

S0

Arg

Asp

Ala

Ser

75

Lys

Pro

Phe

Trp

val

Gly

Ala

Ala

Gly

75

Arg

Ser

Ala

Ser

Thr
155

Tisting

Ley

Asn

Thr

Lys

Ala

Ala

Ser

Pro

60

Gly

ASD

ASD

Phe

Thr

140

5er
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GlIn

Pro

Pro

Giu

125

Pro

Ala

Glu

Gly

45

Gly

Arg

Thr

Asp

Glu

125

Lys

Glu

as filed
Leu Tyr Lys
80

Leu Thr Met
95

Glu Ser Pro
116

Asn Leu Lys

val Lys Lys

Ala Thr Gly
15

val Lys Lys
30

Tyr Thr Phe
Gln Gly Leu

Asn Tyr Ala
80

Ser Iie Ser
95

Thr Ala va’
110

Ile Trp Giy

Gly Pro ser

ser Thr Ala
160



Ala

Ser

val

Pro

Lys

val

Phe

Pro

val

Thr

305

val

Cys

Ser

Pro

val

385

ASD

Leu

Trp

Ley

Ser

210

Pro

Glu

Leu

Glu

Gln

290

Lys

Ley

Lys

LyS

Ser

370

Lys

Gin

Gly

Gly

ASh

Gin

195

Ser

Ser

Cys

Phe

val

275

Phe

Pro

Thr

Vai

Thr

355

Arg

Gly

Pro

Ser

Cys

ser

180

Ser

ASD

Asn

Pro

Pro

260

Thr

Asn

Arg

va'l

Ser

340

LYs

Glu

Phe

Glu

Phe
420

Leu

165

Gly

Ser

Phe

Thr

Pro

245

Pro

Cys

Trp

Glu

val

325

Asn

Gly

Glu

Tyr

ASN

405

Phe

A-1292-WO-PCT seqguence

val Lys Asp Tyr Phe Pro

Ala

Gly

Gly

Lys

230

Cys

Lys

va'l

Tyr

Glu

310

His

Lys

Gln

Met

Pro

390

Asn

Leu

Ley

Ley

Thr

215

val

Pro

Pro

val

val

295

Gin

Gin

Gly

Pro

Thr

375

Ser

Tyr

Tyr

Thr

Tyr

Gin

Asp

Ala

LYS

val

280

Asp

Phe

ASP

Ley

ASp

Lys

Ser

Ser

185

ser

Thr

Lys

Pro

Asp

265

ASp

Gly

Asnh

Trp

Pro

345

Glu

Asnh

Ile

Thr

170

Gly

l.eu

Tyr

Thr

Pro

250

Thr

val

val

Ser

Leu

330

Ala

Pro

Gin

Ala

Thr
410

va'

Ser

Thr

val

235

val

Leu

Ser

Glu

Thr

315

Asn

Pro

Gin

val

val

395

Pro

Tisting

Glu

His

ser

Cys

220

Giu

Ala

Met

His

val

360

Phe

Gly

Ile

val

Ser

380

Glu

Pro

Leu Thr val

Page 34

Pro

Thr

val

205

Ash

Arg

Gly

Ile

Giu

285

His

Arg

Lys

Glu

Tyr

365

Leu

Trp

Met

Asp

as filed

val

Phe

190

val

val

Lvs

Pro

Ser

270

ASDp

Asn

val

Giu

Thr

Glu

Leu

Lys

Thr

175

Pro

Tht

AsSp

Cys

Ser

255

Arg

Pro

Ala

val

Tyr

335

Thr

Leu

Cys

Ser

val

Ala

val

Cys

240

val

Thr

Glu

Lys

Ser

320

Lys

Ile

Pro

Leu

Asn

400

ser

Arg



Trp GIn Gin Gly Asn val Phe
435

His Asn His Tyr Thr Gin Lys

450

<210>
<211
<212>
<Z213>

<220>
<223>

36

DNA

<400> 56
atggattgga

gtgcagctgy
tgcaaggctt
ggacaagggc
cagaagtttc
gagctgagea
ctggatgctt
aagggcececat
gccctggygct
ggcgctcetga
tceetcagea
aacgtagatc
gtcgagtgec
ccaaaaccca
gacgtgagec
cataatgcca
grcctcaccy
aacaaaggcc
gaaccacagg
ctgacctgce
gggcagecgg
ttcototaca
tgctccgtga

ccgggtaaa

1389

heavy chain

cctggegtat
tgcagrctyg
ctggatacac
ttgagtggat
agggcagggt
ggctgagatc
ttgagatctg
cggtecttcce
gcctggtcaa
ccageggegr
gcgtggtgac
acaagcccag
caccgtgccc
aggacaccct
acgaagaccc
agacaaagcc
ttgtgcacca
tTeccagecee
tgtacacect
tggtcaaagg
agaacaacta
gcaagctcac

tgcatgagge

440

455

Artificial Sequence

tetgtttetg
ggctgagaty
cticaccggc
gggatggatc
caccatgacec
tgacgacacg
gggccaagygy
cctggegecee
ggactactte
gcacaccttc
cgtgecocctac
caacaccaag
agcaccacct
catgatctcc
cgaggtccag
acgggaggag
ggactggcrg
catcgagaaa
gceececatec
cttctacccc
caagaccaca
cgtyggacaag

tctgcacaac

gtggcggcgg
aagaagcecty
tactatatac
aaccctaaca
agggacacgt
gecegtgtatt
acaatggtca
tgctccagga
ccegaacegg
ccagctgtec
agcaacttcg
gtggacaaga
grtggcaggac
cggaccccty
ttcaactggrt
cagttcaaca
aacggcaagg
accatctceca
€gggaggaga
agcgacatcyg
cctececatge
agcaggtggc

cactacacgc

Page 35

445

460

€gaccgycye
gggcctcagt
actgggtycy
grggtggcag
ccatcagcac
actgtgcgag
ccgretette
gcacctccga
tgacggtgtc
tacagtcctc
gcacccagac
cagttgagcg
cgtcagtett
aggrcacgty
acgtggacgg
gcacgtteceg
agtacaagtyg
aaaccaaagg
tgaccaagaa
ccgtggagty
tggactccga

agcadgggaa

agaagagcect

A-1292-wWO-PCT sequence Tisting as filed

Ser Cys Ser val Met His Glu Ala Leu

Ser Leu Ser iLeu Ser Pro Giy Lys

gcatagccag
gaaggtctec
acaggeeect
aaactatgca
agcctacatg
agaccggtyg
agctagcacc
gagcacagcy
gtggaactca
aggactctac
ctacacctgc
caaatgttgt
cctetteece
cgtgygtggty
<gtggaggty
tgtggtcage
caaggtctec
gcagcecega
ccaggtcagce
ggagagcaat
cggctectte
cgtcttctea

ctceetgtet

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1389



<210>
<21l>
<212>
<213>

<220
«<223>

<400>
Gin val
1

ser val
Tyr Ile

Gly Trp
50

GIn Gly
65

Met GluU
Ala Arg
Met val

<210>
<211>
<212>
<213>
<400

Met Trp
1

Ser Ala
val Glu
Thr Leu

50

Lys Thr

A-1292-wW0~PCT sequence

57

118

PRT

Aartificial Sequence

varijable domain
57
GIn Leu val Gin Ser

5

Lys val Ser Cys Lys
20

His Trp val Arg Gln
35

Ile Asn Pro Asn Ser
55

Arg val Thy Met Thr
70

Leu Ser Arg Leu Arg
85

Asp Arg Trp Leu Asp

Thr val Ser Ser
115

58

81

PRT

MuUs musculus

58

Leu Gin Asn Leu Leu
5

Pro Thr Arg Ser Pro
20

%%a Ite Lys Glu Ala

asn Giu Giu val Glu
55

Phe Leu Thr Asp Ile
70

Gly

Ala

Ala

40

Gly

Arg

Ser

Ala

Phe

Ile

Leu

40

val

Pro

Ala

Ser

25

Pro

Gly

ASD

Asp

Phe
105

Leu

Thr

25

ASn

val

Phe

Glu

10

Gly

Gly

Arg

Thr

ASp

50

Glu

Gly

10

val

Leu

Ser

Giu

val Lys
Tyr Thr
Gln Gly
Asn Tyr

60

Ser Ile
75
Thr Ala

Ite Trp

Tle val
Thr Arg
Leu Asp
Asn Glu

60

Cys Lys
75

Page 36

Tisting

Lys

Phe

Leu

45

Ala

Ser

val

Gly

val

Pro

Asp

45

LYS

as filed

Pro

Thr

30

Glu

Gin

Thr

Tyr

Gin
110

Tyr

Trg

30

Met

ASp

Pro

Gly

15

Gly

Trp

Lys

Ala

Tyr

95

Gly

ser

15

Lys

Pro

Ser

val

ATa

Tyr

Met

Phe

Tvr

80

Cys

Thr

Leu

val

Leu

Gin
80



LYS

<210
<211>
<212>
<213>

<220
<223

<400>
Trp Ile
1

Gly

<210>
<211>
<212
<213>

<220>
<223>

<400>

ASp Arg
1

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

<220>
<223>

<400

Met Ala
1

Ser Trp
Pro Gly

Ala ser
50

Thr Thr
65

Arg Phe

A-1292-WO-PCT sequence Tisting as filed

59

17

PRT

Artificial Seguence

CDR2

59

Asn Pro Asn Ser Gly Gly Arg Asn Tyr Ala Gln Lys Phe Gln
5 10 15

60

9

PRT

Artificial Seqguence
CDR3

60

Trp iteu Asp Ala pPhe Glu Ile
5

61
235
PRT
Artificial sequence

Tight chain
61

Trp Ala Pro Leu Leu teu Thr Leu Leu Ala His Cys Thr Gly
5 10 15

Ala Asn Phe Met Leu Ala GIn Pro His Ser val Ser Glu Ser
20 25 30

%ys Thr val Thr Ile Ser Cys Iie Arg Thr Ser Gly Ser 1le

Asn Tyr va'l Gin Trp Tyr Gin Gln Arg Pro Gly Ser Ser Pro
55 60

val Ile Tyr Glu Asp Asp GIn Arg Pro Ser Gly Val Pro Asp
70 75 80

Ser Gly Ser Ile Asp Ser Ser Ser Asn Ser Ala Ser Leu Thr
Page 37



Ile

Cys

Leu

Ser

145

Asp

Pro

Asn

Lys

val
225

ser

Asp

Phe

val

Lys

ser

210

Glu

<210>
<211
<212>
<213>

<220>
<223>

<400>
atggcgtgag

Tttatgctyg

Gly

Ile

115

Gln

Glu

Tyr

Lys

Tyr

195

His

Lys

62
705
DNA

Leu

100

Ser

Pro

Leu

Pro

Ala

180

Ala

Arg

Thr

i

85

LyS

Asn

LYS

Gin

Gly

Gly

Ala

ser

val

Tight chain

62

tgtattcgea

ggcagttecec

cgattctcty

aagactgagg

ggcggaggga

ttccegeect

gacttctacc

ggagtggaga

cgecgerget
ctcagcecca
ccagtggcag
ccaccactgt
gctccatcga
acgaggcrga
ccaagctgac
cctctgagga
cgggagcegt

ccaccacacc

A-1292-WO-PCT sequence
90

Thr

val

Ala

Ala

150

Ala

val

Ser

Tyr

Ala
230

Glu

val

Ala

135

Asn

val

Glu

Ser

Ser

215

Pro

Artiticial Sequence

ASp

Phe

120

Pro

Lys

Thr

Thr

Tyr

200

Cys

Thr

gctgaccecty
ctctgtgteg
cattgccage
gatctatgag
cagctectec
ctactactgt
cgtcctagge
gcttcaagec
gacagrggcc

ctccaaacaa

Glu Ala
105

Gly Gly

ser val

Ala Thr

val Ala

170

Thr Thr
185
Leu Ser

Gin val

Glu Cys

ASp

Gly

Thr

Leu

155

Trp

Pro

Leu

Thr

ser
235

ctggcgeatt

gagtcteegy

aactatgtrac

gatgaccaaa

aattctgecet

cagtcttgtg

Caaccgdaag

aacaaggcca

tggaaggcag

agCadacaaca

Tisting

Tyr

Thr

Leu

140

val

Lys

ser

Thr

His
220

gcaccggeag
ggaagacggt
agtggtatca
gaccctctgg
ccctcaccat
atatcagcaa
cggcgeoctc
cactggtgty
atagcagecc

agtacgcgge

Page 38

Tvr

Cys

Ala

Lys

Pro

205

Glu

as filed
95

Cys GIn Ser
110

Leu Thr val

Pro Pro 5er

Leu Ile ser
160

ASp Ser Ser
i75

Gln Ser Asn
190

Glu &¢1n Trp

Gly Sser Thr

ctaggcgaat
aaccatctec
gCagcgeccg
ggtccectgat
ctctggactyg
tgtggtattc
ggtcactctg
tctcataagt
cgtcaaggeg

cagcagctat

60
120
180
240
300
360
420
480
540
600



A-1292-WO-PCT sequence Tisting as filed
ctgagcctga cgcectgagea gtggaagtcc cacagaagcet acagetgoca ggtcacgcat 660

gaagggagca ccgtggagas gacagtggcc cctacagaat gttca 705
<210> 63

<211>- 110

<212> PRT

<213> Artificial Seguence

<220>

<223> wvariabie domain
<400> 63

Asn Phe MeT lLeu Ala GIn Pro His Ser val Ser Glu Ser Pro Gly Lys
1 5 10 15

Thr val Thr Ile Ser Cys Ile Arg Thr Ser Gly Ser Ile Ala ser Asn
20 25 30

Tyr val Gln Trp Tyr Gin Gln Arg Pro Gly Ser Ser Pro Thr Thr val
35 40 45

Ilte Tyr Glu Asp Asp Gin Arg Pro Ser Gly val Pro Asp Arg Phe Ser
50 55 60

Gly Ser ITe Asp Ser Ser Ser Asn Ser Ala Ser Leu Thr Ile Ser Gly
65 70 75 80

Leu Lys Thr Glu @sp Glu Ala Asp Tyr Tyr Cys Gin Ser Cys Asp Ile
5 90 95

Ser Asn val val phe Gly Gly Gly Thr Lys teu Thr val Leu

100 105 110
<210> 64
<211> 13
<212> PRT
<213> Artificial Seguence
<220>
<223> C(DR1
<400> 64
Ile Arg Thr Ser Gly Ser Ile Ala Ser Asn Tyr val Gln
1 5 10
<210> @5
<211> 7
<212> PRT .
<213> artificial Seguence
<220>
<223> CDR2
<400> 65

Glu Asp Asp Gln Arg Pro Ser
Page 39



A-1292-WO-PCT seguence tisting as filed

1

<210> 66

<211> 9

<212> PRT

<213> Aartificial Sequence
<220>

<223> CDR3

<400> 66

Gln Ser Cys Asp Ile Ser Asn val val
1 5

<210> 67
<21is> 463
<212> PRT

<213> Artificial Sequence

<220
<223> heavy chain

<400> 67
Met Asp Trp Thr Trp Ser Ite Leu Phe teu val Ala Ala pPro Thr Gly
1 5 10 15

Ala His Ser GIn val Gln Leu val GIn Ser Gly Ala Glu val Lys Gln
20 25 30

Pro Gly Ala ser val Lys val Ser Cys Glu Ala ser Gly Tyr Thr phe
35 40 45

Thr ser Tyr Gly Ile ser Trp val Arg Gln Ala Ego Gly Gln Gly Leu
50 55

Glu Trp Met Gly Trp Ile Ser Ala Tyr Asn Gly Asn Thr Asp Tyr Ala
65 70 75 80

Gin Lys Leu GIn Gly Arg val Thr Met Thr Thr Asp Thr Ser Thr ser
85 90 95

Ala ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala val
100 105 110

Tyr Tyr Cys Ala Arg Gln Arg Tyr Tyr Tyr Ser Met Asp val Trp Gly
115 120 125

Gln Gty Thr Thr val Thr val ser ser Ala Ser Thr Lys Gly Pro Ser
130 135 140

val Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr Ala
145 150 155 160

Ala teu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu Pro val Thr va’l
page 40



ser

val

Pro

LyYS

225

val

Phe

Pro

val

Thr

305

val

Cys

Ser

Pro

val

385

AsSp

Trp

Trp

Leu

ser

210

Pro

Glu

Leu

Glu

Glin

290

Lys

Leu

Lys

Lys

Ser

370

Lys

Gin

Gly

Gin

AsSn

Gln

195

ser

Ser

cys

Phe

val

275

Phe

Pro

Thr

val

Thr

355

Arg

Gly

Pro

Ser

Gin

ser

180

Ser

Asn

Asn

Pro

Pro

260

Thr

Asn

Arg

val

Ser

340

Lys

Glu

Phe

Glu

Phe

420

Gly

165

Gly

Ser

Phe

Thr

Pro

245

Pro

cys

Trp

Glu

val

325

AsSn

Gly

Glu

Tyr

Asn

405

Phe

Asn

A-1292-WO-PCT sequence

Ala Lteu Thr

Gly

Gly

Lys

Cys

Lys

val

Tyr

Glu

310

His

Lys

Gin

Met

Pro

390

Asn

Leu

va'l

l.eu

Thr

215

val

Pro

Pro

val

va'l

295

GIn

Glin

Gly

Pro

Thr

375

Ser

Tyr

Tyr

Phe

Tyr

200

GIn

Asp

Ala

Lys

val

280

ASp

Phe

ASp

Leu

Arg

360

Lys

ASD

Lys

ser

Ser

170

Ser Gly val

185

Ser

Thr

LyS

Pro

265

AsSp

Gly

AShH

Trp

Pro

345

Ghu

AsSn

Ile

Thr

Leu

Tyr

Thr

Pro

250

Thr

val

val

Ser

L ey

330

Ala

Pro

Gin

Ala

Thr

410

Ley

ser

Thr

val

235

val

t.eu

Ser

Glu

Tht

315

Asn

Pro

Gin

val

val

355

Pro

Thr

Tisting

Ser

Cys

220

Glu

Ala

Met

His

val

300

Phe

Gly

Ile

val

Ser

380

Giu

Pro

val

Ser val Met
Page 41

Thr

val

205

Asn

Arg

Gly

Iie

Glu

285

His

Arg

Lys

Glu

Tyr

365

Leu

Trp

Met

ASp

His

as fTiled

175

Phe Pro Ala

190

val

val

Lys

Pro

ser

270

ASp

ASh

val

Glu

The

Glu

Ley

Lys

Glu

Thr

ASp

Cys

Ser

255

Arg

PO

Ala

va'l

335

Thr

Leu

Cys

Ser

ASp

Ser

Ala

val

His

Cys

240

val

Thr

Lys

Ser

320

Lys

Ile

Pro

feu

Asnh

400

Ser

Arg

Leu



435

445

A-1292-w0-PCT sequence tisting as filed
440

His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys

450

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

68

DNA
<220>
<223>

<400> 68
atggattgga

gttcagctyg
tgcgaggett
ggacaagggo
cagaagctec
gagctgagga
tactacagta
aagggcccat
gccetggget
ggcgetctga
tccercagea
aacgtagatc
gtcgagtace
ccaaaaccca
gacgtgagec
cataatgcca
gtcctcaccy
aacaaaggec
gaaccacagg
ctgacctgee
gggcagecgg
ttcctctaca
tgctecgtga

ccgggtaaa

1389

heavy chain

cctggageat
tgcagtctag
ctggttacac
ttgagtggat
agggcagagt
gcetgagatce
tggacgtcty
cggtcrtccc
gcctggtcaa
ccageggegt
gcgtggtgac
acaagcccag
caccgigecc
aggacaccct
acgaagaccc
agacaaagec
ttgtgeacca
tTCCcagecec
tgtacaccct
tggtcaaagy
agaacaacta
gcaagctcac

tgcatgaggce

455

Artificial Seqguence

tctgtttety
agctgaggtg
ctteaccage
gggatggatc
caccatgacc
fgacgacacy
gggccaaggg
cctggegeoc
ggactacttc
geacaccttc
cgtgeectee
caacaccaag
agcaccacct
catgatctec
cgaggtccag
acgggaggag
ggactggctg
catcgagaaa
gceoecatec
cttctaccce
caagaccaca
cgtggacaag

tctgeacaac

<210>
<21i>
<212>

69
118
PRT

gtggcggege
aagcagecty
tatggtatca
agcgcttaca
acagacacat
gccgtgtatt
accacggtca
tgctecagga
cccgaaccgg
ccagetgtec
agcaacttcg
gtggacaaga
gtggcaggac
€ggaccccty
ttcaactggt
cagttcaaca
aacggcaagg
accatcteca
cgggaggaga
agcgacatcg
ccteecatge
agcaggtgge

cactacacgc

Page 42

460

cgaccggege
gggcctcagt
gctgygtgcy
atggtaacac
ccacgagege
actgtgcgag
ccgtetecte
gcacctccga
tgacggtgtce
tacagtcctc
gcacccagac
cagttgagcy
cgtcagtctt
aggtcacgty
acgtggacgg
gcacgttecg
agtacaagtg
aaaccaaagg
tgaccaagaa
ccgtggagtiyg
tggactccga

agcaggggaa

agaagagcct

gcatagccag
gaaggtctec
acaggcecct
agactatgca
agcctacatg
acaacggtat
agctageace
gagcacagcg
gtggaactca
aggactctac
ctacacctgc
caaatgttgt
cercttecce
cgtggtggtg
cgtggaggtyg
tgtggtcage
caaggtctrcc
gcagceccega
ccaggtcage
ggagagcaat
cggcrccttc
cgtcttctca

ctcectgtet

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1620
1080
1140
1200
1260
1320
1380
1389



<Z213>

<220>
<223>

<400
Gln val
i

Ser va'

Giy Ile

Gly Trp
50

GIn Gly
65

Met Glu

Ala Arg

Thr val

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

<220>
<223>

<400

o A-1292-wO-PCT seguence
artificial sequence

variabie domain

69

Gin

Lys

ser

35

Ile

Arg

Leuy

Gln

Thr

1315

70
5
PRT

Leu

val

20

Trp

ser

val

Arg

val

5

Ser

val

Ala

Thr

Ser

85

Tyr

Ser

G1n

Cys

Arg

Tyr

MeT

70

Leu

Tyr

Ser

Ser
Glu
Glin
Ash
55

Thr

APrg

Tyr

Artificial Sequence

COR1
70

ser Tyr Gly Ile Ser

1

<210
<211>
<212>
<213>

<220
<223>
<400>
1

Gly

71
17
PRT

5

Aartificial Seguence

CDRZ
71

Gly

Ala

Ata

40

Gly

Thr

ser

Ser

Ala

Ser

25

Pro

Asn

Asp

ASP

Met
105

Glu

10

Gly

Gly

Thr

Thr

ASp

90

ASp

Page 43

val

Tyr

Gln

ASD

Ser

75

Thr

val

tisting

Lys

Thr

Gly

Tyr

Thr

Ala

Trp

Glin

Pha

Leu

45

Ala

Ser

val

Gy

as fiied

Pro

Thr

30

Glu

Glin

Ala

Tyr

Gln
110

Gly

15

Ser

Trp

Lys

Ala

TYyr

95

Gly

- 15

Ala

Tyr

Met

Leu

Tyr

80

Cys

Thr

Trp Ile Ser Ala Tyr Asn Gly Asn Thr Asp Tyr Ala Gln Lys Leu Gin
5 10



A-1292-WO-PCT sequence listing as Tiled

<210> 72

<21%> 9

<212> PRT

<213> Artificial sSeguence
<220>

<223> C(DR3

<400> 72

Gln Arg Tyr Tyr Tyr Ser Met Asp val
1 . 5

<210> 73

<211> 235

<212> PRT

<213> Artificial Sequence
<220>

<223> Tlight chain

<400> 73

Met Glu Thr pro Ala G1n Leu Leu Phe teu Leu Leu Leu Trp Leu Pro
1 5 10 15

Asp Thr Thr Gly Glu Ite val Leu Thr GIn Ser Pro Gly Thr Leu Ser
20 25 30

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser
35 40 45

val Sgr Ser Ser Tyr ifeu Ala Trp Tyr Gin Gln g%s Pro Gly GlIn val
5 55

Pro Arg Leu Leu Ile Tyr Gly Thr Ser Ser Arg Ala Thr Gly Ile Pro
65 70 75 80

Asp Arg pPhe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu ghr val
83 90 5

Ser Arg Leu Giu Pro Glu Asp Phe Ala val Tyr Tyr Cys Leu Glin Tyr
100 105 110

Asp Arg Ser Pro Arg Thr Phe Gly Gln Gly Thr Lys val Glu Iie Lys
115 120 125

Arg Thr val Ala Ala Pro Ser val Phe Ile Phe Pro Pro Ser Asp Glu
130 135 140

Gln Leu Lys Ser Gly Thr Ala Ser val val Cys Leu Leu Asn Asn Phe
145 150 155 160

Tyr Pro Arg Glu Ala Lys val Gln Trp Lys val Asp Asn Ala Leu Gln
Page 44



ser

165

Gly Asn Ser Gin Glu Sser

180

A-1292-WO-PCT sequence

170

val Thr Glu Gln

185

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser

195

His
210

LyS

Pro val
225

<210
<211
<212>
<213>

74
705
DNA

<220>
<223> Tigh

<400> 74
atggaaaccc

gaaattgtgt
ctctcctgca
cctggccagg
gacaggttca
cctgaagatt
caagggacca
ccatctgatg
ratcccagag
caggagagtg
acgctgagca
ggcctgaget
<210>
<211>

<212>
<213>

75
108
PRT

<220
<223>

<400> 75

Lys val Tyr Ala Cys

Thr Lys Ser Phe Asn
3

200

215

Arg

230

t chain

cggcgeaget
tgacgcagtc
gggccagtca
ttcccagyct
gtggcagtyg
ttgcagtgta
aggtggaaat
agcagttgaa
aggccaaagt
tcacagagca
aagcagacta

cgcccgtcac

Artificial Sequence

gctgtttctg
tccaggeacc
gagtgttage
ccrcatctat
gtctgggaca
ttactgrcte
caaacgtacy
atctggaact
acagtggaag
ggacagcaag
cgagaaacac

aaagagcttc

Artificial sequence

variable domain

Glu val Thr His

Gly Glu Cys
235

ctgctgotgt
ctgtctttgt
agcagctact
ggtacatcca
gacttcactc
cagtatgata
gtggctgcac
gectetgtty
gtggataacg
gacagcacct

aaagtctacg

aalaggggag

listing as

filed
175

Asp Ser Lys Asp Ser

190

Lys Ala Asp Tyr Glu

205

Gin Gly Leu Ser Ser

220

ggcrgecgga
ctccagggga
tagcctggta
gcagggecac
tcaccgtcag
ggtcacctcg
catctgtctt
tgtgectget
ccetecaatc
acagectcag
ccrgcgaagt

agtgt

taccaccgyc
aagagceace
ccagcagaaa
tggcatecca
cagactggag
gacgrtcggce
catcttecey
gaataacttc
gggtaactcce
cagcaccctg

cacccatcag

Giu Ile val teu Thr Gln Ser Pro Giy Thr Leu Ser Leu Ser Pro Gly
1 5

10

15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser val Ser Ser ser
Page 45

60
120
180
240
300
360
420
480
540
600
660
705



Tyr Leu

Ile Tyr
50

Gly Ser Gly

65

Pro Glu Asp

arg Thr

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

<400>

Ala
35

Gly

phe

76
127
PRT

Rattus rattus

76

20

Trp

Thr

Ser

Phe

Gly
100

Ala Pro Thr Arg

1

Asp Ala

Glu Asn

Ile Gln
50

Gly Leu
65

Ala ser

Giu Ile

Phe Leu

<210>
<Z211>
<212>
<213>

<220>

Ite

Glu
35

Arg

Arg

His

Glu

Phe

115

77
7
PRT

Lys

20

Lys

Pro

Gly

Tyr

val

100

Asp

Tyr
ser
Gly
Ala

85

Gin

Ser
5
Glu
ASn
Thr
AsN
Gln
85

Thr

Ile

A-1292-W0-PCT sequence listing

Gin
ser
Thr
70

va'l

Gly

Pro
Ala
Glu
Cys
Leu
70

Thr

Thr

Pro

Gln

Arg

55

ASp

Ty

Thr

Asn

l.ey

Asp

val

55

Thr

Asn

Phe

Phe

artificial Sequence

Lys

40

Ala

Phe

Tyr

LYs

Pro

Ser

val

40

Gln

Lys

Cys

Glu

Asp

25

Pro

Thr

Thr

Cys

val
105

val

Leu

25

Asp

Thr

Leu

Pro

105

Cys

Gly

Gly

Leu

Ley

S0

Giu

Thr

10

Leu

Ile

Arg

Asn

Pro

90

phe

Trp

Gin

Ile

Thr

75

Glin

Ile

Arg

AsSn

ITe

Leu

Gly

75

Thr

Ile

LyS

va'l

Pro

60

val

Tyr

LYS

Pro

ASp

Ser

Pro

Lys

Pro

Page 46

Pro

45

ASp

Ser

Asp

Trp

Met

Asn

45

Ley

Leu

Glu

Asn

val
125

as filed
30

Arg Leu

Arg Phe

Arg Leu

Arg Ser
g5

Lys His
15

Arg Ala
30

Glu Phe

Tyr Lys

Thr Met

Thr asp
95

Leu Lys
110

Gln Lys

Leu

Ser

Glu

80

Pro

val

Ley

ser

Gln

Ile

80

Cys

Gly



A-1292-WO-PCT seguence listing as filed
<223> C(DRZ

<400> 77
Gly Thr Ser Ser Arg Ala Thr
i 5

<210> 78

«<211> ¢

<212> PBRT

<213> Artificial seguence
<220>

<223> CDR3

<400> 78

Leu Gin Tyr AsSp Arg Ser Pro Arg Thr
1 5

<210> 79

<211> 462

<212> PRT

<213> Artificial seguence
<220>

<223> heavy chain

<400> 79

Met Asp Trp Thr Trp Ser Ije Leu Phe Leu val Ala Ala Pro Thr Gly
1 5 10 15

Ala His Ser Gin val GIn Leu val GIn Ser Gly Ala Glu val Lys Lys
20 25 30

Pro Giy Aata Ser val Lys val Ser Cys tys Ala Ser Gly Tyr Thr pPhe
35 40 45

Thr Gly Tyr Tyr met Wis Trp val Arg Gin aAla Pgo Gly Gin Gly Leu
50 55 6

Glu Trp Met Gly Trp Ile Asn Pro Asn Ser Gly Gly Thr asn Tyr Ala
65 70 75 80

Gin Lys Phe Gin Gly Arg val Thr Met Thr Arg Asp Thr Ser Ile Ser
85 90 95

Thr Ala Tyr Met Glu Leu Ser Trp Leu Arg Ser Asp Asp Thr Ala val
100 105 110

Tyr Tyr Cys Ala Arg Asp Arg Trp teu Asp Ala Phe Asp Tle Trp Gly
115 120 125

GIn Gly Thr Met val Thr val Ser Ala ser Thr Lys Gly Pro Ser val
130 135 140

Page 47



Phe

145

Leu

Trp

Leu

Ser

Pro

225

Glu

Leu

Glu

Gln

Lys

Lys

ser

LYS

385

Gin

Pro

Gly

Asn

Gin

Ser

210

Ser

Cys

Phe

val

Phe

290

Pro

Thr

val

Thr

Arg

Gly

Pro

Leu
Cys
Ser
ser
195
ASh
Asn
Pro
Pro
Thr
275
ASH
Arg
val
ser
LYS
Glu
Phe

Glu

Ala

Leu

Gly

sSer

Phe

Thr

Pro

Pro

260

Cys

Trp

Glu

val

AsSn

340

Gly

Glu

Tyr

Asnh

Pro

val

165

Ala

Gly

Gly

Lys

Cys

245

Lys

val

Tyr

Glu

His

325

LYs

GIn

Met

Pro

Asn
405

A-1292-WO-PCT sequence

Cys Ser Arg Ser Thr Ser Glu

150

LysS

Ley

Leu

Thr

val

230

Pro

Pro

val

val

Gln

310

Glin

Gly

Pro

Thr

sepr

390

Tvr

Asp

Thr

Tyr

Gin

215

AsD

Ala

Lys

val

295

Phe

Asp

Leu

Arg

ASD

Lys

Tyr

sar

Ser

200

Thr

Lys

Pro

ASP

ASp

280

Gly

Asn

Trp

Pro

Glu

360

ASD

Ile

Thr

Phe

Tyr

Thr

Pro

Thr

265

val

val

Ser

Leu

Ala

345

Pro

Gin

Ala

Thr

Pro

170

val

Ser

Thr

val

val

250

Leu

Ser

Glu

Thr

Asn

330

Pro

GlIn

val

val

Pro
410

155

Glu Pro

His Thr

Ser Vai

Cys Asn
220

Glu Arg
235

Ala Gly

Met Iie

His Glu

val His
300

Phe Arg
315

Gly Lys

Ifie Glu

val Tyr

Ser Leu
380

Glu Trp
395

Pro Met

Page 48

Tisting

ser

Val

Phe

val

205

val

Lys

Pro

Ser

AsSp

Asn

val

Glu

LYS

Thr

365

Thr

Glu

Leu

as filed

Thr Ala Ala

Thr

Pro

190

Thr

ASp

Cys

Ser

Arg

270

Pro

Ala

val

TY"r

Thr

350

Leu

Cys

Ser

ASp

val

175

Ala

vai

His

Ccys

val

255

Thr

Glu

Lys

Ser

Lys

Ile

Pro

l.ey

Asn

Ser
415

160

Ser

val

Pro

Lys

val

240

Phe

Pro

val

Thr

val

320

Cys

Ser

Pro

vai

Gly

Asp



Gly ser Phe Ph
2

Gin GIn

Asn His
450

<210
<211>
<212>
<213>

«<220>
<223>

<400> 80
atggattgga

80
DA

gtgcagctgg
Tgcaaggcrt
ggadlaagggc
cagaagtttc
gagctgaget
crggatgctt
ggcccatcgg
ctgggctgec
gctctgacca
ctcageagey
gtagatcaca
gagtgcecceac
aaacccaagg
gtgagccacg
aatgccaaga
ctcaccgtty
aaaggcctece
ccacaggtgt
acctgectgg
cagccggaga
ctctacagca
tcegtgatge

ggtaaa

1386

420

heavy chain

cctggageat
tgcagtotygg
ctggatacac
ttgagtggat
agggcagggt
ggctgagatc
ttgatatcty
tetteceect
tggtcaagga
gcggegtgea
tggtgaccgt
agcccageaa
cgtgcccage
acacccrteat
aagaccccga
caaagccacy
tgcaccagga
cagceccccat
acaccctgece
tcaaaggett
acaactacaa
agctcaccgt

atgaggctct

440

Artificial Seguence

tctgtttctyg
ggctgaggty
cttcaccgge
gggatggatc
caccatgacc
tgacgacacy
gggccaaggg
ggcgcectge
ctacttccec
cacctrtccca
gccctecage
caccaaggtg
accacctgtyg
gatcteecyg
ggtccagttc
ggaggagcag
ctggctgaac
cgagaaaacc
cccatcccgg
ctacccceagce
gaccacacct
ggacaagagc

gcacaaccac

A~1292-WO-PCT seguence
e Leu Tyr Ser Lys Leu Thr val
425

Gty Asn val Phe Ser Cys Ser val Met
435

Tyr Thr Gln Lys Ser Leu Ser Leu Ser
455

gtggcggegce
aagaagcecig
tactatatgc
aaccctaaca
agggacacgt
gcegtatatt
acaatggtca
tccaggagca
gaaccggtga
gctgtcctac
aacttcggea
gacaagacag
gcaggaccgt
accccrgagy
aactggtacg
ttcaacagca
ggcaaggagt
atctccaaaa
gaggagatga
gacatcgecg
cccatgegg
aggtggcagc

tacacgcaga

Page 49

Tisting as

filed

Asp Lys Ser Arg Trp
430

His Glu Ala Leu His

445

rro Gly Lys
460

cgaccggege
gggcctcagt
actgggtycy
gtggtggceac
ccatcagcac
actgtgcgag
ccgtetetge
cctccgagag
cygtgtegty
agtcctcagy
cccagaccta
ttgagcgcaa
cagtcttect
tcacgtgegt
tggacggcgt
cgttccgtgt
acaagtgcaa
ccaaagggca
ccaagaacca
tggagtggga
actccgacgg

aggggaacgt

agagcectete

gcatagccag
gaaggtctec
acaggcccct
aaactatgea
agcctacatg
agaccgytyy
tagcaccaag
cacagcggcec
gaactcagge
actctactcc
cacctgcaac
atgttgtgtc
ctteecceca
ggtggtggac
ggaggtgcat
ggtcagcgtce
ggtctccaac
gccccgagaa
ggtcagcctg
gagcaatggg
crectrtettc
cttctcatge

cetgtetecg

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020

1080

1140

1200

1260

1320

1380

1386



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

<220>
<223>

<400>
Gln val
1

Ser val
Tyr Met
Gly Trp
50
¢in Gly
65
Met Glu
Alta Arg

Met val

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

<400>
Met Trp
1

Ser Ala
val Asp

Ser Ala

ASp Pro

A-1292-W0-PCT sequence listing as filed

81

117

PRT _

Artificial sequence
variable domain

81

Gln Let val Gln Ser Gly

Lys ga? Ser Cys Lys Ala
0

His Trp val Arg Gin Ala
35 40

Ile AsSh Pro Asn Ser Gly
55

Arg val Thr met Thr Arg
70

Leu Ser Trp Leu Arg Ser
85

Asp Arg Trp Leu Asp Ala

Thr val ser
115

82

144

PRT

oryctoiagus cunicuius
82

teu Gin Asn Leu Phe Leu
5

Pro Thr His Gln Pro Asn
20

Ala Ile Lys Glu Ala Arg
35 40

Ala val pro Gly Glu Met
55

Gln Lys Pro Thr Cys Leu

Ala

Ser

25

Pro

Gly

ASp

ASD

Phe
105

Leu

Thr

25

Ite

va'l

Gin

Glu

10

Gly

Gly

Thr

Thi

AsSp

90

ASp

Gly
10

val

Ile

Thr

val Lys

Tyr Thr

Gin Gly

Asn Tyr

Ser Ile

75

Thr aAla

Tie Trp

Ser val

ser Gin

Leu Ser

val val

60

Arg Leu

Page 50

LYS

Phe

Leu

45

Ala

Ser

val

Gly

val

Pro

Arg

45

Ser

Glu

Pro

Thr

30

Glu

Gln

Thr

Tyr

Gin
110

Cys

Leu

30

Ser

Glu

lLeu

Gly.

15

Gly

Trp

Lys

Ala

Tyr

Gly

Thr

15

LYS

AsSn

Met

Tvr

Ala

Tyr

Met

Phe

Tyr

80

Cys

Thr

Ile

ASD

Phe

Lys



65 70

Gin Gly Leu Arg Gly

85

Ser Leu

Met Ala Ser His Tyr

Giu Arg Leu
90

A-1292-WO-PCT seque?ge Tisting

Ser Ser Thr

Lys Gin Asn Cys Pro Pro Thr Pro

Phe Lys Glu
125

Trp Glu Pro
140

100 105
Cys Glu Thr Glu Phe Ite Thr Phe Lys Ser
115 120
Cys pPhe Leu phe val Ile Pro Phe Asn Cys
130 135
<210> 83
<211> 11
<212> PRT
<213> Artificial Sequence
<220>
<223> consensus sequence
<220>
<221> MISC_FEATURE
«222> {(1)..(L)
<223> Xaa is Glu or no amino acid residue
<220>
<221> MISC_FEATURE
<222 (2)..(2)
<223> Xaa is Gly or no amino acid residue
<220>
<221> MISC_FEATURE
<222> (3)..(3
<223> Xaa is Pro, Asp or Giy
<220>
<221> MISC_FEATURE
<222> (4)..(4)
<223> Xaa is Tyr, Trp, Arg or Lys
<220>
<221> MISC_FEATURE
<222> (5)..(5)
<223> Xaa 1is Ser, Trp, Phe or Thr
<220>
<221> MISC_FEATURE

<222> (6)..(6)

<223> Xaa is Thr or Leu
- <220>

<22%> MISC_FEATURE

<222 (7. (7Y o

<223>  Xaa is Asp or Gly

<220> . '

<Z221> MISC_FEATURE

<222> (8)..(8)

<223>

Xaa is Tyr or no amino acid residue

Page 51

as filed
80

Leu Thr Leu
95

Glu Thr ser
110

Asn Leu Lys

val GIn Lys



<220>
<221>
<222>
<223>

<400>

A-1292-WO-PCT seguence Tisting as filted

MISC_FEATURE

(1) .. (1D
Xaa 11s Met, Thr or val
83

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Phe Asp Xaa
1 5 10

<210>
<211
<212>
<213>

<220>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<Z221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220
<221>
<222>
<223>

<400>

84

9

PRT i
Artificial Sequence

consensus seguence

MISC_FEATURE
()., (L)

Xaa is Gln or Leu

MISC_FEATURE
(3)..03)

Xaa is GIn or Leu

MISC_FEATURE
Gy (3

Xaa is Thr or Ser

MISC_FEATURE
(4).. (4
Xaa is asp, Gly or Phe

MISC.FEATURE
(5)..05)

Xaa ts Arg, Thr or ser

MISC_FEATURE
(6)..(6)

Xaa is Ser or val

MISC_FEATURE
(7). (7
Xad is Phe or Pro

MISC_FEATURE

(8)..(8)
Xaa is Arg or Trp
84

Xaa GIn Xaa Xaa Xaa Xaa Xaa Xaa Thr
1 5

<210>
<211>

85
235
Page 52



<212>
<213>

<220>
<223>

<400>

PRT

1ight chain

85

Met Giu Thr

1

ASp

teu

Leu

Pro

65

AsSp

Ser

ala

Arg

Gin

145

Tyr

Ser

Thr

Lys

Pro
225

Thr

ser

Ser

50

Gly

Arg

Ser

Thr

Thr

130

Leu

Pro

Gly

Tyr

His

210

val

Thr

teu

35

Ser

Leu

Phe

Leu

Ser

115

val

LYS

Arg

Asnh

ser

1985

Lys

Thr

Pro

Gly

20

Gly

Ile

Leu

ser

Glu

160

Pro

Ala

Ser

Glu

Ser

180

L.eu

val

Lys.

Ala

5

Glu

Glu

Tyr

Ile

Gly

85

Pro

Trp

Ala

Gly

Ala

165

Gin

ser

Tyr

Ser

A-1292-WO-PCT sequence

Gin

Ile

Arg

Leu

Tyr

70

Ser

Glu

Thr

Ptro

Thr

150

Lys

Glu

Ser

Ala

Phe
230

Artificial sequence

Leu

val

Ala

Gly

Gly

Asp

Phe

ser

135

Ata

val

Ser

Thr

Leu

Leu

Ile

40

TrD

Ala

Ser

Phe

Gly

val

Ser

Gin

val

Leu

200

Glu

Arg

Phe

Thr

25

Leu

Tyr

Ser

Phe

val

Trp

Thr

185

Thr

val

Gly

Leu

10

Gln

Ser

Gln

Ser

Thr

90

val

Gly

Ite

val

l.eu

Thr

Glu

Page 53

Leu

Ser

Cys

Gin

Arg

75

ASD

Tyr

Thr

Phe

Cys

155

val

Gln

Ser

Cys

Tisting

Leu

Pro

Arg

Lys

Ala

Phe

Tyr

LYS

Pro

140

Leu

ASP

ASp

Lys

Gln
220

Leu

Gly

Aja

45

Pro

Thr

Thr

Cys

val

125

Pro

Leu

Asn

ser

Ala

205

Gly

as filed

Trp

Thr

30

Ser

Gly

Gly

Leu

Gln

110

Glu

Ser

Asnh

Ala

Lys

190

ASD

Leu

Leu

15

Leu

Glin

GlIn

Iie

Thr

95

Gin

vai

AsSp

Asn

Leu

175

Asp

Tyr

sSer

Pro

Ser

Ser

Ala

Pro

80

Iie

TYr

Lys

Giu

Phe

160

Gin

Ser

Giu

Ser



A-1292-W0O-PCT sequence Tisting as

<210> 86
<211> 704
<212> DNA
<213> Artificial Sequence
<220>
<223> Tight chain
<400> 86
atggaaacce cggcgceaget gotgtttctg ctgotgotgt ggctgccgga
gaaattotgt tgacgcagtc tccaggcacc ctgtctttgt ctctagggga
ctctcctgca gggocagtea gagtcitage agcatctact tagectggta
cctyggecagy cteecggtct cctcatctat ggtgotteca gcagggegac
gacaggttca gtggcagtgy gtctgggaca gacticactc tcaccatcag
cctgaagatt ttgcagtgta tractgtcag cagtatgcta cctcaccgig
caagggacca aggtggaagt caaacgtacg gtggcetgeas catctgiett
ccatctgatg agecagttgaa atctggaact goctctgitg tgtgoctget
tatcccagag aggccaaagt acagtggaag gtggataacg ccctocaatc
caggagagtg tcacagagca ggacagcaag gacageacct acagcoctcag
acgceigagca aagcagacta cgagaaacac aaagtctacg cctgcgaagrt
ggcctgaget cgeccgicac aaagagettc aacaggggag agrg
<210> 87
<211> 108
<212> PRT
<213> Artificial Ssequence
<220>
<223> variable domain
<400> 87
Glu Ile val Leu Thr GlIn Ser Pro Gly Thr Leu Ser Leu Ser
1 5 10
Glu Arg Ala Ile Leu Ser Cys Arg Ala Ser GIn Ser Leu Ser

20 25 30
Tyr Leu Ala Trp Tyr GIn Gin Lys Pro Gly Gln Ala Pro Gly

35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg
50 55 60
Gly ser Gly ser Gly Thr Asp Phe Thr Leu Thr Iie Ser Ser
65 70 75
Pro Glu Asp Phe Ala val Tyr Tyr Cys Gln Gln Tyr Ala Thr
85 90 '

Page 54

filed

taccaccgge
aagagceate
ccageagaaa
tggcatceca
tagtctygag
gacgrtcggc
catctriececy
gaataacttc
gggtaactee
cagcaccctg

cacccatcag

Leu
15

Gly
ser
Leu Leu
phe

ser

Glu
80

Leu

Setr Pro

95

60
129
180
240
300
360
420
480
340
600
660
704



A-12972-WO-PCT seguence listing as filed
Trp Thr Phe Gly Gin Gly Thr Lys val Glu val tys

100 105
<210> 88
<211> 12
<212> PRT
<213> Artificial Sequence
<220
<223> CbRr1l
<400> 88

Arg Ala Ser Gln Ser Leu Ser Ser Ile Tyr Leu Ala
1 5 10

<210> 89
<Z211> 11
<212> PRT

<213> Artificial sequence

<220>
<223> consensus sequence

<220>

<221> MISC_FEATURE
<222 (3)..{(D

<223> Xaa is Ser or Ala

220>

<221> MISC_FEATURE
<222> (2)..(2)

«<223> Xaa 1is Ser or Ala

<220>

<221> MISC_FEATURE
<222> (3)..(3)

<223> Xaa 1is Trp or Phe

<220>

<221> MISC_FEATURE
<222 {4)..(4)

<223> Xaa is Asp or Thr

<220>

<221> MISC_FEATURE

<222> (9)..(9)

<223> Xaa 1s Gly, Trp or no amino acid residue

<220>

<221> MISC_FEATURE

<222> (10)..(10>

<223> Xaa is val, Leu or Pro

<220>

<221> MISC_FEATURE

<222> (1L)..(1D

<223> Xaa is val or no amino acid residue

<400> 89

Xaa Xaa Xaa Xaa Asp Ser Ser Asn Xaa Xaa Xaa
1 b) 10

Page 55



A~1292-WO-PCT sequence listing as filed

<210> 90

<211> 9

<21?2> PRT

<213> artificial sequence
<220>

<223> CDR3

<400> 90

Gin GIn Tyr Ala Thr Ser Pro Trp Thr
1 5

<2i0> 91

<211> 4863

<2312> PRT

<213> Artificial seguence
<220>

<223> heavy chain
<400> 91

Met Asp Trp Thr Trp Ser Ite Leu Phe Leu val Ala Ala Pro Thr Gly
1 5 10 15

Ala His ser Gin val Gln Leu val G1n Ser Gly Ala Glu val Lys Lys
20 25 30

Pro Gly Ala Ser val Lys val Sgr Cys Lys Ala Ser Gly Phe Thr Phe
35 4 45

Ser Gly Tyr Tyr Met Tyr Trp val Arg Gln Ala Pro Gly Gln Gly Leu
50 55 60

Glu Trp Met Gily Trp Ile Asn Pro Ash Ser Gly Gly Thr Asn Tyr Ala
65 70 75 80

Arg Lys Phe Gln g]y Arg val Thr Met Thr Arg Asp Thr Ser g?e Ser
5 90 5

Thr Ala Tyr Met Glu Leu Ser Arg Leu Arg Ser Asp Asp Thr Ala val
1060 105 110

Tyr Tyr Cys Ala Arg Arg Pro Trp Glu Leu Pro Phe Asp Tyr Trp Gly
115 120 125

GIn Gly Thr teu val Thr val Ser Ser Ala Ser Thr Lys Gly Pro Ser
130 135 140

val phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr aAla
. 145 150 155 160

Ala Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu Pro val Thr val
165 170 175

Page 56



Ser

val

Pro

LYS

val

Phe

Pro

val

Thr

305

val

Cys

Ser

Pro

val

385

Gly

ASp

Trp

Trp

Leu

Ser

210

Pro

Glu

Leu

Glu

Gln

290

LYS

Leu

l.ys

Lys

Ser

370

Lys

Glin

Gly

Gin

Asn
GlIn
195
Ser
Ser
Cys
Phe
val
275
Phe
Pro
Thr
val
Thr
355
Arg
Gly
Pro

Ser

Gin
435

Ser

180

ser

Asn

Asn

Pro

Pro

260

Thr

Asn

Arg

val

sSer

340

Lys

Glu

Phe

Glu

Phe

Gly

ser

Phe

Thr

Pro

245

Pro

Cys

Trp

Glu

val

325

Asn

Gly

Glu

Tyr

Ash

405

Phe

420

Gly

Asn

A-1292-WO-PCT sequence

Ala Leu Thr Ser Gly val

Gly

Gly

Cys

Lys

val

Tyr

Glu

310

His

Lys

GIn

Met

Pro

390

Ash

Leu

val

Leu

Thr

215

val

Pro

Pro

val

va'

295

Gln

GIn

Gly

Pro

Thr

375

ser

Tyr

Tyr

Phe

TYyr
200
Gin
ASp
Ala
Lys
val
280
AsSp
Phe
ASp
Leu
Arg
360
Lys
Asp
Lys
Ser

Sar
449

185

ser

Thr

LYs

Pro

ASD

ASD

Gly

ASn

Trp

Pro

345

Glu

AsSn

Ile

Thr

l.eu

Tyr

Thr

Pro

250

Thr

val

val

Ser

Leu

330

Ala

Pro

GIn

Ala

Thr

410

et

Ser

Page 57

ser

Thr

val

235

val

teu

Ser

Glu

Thr

315

ASn

Pro

Gln

vai

val

395

Pro

Thr

val

Tisting

His

ser

cys

220

Ala

Met

His

va'l

300

Phe

Gly

val

Ser

380

Glu

Pro

val

Met

Thr

val

205

Asn

Arg

Gly

I'le

Glu

285

His

Arg

Lys

Glu

Tvr

Leu

Trp

Met

ASp

His
445

as filed
Phe Pro Ala

190

val

val

Lys

Pro

Ser

270

ASD

Asn

val

Glu

350

Thr

Thr

Glu

Leu

LYS

Glu

Thr

Asp

Cys

Ser

255

Arg

Pro

Ala

vai

TVYr

335

Thr

Leu

Cys

Ser

Asp

ser

Ala

val

Cys
240

val

Thr

Lys
ser
320
LYS
Iie
Pro
Leu
ASH
400
Sar

Arg

Leu



A-1292-WO-PCT seguence listing as filed

His Asn His Tyr Thr Gln Lvys Ser Leu Ser Leu Ser Pro Gly Lys

450

<210>
<211
<212>
<213>

92

DNA
<220>
<223>

<400> 92
atggattgga

gtgcagctgg
tgcaaggctt
ggacaagggc
cggaagtttc
gagctgagca
gagcttccect
aagggcecat
gcectgggct
ggcgctctga
tccetcagea
aacgtagatc
gtcgagtgec
ccaaaaccca
gacgtgagec
cataatgcca
gtcctcaccg
aacaaaggcc
gaaccacagg
ctgacctgee
gggcagccygy
ttcctctaca
tgctccgtga
ccgggtaaa

<210>
<211>
<212>
<213>
<220>

93
118
PRT

1388

heavy chain

cctggageat
tgcagtctygy
ctggattcac
ttgagtggat
agggcagggt
ggctgagatc
ttgacractg
cggtettece
gcetggtcaa
ccageggegt
gcgtggtgac
acaagccceag
caccgrgecc
aggacaccct
acgaagacce
agacaaagcc
ttgtgcacca
tccecageeec
tgtacaccct
tggrcaaagg
agaacaacta
gcaagctcac

Tgcatgaggce

455

Artificial Ssequence

tctgtttetg
ggctgaggtg
ctrcagegge
gggatggatc
caccatgacc
tgacgacacy
gggccaggga
cetggegece
ggactacttc
gcacaccttc
CthCCCtCC
caacaccaag
agcaccacct
catgatctcc
cgaggtecag
acgggaggag
ggactggctg
catcgagaaa
gcececatcee
crrcraccce
Caagaccaca
cgtggacaag

tctgcacaac

artificial seguence

gtggcggege
aagaagccty
tactatatgt
aaccctaaca
agggacacgt
gccgratatt
accctggtea
tgctocagga
ccegaaccgy
ccagetgrec
agcaacttcyg
gtggacaaga
gtggcaggac
cggacccctg
ttcaactyggt
cagttcaaca
aacggcaagg
accatctcca
cgggaggaga
agcgacarcy
cctcccatge
agcaggrggce

cactacacgc

Page 58

460

cgaccggegc
gggcctcagt
actgggtgcg
gtggtggcac
ccatcageac
actgtgcgag
ccgrctecte
gcacctcega
tgacggtgtc
tacagtcctc
gcacccagac
cagttgageg
cgtcagtett
aggtcacgtg
acgtggacgg
gcacgttecy
agtacaagtg
aaaccaaagg
tgaccaagaa
ccgtggagtg
tggactccga

agcaggggaa

agaagagcct

gcatagccag
gaaggtctee
acaggccecct
aaactatgca
agcctacatg
gagaccgtgg
agctagcacc
gagcacageg
gtggaactca
aggactctac
ctacacctye
caaatgttgt
cctcttecec
cgtggtggty
cgtggaggty
tgtggtcage
caaggrcrec
gcagccccga
ccaggteage
ggagagcaat
cggctcctte
cgtctrctca

ctcectgtcet

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1260
1260
1320
1380
1389



<223>
<400> 93

Gln val Gln
1

Ser val Lys

Tyr Met Tyr
35

Gly Trp Ile
50

Gln Gly Arg
65

Met Glu Leu

Ala Arg Arg

Leu val Thr
115

<210> 94

<211> &

<212> PRT

<213>

<220

<223> CDR1L

<400> 94

variabie

Leu

va'l

20

Tirp

Asn

val

Ser

Pro

100

val

.

vai

Ser

val

Pro

Thr

Arg

85

Trp

Ser

Gly Tyr Tyr Met Tyr
1 5

<210> 95
<211> 17
<212> PRT
<213>

<220>

<223> CDRZ
<400> 95

1

Gly

2

CA-1292-w0-PCT sequence
domain

Glin

Cys

Arg

Asn

Met

70

Leu

Glu

Ser

Ser

LYS

Gin

Ser

55

Thr

Arg

Leu

Artificial Seguence

Artificial Sseguence

Gly

Ala

Ala

40

Gly

Arg

Ser

Pro

Ala

Ser

25

Pro

Giy

ASD

Asp

Phe
105

Ghu
10

Gly
Gly
Thr
Thr
Asp
a0

ASD

Page 59

val

Phe

Glin

Asn

ser

75

Thr

Tyr

1isting

Lys

Thr

Gly

Tyr

60

Ile

Ala

Trp

Lys

Phe

Leuy

45

Ala

ser

val

Gly

as filed

Pro

ser

30

Glu

Arg

Thr

Tyr

GIn
110

Gly

15

Gly

Trp

Lys

Ala

Tvr

95

Gly

Ala

TYyr

Met

Phe

Tyr

80

Cys

Thr

Trp Ile Asn Pro Asn Ser Gly Gly Thr Asn Tyr Ala Arg Lys Phe Gln
5 10 15



<210> 96
<211> 9
<212> PRT
<213>

<220>

<223> CDR3
<400> 96

A-129Z2-wWo-PCT sequence listing as filed

Artificial sequence

Arg Pro Trp Glu Leu Pro Phe Asp Tyr
1 5

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

<220>
<223>

<400>

97
234
PRT

artificial Sequence

Tight chain

97

Met Glu Thr Pro

1

Asp

Ala

Iie

65

Arg

Ser

Ser

Thr

Leu

145

Pro

Thr

Ser

Ser

50

Leu

Phe

Leu

Phe

val

130

Lys

Arg

Thr Gly
20

val Gly
35

AsSh Tyr

Leu Ite

ser Gly

GIn Pro

100

pro Ile
115
Ala Ala

Ser Gly

Giu Ala

Ala

>

ASD

ASp

leu

Tyr

Arg

85

Glu

Thr

Pro

Thr

Gln

Ile

Arg

Asn

Thr

70

Gly

Asp

Phe

Ser

ala

150

val

Leu

Gin

val

Trp

55

Ala

Ser

Phe

Gly

vati

135

Ser

Glin

Leu

Met

Thr

40

Tyr

Ser

Gly

Ala

PO

120

Phe

val

Trp

Phe

Thr

25

Ile

Gln

Ser

Thr

Thr

105

Gly

Ile

val

LYS

l.eu

10

Gln

Thr

Glin

Leu

ASp

90

Tyr

Thr

Phe

Cys

val
170

i.eu lL.eu

Ser Pro

Cys Arg

Lys Pro
60

Gln ser
75

Phe Thr

Tyr Cys

Lys val

Pro Pro
140

Lteu Leu
155

ASp ASh

Page 60

Leu

Ser

Ala

45

Gly

Gly

Leu

Gin

ASp

Sar

AsSnh

Ala

Trp

Ser

30

Ser

Lys

vai

Thr

G1in

110

Ile

ASp

Asn

Leu

Leu

15

Ley

Glin

Ala

Pro

Ile

95

Ser

LyS

Glu

Phe

GIn
175

Pro

Ser

ser

Pro

Ser

80

ser

rhe

Arg

Glin

Tyr

Ser



A-1292-WO-PCT seguence

Gly Asn Ser GlIn Glu Ser val Thr Glu GIr Asp

Tyr Ser Leu
195

His Lys val
210

val Thr Lys
225

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

<220>
<223>

98
701
DNA

Tigh

<400> 98
atggaaaccc

gacatccaga
atcacttgcc
gggaaagccc
aggttcagtg
gaagattttg
gggaccaaag
tctgatgage
cecagagagg
gagagtgtca
ctgagcaaag
ctgagctcoge
<210>
<211>
<212>
<213>

<220>
<223>

99
107
PRT

<400> 99

180

ser Ser Thr Leu Thr Leu
Tyr Ala Cys Glu val Thr

Ser Phe Asn Arg Gly Glu
230

t chain

cggcgcagcet
tgacccagte
gggcaagtca
ctaagctoct
gcagaggatc
caacttacta
tggatatcaa
agttgaaatc
ccaaagtaca
cagagcagga
cagactacga

ccgtcacaaa

200

215

Artificial sequence

gctgtttcty
tccatcctece
gagcattage
gatctatact
tgggacagat
ctgtcaacag
acgtacggty
tggaactgec
gtggaaggty
cagcaaggac
gaaacacaaa

gagcttcaac

Artificial Sequence

variable domain

185

ser Lys

His G1n

Cys

ctgctgetgt
ctgtetgeat
aactatttaa
gcatccagtt
ttcactctca
agtttcagtt
gctgeaccat
tctgttgtgt
gataacgeec
agcacctaca

gtctacgect

aggggagagt

Tisting as fiied

Ser Lys Asp Ser Thr
190

Ala Asp Tyr Giu Lys
205

Gly Leu Ser ser Pro

220

ggctgecgga
crgtaggaga
attggtatca
tgcaaagtgg
ccatcagcag
Tcccaatcac
ctgtcrtcat
gcctgetgaa
tccaatcggy
gccteageag
gcgaagtcac

g

taccaccgge
cagagtcacc
gcagaaacca
ggtcccatca
tctgcaacct
tTtcggooct
cttcccgeca
taacttctat
taactcccag
caccctgacy

ccatcagggc

%sp Iie Gin Mext ghr GIn Ser Pro ser Ser Leu Ser Ala Ser val Gly
15

10

Asp Arg val Thr Ile Thr Cys Arg Ala Ser Gin Ser Ile Ser Asn Tyr
25

20

30

Page 61

60
120
180
240
300
360
420
480
540
600
660
701



A-1292-W0O-PCT seguence

Leu Asn Trp Tyr Gin GIn Lys Pro Gly Lys Ala
35 40

Tyr Thr ala Ser Ser Leu Gln Ser Gly val Pro
50 55

Arg Gly ser Gly Thr Asp Phe Thr Leu Thr Ile
65 70 75

Glu Asp pPhe Ala Thr Tyr Tyr Cys Gin Gln ser
85 90

Thr Phe Gly Pro Gly Thr Lys val Asp Ile Lys

100 105
<210> 100
<211l> 11
<212> PRT
<213> Artificial sequence
<220>
<223> CDR1
<400> 100

Arg Ala Ser Gln Ser Ile Ser Asn Tyr Leu Asn
1 5 10

<210 101

<21l> 7

<212> PRT

<213> Artificial Seguence
<220>

<223> CDR2

<400> 101

Thr Ala Ser Ser Leu Glin Ser
1 5

<210> 102

<211> 9

<212> PRT

<213> Artificial seauence
<220>

<223> CBbR3

<400> 102

Gln Gln Ser Phe Ser Phe Pro Ile Thr
1 5

<210> 103
<211> 465
<212> PRT

<213> Artificial Seguence

Page 62

Tisting
Pro Lys
45

Ser Arg
60

Ser Ser

Phe Ser

as fijed

Leu Leu Ile

Phe Ser Gly

Leu Gin Pro
g0

Phe Pro Ile
95



A-1292-wO-PCT sequence listing as fited

<220

<223> heavy chain

<400> 103

Met Asp Trp Thr Trp Ser Ile iLeu Phe Leu val Ala Ala Pro Thr Gly
1. 5 10 15

Ala His Ser Glin val GIn Leu val Gln ser Gly Ala Glu val Lys Lys
20 25 30

Pro Gly Ala Ser val Lys val Ser Cys Lys Ala ser Gly Tyr Thr Phe
35 40 45

Thr Gly Tyr Tyr met His Trp val Arg GIn Ala Pro Gly Gin Gly Leu
50 55 60

Glu Trp Met Gly Trp Ile Asn Pro Asn Ser Giy Gly Thr Asn Tyr Ala
65 70 75 80

GIn Lys Phe Lys g;y Arg val Thr Met Thr Arg Asp Thr Ser ITe Ser
90 95

Thr Ala His met Glu Leu Ser Arg Leu Arg Ser Asp Asp Thr ala val
100 105 110

Tyr Tyr Cys val Arg Asn Gly Asp Tyr val Phe Thr Tyr Phe Asp Tyr
115 120 125

Trp Gly GIn Gly Thr Leu val Thr val Ser Ser Ala Ser Thr Lys Gly
130 135 140

Pro Ser val phe Pro Lteu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser
145 © 150 155 160

Thr Ala Ala Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu Pro val
165 170 175

Thr val Ser Trp Asn Ser Gly Ala teu Thr ser Gly val His Thr phe
180 185 190

Pro Ala val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser val val
195 200 205

Thr val Pro Ser Ser Asn Phe Gly Thr GIn Thr Tyr Thr Cys Asn val
210 215 220

Asp His Lys Pro Ser Asn Thr Lys val Asp Lys Thr val Glu Arg Lys
225 230 235 240

Cys Cys val Glu Cys Pro Pro Cys Pro Ala Pro Pro val Ala Gly pPro
245 250 255
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A-1292-WO-PCT sequence listing as filed

Ser val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
260 265 270

Arg Thr Pro Giu val Thr Cys val val val Asp val ser His Glu Asp
275 280 285

Pro Giu val Gin Phe Asn Trp Tyr val Asp Gly val Glu val His Asn
2580 295 300

Ala Lys Thr Lys Pro Arg Giu Glu GIn Phe Asn Ser Thr Phe Arg val
305 310 315 320

val ser val Leu Thr val val His Gln Asp Trp Leu Asn Gly Lys Glu
325 330 335

Tyr Lys Cys Lys val Ser Asn Lys Gly Leu Pro Ala Pro Ile Glu Lys
340 345 350

Thr 1le Ser Lys Thr Lys Gly ¢1n Pro Arg GJu Pro Gln val Tyr Thr
355 360 365

Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln val Ser Leu Thr
370 375 380

Cys Leu val Lys Gly Phe Tyr Pro Ser Asp Ile ala val Giu Trp Glu
385 390 395 400

Ser Asn Gly GIn Pro Glu Asn Asn Tyr tys Thr Thr Pro Pro Met Leu
405 410 415

ASp Ser Asp Giy Ser Phe Phe Leu Tyr Ser Lys Leu Thr val Asp Lys
420 425 430

Sar Arg Trp Gin Gln Gly Asn val Phe Ser Cys Ser val Met His Glu
435 440 445

Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly

450 455 460
LYyS
465
<210> 104
<211> 1395
<212> DNA
<213> Artificial sequence
<220>
<223> heavy chain
<400> 104
atggattgga cctggagcat rorgtttotg gtggeggcge cgaccggege geatagoecag 60
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grgcagctgg
tgcaaggctt
ggacaagggc
cagaagttta
gagcrtgagca
tatgttttta
agcaccaagg
acagcggcecc
aactcaggceg
ctctactecee
acctgcaacy
Tgttgtgtcy
ttccecccaa
gtggtggacg
gaggtgcatra
gtcagegtce
gtctccaaca
ccccgagaac
gtcagcetga
agcaatggge
tcottcttce
ttctcatget
ctgtctccgg
<210>
<211>
<212>
<213>

<220>
<223>

105
120
PRT

<400> 105

1

tgcagtctyg
ctagatacac
ttgagtggat
agggcagggt
ggctgagatc
cctacttiga
gcceateggt
tgggctgect
crctgaccag
tcagcagegt
tagatcacaa
agtgceccacce
aacccaagga
tgagccacga
atgccaagac
tcaccgtrgt
aaggcctece
cacaggtgta
cctgcctggt
agccggagaa
tctacagcaa
ccgtgatgea

gtaaa

5

A-1292-WO-PCT seguence

ggctgaggty
cttcaccgge
gggatggatc
caccatgacc
tgacgacacg
ctactggggc
cttcceecty
ggtcaaggac
cggcgtgeac
ggtgaccgtg
gcecageaac
gtgeccagea
caccctcatg
agaccccgag
aaagccacgg
gcaccaggac
agcceccatce
caccctgcec
caaaggcttc
caactacaag
gctcaccgtg

tgaggctcty

Artificial Sequence

variable domain

Gln val GIn teu val Gln Ser Gly Ala G
1

aagaagcctyg
tactatatgc
aaccctaaca
agggacacgrt
gccgtgtatt
cagggaaccc
gcgeectget
tacttccecy
accttececag
ccctecagea
accaaggtgg
cecacetgtgg
atctecegga
gtccagttca
gaggagcagt
tggctygaacg
gagaaaacca
€Catcccgyo
tacceccageg
accacacctc
gacaagagca

cacaaccact

Tisting as
gggcctcagt

actgggtgeg
gtggtggeac
ccatcagcac
actgtgtgag
tggtcaccgt
ccaggagcac
aaccggtgac
ctygtcctaca
acrteggeac
acaagacagt
caggaccgte
ccecctgaggt
acrggtacgt
tcaacageac
gcaaggagta
tctccaaaac
aggagatgac
acatcgccgt
ccatgetgga
ggtggcagca

acacgcagaa

Ju val Lys Lys Pro
0

filed
gaaggrctcce

acaggcccct
aaactatgcea
agcccacatg
aaacggtgac
ctcctcaget
ctccgagage
ggtgtcgtag
gtcctcagga
ccagacctac
Tgagcgcaaa
agtcticctce
cacgtgcgtg
ggacggcgtg
gttccgtgty
caagtgcaag
caaagggcag
caagaaccag
ggagtgggag
ctcecgacgge

ggggaacgtc
gagectetec

Gly Ala
15

Ser val Lys ga? Ser Cys Lys Ala Ser Gly Tyr Thr pPhe Thr Gly Tyr
0 25 30

Tyr Met ggs Trp val Arg Gin ala Pro Gly Gin Gly teu Giu Trp Met
_ 45

40

Page 65

120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020

1080

1140

1200

1260

1320

1380

1395



A-1292-WO-PCT sequence listing as filed

Gly Trp Ile Asn Pro Asn Ser Giy Giy Thr Asn Tyr Ala Gln Lys Phe
50 55 60

Lys Gly Arg val Thr Met Thr Arg Asp Thr Ser Ile Ser Thr Ala His
65 70 75 80

Met Glu Leu Ser Arg Leu Arg Ser Asp Asp Thr Ala val Tyr Tyr Cys
85 90 95

val Arg Asn Gly Asp Tyr val pPhe Thr Tyr Phe Asp Tyr Trp Gly Gln
100 105 110

Gly Thr Leu val Thr val Ser ser

115 . 120
<210> 106
<211> 17
<212> PRT
<213> Artificial Seguence

<220>
<223> consensus sequence

<220>

<221> MISC_FEATURE

222> (1)..(D

<223> Xaa is Trp or no aminc acid residue

<220>

<221> MISC_FEATURE
<222> (2)..(2)

<223> Xaa 1is Ile or Tyr

<220>

<221> MISC_FEATURE

<222> (3)..(3

<223> Xaa i1s Asn, Ser or Ile

<220>

<221> MISC_FEATURE

<222>  (4)..(4)

<223> Xaa is Pro, Ala, Tyr

<220>

<221> MISC_FEATURE
<222> (5)..(5

<223> Xaa is Asn or Tyr

<220>

<221> WMISC_FEATURE
<222> (6)..(6)

<223> Xaa is Ser or Asn

<220>

<221> MISC_FEATURE
<222> (8)..(8)

<223> Xaa is Gly or Asn

<220>
<221> MISC_FEATURE
<222> (.. (D
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A-1292-wWO-PCT seguence 1isting as filed
<223> Xaa 1s Thr or Arg

<220>

<221> MISC_FEATURE
<222> (10)..(10

<223> Xaa is AsSn or Asp

<220>

<221> MISC_FEATURE
<222> (11)..(1D

<223> Xaa is Tyr or Ser

<220>

<221> MISC_FEATURE
<222> (12)..(12)

<223> Xaa is Ala or Asn

<220>

<221> MISC_FEATURE
<222> (13)..(13)

<223> Xaa is GIn or Arg

<220>

<221> MISC_FEATURE
<222> (14)..(14)

<223> Xaa is Lys or Arg

<220>

<221> MISC_FEATURE
<222> (15)..(15)

<223> Xaa 1s Phe or Lys

<220>

<221> MISC_FEATURE

<222> {16)..(16)

<223> Xaa is Gln, Lys or Arg

<400> 106

Xaa Xaa Xaa Xaa Xaa Xaa G]y Xaa Xaad Xaa Xda Xdaa Xdaa Xaa Xaa Xaa
1 5 10

Gly

<210> 107

<211> 17

<?12> PRT

<213> Artvificial Seqguence

<220>
<223> consensus sequence

<220>

<221> MISC_FEATURE
<222> (6)..(6)

<223> Xaa is val or Ile

<220>

<221> MISC_FEATURE
222> (11)..(1D)

<223> Xaa is Ser or Asn

<220>
<221> MISC_FEATURE
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.

A-1292-WO-PCT sequence listing as filed
<222> (13)..(13)
<223> Xaa is Glu or Lys

<220>

<221> MISC_FEATURE
<222> (15)..(1%

<223> Xaa 1s Try or Phe

<220>

<221> MISC_FEATURE
«222> (17)..(17>

<223> Xaa is Thr or Ala

<400> 107

Lys Ser Ser Gln Ser Xaa Leu Tyr Ser Ser Xaa ASn Xaa Asn Xaa Leu
5 10 i5

Xaa

<210> 108

<211> 11

<212> PRT

<213> Artificial sequence

<220>

<223> CDR3

<400> 108

Asn Gly Asp Tyr val Phe Thr Tyr Phe Asp Tyr
1 5 10

<210> 169

<211> 235

<212> PRT

<213> Artificial Sseguence
<220>

<223> Tight chain

<400>- 109

Met Ala Trp Ala Pro Leu ieu Leu Thr Leu Leu Ala His Cys Thr Gly
i 5 10 15

Ser Trp Ala GIn Ser Ala Leu Thr GIn Pro Ala Ser val ser Gly Ser
20 25 30

Pro Gly GIn Ser Ile Thr Ile ser Cys Thr Gly Thr Ser Ser Asp val
35 40 45

Gly Giy Tyr Asn Tyr val Ser Trp Tyr Gln GIn His Pro Gly Lys Ala
50 55 60

Pro Lys Leu Met Ile Tyr &lu val Ser Gly Arg Pro ser Gly val Ser
65 70 75 80

Asn Arg Phe Ser Gly Ser Lys ser Giy Asn Thr Ala Ser Leu Thr Ile
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Ser

Thr

Leu

Ser

145

ASpP

Pro

Asn

Lys

val
225

Gly

Gly

Gly

Glu

Phe

val

LYS

Ser

210

Glu

<210
<211>
<212>
<213>

<220>
<223>

<400>

atggcgtggg cgocgetget

Leu

Ser

115

Gln

Glu

Tyr

Lys

Tyr

195

His

Lys

110
705
DNA

GIn

100

sSer

Pro

Leu

Pro

Ala

180

Ala

Arg

Thr

85

Ala

Thr

Lys

Gln

Gly

Gly

Ala

Ser

vai

A-1292-wW0-PCT sequence
90

Glu Asp Glu

Leu Phe
120

Trp

Ala Pro
135

Ala

Ala
150

Asn LyS

Ala val Thr

val Glu Thr

ser ser Tyr

200

Tyr Ser Cys

215

Ala Pro Thr

230

Artificial sequence

Tight chain

110

tctgoactga

tgcactggaa

ccaggcaaag

aatcgettct

gctgaggacg
ggcggaggga

ticccgeecet

gacttctacc

ggagtggaga

ctcageetye
ccagcagtga
cccecaaact
ctggctcecaa
aggctgatta
ccaaactgac
cctctyagya
cgggagecgt

ccaccacacc

gctgacecty
ctccgtgrct
cgttggtggt
catgatttat
gtctggcaac
ttactgcage
cgtectagge
gcrtcaagec
gacagtggcec

Ctccaaacaa

Ala Asp Tyr
105

Gly Gly Gly

Ser val Thr

Ala Thr Leu

155

Ala
170

val Trp

Thr Thr

185

Pro

teu Ser Leu

Gin val Thr

Glu Ser

235

cys

ctggegeatt
gggtctectg
tataactatg
gaggtcagtg
acggectceec
TctTttacag
caaccgaaag

aacaaggcca

tggaaggcag

agcaacaaca agtacgcgge

Tisting

Tyr

Thr

Leu

140

val

Lys

ser

Thr

His
220

gcaccggeag
gacagtcgat
TCctcctggta
gtcggeectc
tgaccatctc
gcagcagcac
€ggcgecctc
cactggtgty

atagcagcecc

Page 69

Cys

Lys

125

Phe

Cys

Ala

Lys

Pro

205

Glu

as filed
g5

Ser Sser
110

Leu Thr

Pro Pro
Ile

Leu

Ser
175

Asp

Gin
190

Ser
Glu Gin

Gy Ser

Phe

val

Ser

Ser

160

Ser

Asn

Trp

Thr

ctgggcgcag
caccatctec
ccagcageac
aggggttict
tggactccag
trggttatte
ggtcactctg
tctcataagt
cgtcaaggycy

cagcagctat

60
120
180
240
300
360
420
480
540
600



A-1292-WO-PCT sequence Tisting as filed
ctgagcctga cgoctgagca gtggaagtcc cacagaaget acagctgeca ggtcacgcat 660

gaagggagca ccgtggagaa gacagtggec cctacagaat gttca 705
<210> 111

<211> 110

<212> PRT

<213> Artificial Sequence

<220>

<223> variable domain

<400> 111

GIn ser Ala teu Thr GIn Pro Ala Ser val Ser Gly Ser Pro Gly Gin
1 5 10 15

Ser Ile Thr ITe Ser Cys Thr Gly Thr Ser sSer Asp val Gly Gly Tyr
20 25 30

Asn Tyr val ser Trp Tyr Gln Gln His Pro Gly Lys Ala Pro Lys Leu
35 40 45

Met Ile Tyr Glu val ser giy Arg Pro Ser Gly val Ser Asn Arg Phe
50 5 60

Ser Gly Ser Lys Ser Gly Asn Thr Ala Ser Leu Thr Ile Ser Gly Leu
65 70 75 80

Gln Ala Glu Asp Glu Ala Asp Tyr Tyr Cys Ser Ser Phe Thr Gly Ser
85 90 95

Ser Thr Trp teu Phe Gly Gly Gly Thr Lys Leu Thr val Leu
100 105 110

<210> 112

<211> 14

<212> PRT

<213> Arvificial Sequence
<220>

<223> C(DR1

<400 112

Thr Gly Thr Ser ser Asp val Gly Gly Tyr Asn Tyr val Ser
1 5 10

<210> 113

<21l> 7

<212> PRT

<213> Artificial Seguence
<220>

<223> {(DR2Z

<400> 113

Glu val ser Gliy Arg Pro Ser
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A-1292-WO-PCT sequence 1isting as filed

1
<210> 114
<211> 10
- <212> PRT
<213> Artificial Sequence
<220>
<223> CDR3
<400> 114
Ser Ser Phe Thr Gly Ser ser Thr Trp Leu
1 5 10
<210> 115
<211> 464
<212> PRT
<213> Artificial sequence
<220>
<223> heavy chain
<400> 115

Met asp Trp Thr Trp Ser Ile Leu Phe Leu val Ala Ala Pro Thr Gly
1 5 10 15

Ala His Ser GIn val Gin Leu val Gin ser Gly Ala Glu val Lys Lys
20 25 30

Prao Gly Ala Ser val Lys val Ser Cys Lys Ala ser Gly Tyr Thr pPhe
35 40 45

Thr Gly Tyr Tyr met His Trp val Arg Gin Ala ESO Gly GIn Gly Leu
50 55

Glu Trp Met Gly Trp ITe Asn Pro Asn Ser Gly Gly Thr Asn Tyr Ala
65 70 75 80

GlIn Lys Phe Arg Gly Arg val Thr Met Thr Arg Asp Thr Ser g1e Ser
85 90 5

Thr Ala Tyr Met Glu Leu Ser Arg Leu Arg Ser Asp Asp Thr Ala val
100 105 110

Tyr Tyr Cvs Ala Arg Phe Giy Tyr Phe Gly Tyr Tyr Phe Asp Tyr Trp
115 120 125

Gly GlIn Gly Thr Leu val Thr val Ser Ser Ala Ser Thr Lys Gly Pro
130 135 140

Ser val Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr
145 150 155 160

Ala ala teu Gly Cys Leu val Lys Asp Tyr Phe Pro Giu Pro val Thr
Page 71



val

Ala

val

His

225

Cys

val

Thr

Glu

Lys

Ile

Pro

Leu

385

Asn

Ser

Arg

Ser

val

Pro

210

LYS

val

Phe

Pro

val

290

Thr

val

Cys

Ser

Pro

370

val

Gly

ASp

Trp

Trp

Ley

195

Ser

PIro

Glu

Leu

Glu

275

Glin

Lys

Leu

LYS

LYyS

Gln

Gly

Gin

ASh

180

Gin

Ser

Ser

Cys

Phe

260

val

Phe

Pro

Thr

val

340

Thr

Arg

Gly

Pro

Ser

420

GlIn

165

Ser

Ser

ASN

Asn

Pro

245

Pro

Thr

Asn

Arg

val

325

Ser

Lys

Giu

Phe

Glu

405

Phe

Gly

A-1292-WO-PCT sequence listing

Gly Ala Leu

Ser

Phe

Thr

230

Pro

Pro

Cys

Trp

Glu

310

val

ASn

Gly

Glu

Tyr

390

AsSn

Phe

Asn

Gly

Gly

Lys

Cys

Lys

va't

Tyr

295

Glu

His

Lys

Gln

Met

375

Pro

ASN

Leu

val

Leu

200

Thr

val

Pro

Pro

va'l

280

val

Gin

Gln

Gly

Pro

360

Thr

Ser

Tyr

Tyr

Phe

Thr

185

Tyr

Glin

ASp

Ala

Lys

val

Asp

Phe

AsSp

Leu

345

ATg

Lys

Asp

Lys

Ser

425

Ser

i70

Ser Gly

Ser Leu

Thr Tyr

Lys Thr
235

Pro Pro
250

Asp Thr

Asp val

Gly val

Asn ser
315

Trp Leu
330

Pro Ala

Glu Pro

Asn Gln

Ile Ala
395

Thr Thr
410

Lys Leu

Cys Sser
Page 72

val

ser

Tht

220

va'l

val

Leu

Ser

Glu

300

Thr

Asnh

Pro

Gin

va'l

380

val

Pro

Thr

val

His

ser

205

Cys

Glu

Ala

Met

His

285

val

Phe

Gly

val

365

ser

Glu

Pro

val

Met

as Tiled

175

Thr pPhe Pro

190

val

ASn

Arg

Gly

Ile

270

Glu

His

Arg

Lys

Giu

350

Tyr

Leu

Trp

Met

Asp

430

His

val

val

LYS

Pro

255

Ser

Asp

Asn

val

Glu

335

LyS

Thr

Thr

Glu

Leu

415

Lys

Glu

Thr

Asp

Cys

240

Ser

Arg

Pro

Ala

val
320

Tyr.

Thr

Leu

Cys

ser

400

Asp

Ser

Ala



435

Let His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser

450

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

116
1392
DNA

<220>
<223>

<400> 116
atggattgga

gtgcaactgyg
tgcaaggcett
ggacaagggc
cagaagtttc
gagctgagea
tttggctact
accaagggce
gcggeectgg
tcaggcgctc
tactccctea
tgcaacgtag
tgtgtcgagt
cccccaaaac
gtggacgiga
gtgcataatyg
agcgtcctea
tccaacaaag
cgagaaccac
agcctgacct
aatgggcagc
ttcttectet
tcatgctecy

tctecgggta

heavy chain

cctggageat
tgcagtctyg
ctggatacac
ttgagtggat
ggggcagggt
ggctgagatc
actttgacta
catcggtett
gcrgectggt
tgaccageyg
gcagcgtggt
atcacaagec
gcecaccgty
ccaaggacac
gccacgaaga
ccaagacaaa
ccgttgtgea
gecteccage
aggtgtacac
gccrggtcaa
cggagaacaa
acagcaagct
tgatgcatga

daad

440

455

Artificial Seguence

tctgtttctg
gyctygaggtg
cttcaccggc
gggatggatc
caccatgacc
Tgacgacacg
ctggggceag
cccectggeg
caaggactac
cgtgcacacc
gaccgtgcec
cagcaacacc
cccagcacca
ccteatgatce
ceccgaggtc
gccacgggay
ccaggactgy
cccecatcgag
cctgecceca
aggcttctac
ctacaagacc
caccgtggac

ggctctgeac

<210>
<211>
<212>

117
119
PRT

gtggcggcegc
aagaagcetg
tactatatgce
aatcctaaca
agggacacgt
gccgtgtatt
ggaaccctrygg
ccctgeteca
ttecceegaac
trcccagety
tccageaact
aaggtggaca
cctgtogeag
tcccggaccce
cagttcaact
gagcagttca
ctgaacggea
aaaaccatct
tcccgggagy
cccagegaca
acacctecca
aagagcaggt

aaccactaca

Page 73

445

460

cgaccgycge
gggcctcagt
actggytgeg
gtggtggcac
ccatcageac
actgtgcgag
rcaccgtctc
ggagcacctc
cggtgacggt
tcctacagtce
TCggeaccca
agacagttga
gaccgtcagt
ctgaggtcac
ggtacgtgga
acagcacgtt
aggagtacaa
ccaaaaccaa
agatgaccaa
tcgecgtgga
tgctggactc
ggcagcagygg

cgcagaagag

A-1292-WO-PCT seguence Tisting as filed

Pro Gly Lys

gcatagccag
gaaggtcrce
acaggeeoect
aaactatgea
agccracatg
atttggatat
ctcagetage
cgagagcaca
gtcgtggaac
ctcaggactc
gacctacacc
gcgcaaatgr
cttcotrcttce
gtgcgtggty
cggcgatggag
ccgtgtggte
gtgcaaggtc
agggcagccec
gaaccaggtc
gtgggagagc
cgacggetee
gaacgtcrtc

CCcrCctccctg

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380
1392



A-1292-wW0-PCT seqguence

<213> Artificial Sequence
<220>
<223> variable domain
<400> 117
Gin val Gin teu val Gin Ser Gly
1 5
Ser val Lys val Ser Cys Lys Ala
20
Tyr Met His Trp val Arg Gin Ala
35 40
Gly Trp Ile Asn Pro Asn Ser Gly
50 55
Arg Gly Arg val Thr Met Thr Arg
65 70
Met Glu Leu Ser Arg Leu Arg Ser
85
Ala Arg Phe Gly Tyr Phe Gty Tyr
100
Thr Leu val Thr val ser ser
115
<210> 118
<211> 12
<212> PRT
<213> Artificial sequence
<220>
<223> cohsensus sequence
<220>
<221> MISC_FEATURE
<222> (4)..(4)
<223> Xaa is GIn or Pro
<220>
<Z221> MISC_FEATURE
<222> (5)..(5)
<223> Xaa is Ser or Tyr
<220>
<221> MISC_FEATURE
<222> (B8)..(6)
<223> Xaa s val, Leu or Iie
<220>
«221> MISC_FEATURE
<222 (7)..(7)
<223> Xaa is Ser or Cys

Ala

Ser

25

Pro

Gly

Asp

ASD

Glu val
10

Tisting

LYS

Gly Tyr Thr

Gly Gln

Thr Asn

Thr ser
75

Asp Thr
90

Phe Asp

page 74

Gly

Tyr

60

Iie

Ala

Tyr

LysS

Phe

Leu

45

Ala

Ser

val

Trp

as filed

Pro

Thr

30

Giu

Gin

Thr

Tyr

Gly
110

Gly

15

Giy

Trp

Lys

Ala

Ala

Tyr

Met

Phe

Tyr

80

Tyr
95

Gin

Cys

Gly



A-~1292~WO-PCT sequence listing as filed
<220>
<221> MISC_FEATURE
<222> (8}..(8)
<223> Xaa is Ser or Asn

<220>

<Z221> MISC_FEATURE

<222> (9)..(%

<223> Xaa is Ser, Ile, Thr or no amino acid residue

<220>

<221> MISC_FEATURE
222> (11)..(1D)

<223> Xaa is Phe or Leu

<220>

<221> MISC_FEATURE
<222>  (12)..(1D)

<223> Xaa is Ala or Asn

<400> 118

Arg Ala Ser Xaa Xaa Xaa Xaa Xaa Xaa Tyr Xaa Xaa
1 5 10

<210> 119

<211> 17

<212> PRT

<213> Artificial Seqguence

<220>

<223> CDR2

<400> 119

Trp Ile Asn Pro Asn Ser Gly Gly Thr Asn Tyr aAla Gln Lys Phe Arg
1 5 10 15
Gly

<210> 120

<211> 10

<212> PRT

<213> artificial seguence

<220>

<223> CDR3

<400> 120

Phe Giy Tyr Phe Gly Tyr Tyr Phe Asp Tyr

1 5 10

<210> 121

<211> 235

<212> PRT

<213> Artificial Seauence

<220>
<223> Tight chain

<400> 121
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Met

ASp

Leu

val

Pro

65

ASD

Ser

Gly

Arg

Gin

145

Tyr

ser

Thr

Lys

Pro
225

Glu

Thr

Ser

Ser

50

Arg

Arg

Arg

Trp

Thr

130

Ley

Pro

Gly

Tyr

His

210

val

Thr

Thr

Pro

35

Ser

Ley

Phe

Leu

ser

115

val

Lys

Arg

Asn

Ser

195

Lys

Thr

Pro

Gly

20

Gly

Ser

Leu

Ser

Glu

160

Pro

Ala

Ser

Glu

Ser

180

Leu

va'l

Lys

Ala

Glu

Glu

Tyr

Ile

Gly

85

Pro

Arg

Ala

Gly

Ala

165

Gin

Ser

Tyr

Ser

A-1292-WO-PCT sequence listing
Gin Leu Leu Phe Leu Leu

Ile

Arg

Phe

TYr

70

Ser

Glu

Thr

Pro

Thr

150

Lys

Glu

Ser

Ala

Phe
230

val

Ala

Ala

55

Gly

Gly

Asp

Phe

Ser

135

Ala

val

Ser

Thr

Cys

215

Ash

Leu

Thr

40

Trp

Ala

sSer

Phe

Gly

val

Ser

Gln

val

Leu

200

Glu

Atg

Thr

25

Leu

Tyr

Ser

Gly

Ala

105

Gin

Phe

val

Trp

Thr

185

Thr

val

Gly

Gln

Ser

Glin

Ser

Thr

90

val

Gly

Ile

val

Lys

Glu

Leu

Thr

Glu

ser

Cys

Gin

Arg

75

ASp

TYr

Thr

Phe

Cys

155

val

Gin

Ser

His

Cys
235

Leu

Pro

Arg

Phe

Tyr

Lys

Pro

140

Leu

ASp

ASp

Lys

Gin
220

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

<220>
<223

122
704
DNA
Artificial Sequence

Tight chain

Page 76

Leu

Gly

ala

45

Pro

Thr

Thr

Cys

val

125

Pro

Leu

ASh

Ser

Ala

205

Gly

as filed
Trp Leu Pro

Thr

30

Ser

Gly

Gly

l.aeu

Glin

110

Glu

Ser

Asn

Ala

Lys

ASD

Leu

15

Leu

Pro

Glin

Ile

Thr

85

Gln

Ile

Asp

Asn

Leu

175

ASp

TYr

Ser

Ser

ser

Tyr

LYS

Glu

Phe

160

Gin

Ser

Glu

Ser



<400> 122
atggaaaccc

gaaattgtyt
ctctectgea
cetggecagg
gacaggttca
cctgaagatt
caagggacca
ccatctgatg
tatcccagag
caggagagtg
acgctgagca
ggcctgaget
<210> 123

<21l> 108
<212> PRT

cggegeaget
tgacgcagtc
gggccagtec
ctcccaggcet
gtggcagtgg
ttgcagtgta
aggtggaaat
agcagttgaa
aggccaaagt
tcacagagca
aagcagacta

cgceegteac

A-1292-wO-PCT sequence

<213> Artificial Sseguence

<220>

<223> wvariable domain

<400> 123
Glu Ile val
1

Glu arg Ala

Tyr Phe Ala
35

Ite Tyr Gly
50

Gly ser Gly
65

Pro Glu Asp
Arg Thr phe
<230> 124
<211> 12
«<212> PRT

Leu

Thr

20

Trp

Ala

Ser

Phe

Gly
100

Thr

ley

Tyr

Ser

Gly

Ala

85

Gin

Gln

ser

GIn

Ser

The

70

va'l

Gly

Ser

Cys

Glin

Arg

55

ASp

TyYr

Thr

<213> Artificial Seguence

gagtgttagc
cctcatctat
gtctgggaca
ttactgtcag
caaacgtacg
atctggaact
acagtggaag
ggacagcaag
cgagaaacac

aaagagcttc

Pro

Arg

40

Ala

Phe

Tyr

Lys

gctgtttctg ctgetgotgt

tccaggcace ctgtetttgt

agcagctact

ggtgcatcca

gacttcacte

cagtatggtt

gtggctgeac

gcctctatig

gtggataacg

gacagcacct

aaagtctacy

d4aCaggggag

Gly

Ala

25

Pro

Thr

Thr

Cys

val
105

Thr Leu
10

ser Pro

Gly Gin

Gly Ile

Leu Thr

75

Gin Gin
90

Glu Ile

Page 77

Tisting as fited

ggctgecgga taccaccggce
c¢teccagggga aagagccacc
ttgcetyggta ccagcaaaaa
gcagggcecac tggcatccca
tcaccatcag cagactggag
ggtcacctcg gacgttcggc
catcrgtctt catcttoceey
tgtgccrgct gaataacttc
ccctccaatc gggtaactec
acagcctcag cagcaccctg

cctgcgaagt cacccatcag

agtg

ser lLeu Ser Pro Gly
15

Ser val Ser Ser Ser
30

Ala Pro Arg Leu Leu
45

Pro Asp Arg Phe Ser
60

Ite $er Arg Leu Glu
80

Tyr Giy Trp Ser Pro
95

LYS

60
120
180
240
300
360
420
480
540
600
660
704



A-1292-WO-PCT sequence Tisting as Tiled

«<220>
<223> CDRL
<400> 124

Arg Ala Ser Pro Ser val Ser ser Ser Tyr Phe Ala
1 5 10

<210> 125

<211i> 15

<212> PRT

<213> Artificial sequence
<220>

<223> consensus seguence

<220>

<221> MISC_FEATURE

<222> (1..(D

<223> Xaa is Ile, Ser or Thr

<220>

<221> MISC_FEATURE
<222> (2)..(2

<223> Xaa is Arg or Gly

<220>

<221> MISC_FEATURE
<222> (3)..(3

<223> Xaa is Thr or ser

<220>

<221> MISC_FEATURE
<222> {4)..(4)

<223> Xaa is Arg or Ser

<220>

<221> MISC _FEATURE
<222> (5)..(5)

<223> Xaa is Gly or ser

<220>

<221> MISC_FEATURE

<222> (8)..(6)

<223> Xaa is Ser, His or Asp

<220>

<221> MISC_FEATURE
<222> (B)..(&

<Z223> Xaa is Ile or val

<220>

<221> MISC_FEATURE
222> (9)..(9

<223> Xaa is Ala or Gly

<220>

<221> MISC_FEATURE

<222> {10)..010)

<223> Xaa 1is Gly or no amino acid residue

<220>
<2Z1> MISC_FEATURE
<222> (11)..{11>
<223> Xaa is Ser or Tyr
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A-1292-WO-PCT sequence Tisting as filed

<220>

<221> MISC_FEATURE
<222> (13)..(13)

<223> Xaa is Tyr eor Thr

<220>

<221> MISC_FEATURE

<222> {(15)..{(15)

<223> Xaa is GlIn, Asn or Ser

<400> 125

Xaa Xaa Xaa Xaa Xaa Xaa FTyr Xaa Xaa Xaa Xaa Asn Xaa val Xaa
i 5 10 15
<210= 126

<2il> 9

<212> PRT

<213> Artificial sequence

<220

<223> (CDR3

<400> 126

Gln Gin Tyr Gly Trp ser Pro Arg Thr
1 5

<210> 127

<21l> 463

<212> PRT

<213> Artificial Seguence
<220>

<223> heavy chain

<400> 127

Met Asp Trp Thr Trp Ser Ile Leu Phe Leu val Ala Ala Pro Thr Gly
1 5 10 i3

Ala His Ser Gln val Gin Leu val Gln ser Gly Ala GTu val Lys Lys
20 25 30

Pro Gly Ala Ser val Lys val Ser Cys Lys Ala Ser Gly Tyr Thr phe
35 40 45

Thr Gly Tyr Tyr Met His ggp val Arg Gin Ala Pro Gly GIn Giy Leu
50 60

Glu Trp Met Gly Trp Ile Asn Pro Asn Ser Gly Gly Thr Asn Tyr Ala
65 70 75 , 80

Gin Lys Phe Arg Gly Arg val Thr Met Tgr Arg Asp Thr Ser Ite Ser
85 9 95

Thr Ala Tyr val Glu Leu Ser Arg Leu Arg Ser Asp Asp Thr ala val
100 105 110
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Tyr

GIn

val

145

Ala

Ser

val

Pro

Lys

val

Phe

Pro

val

Thr

305

val

Cys

Ser

Pro

Tyr

Gly

Phe

Leu

Trp

Leu

Ser

210

Pro

Glu

Leu

Glu

Gln

290

Lys

Leu

Lys

Lys

ser
370

Pro

Gly

Asn

Gln

195

Ser

Ser

cys

Phe

val

275

Phe

Pro

Thr

val

Thr

355

Arg

Ala

Leu

teu

Cys

Ser

180

Ser

Asn

Asn

Pro

Pro

260

Thr

Asn

Arg

val

Ser

340

LysS

Glu

Arg

val

Ala

Leu

165

Gly

Ser

Phe

Thr

Pro

245

Pro

Cys

Tro

Glu

val

325

Asn

Gly

Glu

A-1292-WO-PCT seguence

ASp

Thr

Pro

150

val

Ala

Gly

Gly

Lys

Cys

Lys

val

Tyr

Glu

310

His

Lys

Gln

Met

Pro

Lys

Leuy

Leu

Thr

215

val

Pro

Pro

val

val

295

Glin

Gin

Gly

Pro

Thr
375

Tyr Thr Ser Gly

120

ser

Ser

ASp

Thr

Tyr

Gin

Asp

Ala

Lys

val

280

Asp

Phe

ASp

Leu

Arg

360

LYS

Ser

Arg

Tvr

Ser

185

Ser

Thr

Lys

Pro

ASD

265

Asp

Gly

AsSn

Trp

Pro

345

Glu

ASn

Ala

Ser

Phe

170

Gly

Leu

Tyr

Thr

Pro

250

Thr

val

vaT

Ser

Leu

330

Ala

Pro

Ser

Thr

155

Pro

val

ser

Thr

val

235

va't

Leu

Ser

Glu

Thr

315

Asnh

Pro

GIn

Tisting

Phe

Thr

140

Ser

Glu

His

Ser

Cys

220

Glu

Ala

Met

His

val

300

Phe

Gly

Ite

val

Gin val Ser

380

Page 80

Asp

125

Lys

Glu

Pro

Thr

val

205

Asn

Arg

Gly

Ile

Glu

285

His

Arg

Lys

as filed

Tyr Trp Gly

Gly

Ser

val

Phe

190

val

val

Lys

Pro

Ser

270

Asp

Asn

val

Glu

Thr

Pro

Thr

Thr

175

Pro

Thr

ASp

Cys

ser

255

Arg

Pro

Ala

val

Tyr

Thr

Leu

Cys

Ser

Ala

160

val

Ala

val

His

Cys

249

val

Thr

Glu

Lys

Ser

320

LYs

Pro

Leu



va’
385

Lys Gly

Gly GIn Pro

Asp Gly ser

Gin
435

Trp Gln

His Asn His

450

<210>
<211>
<Z212>
<213>

<220>
<Z223>

128
1389
DNA

heav

<400> 128
atggattgga

gtacaactgg
tgcaaggctt
gdacaayggc
cagaagtttc
gagctgagcea
accagtggcet
aagggcccat
gccctggget
ggcgetetga
tccctcagea
aacgtagatc
gtcgagtgec
cCaaaaccca
gacgtgagec
cataatgcca
gtccteaccey
aacaaaggcc

gaaccacagy

Phe Tyr

3

Glu Asn A

405

Phe Phe L

420

Gly Asn v

Tyr Thr G

y chain

cctggageat
tgcagtctgg
ctggatacac
Ttgagtggat
ggggcagggt
ggctgagatc
trgactactg
cggtcriceo
gcctggtcaa
ccagegacgt
gcgtggtgac
acaagcccag
raccgtgecc
aggacaccct
acgaagaccc
agacaaagcc
ttgtgcacca
tcccageoce

tgtacaccct

A-1292-WO-PCT seguence

Pro Ser Asp Iie Ala

90

sn Tyr

ey Tyr

Lys Thr

ser Lys

val
395

Thr
410

Pro

Leu Thr

425

al Phe
440

in Lys
455

Artiticial Seguence

tctgtttety
ggctgaggtg
cttcaccgge
gggatggatc
caccatgacc
tgacgacacy
gggccaggga
ccrggegeec
ggactactic
gcacaccttc
cgtgcectee
caacaccaag
agcaccacct
catgatctec
cgaggtecag
acgggaggag
ggactggetg
catcgagaaa

gceeecatece

ser Cys

Ser Leu

Ser val

Ser Leu

gtggeggcge
aagaagccty
tactatatgc
aaccctaaca
agggacacgt
gccgtatatt
accctggtca
tgctccagga
ccogaaccgy
ccagctgtcc
agcaacttcg
gtggacaaga
gtggcaggac
cggaccectg
ttcaactggt
cagttcaaca
aacggcaagg

accatccca

cgggagdaga

1isting as

Glu Trp

Pro Met

val Asp

Met His
445

ser Pro
460

cgaccgygeye
gggcctcagt
actgggtgcg
grggtggcac
ccatcagcac
actgtgcgag
ccgtetectce
gcacctccega
tgacggtgtc
tacagtccte
gcacccagac
cagrtgageg
cgtcagrctt
aggtcacgtg
acgtggacgg
gcacgrtccg
agtacaagtg
aaaccaaagg

tgaccaagaa

Page 81

filed

Glu Ser Asn

400

L.eu Asp ser

415

Lys Ser Arg
430

Glu ala Leu

Gly Lys

gcatagecag
gaaggtctcc
acaggccect
aaattatgca
agcctacgtyg
agacccgtart
agctageacc
gagcacagcg
gtggaactca
aggactctac
ctacacctgce
caaatgttgt
cctettecce
cgtggtggty
cgtggaggtg
tgtggtcage
caaggtctcce
gcageeccga

ccaggtcage

60
120
180
240
300
360
420
480
540
600
060
720
780
840
900
960

1020
1080
1140



A-1292-WO-PCT seqguence listing as filed
ctgaccigee Iggtcaaagg cttctaccce agegacatcg

gggcagccogyg agaacaacta €aagaccaca cctcecatge

ttcctetaca gcaagetcac cgtggacaag agcaggtgge

tgcteccgtga tgcatgagge tctgecacaac cactacacgc

ccgggta

<210>
<Z211>
<212>
<213>

<220>
<223>

<400>

Gln val
1

Ser val

Tyr Met

Gly Trp

50

Arg Gly

65

val Glu

Ala Arg

ad

129
118
PRT

artificial sequence

variable

129

Glin

Lys

His

35

ile

Arg

Leu

ASpP

iL.ey

val

20

Trp

Asn

val

Ser

Pro
100

Leu val Thr val

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

«<220>
<223>

<220>
<221>
<222>
<223>

<220>

115

130
7
PRT

val

Ser

val

Pro

Thr

Arg

85

Tyr

Ser

Glin

Cys

Arg

Asn

Met

70

Leu

The

Ser

Ser

Lys

Gln

Ser

55

Thr

Arg

Ser

Artificial Sequence

consensus sequence

MISC_FEATURE

(D).

(LD

Gly

Ala

Ala

40

Gly

Arg

ser

Gly

Xaa is Gly, Thr or Trp

Ala

Ser

25

Pro

Gly

Asp

ASD

Phe
105

Glu val

10

Gly Tyr

Gly Gln

Tht Asn

Thr ser

75

Asp Thr

90

Asp Tyr

Page 82

ccgtggagtg ggagagcaat
tggactccga cggetcettce
agcaggggaa cgrcttctca

agaagagcct crcoctgict

Lys

Thr

Gly

Tyr

60

Ile

Ala

Trp

LYs

Phe

Leu

45

Ala

ser

val

Gly

Pro

Thr

30

Glu

G1in

Thr

Tyr

Gin
110

Gly

15

Gly

Trp

Lys

Ala

Tyr

95

Gly

Tvr

Met

Phe

Tyr

80

Cys

Thr

1200
1260
1320
1380
1389



A-1292-WO-PCT sequence 1isting as filed
<221> MISC_FEATURE
<222> (25..(2)
<223> Xaa is Thr or Ala

<220

<221> MISC_FFEATURE
<222> (3)..(3®

<223> Xaa ts Ser or Ala

<220>

<221> MISC_FEATURE
<222> (4)..(4>

<223> Xaa is Ser or Thr

<220>

<221> MISC.FEATURE
<222> (5)..(5)

<223> Xaa 1is Arg or Leu

<220>

<221> MISC_FEATURE

<222> (6)..(8)

<223> Xaa is Ala, Giu or Gin

<220>

<221> MISC_FEATURE
<222 (..

<223> Xaa is Thr or ser

<400>= 130

Xaa Xaa Xaa Xaa Xaa Xaa Xaa
1 5

<210> 131

<211> 7

212> PRT

<213> Artificial sequence

<220
<223> cConsensus sequence

<220>

<221> MISC_FEATURE
<222> (1)..{(1>

<223> Xaa 1s Glu or Ser

<220>

<221> MISC_FEATURE

<2225  (2)..{2

<223> Xaa 15 Asp, val or Asn

<220>

<221> MISC_FEATURE

<222> (33..(3)

<223> Xaa s Asp, Ser or Asn

<220>

<221> MISC_FEATURE

<222> {(4)..(4)

<223> Xaa is GlIn, Gly or His
<400> 131

Xaa Xaa Xad Xaa érg Pro Sser
i

Page 83



A-1292-WO-PCT sequence Tisting as filed

<210> 132

<21l> 9

<212> PRT

<213> Artificial Sequence
<220>

<223%> CDR3

<400> 132

Asp Pro Tyr Thr Ser Gly Phe Asp Tyr
1 5

<210> 133

<211> 235

<212> PRT

<213> Artificial sequence
<220>

<223> dight chain

<400> 133

Met Ala Trp Ala Pro Leu Leu Leu Thr Leu teu Ala Wis Cys Thr Gly
1 5 10 15

Ser Trp Ala Gln Ser val Leu Thr GIn Pro Pro Ser Ala Ser Gly Thr
20 25 30

Pro Gly Gln Arg val Thr ITe Ser Cys Ser Gly Ser Arg ser His Ile
3

Gly Ser Asn Thr val Asn Trp Tyr Gin His teu Pro Gly Thr aAla Pro
50 55 60

Lys Leu Leu Ile Tyr Ser Asn Asn His Arg Pro Ser Gliy val Pro Asp

Arg Phe Ser Gly Ser Lys Ser Gly Thr Ser Ala ser Leu Ala Ile ser
85 a0 95

Gly Leu GlIn Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp
100 105 110

ASp Ser Leu Asn Gly Pro val Phe Gly Gly Gly Thr Lys Leu Thr val
115 120 125

Leu Giy GIn Pro Lys Ala Ala Pro ser val Thr Leu Phe Pro Pro Ser
130 135 140

ser Glu Glu Leu GIn Ala Asn Lys Ala Thr Leu val Cys Leu Ile ser
145 150 155 160

Asp Phe Tyr Pro Gly Ala val Thr val Ala Trp Lys Ala Asp Ser Ser
165 170 175
Page B84



sy

A-1292-WO-PCT sequence listing as filed

Pro val Lys Ala Gly val Glu Thr Thr Thr Pro Ser Lys Gin Ser Asnh

180 185 190
Asn Lys Tyr Ala Ala Ser Ser Tyr Leu Ser Leu Thr Pro Glu Gln Trp
185 200 205
LYSs Ser His Arg Ser Tyr Ser Cys Gln val Thr His Glu Gly Ser Thr
210 215 220
val Glu Lys Thr val Ala Pro Thr Glu Cys Ser
225 230 235
<210> 134
<211> 705
<212> DNA
<213> Artificial sequence
<220>
<223> T1ight chain
<400> 134
atggegtygg cgccgetget gotgaccctg ctggegeatt gcaccggcag ctgggegoag
tctygtgetga ctcagecaco €1Cagegict gggacceooy ggcagaggygt caccatctcet
tgttctggaa gocgctcecca catcggaagt aatactgtaa actggtacca geacctccca
ggaacggcece ccaaactcct catctatagt aataatcartc ggocctcagg ggtcoctgac
cgattctctyg gctccaagtc tggcacctca goctecctgy ccatcagigg gotccagtcet
gaggatgagg ctgattatta ctgtgcagca tgggatgaca goctgaatgg tecggtatte
ggcggaggga ccaagctgac cgtcctaggce caaccgaaag cggogecctc ggtcactotg
ttcccgecct cctctgagga gottcaagec aacaaggoca cactggtgtg tctcataagt
gacttctace cgggagccgt gacagtggoec tggaaggcag atagcagecc cgtcaaggeg
ggagtggaga ccaccacace ctccaaacaa agcaacaaca agtacgcegge cagcagetat
ctgagcctga cgcctgagca gtggaagtcc cacagaagct acagetgeca ggtcacgeat
gaagggagca ccgtggagaa gacagtgygcc cctacagaat grtea
<210> 135
<211> 110
<2i2> PRT
<213> Artificial seguence
<220>
<223> consensus seguence
<400> 1353

Gln ser val teu
l .

Arg val Thr T

5

20

10

Page 85

30

Thr GIn Pro Pro Ser Ala Ser Gly Thr Pro Gly Glin
15

Te Ser Cys Ser Gly Ser Arg Ser His Ile Gly Ser Asn
25

60
120
180
240
300
360
420
480
240
600
660
7G5



A-1292-WO-PCT seguence

Thr val Asn Trg Tyr Gln His

Ile Tyr Ser Asn Asn His Arg
50

35

55

Gly ser Lys Ser Gly Thr Ser
£5

70

Ser Glu Asp Glu Ala Asp Tyr

85

Asn Gly Pro val Phe Gly Gly

Leu Pro Gly Thr Ala
40

Pro Ser Gly val Pro

60

Ala ser Leu Ala Tle

75

Tyr Cys Ala Ala Trp
a0

Gly Thr Lys Leu Thr

105

10

100
<210> 136
<211> 13
<212> PRT
<213> aArtificial Sequence
<220>
<223> C(DbR1
<400> 136
i
<210> 137
<211> 7
<212> PRT
<213> Artificial sequence
<220>
<223> C(CDR2
<400> 137
Ser Asn Asn His Arg Pro Ser
1 5
<210> 138
<211> 11
<212> PRT
<213> Artificial Seguence
<220>
<223> CDR3
<400> 138
Ala Ala Trp Asp Asp Ser Leu Asn Gly Pro val
1 5
<210> 139
<211> 465
<212> PRT
<213> Artificial Sequence

pPage 86

Tisting

Pro

45

ASD

sSer

ASp

val

Ser Gly ser Arg Ser His Ite Gly Ser Asn Thr val Asn
5 10

as fited

Lys Leu Leu
Arg Phe ser
Gly Leu Gln

80
ASp Ser Leu

95

Leu
110



<220>
<223>

<400

Meat Asp Trp Thr
1

Pro

Arg

Gly

65

AsSh

Asnh

val

Trp

Pro

145

Thr

Thr

Pro

Thr

225

Cys

Ser
Ser
50
Leu
Pro
G1n
Tyr
Gly
1
ser
Ala
val
Ala
val
210
His

Cys

Ser

Gln

35

Gly

Glu

Ser

Phe

Tyr

115

Gln

val

ala

Ser

val

195

Pro

Lys

val

GIn

20

Thr

Gly

Trp

Leu

Ser

100

Cys

Gly

Phe

Leu

Ser

Pro

Glu

heavy chain

139

Trp
5

va'l
Leu
Tyr

Ile

Ley
Ala
Thr

Pro

Gin
Ser

Ser

A-1292-W0~PCT seguence

Ser

G1in

Ser

Tyr

Gly

70

Ser

Lys

Arg

Leu

Leu

150

Cys

Ser

Ser

Asnh

Asnh

230

Pro

Ile

leu

Leu

Trp

35

Tyr

Arg

Leu

Glu

val

135

Ala

Leu

Gly

ser

Phe

215

Thr

Pro

Leu

Gln

Thr

40

Ser

Iie

val

Asn

ASp

Thr

Pro

val

Ala

Gly

Gly

LYyS

Cys

Phe

Glu

25

Cys

Trp

Tyr

Thr

Ser

105

Thr

val

Cys

Lys

Leu

185

Leu

Thr

val

Pro

Leu

10

ser

Thr

Ile

Tyr

Ile

90

val

Ala

ser

Ser

170

Thr

Tyr

Gln

ASD

val

Gty

val

Arg

Ser

75

Ser

Thr

Met

ser

TV

Ser

Ser

Thr

Lys
235

Tisting

Ala

Pro

Ser

Glin

60

Gly

val

ala

ASD

Ala

140

Ser

Phe

Gly

Leu

TYyr

220

Thr

Ala Pro Pro

250

pPage 87

Ala

Gly

Gly

45

His

Ser

Asp

Ala

Tyr

125

Ser

Thr

Pro

val

ser

205

Thr

val

val

as fTiled

Pro

Leu

30

Gly

Pro

Thr

The

Asp

110

Phe

Thr

Ser

Glu

His

190

ser

Cys

Glu

Ala

Thr

15

val

Ser

Gly

TYr

Ser

95

Thr

Asp

LYS

Glu

Pro

175

Thr

val

Asn

APrg

Gly

Gly

LYysS

Ile

Lys

Tyr

80

Lys

Ala

Tyr

Gly

Ser

160

val

Phe

val

val



A-1292-WO-PCT seguence listing as filed

ser val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
260 265 270

Arg Thr Pro Glu val Thr Cys val val val Asp val Ser His Glu Asp
275 280 285

Pro Glu val Gln phe Asn Trp Tyr val Asp Gily val GTu val His Asn
290 295 300

Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser Thr Phe Arg val
305 310 315 320

val ser val Leu Thr val val His GIn Asp Trp Leu Asn Gly Lys Glu
325 330 335

Tvr LysS Cys Lys val Ser Asn Lys Gly Leuy Pro Ala Pro Ile Glu Lys

Thr Ile Ser Lys Thr Lys Gly Gin Pro Arg Glu Pro GIn val Tyr Thr
355 360 365

lLLeu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn GIn val Ser Leu Thr
370 375 380

Cys Leu val Lys Gly Phe Tyr Pro Ser Asp Ite Ala val Glu Trp Glu
385 390 395 400

Ser Asn Gly Gln Pro Ghu Asn Asn Tyr Lys Thr Thr Pro Pro Met Leu
405 410 415

Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr val asp Lys
420 425 430

Ser Arg Trp Gin GIn Gly Asn val Phe Ser Cys Ser val Met His Glu
435 440 445

Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser lLeu Ser Pro Gly

450 455 460
LYS
465
<210> 140
<21l> 1395
<212> DNA
<213> artificial Sequence
<220>
<223> heavy chain
<400> 140
atggattgga cctggagcat tctgtttctg gtggeggocge cgaccggege geatagecag 60

Page &8



gtgcagctgce
tgcactgtct
cacccaggga
aacccgteec
ctgaagetga
acagctatgg
agcaccaagg
acagecggecc
aactcaggcyg
ctctactecce
acctgcaacg
tgttgtgtcg
ttcccocecaa
gtggtggacy
gaggtgcata
gtcagcgtcce
gtctccaaca
ceccgagaac
gtcagectga
agcaatgggc
tecttettce
ttetcatget
ctygtctecag
<210>
<211>

<212>
<213>

141
120
PRT

<220>
<223>

<400> 141

1

aggagtcggg
ctggtggctc
agggcetoga
tcaagagtcg
actctgtgac
actactttga
gcecatcggt
tgggcigect
ctcrgaccag
tcagcagegt
tagatcacaa
agtgcccacc
aacccaagga
tgagccacga
atgccaagac
tcaccgtigt
aaggcctecc
cacaggtgta
cctgectggt
agccggagaa
tctacageaa
ccgrgatgca

gtaaa

5

cccaggactg
Catcagaagt
gtggattggg
agttaccata
tgccgcggac
ctactggggc
cttcceectg
ggtcaaggac
cggcgtgeac
ggtgaccgig
gcccageaac
gtgcccagea
caccctcatg
agacccegag
aaagccacgg
gcaccaggac
agcceccatc
cacccetgecec
caaaggcttc
caactacaag
gctcaccgtg

tgaggetcty

Artificial Seqguence

consensus sequence

A-1292-WO-PCT seguence

grgaagccrt
ggtggttact
tatatctatt
tcagtagaca
acggcegrygt
cagggaaccc
gcgeectget
racrtccccg
acctteocay
ccctocagea
accaagotygg
ccacctgryg
atctcccgga
gtccagttca
gaggagcagt
tggctgaacy
gagaaaacca
cecateccyggy
taccccageg
accacacctc
gacaagagca

cacaaccact

PN

1isting as
cacagaccct
actggagctg
acagtgggag
cgtctaagaa
attactgtge
tggtcaccgt
ccaggagcac
aaccggtgac
ctgtcctaca
acttcggeac
acaagacagt
caggaccgtc
ccoctgagot
actggtacgt
Tcaacagcac
gcaaggagta
tctccaaaac
aggagatgac
acatcgeegt
ccatgctgya
ggtggcagca

acacgcagaa

filed

gtcecteacce
gatccgecag
caccractac
ccagtictce
gagagaggat
ctecteaget
ctccgagagce
ggtgtcgtyy
grccicagga
ccagacctac
tgagcgcaaa
agtcttecte
cacgrgcyty
ggacggcgtg
gttcegtyty
caagtgcaag
caaaggycag
caagaaccagd
ggagtgggag
crecgacgge

ggggaacgtc

gagectetec

Gin val Gin Leu GIn Glu Ser Gly Pro Gly Leu val Lys Pro Ser Gin
10 15

Thr Leu Ser Leu Thr Cys Thr val ser Gly Gly Ser I'le Arg Ser Gly
20 25 30

Gly Tyr Tyr Trp Ser Trp Ile Arg Gin His Pro Gly Lys Gly Leu Glu
35 40 45

Page 89

120
180
240
300
360
420
480
540
600
660
720
780
840
00
960
1020
1080
11490
1200
1260
1320
1380
1395



A-1292-WO-PCT sequence listing as filed

Trp Ile Gly Tyr Ile Tyr Tyr Ser Gly Ser Thr Tyr Tyr Ash Pro Ser
50 55 60

Leu Lys Ser Arg val Thr Ile Ser val Asp Thr Ser Lys Asn Gin Phe
65 70 75 80

Ser Leu Lys Leu Asn Ser val Thr Ala Ala Asp Thr ala val Tyr Tyr
85 80 95

Cys Ala Arg GIu Asp Thr Ala Met Asp Tyr Phe Asp Tyr Trp Gly Gln
100 105 110

Gly Thr Leu val Thr val ser ser

115 120
<210> 142
<211> 7
<2l2> PRT
<213> Artificial Seqguence
<220>
<223> CDBRL
<400> 142

ser Gly Gly Tyr Tyr Trp Ser
1 3

<210> 143

<211> 16

<212> PRT

<213> Artificial Sequence

<220>

<223> (DR2

<400> 143

Tyr Ile Tyr Tyr Ser Gly Ser Thr Tyr Tyr Asn Pro Ser Leu Lys Ser
1 5 16 15
<210> 144

<21i> 10

<212> PRT

<213> Artificial seguence

<220>

<223> (DR3

<400> 144

Glu Asp Thr Ala Met Asp Tyr Phe Asp Tyr
1 5 10
«<210> 145

<211l> 127

<212> PRT

<213> Artificial sequence
Page 90



A-1292-WO-PCT sequence listing as filed

<220>
<223> GM-CSF-Ile
<400> 145

Ala pro Ala Arg Ser Pro Ser Pro Ser Thr Gin Pro Trp Giu His val
1

Asn Ala Ile Gin Glu Ala Leu Arg Lau Leu Asp Leu Ser Arg Asp Thr
20 25 30

Ala Ala Glu Met Asn Glu Glu val Glu val ITe Ser Glu Met Phe Asp

Leu GIn Glu Pro Thr Cys Leu Gln Thr Arg teu Glu Leu Tyr Lys Gln
50 55 60

Gly Leu Arg Gly Ser Leu Thr Lys Leu Lys Gly Pro Leu Thr Met Met
65 70 75 30

Ala Ser His Tyr Lys Glin His Cys Pro Pro Thr Pre Glu Thr Ser Cys

Ala Thr GIn Ile Tle Thr Phe Glu Ser Phe Lys Giu AsSh Leu Lys Asp
100 105 110

Phe Leu Leu val Ile Pro Phe Asp Cys Trp Lys Pro val Gin Glu

115 120 125
<210> 146
<211l> 127
<212> PRT

<213> Homo sapiens
<400> 146

Ala Pro Ser Arg Ser Pro Ser Pro Ser Arg Gin Pro Trp Glu His val
1 5 10 15

Asn Ala Ile Gln GTu Ala Arg Arg Leu Leu Asn Leu Ser Arg Asp Thr
20 25 30

Ala Ala Glu Ile Asn Glu Thr val Glu val val ser Glu Met Phe Asp
35 49 45

Leu Gin Glu Pro Thr Cys Leu Gin Thr Arg Leu Géu Leu Tyr Lys Gin
50 35 6

Gly Leu Arg Gly Ser Leu Thr Lys Leu Lys Gly Pro teu Thr Met Met
65 70 75 80

Ala Ser His Tyr Lys GIn His Cys Pro Pro Thr Pro Glu Thr Ser Cys
8

Page 91



A-1292-WO-PCT sequence tisting as filed

Ala Thr Glin Ile Ile Thr Phe Glu Ser Phe Lys Glu Asn Leu Lys Asp
100 105 110

Phe Leu Leu val Thr Pro Phe Asp Cys Trp Glu Pro val Gln Glv

115 120 125
«210> 147
<211> 12
<212> PRT
<233> Artificial seguence

<220>
<223> consensus seguence

<220>

<221> MISC_FEATURE

<222> (1)..(L

<223> Xaa is Gly or no amino acid residue

<220>

<221> MISC_FEATURE

<222> {(2)..(2)

<223» Xaa is Gly or no amino acid residue

<220>

<221> MISC _FEATURE
<222> (4)..(4)

<223> Xaa is Tyr or Phe

<220>

<221> MISC_FEATURE
<222> (5)..(5)

<223> Xaa is Thr or Ser

<220>

<221> MISC_FEATURE

<222> (7)..(7

<223> Xaa is Thr, Ser or Gly

<220>

<221> MISC_FEATURE
<222> (8)..(®

<223> Xaa is Gly or ser

<220>

<22t> MISC_FEATURE
<222> (10)..{103

<223> Xaa is Tyr or Gly

<220>

<221> MISC_FEATURE
<222> (11)..(1D)

<223> Xaa is Ile or Met

<220>

<221> MISC_FEATURE
<222> (12)..(12

<223> Xaa 1s His or Ser

<400> 147

Xaa Xaa Gly Xaa Xaa Phe Xaa Xaa Tyr Xaa Xaa Xaa
1 5 10

Page 92



A-1292-wO-PCT sequence listing as filed

Page 93

s,



