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SEQUENCE LISTING

<110> DAIICHI SANKYO COMPANY, LIMITED
<120> A new anti-DR5 antibody
<130> DSPCT-FP1141

<150> 3P 2010-243549
<151> 2010-10-29

<160> 89
<170> PatentIn version 3.4

<210> 1

<211> 15

<212> PRT

<213> Mus musculus

<400> 1

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

<210> 2

<211> 20

<212> PRT

<213> Mus musculus

<400> 2

Asp val val Met Thr GIn Thr Pro Leu Ser Leu Pro val Ser Leu Gly
1 5 10 15

Asp GIn Ala ger

<210> 3

<211> 26

<212> DNA

<213> Artificial Sequence

<220>
<223> Primer MH2S58E1F1l

<400> 3
aagaattcat gggatggagc tgtatc 26

<210> 4

<211>3% 32

<212> DNA

<213> Artificial Sequence

<220>
<223> Primer GlEVR1l

<400> 4
aagatatctt atttaccagg agagtgggag ag 32

<210> 5
<211> 26
<212> DNA
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<213> Artificial Sequence

<220>
<223> Primer MK19EIF1l

<400> 5
aagaattcat gaagttgcct gttagg 26

<210> 6

<211> 32

<212> DNA

<213> Artificial Sequence

<220>
<223> Primer KEVR1

<400> 6
aagatatctt aacactcatt cctgttgaag ct 32

<210> 7

<211> 1395

<212> DNA

<213> Mus musculus

<220>
<221> CDS
<222> (1)..(1395)

<400> 7
atg gga tgg agc tgt atc ttt ctc ttt ctc ctg tca gta act gta g?t 48
get Gly Trp Ser gys ITe Phe Leu Phe igu Leu Ser val Thr val Gly

15

gtg ttc tct gag gtt cag ctg cag cag tct g?a cct gag ctg gtg aag 96
val phe ser ggu val GIn Leu Gln g}n Ser Gly Pro Glu ggu val Lys

cct g%g gct tca gtg aag ata tcc tgc aag gct tct g?t tac tca ttt 144
Pro Gly Ala Ser val Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ser phe
35 40 45
att g?c tac ttt atg aac tgg atg aag cag agc cat g?a aag agc ctt 192
Ile Goy Tyr Phe Met Asn ggp Met Lys GIn Ser 265 Gly Lys Ser Leu
5 . . :

gag tgg att g?a cgt ttt aat cca tac aat g?t gat act ttc tac aac 240
Glu Trp Ile Gly Arg Pge Asn Pro Tyr Asn gsy Asp Thr Phe Tyr Asn
65 7 80

cag aag ttc aag g?c aag gcc aca ttg act gta gac aaa tcc tct acc 288
GIn Lys Phe Lys gsy Lys Ala Thr Leu ggr val Asp Lys Ser ger Thr
. 5

aca gcc cac atg gag ctc ctg agc ctg aca tct gag gac tct gca gtc 336
Thr Ala His ?85 Glu Leu Leu Ser igg Thr Sser Glu Asp iig Ala val

tat ttt tgt g?a aga tcg gcg tat tac ttc gat agt g?g g?c tac ttt 384
Tyr Phe Cys Gly Arg Ser Ala I%B Tyr Phe Asp Ser %2% Gly Tyr Phe
115

gac tac tgg g?c caa g?c acc act ctc aca gtc tcc tca gcc aaa acg 432
Asp Igg Trp Gly Gln Gly Igg Thr Leu Thr val igg ser Ala Lys Thr
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aca
Thr
145

aac
Asn

cCa
Pro

acc
Thr

gt
va

gtt
val
225

agg
Arg

tct
Ser

ctg
Leu

cccC
Pro

gct
Ala
305

gtc
val

ttc
Phe

acc
Thr

att
Ile

tgc
Cys
385

tag
Trp

cCC
Pro

tcc
ser

gt
va

ttc
Phe

act
Thr
210

gcc
Ala

gat
Asp

gtc
val

act
Thr

gag
Glu
290

cag
Gln

agt
Ser

aaa
Lys

atc
Ile

cca
Pro
370

atg
Met

aat
Asn

cCa
Pro

atg
Met

aca
Thr

cca
Pro
195

gtc
val

cac
H1s

tgt
cys

ttc
Phe

cct
Pro
275

gtc
val

acg
Thr

gaa
Glu

tgc
Cys

tcc
Ser
355

cct
Pro

ata
Ile

aty

tct
Ser

gt
va

gt
va
180

gct
Ala

cccC
Pro

ccg
Pro

¥

atc
Ile
260

aag
Lys

cag
Gln

caa
Gln

ctt
Leu

agg
Arg
340

aad
Lys

cccC
Pro

aca
Thr

ca
cin

gtc
val

acc
Thr
165

acc
Thr

gtc
val

tcc
ser

gcc
Ala

tgt
Cys
245

ttc
Phe

gtc
val

ttc
Phe

ccc
Pro

ccc
Pro
325

gtc
val

acc
Thr

aag
Lys

gac
Asp
cca

Pro
405

tat
Tyr
150

ctg
Leu

tgg
Trp

ctg
Leu

agc
ser

agc
ser
230

aag
Lys

cCcC
Pro

acg
Thr

agc
ser

cgg
Arg
310

atc
Ile

aac
Asn

daa
Lys

gag
Glu

ttc
Phe
390

gcg
Ala
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cca
Pro

3ty

aac
Asn

cag
Gln

acc
Thr
215

agc
ser

cct
Pro

cca
Pro

tgt
Cys

tgg
Trp

295
gag
Glu

atg
Met

agt
ser

ggc
Gly

cag
Gln
375

ttc
Phe

Glu

ctg
Leu

tgc
cys

tct
Ser

tct
Ser
200

tgg
Trp

acc
Thr

tgc
Cys

aag
Lys

gtt
val
280

ttt
Phe

gag
Glu

cac
His

gca
Ala
aga
Ar

360
atg
Met

cct
Pro

aac
Asn

gcc
Ala

ctg
Leu

a1y
185

gac
Asp

ccc
Pro

aag
Lys

ata
Ile

ccc
Pro
265

gt
va

gta
val

cag
GIn

cag
Gln

gct
Ala
345

ccg

g Pro

gcc
Ala

gaa
Glu

tac
Tyr

cct
Pro

gtc
val
170

tcc
Ser

ctc
Leu

agc
Ser

gt
va

tgt
Cys
250

aag
Lys

gta
val

gat
Asp

ttc
Phe

gac
Asp
330

ttc
Phe

aag
Lys

aag
Lys

gac
Asp

aag
Lys
410

gga
Gly
155

aag
Lys

ctg
Leu

tac
Tyr

gag
Glu

gac
Asp
235

aca
Thr

gat
Asp

gac
Asp

gat
Asp

aac
Asn
315

tgg
Trp

cct
Pro

gct
Ala

gat
Asp

att
Ile
395

aac
Asn
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tct
Ser

&ty

tcc
Ser

act
Thr

acc
Thr
220

aag
Lys

gtc
val

gt
va

atc
Ile

gt
va

300
agc
Ser

ctc
Leu

gcc
Ala

cca
Pro
aaa
Lys
380
act
Thr

act
Thr

gct
Ala

tat
Tyr

agc
ser

ctg
Leu
205

gtc
val

aada
Lys

cCa
Pro

ctc
Leu

agc
ser
285

gag
Glu

act
Thr

aat
Asn

cCcC
Pro

cag
Gln
365

gtc
val

gt
vVa

cag
Gln

gcc caa act

Ala

ttc
Phe

&y
190

agc
Ser

acc
Thr

att
Ile

gaa
Glu

acc
Thr
270

aag
Lys

gt
va

ttc
Phe

ety

atc
Ile
350

gt
va

agt
Ser

gag
Glu

ccc
Pro

Gln

cct
Pro
175

gt
va

agc
Ser

tgc
Cys

gt
va

gta
val
255

att
Ile

gat
Asp

cac
His

cgc
Arg

aag
Lys
335

gag
Glu

tac
Tyr

ctg
Leu

tgg
Trp

atc
Ile
415

Thr
160

gag
Glu

cac
H1s

tca
Ser

aac
Asn

ccc
Pro
240

tca
Ser

act
Thr

gat
Asp

aca
Thr

tca
ser
320

gag
Glu

dda
Lys

acc
Thr

acc
Thr

cag
Gln
400

atg
Met

480

528

576

624

672

720

768

816

864

912

960

1008

1056

1104

1152

1200

1248
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gac aca gat g?c tct tac ttc gtc tac agc aag ctc aat gtg cag aag 1296
Asp Thr Asp Gly Ser Tyr Phe val Tyr Ser Lys Leu Asn Val Gln Lys
420 425 430
agc aac tgg gag gca g?a aat act ttc acc tgc tct gtg tta cat gag 1344
Ser Asn Trp Glu Ala Gly Asn Thr Phe Thr Cys Ser val Leu His Glu
435 440 445
g?c ctg cac aac cac cat act gag aag agc ctc tcc cac tct cct g?t 1392
Gly Leu His Asn His His Thr Glu Lys Ser Leu Ser His Ser Pro Gly
450 455 460
aaa 1395
Lys
465
<210> 8
<211> 465
<212> PRT
<213> Mus musculus
<400> 8

Met Gly Trp Ser Cys Ile Phe Leu Phe Leu Leu Ser val Thr val Gly
1 5 10 15

val phe Ser Glu val GIn Leu GIn GIn Ser Gly Pro Glu Leu val Lys
20 25 30

Pro Gly g}a Ser val Lys Ile Sgr Cys Lys Ala Ser g;y Tyr Ser Phe
4

Ile ggy Tyr Phe Met Asn ;gp Met Lys Gln Ser ggs Gly Lys Ser Leu

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn
65 70 75 80

GIn Lys Phe Lys Gly Lys Ala Thr Leu Thr val Asp Lys Ser Ser Thr
85 90 95

Thr Ala His Met Glu Leu Leu Ser Leu Thr Ser Glu Asp Ser Ala val
100 - 105 110

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

b}

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

Thr Pro Pro Ser val Tyr Pro Leu Ala Pro Gly Ser Ala Ala GIn Thr
145 150 155 160

Asn Ser Met val Thr Leu Gly Cys Leu val Lys Gly Tyr Phe Pro Glu
165 170 175
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Pro
Thr
val
val
225
Arg
Ser
Leu
Pro
Ala
305
val
Phe
Thr
Ile
Cys
385
Trp

Asp

Ser

val

Phe

Thr

210

Ala

Asp

val

Thr

Glu

290

Gln

Ser

Lys

Ile

Pro

370

Met

Asn

Thr

Asn

Thr
Pro
195
val
His
Cys
Phe
Pro
275
val
Thr
Glu
Cys
Ser
355
Pro
Ile
Gly

Asp

val

180

Ala

Pro

Pro

Gly

Ile

260

Lys

Gln

Gln

Leu

Lys

Pro

Thr

Gln

Thr
val
ser
Ala
Cys
245
Phe
val
Phe
Pro
Pro
325
val
Thr
Lys
Asp
Pro
405

ser

Ala

Trp

Leu

ser

Ser

230

Lys

Pro

Thr

Ser

Arg

Ile

Asn

Lys

Glu

Phe

390

Ala

Tyr

Gly
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Asn Ser Gly Ser Leu Ser Ser Gly val

Gln

Thr

215

Ser

Pro

Pro

Cys

Trp

Glu

Met

ser

Gly

GlIn

375

Phe

Glu

Phe

Asn

Ser

200

Trp

Thr

cys

Lys

val

280

Phe

Glu

His

Ala

Pro

Asn

val

Thr
440

185

Asp

Pro

Lys

Ile

Pro

265

val

val

Gln

Gln

Ala

345

Pro

Ala

Glu

TYyr

TYyr

Phe

Leu
Ser
val
Cys
250
Lys
val
Asp
Phe
330
Phe
Lys
Lys
Asp
Lys
ser

Thr

Tyr

Glu

Asp

Thr

ASp

Asp

Asp

Asn

315

Trp

Pro

Ala

Asp

Ile

395

Asn

Lys

Cys
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Thr

Thr

220

Lys

val

val

Ile

val

300

Ser

Leu

Ala

Pro

Lys

380

Thr

Thr

Leu

Ser

Leu

205

val

Lys

Pro

Leu

Ser

285

Glu

Thr

Asn

Pro

Gln

365

val

val

Gln

Asn

val
445

190

Ser

Thr

Ile

Glu

Thr

270

Lys

val

Phe

Gly

Ile

350

val

Ser

Glu

Pro

val

430

Leu

Ser

cys

val

val

255

Ile

Asp

His

Arg

Lys

Glu

Tyr

Leu

Trp

Ile

415

GlIn

His

His

Ser

Asn

Pro

240

Ser

Thr

Asp

Thr

Ser

320

Glu

Lys

Thr

Thr

Gln

400

Met

Lys

Glu
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Gly Leu His Asn His His Thr Glu Lys Ser Leu Ser His Ser Pro Gly

Lys
465

450

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

<220>
<221>
<222>

<400>

atg
Met

tcc
Ser

agt
Ser

gta
val

a1y
65

3ty

ctc
Leu

tct
ser

gaa
Glu

tcc
ser
145

aac
Asn

agt
ser

daa

aag
Lys

agc
Ser

ctt
Leu

cac
His
50

cag
GIn

gtc
val

aag
Lys

caa
GlIn

atc
Ile
130
agt
Ser

dac
Asn

gaa
Glu

gac

9
714
DNA

Mus musculus

CDS

..(7148

ttg cct
Leu Pro

agt gat
ser Asp
20

g?a gat
Gly Asp
35

agt aat
ser Asn

tct cca
ser Pro

cca gac
Pro Asp

atc agc
Ile ser
100

agt aca
ser Thr
115

aaa cgg
Lys Arg

gag cag
Glu GIn

ttc tac
Phe Tyr

cga caa
Arg GIn
180

agc acc

gtt
val

gtt
val

caa
Gln

cly

aag
Lys

agg
Arg
85

aga
Arg

cat
His

gct
Ala

tta
Leu

ccc

Pro
165

aat
Asn

tac

agg
Arg

gt
va

gcc
Ala

aac
Asn

ctc
Leu
70

ttc
Phe

gt
va

gtt
val

gat
Asp

aca
Thr
150

aaa
Lys

Ty

agc

455

ctg
Leu

atg
Met

tcc
ser

acc
Thr
55

ctg
Leu

agt
ser

g9ag

Glu

ccg
Pro

gct
Ala
135

tct
Ser

gac
Asp

gtc
val

atg

ttg
Leu

acc
Thr

atc
Ile
40

tat
Tyr

atc
Ile

ggc
Gly

gct
Ala

tgg
Trp
120
gca
Ala

3ty

atc
Ile

ctg
Leu

agc

gt
va

caa
Gln
25

tct
Ser

cta
Leu

tac
TYyr

agt
sSer

gag
Glu
105

acg
Thr

cca
Pro

4

aat
Asn

aac
Asn
185

agc

ctg
Leu
10

act
Thr

tgc
Cys

cat
H1s

aaa
Lys
gga
oty
90

gat
Asp

ttc
Phe

act
Thr

gcc
Ala

gtc
val
170

agt
Ser

acc

Page 6

atg
Met

cca
Pro

aga
Arg

tag
Trp

gtt
val
75

tca
sSer

ctg
Leu

&

gta
val

tca
Ser
155

aag
Lys

tgg
Trp

ctc

460

ttc
Phe

ctc
Leu

tct
Ser

tac
Tyr
60

tcc
Ser

ety
&ty

ety

tcc
Ser
140

gtc
val

tgg
Trp

act
Thr

acg

tag
Trp

tcc
Ser

agt
Ser
45

ctg
Leu

daac
Asn

aca
Thr

att
Ile

ggc
oy
125
atc
Ile

gt
va

aag
Lys

gat
Asp

ttg

att
Ile

ctg
Leu
30

cag
GIn

cag
Gln

cga
Arg

gat
Asp

tat
Tyr
110

acc
Thr

ttc
Phe

tgc
Cys

att
Ile

cag
GIn
190

acc

cct
Pro
15

cct
Pro

agc
ser

aag
Lys

ttt
Phe

ttc
Phe
95

ttc
Phe

aag
Lys

cca
Pro

ttc
Phe

gat
Asp
175

gac
Asp

aag

gct
Ala

gtc
val

ctt
Leu

cca
Pro

tct
ser
80

aca
Thr

tgc
cys

ctg
Leu

cca
Pro

ttg
Leu
160

sty

agc
Ser

gac

48

96

144

192

240

288

336

384

432

480

528

576

624



Lys

gag
Glu

tca
ser
225

Asp

tat
Tyr
210

act
Thr

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

<400>

ser Thr Tyr Ser

195

gaa cga cat aac

Glu Arg

tca ccc
Ser Pro

10
238
PRT

His

att
Ile

Mus musculus

10

Met Lys Leu Pro
1

ser

Ser

val

Gly

65

Gly

Leu

Ser

Glu

ser

145

Asn

Ser

Lys

ser

Leu

His

50

Gln

val

Lys

GIn

Ile

130

Ser

Asn

Glu

Ser Asp
20

Gly Asp
35

Ser Asn

Ser Pro

Pro Asp

Ile Ser

100
Ser Thr
115
Lys Arg
Glu Gln

Phe Tyr

Arg Gln
180

Asp Ser Thr

val

5

val

Gln

Gly

Lys

Arg

85

Arg

His

Ala

Leu

Pro

- 165

Asn

Tyr

Asn

gtc
val
230

Arg

val

Ala

Asn

Leu

70

Phe

val

val

Asp

Thr

150

Lys

Gly

Ser
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Met Ser Ser Thr Leu Thr Leu Thr Lys Asp

agc
Ser
215

aag
LyS

Leu

Met

ser

Thr

55

Leu

Ser

Glu

Pro.

Ala

135

ser

Asp

val

Met

200

tat
Tyr

agc
ser

Leu

Thr

Ile

40

Tyr

Ile

Gly

Ala

Gly

Ile

Leu

Ser

acc
Thr

ttc
Phe

val

Gln

25

Ser

Leu

Tyr

Ser

Glu

105

Thr

Pro

Gly

Asn

Asn

185

ser

tgt gag gcc

Cys

aac
Asn

Leu

10

Thr

Cys

His

Lys

Gly

90

Asp

Phe

Thr

Ala

val

170

Ser

Thr

Glu

agg
Ar
235

Met
Pro
Arg
Trp
val
75

Ser
Leu
Gly
val
ser
155
Lys

Trp

Leu
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Ala
220

aat

g Asn

Phe

Leu

Ser

Tyr

60

Ser

Gly

Gly

Gly

Ser

140

val

Trp

Thr

Thr

205

act
Thr

gag
Glu

Trp

Ser

Ser

45

Leu

Asn

Thr

Ile

Gly

Ile

val

Lys

Asp

Leu

cac aag aca
His Lys Thr

tgt
cys

Ile

Leu

30

Gln

Gln

Arg

Asp

Tyr

110

Thr

Phe

Cys

Ile

Gln

190

Thr

Pro

15

Pro

Ser

Lys

Phe

Phe

95

Phe

Lys

Pro

Phe

Asp

Asp

Lys

Ala

val

Leu

Pro

Ser

80

Thr

Cys

Leu

Pro

Leu

160

Gly

Ser

Asp

672

714
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200

205

Glu Tyr Glu Arg His Asn Ser Tyr Thr Cys Glu 9}3 Thr His Lys Thr

210

225

<210> 11
<211> 28
<212> DNA
<213>
<220>
<223>
<400> 11

Primer EFF1l

215

Artificial Sequence

ccacgcgcee tgtagcggcg cattaagce

<210> 12
<211> 30
<212> DNA
<213>
<220>
<223>
<400> 12

Primer EFsmaR

Artificial Sequence

aaacccggga gctttttgca aaagcctagg

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

<220>
<223>

13
DNA

1704

Artificial Sequence

addition signal of human

<400> 13
ggtaccaccc

tgttcatctc
gtacggtggc
gcaccgcctce
ggaaggtgga
gcaaggacag
agcacaaggt
gcttcaacag
cccagtgect
aaaattaagt

gggggtggta
ttgggaacca

aagctggcta
cctgctgetg
cgcccectcec
cgtggtgtgc
caacgccctg
cacctacagc
gtacgcctgc
gggggagtgt
ctcctggecc
tgcatcattt
tggagcaagg
agctggagtg

ggtaagcttg
tggatctccg
gtgttcatct
ctgctgaata
cagtccggga
ctgagcagca
gaggtgaccc
taggggcccg
tggaagttgc
tgtctgacta

ggcaagttgg

cagtggcaca

appa chain

ctagcgccac
gcgcatatgg
tcccceecte
acttctaccc
actcccagga
ccctgaccct
accagggcct
tttaaacggg
cactccagtg
ggtgtccttc
gaagacaacc

atcttggctc
Page 8

ser Thr Ser Pro Ile val Lys Ser Phe Asn Arg Asn Glu Cys
230 235

catggtgctg
cgatatcgtg
cgacgagcag
cagagaggcc
gagcgtgacc
gagcaaagcc
gagctccccc
tggcatccct
cccaccagcec
tataatatta
tgtagggcct

actgcaatct

Nucleotide sequence of signal peptide, Fc region and poly A

cagacccagg
atgattaaac
ctgaagtccg
aaggtgcagt
gagcaggaca
gactacgaga
gtcaccaaga
gtgacccctc
ttgtcctaat
tggggtggag
gcggggtcta

ccgecctectg

28

30

60
120
180
240
300
360
420
480
540
600
660
720
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gtcctcaccg
adaCadagccc
gaaccacagg
ctgacctgcc
ggccagcccg
ttcctctaca
tgctccgtga
cccggcaaat
<210>
<211>
<212>
<213>

<220>
<223>

15
717
DNA

<220>
<221>
<222>

<400>
atg gt
get Va

&ty

CDS
.

15
ctg
Leu

gca
Ala

tat
Tyr

ctt
Leu
35

agt
Ser

gtc
val

ctt
Leu

gta
val
50

&ty

999
ety

i
ctc
Leu

cac
His

cca
Pro
65

tct
Ser

cag
Gln

gtc
val

aca

aag
Thr

Lys

tct
Ser

tgc
Cys

caa
Gln
115

atc

ctg
Ile

Leu

gaa
Glu
130
tcc

ccc gac

tcctgcacca
tcccageccc
tgtacaccct
tggtcaaagg
agaacaacta
gcaagctcac
tgcatgaggc
gagatatcgg

(717)

cag
Gln

a1y
20

&ty

agt
Ser

acc
Thr

gat
Asp

gat
Asp

aat
Asn

tct
Ser

cca
Pro

cca
Pro

gac
Asp
85

atc
Ile
100

agc
Ser

agt
Ser

aca
Thr

aaa
Lys

cgt
Arg

gag cag

cag
Gln

gtt
val

caa
Gln

&ty

aag
Lys
70

agg
Arg

aga
Arg

cat
H1s

acg
Thr

ctg

FP1141_Sequences(3833615_1) .TXT

ggactggctg
catcgagaaa
gcccccatcc
cttctatccc
caagaccacc
cgtggacaag
tctgcacaac

gcccgtttaa

Artificial Sequence

ttc

gt
Phe

va

atg
Met

gt
va

tcc
ser
40

gcc
Ala

acc
Thr

aac
Asn
55

ctc
Leu

ctg
Leu

ttc
Phe

agt
ser

gt
va

gag
Glu

gtt

ccg
val

Pro
120

gt
va
135

gcc
Ala

aag tcc

aatggcaagg
accatctcca
cgggaggaga
agcgacatcg
cctccegtgce
agcaggtggc

cactacaccc

acgggtggca

Nucleotide sequence coding the light

atc
Ile

tcc
sSer
10

ctg
Leu

act
Thr

caa
Gln

acc
Thr
25

tct
Ser

atc
Ile

tgc
Cys

tat
Tyr

cat
H1s

cta
Leu

tac
Tyr

atc
Ile

&ty

aaa
Lys
75

oty

gat
Asp

agt
Ser
90

gct
Ala
105

gag
Glu

ttc

tgg
Phe

Trp

acg
Thr

tcc
ser

ccc
Pro

gcc
Ala

acc

ggc gcc

Page 10

agtacaagtg
aagccaaagg
tgaccaagaa
ccgtggagtg
tggactccga
agcagggcaa

agaagagcct

chain of ch

ctg
Leu

ctg
Leu

tgg
Trp

tce
ser
30

ctc
Leu

cca
Pro

tct
ser
45

aga
Arg

agt
ser

tac
Tyr

ctg
Leu

tgg
Trp
60

tcc
Ser

ety
ety
cly

125

ttc
Phe

aac
Asn

gtt
val

tca
Ser

aca
Thr

att
Ile
110

ctg
Leu

¥

gt
va
140

ggc
Gly

atc
Ile

tcc gtg gtg

caaggtctcc
ccagccccgg
ccaggtcagce
ggagagcaat
cggctecttce
cgtcttctca

ctccctgtct

imera B273

atc
Ile
15

tcc
Ser

cct
Pro

ctg
Leu

cag

agc
Gln

Ser

cag

aag
Gln

Lys

ttt
Phe
80

ttc
Phe

cga
Arg

gat
Asp
95

tat
Tyr

ttc
Phe

acc

aag
Thr

Lys

ttc
Phe

CcccC
Pro

tgc ctg

720
780
840
900
960
1020
1080
1120

48

96

144

192

240

288

336

384

432

480



FP1141_Sequences(3833615_1).TXT
Pro Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser val val Cys Leu
145 150 155 160

ctg aat aac ttc tac ccc aga gag gcc aag gtg cag tgg aag gtg gac 528
Leu Asn Asn Phe I%g Pro Arg Glu Ala &;g val GIn Trp Lys X;S Asp

aac gcc ctg cag tcc g?g aac tcc cag gag agc gtg acc gag cag gac 576
Asn Ala Leu G;B Ser Gly Asn Ser G;n Glu Ser val Thr G%g GIn Asp
1 185 1

agc aag gac agc acc tac agc ctg agc agc acc ctg acc ctg agc aaa 624
Ser Lys ésp Ser Thr Tyr Ser Eeu Ser Ser Thr Leu ;hr Leu Ser Lys
95 00 05

gcc gac tac gag aag cac aag gtg tac gcc tgc gag gtg acc cac cag 672
Ala Asp Tyr Glu Lys His Lys val Tyr Ala Cys Glu val Thr His Gln
210 215 220
g?c ctg agc tcc ccc gtc acc aag agc ttc aac agg g?g gag tgt 717
gzg Leu Ser Ser Pro X§1 Thr Lys Ser Phe ggn Arg Gly Glu Cys

0 5

<210> 16

<211> 239

<212> PRT

<213> Artificial Sequence

<220>
<223> sSynthetic Construct

<400> 16
Met val Leu GIn Thr Gln val Phe Ile Ser Leu Leu Leu Trp Ile Ser
1 5 10 15

Gly Ala Tyr Gly Asp val val Met Thr GIn Thr Pro Leu Ser Leu Pro
20 25 30

val ser Leu Gly Asp Gln Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser
35 40 45 -

Leu val His Ser Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu GIn Lys
50 55 60

Pro Gly Gln Ser Pro Lys Leu Leu Ile Tyr Lys val Ser Asn Arg Phe
65 70 75 80

ser Gly val Pro ggp Arg Phe Ser Gly Sgr Gly Ser Gly Thr ggp Phe

Thr Leu Lys Ile Ser Arg val Glu Ala Glu Asp Leu Gly Ile Tyr pPhe
100 - 105 110

Cys Ser Gln Ser Thr His val Pro Trp Thr Phe Gly Gly Gly Thr Lys
115 120 125

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

Page 11



Pro

145

Leu

Asn

Ser

Ala Asp

Ser

Asn

Ala Leu

Lys

Asp Glu

Asn Phe

Gln
180

Ser

Tyr Glu

210

Gly Leu Ser

225

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

<220>
<223>

<400>

Ser

17
41
DNA

Gin

TYr

Ser

Thr

Lys

Pro

FP1141 _Sequences(3833615_1).TXT

150

Pro Arg

Gly Asn

Tyr Ser

His Lys
215

val Thr
230

Artificial Sequence

Primer B273LF

17

Glu

Ser

Leu

200

val

Ly

S

Ala

Gln

185

Ser

Tyr

Ser

Lys val Gln

170

Glu Ser val

Ser Thr Leu

Ala Cys Glu

220

Phe Asn Arg

235

aaacatatgg cgatgttgtg atgacccaaa ctccactctc ¢

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

<220>
<223>

<400>

18
41
DNA

Artificial Sequence

Primer B273LR

18

aaacgtacgt ttgatttcca gcttggtgcc tccaccgaac g

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

<220>
<223>

<220>
<221>
<222>

<400>

atg aaa cac ctg tgg ttc ttc ctc ctg ctg gt?
Met Lys His Leu Trp Phe Phe Leu Leu Leu va
1 5

19
1413
DNA

Nucleotide sequence coding the heavy chain of chimera B273

CDsS
(1..(1413)

19

:Artificial sequence

Page 12

Trp Lys

Thr Glu
190

Thr Leu
205

val Thr

Gly Glu

Leu Lys Ser Gly Thr Ala Ser val val Cys
155

val

175

Gln

Ser

His

Cys

Leu

160

Asp

Asp

Lys

Gln

gca gct ccc aga tgg
Ala Ala Pro Qgg Trp

41

41

48



gt
va

cct
Pro

att
Ile

gag
Glu
65

cag
Gln

aca
Thr

tat
Tyr

gac
Asp
aag
Lys
145
ggc
&y

CCC
Pro

acc
Thr

gt
va

aac
Asn
225

cccC
Pro

gaa
Glu

gac
Asp

ctg
Leu

3ty

3
50

tgg
Trp

aag
LyS

gcc
Ala

ttt
Phe

tac
Tyr
130

ety
oty

gt
Va

ttc
Phe

gt
va
210

gt
va

3}
aaa
Lys

ctc
Leu

acc
Thr

agc
ser

gct
Ala
35

tac
Tyr

att
Ile

ttc
Phe

cac
His

tgt
cys
115

tag
Trp

cca
Pro

aca
Thr

acc
Thr

ccc
Pro
195

acc
Thr

aat
Asn

tct
Ser

ctg
Leu

ctc
Leu
275

gag
Glu
20

tca
Ser

ttt
Phe

ty

aag
Lys

atg
Met
100

ey

ety

agc
ser

gcc
Ala

gt
va
180

gct
Ala

gt
va

cac
His

tgt
Cys

&N
260

atg
Met

gtt
val

gt
va

atg
Met

cgt
Arg

ety
85

gag
Glu

aga
Arg

caa
Gln

gtc
val

gcc
Ala
165

agc
Ser

gtc
val

cCC
Pro

aag
Lys

gac
Asp
245

3

atc
Ile

cag
GlIn

aag
Lys

dac
Asn

ttt
Phe
70

aag
Lys

ctc
Leu

tcg
Ser

ety

ttc
Phe
150

ctg
Leu

tgg
Trp

ctg
Leu

tcc
Ser

ccc
Pro
230

dda
Lys

cccC
Pro

tcc
Ser

FP1141_Sequences(3833615_1) .TXT

ctg
Leu

ata
Ile

tgg
Trp
55

aat
Asn

gcc
Ala

ctg
lLeu

gcg
Ala

acc
Thr
135

ccc
Pro

Ty

aac
Asn

cag
Gin

agc
Ser
215

agc
ser

act
Thr

tca
ser

cgg
Arg

cag
Gln

tcc
ser
40

atg
Met

cca
Pro

aca
Thr

agc
ser

tat
Tyr
120

act
Thr

ctg
Leu

tgc
cys

tca
Ser

tcc
Ser
200

agc
Ser

aac
Asn

cac
His

gtc
val

acc
Thr
280

cag
Gln
25

tgc
Cys

aag
Lys

tac
Tyr

ttg
Leu

ctg
Leu
105

tac
Tyr

ctc
Leu

gca
Ala

ctg
L.eu

3ty
185

tca
Ser

ttg
Leu

acc
Thr

aca
Thr

ttc
Phe
265

cct
Pro

tct
Ser

aag
Lys

cag
Gln

aat
Asn

act
Thr
90

aca
Thr

ttc
Phe

aca
Thr

cCcC
Pro

gtc
val
170

gcc
Ala

oty

ety

aag
Lys

tgc
Cys
250

ctc
Leu

gag
Glu

Page 13

gga
Gly

gct
Ala

agc
ser

&
75

gta
val

tct
Ser

gat
Asp

gtc
val

tcc
Ser
155

aag
Lys

ctg
Leu

ctc
Leu

acc
Thr

gt
va
235

cca
Pro

ttc
Phe

gtc
val

cct
Pro

tct
Ser

cat
H1s
60

gat
Asp

gac
Asp

gag
Glu

agt
Ser

agc
Ser
140

tcc
Ser

gac
Asp

acc
Thr

tac
Tyr

cag
GIn
220

gac
Asp

cccC
Pro

cccC
Pro

aca
Thr

gag
Glu

&y
45
&y

act
Thr

aaa
Lys

gac
Asp

&1y
125

tca
Ser

aag
Lys

tac
Tyr

agc
Ser

tcc
ser
205

acc
Thr

aag
Lys

tgc
Cys

cca
Pro

tgc
cys
285

ctg
Leu
30

tac
Tyr

aag
Lys

ttc
Phe

tcc
Ser

tct
ser
110

ety

gcc
Ala

agc
ser

ttc
Phe

&
190

ctc
Leu

tac
Tyr

aga
Arg

cca
Pro

aaa
Lys
270

gt
va

gtg aag
val Lys

tca ttt
ser Phe

agc ctt
Ser Leu

tac aac
Tyr Asn
80

tct acc
ser Thr
95

gca gtc
Ala val

tac ttt
Tyr Phe

tcc acc
ser Thr

acc tct
Thr Ser
160

ccc gaa
Pro Glu
175

gtg cac
val His

agc agc
ser Ser

atc tgc
Ile Cys

gtt gag
val Glu
240

gca cct
Ala Pro
255

ccc aag
Pro Lys

gtg gt
val va

96

144

192

240

288

336

384

432

480

528

576

624

672

720

768

816

864



gac gt
Asp Va
290

a1y Val
305

aac agc
Asn Ser

tgg ctg
Trp Leu

cca gcc
Pro Ala

gaa cca
Glu Pro
370

aac cag
Asn GIn
385

atc gcc
ITe Ala

acc acc
Thr Thr

aag ctc
Lys Leu

tgc tcc
Cys ser
450

ctc tcc
Leu Ser
465

<210>
<211>
<212>

agc
ser

gag
Glu

acg
Thr

aat
Asn

ccc
Pro
355

cag
Gln

gtc
val

gt
va

cct
Pro

acc
Thr
435

gt
Va

ctg
Leu

20
471
PRT

cac
His

gt
va

tac
TYyr

&y
340

atc
Ile

gt
va

agc
Ser

gag
Glu

ccc
Pro
420

gt
va

atg
Met

tct
Ser

gaa
Glu

cat
His

cgg
Arg
325

aag
Lys

gag
Glu

tac
Tyr

ctg
Leu

tgg
Trp
405

gt
va

gac
Asp

cat
H1s

ccc
Pro

gac
Asp

aat
Asn
310

gt
va

gag
Glu

aaa
Lys

acc
Thr

acc
Thr
390

gag
Glu

ctg
Leu

aag
Lys

gag
Glu

oty
470

FP1141_Sequences(3833615_1) .TXT

cct
Pro
295

gcc
Ala

gtc
val

tac
Tyr

acc
Thr

ctg
Leu
375

tgc
Cys

agc
Ser

gac
Asp

agc
Ser

gct
Ala
455

daa

gag
Glu

aag
Lys

agc
ser

aag
Lys

atc
Ile
360

cccC
Pro

ctg
Leu

aat
Asn

tcc
Ser

agg
Arg
440

ctg
Leu

Lys

<213> Artificial sequence

3

<220>

<223> SYnthetic Construct
<400> 20

Met Lys His Leu Trp Phe Phe Leu
1

5

val Leu Ser Glu val GIn Leu Gln

20

Pro Gly Ala Ser val Lys Ile Ser

gtc
val

aca
Thr

gtc
val
tgc
Cys
345
tcc

Ser

cca
Pro

gtc
val

ggc
Gly

‘gac

Asp
425

tgg
Trp

cac
His

Leu

aag
Lys

aag
Lys

ctc
Leu
330

aag
LysS

aaa
Lys

tcc
Ser

aaa
Lys

cag
GlIn
410

3ty

cag
GlIn

aac
Asn

ttc
Phe

ccc
Pro
315

acc
Thr

gtc
val

gcc
Ala

cgg
Arg

&y
395

cCccC
Pro

tcc
Ser

cag
Gln

cac
His

aac
Asn
300

<gg
Arg

gtc
val

tcc
Ser

aaa
LysS
gag
Glu
380
ttc
Phe
gag
Glu

ttc
Phe

&ty

tac
TYr
460

tgg
Trp

gag
Glu

ctg
Leu

dac
Asn

ety
365

gag
Glu

tat
Tyr

aac
Asn

ttc
Phe

aac
AsSn
445

acc
Thr

Leu val Ala Ala

Gln Ser Gly Pro Glu
25

tac gt
Tyr Vva

gag cag
Glu G1n

cac cag
His GIn
335

aaa gcc
Lys Ala
350

cag ccc
Gln Pro

atg acc
Met Thr

ccc agc
Pro Ser

aac tac
Asn Tyr
415

ctc tac
Leu Tyr
430

gtc ttc
val Phe

cag aag
GIn Lys

Pro Arg
15

Leu val
30

Cys Lys Ala Ser Gly Tyr Ser

Page 14

gac
Asp

tac
Tyr
320
gac
Asp

ctc
Leu

cgg
Arg

aag
Lys

gac
Asp
400

aag
Lys

agc
ser

tca
Ser

agc
Ser

Trp

Lys

Phe

912

960

1008

1056

1104

1152

1200

1248

1296

1344

1392

1413



FP1141_sequences(3833615_1) .TXT
35 40 45

Ile §8y Tyr Phe Met Asn ;gp Met Lys GIn Ser ggs Gly Lys Ser Leu

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn
65 70 75 80

GIn Lys Phe Lys Gly Lys Ala Thr Leu Thr val Asp Lys Ser Ser Thr
85 90 95

Thr Ala His Met Glu Leu Leu Ser Leu Thr Ser Glu Asp Ser Ala val
100 105 110

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

Asp Tyr Trp Gly Gln Gly Thr Thr Leu Thr val Ser Ser Ala Ser Thr
130 135 140

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser
145 150 155 160

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

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

Thr phe Pro Ala val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser
195 200 205

val val Thr val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys
210 215 220

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

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
245 250 255

Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys
260 265 270

Asp Thr Leu Met ITe Ser Arg Thr Pro Glu val Thr Cys val val val
' 275 280 285

Asp val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val Asp
290 295 300

Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr
Page 15
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305 310 320

Asn Ser Thr Tyr Arg val val Ser val Leu Thr val Leu His GIn Asp
325 330 335

Trp Leu Ash Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu
340 345 350

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn Pro Arg
355 360 365

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

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

Ile Ala val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys
405 410 415

Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
420 425 430

Lys Leu Thr val Asp Lys Ser Arg Trp GIn Gln Gly Asn val Phe Ser
435 440 445

Cys Ser val Met His Glu Ala Leu His Asn His Thr GIn Lys Ser

TYyr
450 455 460

Leu Ser Leu Ser Pro Gly Lys
465 470

<210> 21
<211> 41
<212> DNA
<213> Artificial Sequence

<220>
<223> Primer B273HF

<400> 21

aaagctgagc gaggttcagc tgcagcagtc tggacctgag C
3

<210> 22°

<211> 42

<212> DNA
<213> Artificial Sequence

<220>
<223> Primer B273HR

<400> 22
aaagctgagc tgactgtgag agtggtgcct tggccccagt ag

<210> 23
Page 16
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<211> 130

<212> PRT

<213> Homo sapiens

<400> 23

Ala Leu Ile Thr Gln GIn Asp Leu Ala Pro GIn GIn Arg Ala Ala Pro
1 5 10 15

Gln Gln Lys Arg Ser Ser Pro Ser Glu Gly Leu Cys Pro Pro Gly His
20 25 30

His Ile Ser Glu Asp Gly Arg Asp Cys Ile Ser Cys Lys Tyr Gly GlIn
35 40 45

Asp Tyr Ser Thr His Trp Asn Asp Leu Leu Phe Cys Leu Arg Cys Thr
50 55 60

Arg Cys Asp Ser Gly Glu val Glu Leu Ser Pro Cys Thr Thr Thr Arg
65 70 75 80

Asn Thr val Cys GIn Cys Glu Glu Gly Thr Phe Arg Glu Glu Asp Ser
85 90 95

Pro Glu Met Cys Arg Lys Cys Arg Thr Gly Cys Pro Arg Gly Met val
100 105 110

Lys val Gly Asp Cys Thr Pro Trp Ser Asp Ile Glu Cys val His Lys
115 120 125

Glu Ser
130

<210> 24

<211> 28

<212> DNA

<213> Artificial Sequence

<220>
<223> Primer DR5 Ndefw

<400> 24
gtggcatatg gctctgatca cccaacaa

<210> ' 25

<211> 27

<212> DNA

<213> Artificial Sequence

<220> .
<223> Primer DR5 Xhorv

<400> 25
cgcctcgagt gattctttgt ggacaca

<210> 26
<211> 139
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<212>
<213>

<220>
<223> rsDR5S

<400> 26

Met Ala Leu
1

PRT

Pro GIn Gln
His His Ile
35
Gln Asp Tyr
50
Thr Arg Cys
65
Arg Asn Thr
Ser Pro Glu
val Lys val
115
Lys Glu Ser
130
<210> 27
<211> 717
<212> DNA
<213>
<220>
<223>
<220>
<221>7 CDS
<222> (..
<400> 27
atg gtg ctg

Met val Leu
1

g?c gca tat
Gly Ala Tyr

gtg act cca
val Thr Pro

Ile

Ser

Asp

val

Met

100

Gly

Leu

Thr

Arg

Glu

Thr

ser

cys

85

cys

Asp

Glu

(717)

cag
Gln

3
20

ety

acc

_Thr

5
gac
Asp

gag
Glu

FP1141_Sequences(3833615_1) .TXT

Artificial Sequence

Gln Gln Asp

Ser Ser Pro

Asp Gly Arg

40

Trp Asn

55

Gly Glu val

70

Gln Cys Glu

Arg Lys Cys

Thr Pro

120

cys

His His

135

His

Artificial Sequence

ttc

cag gt
Phe

Gln va

atc gta atg
ITe val Met

ccc gca agc
Pro Ala Ser

Leu

Ser

25

Asp

Asp

Glu

Glu

Arg

Trp

His

atc
Ile

acc
Thr
25

atc
Ile

Ala
10

Glu

cys

Leu

Leu

Gly
90

Thr

Ser

His

tcc
ser
10

cag
GlIn

tct
Ser

Page 18

Pro

Gly

Ile

Leu

Ser

75

Thr

Gly

Asp

His

Nucleotide sequence coding hB273_L1

ctg
Leu

tct
ser

tgt
Cys

Gln

Leu

Ser

Phe

60

Pro

Phe

Cys

Ile

ctg
Leu

ccg
Pro

cgc
Arg

Gln

Cys

Cys
45

Cys

cys

Arg

Pro

Glu
125

ctg
Leu

ctg
Leu

agc
ser

Arg

Pro
30

Lys

Leu

Thr

Glu

tgg
Trp

agt
Ser
30

agt
ser

Ala
15

Pro

Tyr

Arg

Thr

Glu
95

Gly

val

atc
Ile
15

ctt
Leu

cag
GlIn

Ala

Gly

Gly

cys

Thr

80

Asp

Met

His

tcc
Ser

cct
Pro

tca
Ser

48

96

144



FP1141_Sequences(3833615_1) .TXT
35 40 45

ctg gtc cat agc aat g?g aac act tac ctg cat tgg tac ctc caa aaa 192
Leu g81 His Ser Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu GIn Lys
55 60

cca g?g cag tcc cca cag ctc ttg atc tac aag gtg tcc aat cgg ttc 240
Ego Gly GIn Ser Pro Gln Leu Leu Ile Tyr %gs val Ser Asn Arg Phe
70 80

agt g?t gtg cct gac cgc ttc tcc g?a agt g?c tcc g?g aca gat ttc 288
Ser Gly val Pro gsp Arg Phe Ser Gly ggr Gly Ser Gly Thr ggp Phe
5

act ctt aag att tca aga gtg gag gca gaa gac gtt g?a gtc tat tat 336
Thr Leu Lys ige Ser Arg val Glu Aga Glu Asp val Gly Vié Tyr Tyr
0 105 1

tgc tca cag agc aca cat gtc ccc tgg act ttc g?t ccc g?c aca aaa 384
Cys Ser g}n Ser Thr His val Prg Trp Thr Phe Gly P;g Gly Thr Lys
5 12 1

gtc gag atc aag cgt acg gtg gcc gcc ccc tcc gtg ttc atc ttc ccc 432
val ggg ITe Lys Arg Thr Xa Ala Ala Pro Ser VaO Phe Ile Phe Pro
35 14

ccc tcc gac gag cag ctg aag tcc g?c acc gcc tcc gtg gtg tgc ctg 480
Pro Ser Asp Glu GIn Leu Lys Ser Gly Thr Ala ser val val Cys Leu
145 150 155 160

ctg aat aac ttc tac ccc aga gag gcc aag gtg cag tgg aag gtg gac 528
Leu Asn Asn Phe Tyr Pro Arg Glu Ala L;S val GIn Trp Lys X% Asp
165 1 5

aac gcc ctg cag tcc g?g aac tcc cag gag agc gtg acc gag cag gac 576
Asn Ala Leu ggg Ser Gly Asn Ser %;2 Glu ser val Thr ggg Gln Asp

agc aag gac agc acc tac agc ctg agc agc acc ctg acc ctg agc aaa 624
ser Lys Agg Ser Thr Tyr Ser Eeg ser Ser Thr Leu ;gg Leu Ser Lys
1 0

gcc gac tac gag aag cac aag gtg tac gcc tgc gag gtg acc cac cag 672
Ala éip Tyr Glu Lys His Lyg val Tyr Ala Cys g;g val Thr His Gln
0 21

g?c ctg agc tcc ccc gtc acc aag agc ttc aac agg g?g gag tgt 717
Gly Leu Ser Ser Pro 331 Thr Lys Ser Phe 3;2 Arg Gly Glu Cys
225 0

<210> 28

<211> 239

<212> i PRT

<213> Artificial Sequence

<220> )
<223> Synthetic Construct

<400> 28

Met val Leu GIn Thr GIn val Phe Ile Ser Leu Leu Leu Trp Ile Ser
1 5 10 15

Gly Ala Tyr ggy Asp Ile val Met ;gr Gln Ser Pro Leu ggr Leu Pro
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val
Leu
Pro
65

ser
Thr
cys
val
Pro
145
Leu
ASn
Ser

vA1a

Gly
225

Thr

val

50

Gly

Gly

Leu

Ser

Glu

130

ser

Asn

Ala

Lys

Asp

210

Leu

<210>

<211>

<212>
<213>

<220>
<223>

<220>
<221>
<222>

<400>
atg gtg ctg cag acc cag gtg ttc atc tcc ctg ctg ctg tgg atc tcc

Pro

35

His

Gln

val

Lys

GlIn

115

Ile

Asp

Asn

Leu

Tyr

Ser

29
717
DNA

Gly

Ser

Ser

Pro

Ile

100

ser

Lys

Glu

Phe

Gln

180

ser

Glu

Ser

Glu

Asn

Pro

Asp

85

ser

Thr

Arg

Gln

Tyr

165

Ser

Thr

Lys

Pro

Pro

Gly

Gln

70

Arg

Arg

His

Thr

Leu

150

Pro

Gly

Tyr

His

val
230

FP1141_Sequences(3833615_1) .TXT

Ala ser Ile Ser Cys Arg 2§r Ser GIn

Asn

55

Leu

Phe

val

val

val

135

Lys

Arg

Asn

Ser

Lys

215

Thr

Artificial Sequence

40

Thr

Leu

Ser

Glu

Pro

120

Ala

Ser

Glu

ser

Leu

200

val

Lys

Tyr

Ile

Gly

Ala

105

Trp

Ala

Gly

Ala

Gln

185

Ser

Tyr

Ser

Leu

Tyr

ser

90

Glu

Thr

Pro

Thr

Lys

Glu

Ser

Ala

Phe

His

Lys

Gly

Asp

Phe

Ser

Ala

155

val

Ser

Thr

Cys

Asn
235

Nucleotide sequence coding hB273_L2

cDs
D..717)

29

Page 20

Trp

60

val

Ser

val

Gly

val

140

Ser

Gln

val

Leu

Glu

220

Arg

TYyr

Ser

Gly

Gly

Pro

125

Phe

val

Trp

Thr

Thr

205

val

Gly

Leu

Asn

Thr

val

110

Gly

Ile

val

Lys

Glu

190

Leu

Thr

Glu

Gln

Arg

Asp

95

Tyr

Thr

Phe

Cys

val

175

Gln

ser

His

cys

Ser

Lys

Phe

80

Phe

Tyr

Lys

Pro

Leu

160

Asp

Asp

Lys

Gln



FP1141_sSequences(3833615_1).TXT
Met val Leu Gln ghr GIn val Phe Ile Ser Leu Leu Leu Trp Ile Ser
1 , 10 15

ggc gca tat g?c gac gtc gtc atg aca cag aca cct ctg agc ctg ccc 96
Gly Ala Tyr goy Asp val val Met ;hr GIn Thr Pro Leu ggr Leu Pro
5

gtg tct ctg g?c gaa ccc gcc agt att tct tgt agg tca tct cag tct 144
val ser éeu Gly Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser
5 40 45

ctg gtg cac agt aac g?a aac aca tat ctc cat tgg tac ctg cag aag 192
Leu val His Ser Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu GlIn Lys
50 55 60

cca g?t cag tcc cca aag ctc ctg atc tat aag gtg agc aac aga ttc 240
Pro Gly GlIn Ser Pro Lys Leu Leu Ile Tyr Lgs val Ser Asn Arg Phe
65 70 7 80

tcc g?a gtg cct gat cga ttc agc g?g agt g?t tca g?g acc gac ttc 288
Ser Gly val Pro gsp Arg Phe Ser Gly ggr Gly ser Gly Thr ggp Phe
5

acc ttg aag att agc cgg gtc gag gcc gag gat gtt g?a gtg tat ttc 336
Thr Leu Lys 118 Sser Arg val Glu Ag? Glu Asp val Gly Xio Tyr Phe
10 1

tgt agc cag agt aca cac gtg ccc tgg acc ttc g?a cct g?g act aaa 384
Cys Sser g]n Ser Thr His val Pro Trp Thr Phe Gly P;g Gly Thr Lys
15 120 1

gtc gag att aaa cgt acg gtg gcc gcc ccc tcc gtg ttc atc ttc ccc 432
val G;u Ile Lys Arg Thr val Ala Ala Pro Ser Va0 Phe Ile Phe Pro
130 135 14

ccc tcc gac gag cag ctg aag tcc g?c acc gcc tcc gtg gtg tgc ctg 480
Pro Ser Asp Glu GIn Leu Lys Ser Gly Thr Ala Ser val val Cys Leu
145 150 155 160

ctg aat aac ttc tac ccc aga gag gcc aag gtg cag tgg aag gtg gac 528
Leu Asn Asn Phe T%r Pro Arg Glu Ala &;8 val GIn Trp Lys X?S Asp
165

aac gcc ctg cag tcc g?g aac tcc cag gag agc gtg acc gag cag gac 576
Asn Ala Leu ng ser Gly Asn Ser g;g Glu Ser val Thr %;g Gln Asp
180

agc aag gac agc acc tac agc ctg agc agc acc ctg acc ctg agc aaa 624
Ser Lys Asp Ser Thr Tyr Ser Eeu Ser Ser Thr Leu ggg Leu Ser Lys
195 00

gcc gac tac gag aag cac aag gtg tac g¢c tgc gag gtg acc cac cag 672
Ala Asp Tyr Glu Lys His Lys val Tyr Ala Cys Glu val Thr His GIn
219 215 220

g?c ctg agc tcc ccc gtc acc aag agc ttc aac agg g?g gag tgt 717
Gzy Leu Ser Ser Pro Xg] Thr Lys Ser Phe égg Arg Gly Glu Cys
225 0

<210> 30

<211> 239

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic Construct
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FP1141_Sequences(3833615_1) .TXT
<400> 30

Met val Leu GIn Thr GIn val Phe Ile Ser Leu Leu Leu Trp Ile Ser
1 5 10 15

Gly Ala Tyr ggy Asp val val Met ggr GIn Thr Pro Leu ggr Leu Pro

val ser Leu Gly Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser GlIn Ser
35 40 45

Leu val His Ser Asn Gly égn Thr Tyr Leu His Trp Tyr Leu GIn Lys
50 60

Pro Gly GIn Ser Pro Lys Leu Leu Ile Tyr Lys val Ser Asn Arg Phe
65 70 75 80

ser Gly val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe
85 90 95

Thr Leu Lys Ile Ser Arg val Glu Ala Glu Asp val Gly val Tyr Phe
100 105 110

Cys Sser Gln Ser Thr His val Pro Trp Thr pPhe Gly Pro Gly Thr Lys
115 120 125

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

Pro Ser Asp Glu GIn Leu Lys Ser Gly Thr Ala Ser val val Cys Leu
145 150 155 160

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys val Gln Trp Lys val Asp
165 170 175

Asn Ala Leu GIn Ser Gly Asn Ser Gln Glu Ser val Thr Glu Gln Asp
- 180 ¢ 185 190

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys
195 200 » 205

Ala Asp Tyr Glu Lys His Lys val Tyr Ala Cys Glu val Thr His Gln
210 . 215 220

Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 - 230 235

<210> 31
<211> 717
<212> DNA
<213> Artificial Sequence

<220>
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FP1141_Sequences(3833615_1).TXT
<223> Nucleotide sequence coding hB273_L3

<220>
<221> CDS
<222> (1)..(717)

<400> 31

atg gtg ctg cag acc cag gtg ttc atc tcc ctg ctg ctg tgg atc tcc 48
Met val Leu Gln Ehr GIn val Phe Ile Ser Leu Leu Leu Trp Ile Ser

1 10 15

g?c gca tat g?c gac gtg gtg atg acg cag act ccg ctg tca ctg ccc 96
Gly Ala Tyr Gly Asp val val Met Thr GlIn Thr Pro Leu Ser Leu Pro
20 25 30

gta tct ctg gga gag cCct gcc agc atc agc tgc agg agc tct caa tca 144
val ser égu Gly Glu Pro Ala SSr Ile Ser Cys Arg s§r Ser GIn Ser
4 4

ctg gtg cac tct aac g?t aat acc tac ctc cac tgg tat ctc cag aag 192
Leu val His Ser Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu GIn Lys
50 55 60

cca g?a caa tcc cca aag ttg ctc ata tat aaa gtg tcc aac cgg ttc 240
gro Gly GIn Ser Pro Lys Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe
5 70 75 80

tca g?a gtc cct gac cgg ttt agc g?t agt g?c tct ggt aca gat ttc 288
Ser Gly val Pro gsp Arg Phe ser Gly Sgr Gly Ser Gly Thr ggp Phe
5

acc ctg aaa ata tca agg gtt gaa gcg gaa gac gta g?a gtg tat ttt 336
Thr Leu Lys Ile Ser Arg val Glu Ala Glu Asp val Gly VaO Tyr Phe
100 105 11

tgc agc cag agc acc cat gtc ccc tgg aca ttt g?g g?c g?c acc aag 384
Cys Ser g}g Ser Thr His val 558 Trp Thr Phe Gly gzg Gly Thr Lys

gtc gaa atc aag cgt acg gtg gcc gcc ccc tcc gtg ttc atc ttc ccc 432
val Glu Ile Lys Arg Thr val Ala Ala Pro Ser Va0 Phe Ile Phe Pro
130 135 14

ccc tcc gac gag cag ctg aag tcc g?c acc gcc tcc gtg gtg tgc ctg 480
Pro Ser Asp Glu GIn Leu Lys Ser Gly Thr Ala Ser val val Cys Leu
145 150 155 160

ctg aat aac ttc tac ccc aga gag gcc aag gtg cag tgg aag gtg gac 528
Leu Asn Asn Phe Tgr Pro Arg Glu Ala &¥8 val GIn Trp Lys X?S Asp
165

aac gcc ctg cag tcc g?g aac tcc cag gag agc gtg acc gag cag gac 576
Asn Ala Leu G;S Ser Gly Asn Ser ggg Glu ser val Thr ggg Gln Asp
H 1

agc aag géc agc acc tac agc ctg agc agc acc ctg acc ctg agc aaa 624
Ser Lys Asp Ser Thr Tyr Ser 583 Ser Ser Thr Leu ggg Leu Ser Lys
195

gcec gac tac gag aag cac aag gtg tac gcc tgc gag gtg acc cac cag 672
Ala Asp Tyr Glu Lys His Lys Vval Tyr Ala Cys g%g val Thr His Gln
210 215

g?c ctg agc tcc ccc gtc acc aag agc ttc aac agg g?g gag tgt 717
gzg Leu Ser Ser Pro gga Thr Lys Ser Phe ggg Arg Gly Glu Cys
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<210>
<211>
<212>
<213>

<220>
<223>

<400>

FP1141_Sequences(3833615_1).TXT

32

239

PRT

Artificial Sequence

Synthetic Construct
32

1

Gly

val

Leu

Pro

65

Ser

Thr

Cys

val

Pro

145

Leu

Asn

Ser

Ala

Gly

Ala
ser
val
50

Gly
Gly
l.eu
Ser
Glu
130
sSer
AsSn
Ala
Lys
Asp
210

Leu

Tyr

Leu

35

His

GlIn

val

Lys

Gln

115

Ile

Asp

Asn

Leu

Tyr

ser

Gly

20

Gly

Ser

ser

Pro

Ile

100

ser

Lys

Glu

Phe

Gln

180

Ser

Glu

ser

Asp

Glu

Asn

Pro

Asp

85

ser

Thr

Arg

Gln

Tyr

165

Ser

Thr

Lys

Pro

val

Pro

Gly

Arg

Arg

His

Thr

Leu

150

Pro

Gly

Tyr

His

val

Met val Leu Gln ghr Gln val

val

Ala

Asn

55

Leu

Phe

val

val

val

135

Lys

Arg

Asn

Ser

Lys

215

Thr

Phe

Met

Ser

40

Thr

Leu

Ser

Glu

Pro

120

Ala

ser

Glu

Ser

Leu

200

val

Lys

Ile

Thr

25

Ile

Tyr

Ile

Gly

Ala

105

Trp

Ala

Gly

Ala

Gln

185

Ser

Tyr

Ser

Ser Leu

10

GIn Thr

ser Cys

Leu His

Tyr LysS

ser Gly

90

Glu Asp

Thr Phe

Pro Ser

Thr Ala

155

Lys val

Glu Ser

Ser Thr

Ala Cys

Phe Asn
Page 24

Leu

Pro

Arg

Trp

60

val

Ser

val

Gly

val

140

Ser

Gln

val

Leu

Glu

220

Arg

Leu

Leu

Ser

45

Tyr

Ser

Gly

Gly

val

Trp

Thr

Thr

205

val

Gly

Trp

Ser

30

ser

Leu

Asn

Thr

val

110

Gly

Ile

val

Lys

Glu

190

Leu

Thr

Glu

Ile

15

Leu

Gln

Gln

Arg

Asp

95

Tyr

Thr

Phe

Cys

val

175

Gln

Ser

His

cys

Ser

Pro

Ser

Lys

Phe

80

Phe

Phe

Lys

Pro

Leu

160

Asp

Asp

Lys

Gln
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225 230
<210> 33

<211> 1413

<212> DNA

<213> Artificial Sequence
<220>

<223> Nucleotide sequence coding hB273_H1

<220>
<221> CDS
<222> (1)..(1413)

<400> 33
atg aaa cac ctg tgg ttc ttc ctc ctg ctg gt? gca gct ccc aga tgg 48
¥et Lys His Leu Trp Phe Phe Leu Leu Leu val Ala Ala Pro Arg Trp

gtg ctg agc caa gtt cag ctc gtg cag tcc g?c gcg gag gtt aag aaa 96
val Leu Ser Gln val Gln Leu Vva g;n Ser Gly Ala Glu ¥81 Lys Lys
20

cca g?c gca tcc gtt aaa gtg tca tgt aag gcc agc g?g tac tcc ttt 144
Pro Gly Ala Ser val Lys val Ser Cys Lys Ala Ser Gly Tyr Ser pPhe
35 40 45
atc g?c tac ttt atg aac tgg gtg cgg cag gcc cct ggt atg g?c ctg 192
Ile goy Tyr Phe Met Asn Trp Val Arg GIn Ala gao Gly Met Gly Leu
55

gag tgg atg g?a cgg ttt aat cca tat aat g?c gat act ttt tac aac 240
g;u Trp Met Gly Arg ;Be Asn Pro Tyr Asn gsy Asp Thr pPhe Tyr gsn

cag aaa ttt aaa g?a agg gtc act ctc aca gtg gat aaa agc act agt 288
GIn Lys Phe Lys gsy Arg val Thr Leu ggr val Asp Lys Ser g?r Ser

acg gct tac atg gaa ctg tcc tcc ctc aga tca gaa gat act gcc gtc 336
Thr Ala Tyr Met Glu Leu Ser Ser igg Arg Ser Glu Asp Thg Ala val
100 11

tac tac tgc gcc cga agt gct tac tat ttc gac agc g?g g?c tac ttt 384
Tyr Tyr Cyg Ala Arg ser Ala Igg Tyr Phe Asp Ser ng Gly Tyr Phe
11 ; 1

gat tat tgg g?c cag g?g acc ctg gta act gtg agc tca gcc tcc acc 432
Asp ng Trp Gly GIn Gly Thr Leu val Thr va iig Ser Ala Ser Thr
1 135

aag g%c cca agc gtc ttc ccc ctg gca ccc tcc tcc aag agc acc tct 480
Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser
145 . 150 155 160

g?c ggc aca gcc gcc ctg g?c tgc ctg gtc aag gac tac ttc ccc gaa 528
Gly Gly Thr Ala Aéa Leu Gly Cys Leu X?% Lys Asp Tyr Phe ;;g Glu
165

ccc gtg acc gtg agc tgg aac tca g?c gcc ctg acc agc g?c gtg cac 576
Pro val Thr Vgo ser Trp Asn Ser Gsy Ala Leu Thr Ser gg% val His
1 185

acc ttc ccc gct gtc ctg cag tcc tca g?a ctc tac tcc ctc agc agc 624
Thr pPhe ;gg Ala val Leu Gln 385 Ser Gly Leu Tyr ggg Leu Ser Ser
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gtg gtg acc gtg ccc tcc agc agc ttg g?c acc cag acc tac atc tgc 672
va gao Thr val Pro Ser ger Ser Leu Gly Thr g;n Thr Tyr Ile Cys
1 15 0

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

ccc aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 768
Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
245 250 255

gaa ctc ctg g?g g?a ccc tca gtc ttc ctc ttc ccc cca aaa ccc aag 816
Glu Leu Leu 56% Gly Pro Ser val Phe Leu Phe Pro Pro Eys Pro Lys
265 70

gac acc ctc atg atc tcc cgg acc cct gag gtc aca tgc gtg gtg gt 864
Asp Thr 5$g Met Ile Ser Arg Thr Pro Glu val Thr §¥§ val val va
280

gac gtg agc cac gaa gac cct gag gtc aag ttc aac tgg tac gtg gac 912
Asp ggo Ser His Glu Asp ;ro Glu val Lys Phe ggg Trp Tyr val Asp
95

g?c gtg gag gtg cat aat gcc aag aca aag ccc cgg gag gag cag tac 960
Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GlIn Tyr
305 310 315 320

aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 1008
Asn Ser Thr Tyr é;g val val ser val ;gu Thr val Leu His G;n Asp
5 0 335

tgg ctg aat g?c aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc 1056
Trp Leu Asn g4g Lys Glu Tyr Lys gig Lys val Ser Asn ggg Ala Leu

cca gcc ccc atc gag aaa acc atc tcc aaa gcc aaa g?c cag ccc cgg 1104
Pro Ala ggg ITe Glu Lys Thr %%e Ser Lys Ala Lys gGy Gln Pro Arg
0 5

gaa cca cag gtg tac acc ctg ccc cca tcc €gg gag gag atg acc aag 1152
Glu Prg Gln val Tyr Thr %;u Pro Pro Ser Arg ggg Glu Met Thr Lys
37 5

aac cag gtc agc ctg acc tgc ctg gtc aaa g?c ttc tat ccc agc gac 1200
Asn GIn val ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp
385 : 390 : 395 400

atc gcc gtg gag tgg gag agc aat g?c cag ccC gag aac aac tac aag 1248
ITe Ala val Glu Tgp Glu Ser Asn Gly G}g Pro Glu Asn Asn Tyg Lys
405 4 41

acc acc cct ccc gtg ctg gac tcc gac g?c tcc ttc ttc ctc tac agc 1296
Thr Thr Pro Pro val Leu Asp Ser Agg Gly Ser Phe Phe ng Tyr Ser
. 420 4 4

aag ctc acc gtg gac aag agc agg tgg cag cag g?c aac gtc ttc tca 1344
Lys Leu Thr val Asp Lys Ser Arg Trp GIn GIn Gly ﬁzg val Phe ser
435 . 44

tgc tcc gtg atg cat gag gct ctg cac aac cac tac acc cag aag agc 1392
Cys Ser val Met His Glu Ala Leu His Asn His T%B Thr Gln Lys Ser
450 455 4

ctc tcc ctg tct ccc g?c aaa 1413
Leu Ser Leu Ser Pro Gly Lys
465 470
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<210> 34

<211> 471

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 34
Met Lys His Leu Trp Phe Phe Leu Leu Leu val Ala Ala Pro Arg Trp
1 5 10 15

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

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

Ile ggy Tyr Phe Met Asn Trp val Arg Gln Ala 280 Gly Met Gly Leu
55

Glu Trp Met Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn
65 70 75 80

GIn Lys Phe Lys g]y Arg val Thr Leu ggr val Asp Lys Ser ghr Ser
5 5

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

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

Asp Tyr Trp Gly Gln Gly Thr Leu val Thr val Ser Ser Ala Ser Thr
130 135 140

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser
145 150 155 160

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

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

Thr phe Pro Ala Va1 Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser
195 200 205

val val Thr val Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys
210 215 220
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Pro
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385
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Thr
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cys

Leu
465

val
Lys
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Thr
val
290
val
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Leu
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Pro
370
Gln
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Thr
Leu
sSer

450

ser

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

Asn

ser

Leu

Leu
275
ser
Glu
Thr
Asn
Pro
355
Gln
val
val
Pro
Thr
435
val
Leu

35
1413
DNA
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cys
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val
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val

Ser

Glu

Pro

420

val

Met

ser

Lys

Ile
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His

Arg
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Glu

Tyr

Leu
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Pro

Pro

230

LysS

Pro

Ser

Asp

Asn

310

val

Glu

Lys

Thr

Thr

390

Glu

Leu

Lys

Glu
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Ser Asn Thr Lys gg] Asp Lys Arg val
5

Thr

Ser

Arg

Pro

295

Ala

val

TYyr

Thr

Leu

375

Cys

ser

Asp

ser

Ala

455

Lys

Artificial Sequence

His

val

Thr

280
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Lys

ser

Lys

Ile

360

Pro

Leu

Asn

Ser

Thr

Phe

265

Pro

val

Thr

val

cys

345

ser

Pro

val

Gly

Asp
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His

cys

250

Leu

Glu

Lys

Lys

Leu

330

Lys

Lys

Ser
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410

Gly

Gln

Asn
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445
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270
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Tyr
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His
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350
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430

val

Gln
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255

Pro

val

val

GlIn

Gln

335

Ala

Pro

Thr

Ser

Tyr

415
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240
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Lys

val
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320
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Lys

Lys
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<220>
<223> Nucleotide sequence coding hB273_H2

<220>
<221> DS
<222> (1)..(1413)

<400> 35

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

1

gtg ctg agc cag gtc cag ctg gtg cag agt gga gcc gag gta aaa aaa 96
val Leu Ser g1n val GlIn Leu val Gln Ser Gly Ala Glu §%1 Lys Lys
0 25

cca g?g gct agt gtc aag gtc tcc tgt aag gca tct ggt tac tct ttt 144
Pro Gly éga ser val Lys val Ser Cys Lys Ala ser GSy Tyr Ser Phe
40 4

Ile Tyr Phe Met Asn Trp Met Lys Gln Ser Pro Met Ser Leu

ata g?a tac ttc atg aac tgg atg aag cag tct ccc g?t atg tct ctg 192
Gly Gly
50 55 60

gag tgg att g?c aga ttc aac ccc tac aac g?g gac act ttt tat aat 240
Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn
65 70 75 80
cag aag ttc aaa g?g aaa gcc act ctg acc gtg gac aag tca act tcc 288
GIn Lys Phe Lys Gly Lys Ala Thr Leu ggr val Asp Lys Ser ghr Ser

85 : 5

aca gca tac atg gaa ttg tcc tca ctg agg tcc gaa gat acc gcc gt 336
Thr Ala Tyr ?88 Glu Leu Ser Ser igg Arg Ser Glu Asp 195 Ala va

tac ttc tgc gct cgg agt gct tat tat ttc gat agc g?a g?g tat ttt 384
Tyr Phe C{g Ala Arg Ser Ala I%B Tyr Phe Asp Ser ng Gly Tyr Phe
1 1

gac tat tgg g?g caa g?g acc ctt gta acc gtg agc tca gcc tcc acc 432
Asp Tyg Trp Gly Gln Gly Tgr Leu val Thr va ieg Ser Ala ser Thr
13 135 4

aag g?c cca agc gtc ttc ccc ctg gca ccc tcc tcc aag age acc tct 480
Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys ser Thr Ser
145 150 155 160

g?c g?c aca gcc gcc ctg g?c tgc ctg gtc aag gac tac ttc ccc gaa 528
Gly Gly Thr Ala éé? Leu Gly Cys Leu Xag Lys Asp Tyr Phe P;g Glu
7 1

ccc gf acc gtg agc tgg aac tca g?c gcc ctg acc agc g?c gtg cac 576
pro val Thr VgO Ser Trp Asn Ser ng Ala Leu Thr Ser gg% val His
1 1

acc ttc ccc gct gtc ctg cag tcc tca g?a ctc tac tcc ctc agc agc 624
Thr pPhe ng Ala val Leu GIn ger Ser Gly Leu Tyr ggg Leu Ser Ser '
1 00

gtg gtg acc gtg ccc tcc agc agc ttg g?c acc cag acc tac atc tgc 672
va ¥%O Thr val Pro Ser gig Ser Leu Gly Thr g;g Thr Tyr Ile Cys

aac gtg aat cac aag CCC agc aac acc aag gtg gac aag aga gtt gag 720
Asn vVal Asn His Lys Pro Ser Asn Thr Lys val Asp Lys Arg val Glu
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225 230 235 240
cCc aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 768
Pro Lys Ser Cys ézg Lys Thr His Thr %gg Pro Pro Cys Pro §1§ Pro
5

gaa ctc ctg g?g g?a ccc tca gtc ttc ctc ttc ccc cca aaa ccc aag 816
Glu Leu Leu Gly Gly Pro Ser val gge Leu Phe Pro Pro Eyg Pro Lys
260 5 7

gac acc ctc atg atc tcc cgg acc cct gag gtc aca tgc gtg gtg gt 864
Asp Thr Eeu Met Ile Ser Arg ;25 Pro Glu val Thr ggg val val va
75

gac gtg agc cac gaa gac cct gag gtc aag ttc aac tgg tac gtg gac 912
Asp ggo ser His Glu Asp Pro Glu val Lys Phe égg Trp Tyr Val Asp
295

g?c gtg gag gtg cat aat gcc aag aca aag ccc cgg gag gag cag tac 960
Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr
305 310 315 320

aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 1008
Asn Ser Thr Tyr g;g val val ser val ng Thr val Leu His g]n Asp
3 35

tgg ctg aat g?c aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc 1056
Trp Leu Asn g % Lys Glu Tyr Lys gzg Lys val Ser Asn ggg Ala Leu
4

cca gcc ccc atc gag aaa acc atc tcc aaa gcc aaa g?c cag ccc cgg 1104
Pro Ala gro Ile Glu Lys Thr %%8 Ser Lys Ala Lys gsg GIn Pro Arg
55

gaa cca cag gtg tac acc ctg ccc cca tcc cgg gag gag atg acc aag 1152
Glu ;;8 GIn val Tyr Thr ;;g Pro Pro Ser Arg ggg Glu Met Thr Lys

aac cag gtc agc ctg acc tgc ctg gtc aaa g?c ttc tat ccc agc gac 1200
Asn GlIn val Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp
385 390 395 400

atc gcc gtg gag tgg gag agc aat g?c cag ccc gag aac aac tac aag 1248
ITe Ala val Glu Trp Glu Ser Asn Gly 213 Pro Glu Asn Asn Tyg Lys
405 41

acc acc c¢ct ccc gtg ctg gac tcc gac g?c tcc ttc ttc ctc tac agc 1296
Thr Thr Pro Pro val Leu Asp Ser ﬁgg Gly Ser pPhe Phe kgg Tyr Ser
420

aag ctc acc gtg gac aag agc agg tgg cag cag ggc aac gtc ttc tca 1344
Lys Leu Thr val Asp Lys Ser 228 Trp GIn GIn Gly ﬁzg val Phe Ser
435

tgc tcé gtg atg cat gag gct ctg cac aac cac tac acc cag aag agc 1392
Cys Ser val Met His Glu A1? Leu His Asn His 1%5 Thr GIn Lys Ser
450 45

Ctc tcc ctg tct ccc g?c aaa 1413
Leu Ser Leu Ser Pro Gly Lys
465 470

<210> 36
<211> 471
<212> PRT
<213> Artificial Sequence
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<220>
<223> Synthetic Construct
<400> 36
ﬁet Lys His Leu Trp Phe Phe Leu Leu igu val Ala Ala Pro ﬁgg Trp
5

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

Pro Gly g%a ser val Lys val SSr Cys Lys Ala Ser G;y Tyr Ser Phe
4 4

Ile ggy Tyr Phe Met Asn Trp Met Lys GIn Ser 250 Gly Met Ser Leu
55

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn
65 70 75 80

GIn Lys Phe Lys g;y Lys Ala Thr Leu ;gr val Asp Lys Ser ghr Ser
5

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

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

Asp Tyr Trp Gly GIn Gly Thr Leu val Thr val Ser Ser Ala Ser Thr
130 135 140

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser
145 150 155 160

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

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

Thr pPhe Pro Ala val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser
' 195 200 205

val val Thr val pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr Ile Cys
210 215 220

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

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

ASp

Asp

Trp

Pro

Glu

Asn

385

Ile

Thr

Lys

Cys

Leu
465

Leu
Thr
val
290
val
Ser
Leu
Ala
Pro
370
Gln
Ala
Thr
Leu
ser

450

ser

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

<220>
<223>

<220>
<221>

Leu
Leu
275
Ser
Glu
Thr
Asn
Pro
355
Gln
val
val
Pro
Thr
435
val

Leu

37
1413
DNA

Gly
Met
His
val
Tyr
¢1y
Ile
val
Ser
Glu
Pro
420
val

Met

Ser

Gly

Ile

Glu

His

Arg

Lys

Glu

Tyr

Leu

Asp

His

Pro

Pro

Ser

Asp

Asn

310

val

Glu

Lys

Thr

Thr

390

Glu

Leu

Lys

Glu
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ser val Phe Leu Phe Pro Pro Lys Pro

Arg

Pro

295

Ala

val

Tyr

Thr

Leu

375

cys

Ser

Asp

Ser

Ala

455

Lys

Artificial Sequence

Thr

280

Glu

Lys

Ser

Lys

Ile

360

Pro

Leu

Asn

ser

265

Pro
val
Thr
val
cys
345
Ser
Pro
val
Gly
Asp

Trp

His

Glu val
Lys Phe
Lys Pro

315
Leu Thr

330

Lys val

Lys Ala

Ser Arg

Lys Gly

GIln Pro

410

Gly ser

GIn Gln

Asn His

Nucleotide sequence coding hB273_H3

CDS
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445
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335
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350

Gln Pro
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430

val Phe

GIn Lys

Lys

val

Asp

Tyr

320

Asp
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<222> (1)..(1413)

<400> 37

atg aaa cac ctg tgg ttc ttc ctc ctg ctg gt? gca gct ccc aga tgg 48
Met Lys His Leu Trp Phe Phe Leu Leu Leu Va Ala Ala Pro Arg Trp
1 5 10 15
gtg ctg agc gaa gtg cag ctc gtg caa agc g?c gct gaa gtg aaa aaa 96
val Leu Ser Glu val G1ln Leu val GIn Ser Gly Ala Glu val Lys Lys
20 25 30
cca g?a gcec tca gtc aaa gtg tcc tgt aag gcc tcc g?g tat agc ttc 144
Pro Gly Ala Ser val Lys val Ser Cys Lys Ala ser Gly Tyr Ser Phe
35 40 45
atc g?c tat ttt atg aac tgg atg aag cag agc ccg g?c aaa agc cte 192
Ile Gly Tyr Phe Met Asn Trp Met Lys Gln Ser Pro Gly Lys Ser Leu
50 55 60
gaa tgg atc g?g aga ttc aat cca tac aat g?t gac acc ttt tac aat 240
Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn
65 70 75 80
cag aaa ttc aaa g?c aag gcc acg ctg act gta gac aaa tccC acc agc 288
Gln Lys Phe Lys Gly Lys Ala Thr Leu Thr val Asp Lys ser Thr ser
85 90 95
aca gcc cac atg gaa ttg tct tcc ctg agg tct gag gat acc gcg gt 336
Thr Ala His Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala va
100 105 110
tac ttt tgt g?c cga agt gcg tat tat ttc gat tca g?c g?g tac ttc 384
Tyr Phe Cys Gly Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe
115 120 125
gat tac tgg g?t cag g?g acg ctc gtc acc gta agc tca gcc tcc acc 432
Asp Tyr Trp Gly GIn Gly Thr Leu val Thr val ser ser Ala ser Thr
130 135 140
aag g?c cca agc gtc ttc ccc ctg gca ccc tcc tcc aag agc acc tct 480
Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr ser
145 150 155 160
g?c g?c aca gcc gcc ctg g?c tgc ctg gtc aag gac tac ttc ccc gaa 528
Gly Gly Thr Ala Ala Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu
165 170 175
ccc gtg acc gtg agc tgg aac tca g?c gcc ctg acc agc g?c gtg cac 576
Pro val Thr val Ser Trp Asn Ser Gly Ala Leu Thr ser Gly val His
180 185 190
acc ttc ccc gct gtc ctg cag tcc tca gga ctc tac tcc ctc agc agc 624
Thr Phe Pro Ala val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser
: 195 200 205
gtg gtg acc gtg ccc tcc agc agc ttg g?c acc cag acc tac atc tgc 672
val val Thr val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr Ile Cys
210 215 220
aac gtg aat cac aag ccc agc aac acc aag gtg gac aag aga gtt gag 720
Asn Val Asn His Lys Pro Ser Asn Thr Lys val Asp Lys Arg val Glu
225 230 235 240
ccc aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 768
Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
245 250 255
gaa ctc ctg ggg gga ccc tca gtc ttc ctc ttc ccc cca aaa ccc aag 816

Page 33



Glu

gac
Asp

gac
Asp

ay
305

daac
Asn

tgg
Trp

cCa
Pro

gaa
Glu

aac
Asn
385

atc
Ile

acc
Thr

aag
Lys

tgc
cys

ctc
Leu
465

Leu

acc
Thr

gt
Va
290

gt
va

agc
Ser

ctg
Leu

gcc
Ala

cca
Pro
370

cag
Gln

gcc
Ala

acc
Thr

ctc
Leu

tcc
ser
450

tcc
Ser

<210>
<211>
<212>

<213>

<220>
<223>

<400>
Met Lys His Leu Trp Phe Phe Leu Leu Leu val Ala Ala Pro ﬁgg Trp
5

Leu

ctc
Leu
275

agc
Ser

gag
Glu

acg
Thr

aat
Asn

ccc
Pro
355

cag
Gln

gtc
val

gt
va

cct
Pro

acc
Thr
435

gt
va

ctg
Leu

38
471
PRT

Gly
260

atg
Met

cac
His

gt
va

tac
Tyr

ggc
ty
340
atc

Ile

gt
va

agc
Ser

Glu

ccc
Pro
420

gt
va

atg
Met

tct
Ser

Gly

atc
Ile

gaa
Glu

cat
Hi1s

cgg
Arg
325

aag
Lys

gag
Glu

tac
Tyr

ctg
Leu

tgg
Trp
405

gt
va

gac
Asp

cat
H1s

ccc
Pro

Pro

tcc
Ser

gac
Asp

aat
Asn
310

gt
va

gag
Glu

aaa
Lys

acc
Thr

acc
Thr
390

gag
Glu

ctg
Leu

aag
Lys

gag
Glu

oty
470
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val Leu Ser Glu val GIn Leu val GIn Ser Gly Ala Glu val Lys Lys
20 25 30

Pro Gly g}a Ser val Lys val Zgr Cys Lys Ala Ser Ggy Tyr Ser Phe
4

Ile ggy Tyr Phe Met Asn Trp Met Lys GIn Ser 250 Gly Lys Ser Leu
55

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn
65 70 75 80

Gln Lys Phe Lys Gly Lys Ala Thr Leu Thr val Asp Lys Ser Thr Ser
85 90 95

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

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

Asp Tyr Trp Gly GIn Gly Thr Leu val Thr val Ser Ser Ala Ser Thr
130 135 140

Lys Gly Pro Ser val phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser
145 150 155 160

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

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

Thr pPhe Pro Ala val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser
195 200 205

val val Thr val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr Ile Cys
210 215 220

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

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
245 250 255

Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys
260 265 270

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr Cys val val val
275 280 285
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265

Pro

val

Thr

val

Thr

90

Arg

Phe

Thr

Pro

val

170

Ala

Gly

Gly

Lys

Cys

Leu

Glu

Lys

Lys

Leu
330
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val

Ser

Asp

val

ser

155

Lys

Leu

Leu

Thr

val

235

Pro

Phe

val

Phe

Pro

315

Thr

Asp

Glu

Ser

Ser

140

Ser

Asp

Thr

Tyr

Gin

220

Asp

Pro

Pro

Thr

Asn

300

Arg

val

Lys
Asp
Gly
ser
Lys
Tyr
ser
ser
205
Thr
Lys
cys
Pro
Cys
285
Trp
Giu

Leu

Ser

Thr

110

Gly

Ala

Ser

Phe

Tyr

Arg

Pro

Lys

val

Tyr

Glu

His

Thr

95

Ala

Tyr

Ser

Thr

Pro

175

val

Ser

Ile

val

Ala

255

Pro

val

val

Gln

GlIn
335

Asn

80

Ser

val

Phe

Thr

ser

160

Glu

His

Ser

Cys

Glu

240

Pro

Lys

val

Asp

Tyr

320

Asp



Trp Leu

Pro Ala

Glu Pro
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Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala
345

Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys
355 360

GIn val Tyr Thr Leu Pro Pro Ser Arg Glu

370 375 380

Asn Gln
385

val Ser Leu Thr Cys Leu val Lys Gly Phe
390 395

Ile Ala val Glu Trp Glu Ser Asn Gly GIn Pro Glu

Thr Thr
Lys Leu

Cys Sser
450

Leu Ser
465

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

<220>
<223>

<220>
<221>
<222>

<400>
atg aaa
Met Lys

gtg ctg
val Leu

cct g?a
Pro Gly

atc ggc
Ile G?y
50

gaa tgg
Glu Trp

405 410

Pro Pro val Leu Asp Ser Asp Gly Ser Phe
420 425

Thr val Asp Lys Ser Arg Trp GIn GIn Gly
435 440

val Met His Glu Ala Leu His Asn His Tyr
455 460

Leu Ser Pro Gly Lys

43

1413

DNA

Artificial Sequence

Nucleotide sequence coding hB273_H2-2

CDS
(1)..(1413)

43
cac ctg tgg ttc ttc ctc ctg ctg gt? gca
His Leu Trp Phe Phe Leu Leu Lgu val Ala
5 1

agc cag gtg cag ctg gtg cag tct g?c gcc
ser ggn val GIn Leu va g;n Ser Gly Ala

gcc agc gtg aag gtg tcc tgc aag gcc agc
Ala ser val Lys va igr Cys Lys Ala ser
35

tac ttc atg aac tgg atg aag cag agc ccc
Tyr Phe Met Asn Trp Met Lys GIn Ser 250
55

atc g?c cgg ttc aac ccc tac aac ggc gac
Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp
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Gly
365

Glu
Tyr
Asn
Phe

Asn
445

Thr

gct
Ala

gaa
Glu

&y
45

ety

acc
Thr

350

Gln

Met

Pro

Asn

Leu
430

val

Gln

CcCC
Pro

gt
va
30

tac
Tyr

atg
Met

ttc
Phe

Pro

Thr

Ser

Tyr
415

Tyr

Phe

Lys

aga
Arg
15

aag
Lys

agc
Ser

agc
ser

tac
Tyr

Leu

Arg

Lys

Lys

Ser

Ser

ser

tgg
Trp

aaa
Lys

ttc
Phe

ctg
Leu

aac
Asn

48

96

144

192

240



FP1141_sSequences(3833615_1).TXT
75

65 70 80

cag aag ttc aag g?a aag gcc acc ctg aca gtg gac aag agc acc agc 288
Gln Lys Phe Lys Gly Lys Ala Thr Leu Thr val Asp Lys Ser Thr Ser

85 90 95
acc gcc cac-atg gaa ctg agc agc ctg cgg agc gag gat acc gcc gt 336
Thr Ala His ?85 Glu Leu Ser Ser &Sg Arg Ser Glu Asp 196 Ala va

tac ttc tgc gcc aga agc gcc tac tac ttc gac agc g?c g?c tac ttc 384
Tyr Phe gyg Ala Arg Ser Ala Tgs Tyr Phe Asp Ser gzg Gly Tyr Phe
1 1

gac tac tgg g?c cag g?c acc ctg gtg aca gtg agc tca gcc tcc acc 432
Asp Igg Trp Gly GIn Gly Tgr Leu val Thr va izr ser Ala Ser Thr
135 0

aag g?c cca agc gtc ttc ccc ctg gca ccc tcc tcc aag age acc tct 480
Lys Gly Pro ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser
145 150 155 160

g?c g?c aca gcc gcc ctg g?c tgc ctg gtc aag gac tac ttc ccc gaa 528
Gly Gly Thr Ala Aéa Leu Gly Cys Leu V;é Lys Asp Tyr Phe Pro Glu
165 1 175

ccc gtg acc gtg agc tgg aac tca g?c gcc ctg acc agc ggc gtg cac 576
Pro val Thr Xa ser Trp Asn Ser Gly Ala Leu Thr Ser Gg% val His
80 185 1

acc ttc ccc gct gtc ctg cag tcc tca g?a ctc tac tcc ctc agc agc 624
Thr phe Pro Ala val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser
195 200 205

gtg gtg acc gtg ccc tcc agc agc ttg g?c acc cag acc tac atc tgc 672
va ggo Thr val Pro Ser ggg Ser Leu Gly Thr ggg Thr Tyr Ile Cys

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

ccC aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 768
Pro Lys Ser Cys Asp Lys Thr His Thr gys Pro Pro Cys Pro Ala Pro
245 50 255

gaa ctc ctg g?g g?a ccc tca gtc ttc ctc ttc ccc cca aaa ccc aag 816
Glu Leu Leu g y Gly Pro Ser val Pge Leu Phe Pro Pro 5¥3 Pro Lys
60 265

gac acc ctc atg atc tcc cgg acc cct gag gtc aca tgc gtg gtg gt 864
Asp Thr 5$u Met Ile Ser Arg ;gr Pro Glu val Thr ggg val val va
5 0

gac gt: agc cac gaa gac cct gag gtc aag ttc aac tgg tac gtg gac 912
Asp ggo Ser His Glu Asp Sgo Glu val Lys Phe ggg Trp Tyr val Asp
5

g?c gtg gag gtg cat aat gcc aag aca aag CcC cgg gag gag cag tac 960
Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr
305 310 315 320

aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 1008
Asn Ser Thr Tyr é;g val val ser val ;gg Thr val Leu His g;g Asp

tgg ctg aat g?c aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc 1056
Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu

Page 45



FP1141_Sequences(3833615_1) .TXT
340 345 350

cCa gcc ccc atc gag aaa acc atc tcc aaa gcc aaa ggc cag ccc cgg 1104
Pro Ala ggg Ile Glu Lys Thr Ile Ser Lys Ala Lys gsg Gln Pro Arg
360

gaa cca cag gtg tac acc ctg ccc cca tcc cgg gag gag atg acc aag 1152
Glu g;g GIn val Tyr Thr éeu Pro Pro Ser Arg g;g Glu Met Thr Lys
75

aac cag gtc agc ctg acc tgc ctg gtc aaa g?c ttc tat ccc agc gac 1200
Asn GIn val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
385 390 395 400

atc gcc gtg gag tgg gag agc aat g?c cag ccc gag aac aac tac aag 1248
ITe Ala val Glu Igg Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys
410 415

acc acc cct ccc gtg ctg gac tcc gac g?c tcc ttc ttc ctc tac agc 1296
Thr Thr Pro Pgo val Leu Asp Ser 232 Gly Ser Phe Phe Leu Tyr Ser
420 430

aag ctc acc gtg gac aag agc agg tgg cag cag g?c aac gtc ttc tca 1344
Lys Leu ng val Asp Lys Ser Arg Trp GIn Gln Gly Azg val phe ser
4 44 ' 4

tgc tcc gtg atg cat gag gct ctg cac aac cac tac acc cag aag agce 1392
Cys Seg val Met His Glu Ala Leu His Asn His Z%g Thr GIn Lys Ser
45 455

ctc tcc ctg tct ccc g?c aaa 1413
Gly

Leu Ser Leu Ser Pro Lys
465 470

<210> 44

<211> 471

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 44

Met Lys His Leu Trp Phe Phe Leu Leu Leu val Ala Ala Pro Arg Trp
1 5 10 15

val Leu Ser GIn val GIn Leu val 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 Ser Phe

ITe Gly Tyr Phe Met Asn Trp Met Lys GIn Ser 250 Gly Met Ser Leu
50 55

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn
65 70 75 80

GIn Lys Phe Lys g;y Lys Ala Thr Leu ggr val Asp Lys Ser ;Qr Ser
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Thr Ala His Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala val
100 105 110

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

Asp Tyr Trp Gly Gln Gly Thr Leu val Thr val Ser Ser Ala Ser Thr
130 135 140

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser
145 150 155 160

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

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

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

val val Thr val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr Ile Cys
210 215 220

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

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
245 250 255

Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys
260 265 270

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

Asp val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val Asp
290 295 300

Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr
305 i 310 315 320

Asn Ser Thr Tyr Arg val val Ser val Leu Thr val Leu His GIn Asp
325 330 335

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Vval Ser Asn Lys Ala Leu
340 345 350

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn Pro Arg
355 360 365
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Glu
Asn
385
Ile
Thr
Lys
Cys

Leu
465

Pro

370

Gln

Ala

Thr

Leu

ser

450

Ser

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

<220>

<223>

<220>
<221>
<222>

<400>

atg
Met
1

gt
va

cct
Pro

atc
Ile

gaa
Glu
65

cag
GIn

acc

aaa
Lys

ctg
Leu

&
3
oty
50
tgg

Trp

aag
Lys

gcc

GlIn

val

val

Pro

Thr

435

val

Leu

45
1413
DNA

val

Ser

Glu

Pro

420

val

Met

Ser

Tyr

Leu

Asp

His

Pro

Thr

Thr

390

Glu

Leu

Lys

Glu

Gly
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Leu

375

Cys

sSer

Asp

sSer

Ala

455

Lys

Artificial Sequence

CcDS
..

45
cac
H1s

agc
ser

gcc
Ala
35

tac
Tyr

atc
Ile

ttc
Phe

cac

(1413)

ctg
Leu

gag
Glu
20

agc
Ser

ttc
Phe

ety

aag
Lys

atg

tgg
Trp
5

gt
va

gt
va

atg
Met

cgg

Arg

ety
85

gaa

ttc
Phe

cag
Gln

aag
Lys

aac
Asn

ttc
Phe
70

aag
Lys

ctg

ttc
Phe

ctg
Leu

gt
va

tgg
Trp

55

aac
Asn

gcc
Ala

agc

Pro Pro Ser Arg Glu Glu Met Thr

Leu

Asn

ser |

Arg

Leu

ctc
Leu

gt
va

tcc
ser
40

atg
Met

ccc
Pro

acc
Thr

agc

val

Gly

His

ctg
Leu

cag
Gln
25

tgc
cys

aag
Lys

tac
Tyr

ctg
Leu

ctg

Lys

Gln
410

Gly

GIn

Asn

ctg
Leu
10

tct
Ser

aag
Lys

cag
Gln

aac
Asn

aca
Thr
90

cgg
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Gly
395
Pro
Ser

Gln

His

Nucleotide sequence coding hB273_H2-3

gt
vVa

Sty

gcc
Ala

agc
ser

cly
75

gt
va

agc

380

Phe

Glu

Phe

Gly

Tyr
460

gca
Ala

gcc
Ala

agc
ser

ccc
Pro
60

gac
Asp

gac
Asp

gag

Tyr
Asn
Phe

Asn
445

Thr

gct
Ala

gaa
Glu

&y
45

&y

acc
Thr

aag
Lys

gat

Pro

Asn

Leu
430

val

GlIn

CcCC
Pro

gt
va
30

tac
Tyr

atg
Met

ttc
Phe

agc
ser

acc

Ser

Tyr
415

Tyr

Phe

Lys

aga
Arg
15

aag
Lys

agc
Ser

agc
ser

tac
Tyr

acc
Thr
95

gcc

Lys

Ser

Ser

Ser

tgg
Trp

aaa
Lys

ttc
Phe

ctg
Leu

aac
Asn
80

agc
ser

gtg

48

96

144

192

240

288

336



Thr

tac
Tyr

gac
Asp

aag
Lys
145

ety

ccc
Pro

acc
Thr

gt
Va

aac
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225

ccc
Pro

gaa
Glu

gac
Asp

gac
Asp

aly
305

dac
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tgg
Trp
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Pro

gaa
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ttc
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tac
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210
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ada
Lys

ctc
Leu
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Thr

gt
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290
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va
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ctg
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gcc
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Cys
115
tgg
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ccc
Pro
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aat
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tct
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ctg
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275
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gag
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Thr
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355

cag
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100

gcc
Ala

ety
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Ser

gcc
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180
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cac
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tgt
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3
260
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cac
His
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Tyr

ggc
ety
340
atc
Ile

gtg

Glu

aga
Arg

cag
Gln

gtc
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Ala
165
agc
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gtc
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cccC
Pro

aag
Lys
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245

&ty
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Ile
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Glu

cat
H1s

cgg
Ar

325
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gag
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ctg
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tgg
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230
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Pro
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gac
Asp

aat
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310

gt

g vVa
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Glu

add
Lys

acc
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Ser Ser Leu Arg Ser Glu Asp Thr Ala

gcc
Ala

acc
Thr
135

ccc
Pro

oty

aac
Asn

cag
Gin

agc
Ser
215

agc
Ser

act
Thr

tca
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cgg
Arg

cct
Pro
295
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gtc
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tac
Tyr
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ctg
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Tyr
120

ctg
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tca
Ser
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200
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gag
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aag
Lys

aag
Lys

ctc
Leu
330

aag
Lys

daad
Lys

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

aac cag gtc agc ctg acc tgc ctg gtc aaa g?c ttc tat ccc agc gac 1200
Asn GIn val Ser Leu Thr Cys Leu Vval Lys Gly Phe Tyr Pro Ser Asp
385 390 395 400

atc gcc gtg gag tgg gag agc aat g?c cag CcC gag aac aac tac aag 1248
Ile Ala val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys
405 410 415

acc acc cct ccc gtg ctg gac tcc gac g?c tcc ttc ttc ctc tac agc 1296
Thr Thr Pro Pro vVal Leu Asp Ser Agp Gly Ser Phe Phe ng Tyr Ser
420 425 4

aag ctc acc gtg gac aag agc agg tgg cag cag g?c aac gtc ttc tca 1344
Lys Leu Zgg val Asp Lys Ser Arg Trp GIn GIn Gly Asn val Phe Ser
440 445

tgc tcc gtg atg cat gag gct ctg cac aac cac tac acc cag aag agc 1392
Cys Ser val Met His Glu Ala Leu His Asn His T%S Thr Gln Lys Ser
450 455 4

ctc tcc ctg tct ccc g?c aaa 1413
Leu Ser Leu Ser Pro Gly Lys
465 470

<210> 46

<211> 471

<212> PRT

<213> Artificial Sequence

<220>
<223> Ssynthetic Construct

<400> 46
Met Lys His Leu Trp Phe Phe Leu Leu Leu val Ala Ala Pro Arg Trp
1 5 10 15

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

Pro Gly Ala Ser val Lys val SSr Cys Lys Ala Ser ﬁ}y Tyr Ser Phe
35 4

Ile Gly Tyr Phe Met Asn ggp Met Lys GIn Ser 250 Gly Met Ser Leu
50

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn
65 70 75 80

GIn Lys Phe Lys Gly Lys Ala Thr Leu Thr val Asp Lys Ser Thr Ser
85 90 95

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

Tyr Phe Cys Ala Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe
115 120 125
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Asp Tyr Trp Gly GIn Gly Thr Leu val Thr val Ser Ser Ala Ser Thr
130 . 135 140

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser
145 150 155 160

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

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

Thr Phe Pro Ala val Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser
195 200 205

val val Thr val pPro Ser Ser Ser Leu Gly Thr GIn Thr Tyr Ile Cys
210 215 220

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

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
245 250 255

Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys
260 265 270

Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr val val val

cys
275 280 285

Asp val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val Asp
290 295 300

Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr
305 310 315 320

Ash Ser Thr Tyr Arg val val Ser val Leu Thr val Leu His Gln Asp
325 330 335

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu
© 340 345 350

pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn Pro Arg
355 : 360 365

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

Asn Gln val Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp
385 390 395 400
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Ile Ala val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys
405 410 415

Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
420 425 430

Lys Leu Thr val Asp Lys Ser Arg Trp GIn GIn Gly Asn val Phe Ser
435 440 445

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

Leu Ser Leu Ser Pro Gly Lys
465 470

<210> 47

<211> 1413

<212> DNA

<213> Artificial Sequence

<220>
<223> Nucleotide sequence coding hB273_H2-4

<220>
<221> CDS
<222> (1)..(1413)

<400> 47

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

1 5 10 15

gtg ctg agc cag gtg cag ctg gtg cag tct g?c gcc gaa gtg aag aaa 96
val Leu Ser ggn val Gln Leu va g}n Ser Gly Ala Glu gg Lys Lys

cct g?a gcc agc gtg aag gtg tcc tgc aag gcc agc g?c tac agc ttc 144
Pro Gly Ala ser val Lys val Ser Cys Lys Ala Ser Gly Tyr Ser pPhe
35 40 45

atc g?c tac ttc atg aac tgg atg aag cag agc ccc g?c atg agc ctg 192
Ile Gly Tyr Phe Met Asn Tgp Met Lys Gln Ser 250 Gly Met Ser Leu
50 5

gaa tgg atc g?c cgg ttc aac ccc tac aac g?c gac acc ttc tac aac 240
Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn
65 . 70 75 80
cag aag ttc aag gga aag gcc acc ctg aca gtg gac aag agc acc agc 288
GlIn Lys Phe Lys gsy Lys Ala Thr Leu ggr val Asp Lys Ser ggr ser

acc gcc tac atg Qaa ctg agc agc ctg cgg agc gag gat acc gcc gt 336
Thr Ala Tyr MSB Glu Leu Ser Ser igg Arg Ser Glu Asp 125 Ala va
1

tac ttc tgc g?c aga agc gcc tac tac ttc gac agc g?c g?c tac ttc 384
Tyr Phe g{g Gly Arg Ser Ala Igg Tyr Phe Asp Ser gzg Gly Tyr phe
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gac tac tgg ggc cag ggc acc ctg gtg aca gtg agc tca gcc tcc acc 432
Asp Igg Trp Gly GIn Gly Thr Leu val Thr va Seg Ser Ala Ser Thr

135 14

aag g?c cca agc gtc ttc ccc ctg gca ccc tec tcc aag agc acc tct 480
Lys Gly Pro Ser val phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser
145 150 155 160

g?c g?c aca gcc gecc ctg g?c tgc ctg gtc aag gac tac ttc ccc gaa 528
Gly Gly Thr Ala Aég Leu Gly Cys Leu Vag Lys Asp Tyr Phe Prg Glu
1 17 17

-CCC gtg acc gtg agc tgg aac tca g?c gcc ctg acc agc g?c gtg cac 576
Pro val Thr Xgo Ser Trp Asn Ser gsg Ala Leu Thr ser gg% val His

acc ttc ccc gct gtc ctg cag tcc tca g?a ctc tac tcc ctc agc agc 624
Thr Phe ng Ala val Leu Gln Sgr Ser Gly Leu Tyr Ser Leu Ser Ser
1 200 205

gtg gtg acc gtg ccc tcc agc agc ttg g?c acc cag acc tac atc tgc 672
va Xao Thr val Pro Ser Ser Ser Leu Gly Thr g;n Thr Tyr Ile Cys
1 215 0

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

ccc aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 768
Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro 91a Pro
245 250 55

gaa ctc ctg g?g g?a CCC tca gtc ttc ctc ttc ccc cca aaa cccC aag 816
Glu Leu Leu geg Gly Pro Ser val gge Leu Phe Pro Pro 5y3 Pro Lys
5 7

gac acc ctc atg atc tcc cgg acc cct gag gtc aca tgc gtg gtg gt 864
Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr §§s val val va
275 280 5

gac gtg agc cac gaa gac cct gag gtc aag ttc aac tgg tac gtg gac 912
Asp ggo Ser His Glu Asp ;gg Glu val Lys Phe égg Trp Tyr val Asp

g?c gtg gag gtg cat aat gcc aag aca aag Cccc c€gg gag gag cag tac 960
Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr
305 _ 310 . 315 320

aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 1008
Asn Ser Thr Tyr gsg val val ser val ;gg Thr val Leu His g;g Asp

tgg ctg aat g?c aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc 1056
Trp Leu Asn g % Lys Glu Tyr Lys gxg Lys val Ser Asn ggs Ala Leu
4 0

cca gcc ccc atc gag aaa acc atc tcc aaa gccC aaa g?c cag ccc cgg 1104
Pro Ala ggg Ile Glu Lys Thr %%g Ser Lys Ala Lys §6¥ Gln Pro Arg

gaa cca cag gt tac acc ctg ccc cca tcc cgg gag gag atg acc aag 1152
Glu grg Gln val Tyr Thr %eg Pro Pro Ser Arg g]g Glu Met Thr Lys
7 7 8

aac cag gtc agc ctg acc tgc ctg gtc aaa g?c ttc tat ccc agc gac 1200
Gly

Asn Gln val Ser Leu Thr Cys Leu val Lys Phe Tyr Pro Ser Asp
385 390 395 400
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atc gcc gt? gag tgg gag agc aat g?c cag ccc gag aac aac tac aag 1248
Ile Ala val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys
405 410 415
acc acc cct ccc gtg ctg gac tcc gac g?c tcc ttc ttc ctc tac agc 1296
Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
420 425 430
aag ctc acc gtg gac aag agc agg tgg cag cag g?c aac gtc ttc tca 1344
Lys Leu Thr val Asp Lys Ser Arg Trp GIn GIn Gly Asn val Phe Ser
435 440 445
tgc tcc gtg atg cat gag gct ctg cac aac cac tac acc cag aag agc 1392
Cys Ser Vval Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser
450 455 460
ctc tcc ctg tct ccc g?c aaa 1413
Leu Ser Leu Ser Pro Gly Lys
465 470
<210> 48
<211> 471
<212> PRT
<213> Artificial Sequence
<220>
<223> Synthetic Construct
<400> 48

Met Lys His Leu Trp Phe Phe Leu Leu Leu val Ala Ala Pro Arg Trp
1 5 10 15

val Leu Ser Gln val Gln 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 Ser Phe
35 40 45

ITe Gly Tyr Phe Met Asn ggp Met Lys Gln Ser 250 Gly Met Ser Leu
50

Glu Trp Ile Gly Arg Phe Asn Pro Tyr Asn Gly Asp Thr Phe Tyr Asn
65 70 75 80

Gln Lys Phe Lys Gly Lys Ala Thr Leu Thr val Asp Lys Ser Thr Ser
85 90 95

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

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

Asp Tyr Trp Gly GIn Gly Thr Leu val Thr val Ser Ser Ala ser Thr
130 135 140

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser
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145 150 160

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

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

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

val val Thr val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr Ile Cys
210 215 220

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

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
245 250 255

Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys
260 265 270

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

Asp val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val Asp
290 295 300

Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GlIn Tyr
305 310 315 320

Asn Ser Thr Tyr Arg val val Ser val Leu Thr val Leu His Gln Asp
325 330 335

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

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg
355 360 365

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

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

Ile Ala val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys
405 410 415

Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
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aga
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ggc g?c aca gcc gcc ctg g?c tgc ctg gtc aag gac tac ttc ccc gaa 528
Gly Gly Thr Ala ééa Leu Gly Cys Leu V;] Lys Asp Tyr Phe Pro Glu
5 170 175

ccc gtg acc gtg agc tgg aac tca g?c gcc ctg acc agc g?c gtg cac 576
Pro val Thr {go Ser Trp Asn Ser Ggg Ala Leu Thr Ser gg% val His
1

acc ttc ccc gct gtc ctg cag tcc tca g?a ctc tac tcc ctc agc agc 624
Thr phe ;52 Ala val Leu Gln %er Ser Gly Leu Tyr ggr Leu Ser Ser
00 5

gtg gtg acc gtg ccc tcc agc agc ttg g?c acc cag acc tac atc tgc 672
va gio Thr val Pro Ser gir Ser Leu Gly Thr g1n Thr Tyr Ile Cys
5 20

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

ccc aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 768
Pro Lys Ser Cys gsp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
45 250 255

gaa ctc ctg g%g g?a ccc tca gtc ttc ctc ttc ccc cca aaa ccc aag 816
Glu Leu Leu 36% Gly Pro ser val pPhe Leu Phe Pro Pro 5¥3 Pro Lys
265

gac acc ctc atg atc tcc cgg acc cct gag gtc aca tgc gtg gtg gt 864
Asp Thr Egg Met Ile Ser Arg ;gg Pro Glu val Thr ggs val val va
5

gac gtg agc cac gaa gac cct gag gtc aag ttc aac tgg tac gtg gac 912
Asp ggo Ser His Glu Asp ggg Glu val Lys Phe ggg Trp Tyr val Asp

g?c gtg gag gtg cat aat gcc aag aca aag CcC C€gg gag gag cag tac 960
Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr
305 310 315 320

aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 1008
Asn Ser Thr Tyr é;g val val ser val ggg Thr val Leu His g;g Asp

tgg ctg aat g?c aag gag tac aag tgc aag gtc tcc aac aaa gcc Ctc 1056
Trp Leu Asn g % Lys Glu Tyr Lys gzg Lys val Ser Asn %gg Ala Leu
4

cca gcc ccc atc gag aaa acc atc tcc aaa gec aaa g?c cag ccc cgg 1104
Pro Ala Pro Ile Glu Lys Thr gég Ser Lys Ala Lys gsg Gln Pro Arg
355

gaa cca cag gtg tac acc ctg ccc cca tcc cgg gag gag atg acc aag 1152
Glu Pro GIn val Tyr Thr Leu Pro Pro Ser Arg ggg Glu Met Thr Lys
370 - 375

aac cag gtc agc ctg acc tgc ctg gtc aaa g?c ttc tat ccc agc gac 1200
Asn GIn val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
385 A 390 395 400

atc gcc gtg gag tgg gag agc aat g?c cag ccc gag aac aac tac aag 1248
Ile Ala val Glu Tgp Glu Ser Asn Gly 218 Pro Glu Asn Asn Iyg Lys
405 1 1

acc acc cct ccc gtg ctg gac tcc gac g?c tcc ttc ttc ctc tac agc 1296
Thr Thr Pro PES val Leu Asp Ser ﬁgp Gly Ser Phe Phe 253 Tyr Ser
4 5
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Pro val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly val His
180 185 190

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

val val Thr val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr Ile Cys
210 215 220

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

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
245 250 255

Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys
260 265 270

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

Asp val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val Asp
290 295 300

Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr
305 310 315 320

Asn Ser Thr Tyr Arg val val Ser val Leu Thr val Leu His GIln Asp
325 330 335

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

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg
355 360 365

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

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

I1e Ala val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys
405 410 415

Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
420 425 430

Lys Leu Thr val Asp Lys Ser Arg Trp GIn GIn Gly Asn val Phe ser
435 440 445
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val

Ala

Asn

55

Leu

Phe

val

val

val

135

Lys

Arg

ctg
Leu
200

gt
va

aag
Lys

Phe

Met

ser

40

Thr

Leu

ser

Glu

Pro

120

Ala

Ser

Glu

agc
Ser

tac
Tyr

agc
Ser

Ile

Thr

25

Ile

TYyr

Ile

Gly

Ala

105

Trp

Ala

Gly

Ala

agc
Ser

gcc
Ala

ttc
Phe

ser

10

Gln

Ser

Leu

Tyr

ser

90

Glu

Thr

Pro

Thr

Lys
170

Page 61

acc
Thr

tgc
cys

aac
Asn
235

Leu

Ser

cys

His

Lys

75

Gly

Asp

Phe

Ser

Ala

155

val

ctg
Leu

gag
Glu
220

agg
Arg

Leu

Pro

Arg

Trp

60

val

Ser

val

Gly

val

140

Ser

Gln

acc
Thr
205

gt
va

3ty

Leu
Leu
ser
45

Tyr
Ser
Gly
Gly
Pro
125
Phe

val

Trp

ctg
Leu

acc
Thr

gag
Glu

Trp

Ser

30

Ser

Leu

Asn

Thr

val

110

Gly

Ile

val

Lys

agc
Ser

cac
H1s

tgt
cys

Ile

15

Leu

GlIn

Gln

Arg

Asp

95

Tyr

Thr

Phe

cys

val
175

aad
Lys

cag
Gln

Ser

Pro

ser

Lys

Phe

80

Phe

Tyr

Lys

Pro

Leu

160

Asp

624

672

717



Asn Ala Leu

ser Lys Asp

195

Ala Asp Tyr
210

Gly Leu Ser

225

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

<220>
<223>

<400>

FP1141_Sequences(3833615_1) .TXT

180 185

230

53

32

DNA

Artificial Sequence

Primer L-F1

53

aggtaagctt gctagcgcca ccatggtgct gc

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

<220>
<223>

<400>

54

42

DNA

Artificial Sequence

Primer L-NE-R2
54

Ser Thr Tyr Ser 583 Ser Ser Thr Leu Thr

Glu Lys His Lys val Tyr Ala Cys Glu val
215 220

235

ccaatgcagg taagtgttct cattgctatg gaccagtgac tg

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

<220>
<223>

<400>

55

42

DNA

Artificial Sequence

Primer L-NE-F2
55

cagtcactgg tccatagcaa tgagaacact tacctgcatt gg

<210> .
<211>’
<212>
<213>

<220>
<223>

<400>

56

32

DNA

Artificial Sequence

Primer L-R1

56

ggatgccacc cgtttaaacg ggcccctaac ac

<210>
<211>
<212>

57
717
DNA

Page 62

GIn ser Gly Asn Ser GIn Glu Ser val Thr Glu Gln Asp

190

Leu Ser Lys

Thr His Gln

ser Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys

32

42

42

32



FP1141_sequences(3833615_1) .TXT
<213> Artificial Sequence

<220>
<223> Nucleotide sequence coding hB273_L1-NF

<220>
<221> CDS
<222> (1)..(717)

<400> 57
atg gtg ctg cag acc cag gtg ttc atc tcc ctg ctg ctg tgg atc tcc 48
?et val Leu G1n Thr GIn val Phe Ile Ser Leu Leu Leu Trp Ile Ser

g?c gca tat g?c gac atc gta atg acc cag tct ccg ctg agt ctt cct 96
Gly Ala Tyr goy Asp ITe val Met ;gr GIn Ser Pro Leu ggr Leu Pro

gtg act cca g?g gag ccc gca agc atc tct tgt cgc agc agt cag tca 144
val Thr ggo Gly Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser
40 45

ctg gtc cat agc aat ttc aac act tac ctg cat tgg tac ctc caa aaa 192
Leu Val His Ser Asn Phe Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys
50 55 60

cca g?g cag tcc cca cag ctc ttg atc tac aag gtg tcc aat cgg ttc 240
gro Gly GIn Ser Pro Gén Leu Leu Ile Tyr Lys val Ser Asn Arg ghe
5 7 75 0

agt g?t gtg cct gac cgc ttc tcc g?a agt g?c tcc g?gvaca gat ttc 288
Sser Gly val Pro Asp Arg Phe Ser Gly ggr Gly ser Gly Thr Sgp Phe
85

act ctt aag att tca aga gtg gag gca gaa gac gtt g?a gtc tat tat 336
Thr Leu Lys igg Ser Arg val Glu ﬁ%% Glu Asp val Gly Xié Tyr Tyr

tgc tca cag agc aca cat gtc ccc tgg act ttc g?t ccc g?c aca aaa 384
Cys Ser g]g Ser Thr His val ng Trp Thr Phe Gly iro Gly Thr Lys
1 1 25

gtc gag atc aag cgt acg gtg gcc gcc ccc tcc gtg ttc atc ttc ccc 432
val G33 ITe Lys Arg Thr val Ala Ala Pro Ser Xao Phe Ile Phe Pro
1 135 4

ccc tcc gac gag cag ctg aag tcc g?c acc gcc tcc gtg gtg tgc ctg 480
Pro Ser Asp Glu GIn Leu Lys Ser Gly Thr Ala Ser val val Cys Leu
145 150 155 160

ctg aat aac ttc tac ccc aga gag gcc aag gtg cag tgg aag gtg gac 528
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys val GIn Trp Lys val Asp
: 165 170 175
aac gcc ctg cag tcc g?g aac tcc cag gag agc gtg acc gag cag gac 576
Asn Ala Leu 6;8 Ser Gly Asn Ser G;n Glu ser val Thr ?;3 Gln Asp

1 ‘ 185

agc aag gac agc acc tac agc ctg agc agc acc ctg acc ctg agc aaa 624
Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu ;gg Leu Ser Lys
195 200

gcc gac tac gag aag cac aag gtg tac gcc tgc gag gtg acc cac cag 672
Ala Asg Tyr Glu Lys His E{E val Tyr Ala Cys ggg val Thr His Gln
21

ggc ctg agc tcc ccc gtc acc aag agc ttc aac agg ggg gag tgt 717
Page 63



225

<210>
<211>
<212>

<213>

<220>
<223>

<400>

58
239
PRT

FP1141_Sequences(3833615_1) .TXT
Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys
230

Artificial Sequence

synthetic Construct

58

mMet val Leu GIn Thr Gln val
1

Gly

val

Leu

Pro

65

ser

Thr

Cys

val

Pro

145

Leu

Asn

ser

Ala

Ala
Thr
val
50

Gly
Gly
Leu
Ser
Glu
130
Ser
Asn

Ala

Lys

210

Tyr
Pro
35

His
GlIn
val
Lys
GIn
115
Ile
Asp

Asn

Leu

Gly

20

Gly

ser

Ser

Pro

Ile

100

ser

Lys

Glu

Phe

Gln

180 .

ser

Glu

5

Asp
Glu
Asn
Pro
Asp
85

Ser
Thr
Arg
Gln
Tyr
165
ser
Thr

Lys

Ile

Pro

Phe

Gln

70

Arg

Arg

His

Thr

Leu

150

Pro

Gly

Tyr

His

val

Ala

Asn

55

Leu

Phe

val

val

val

135

Lys

Arg

Asn

Ser

Lys
215

Phe
Met
Ser
40

Thr
Leu
ser
Glu
Pro
120
Ala
Ser
Glu
Ser
Leu

200

val

Ile

Thr

25

Ile

Tyr

Ile

Gly

Ala

105

Trp

Ala

Gly

Ala

Gln

185

ser

Tyr

Ser

10

Gln

Ser

Leu

Tyr

Ser

90

Glu

Thr

Pro

Thr

Ser

235

Leu

Ser

cys

His

Lys

75

Gly

Asp

Phe

Ser

Ala

155

val

Ser

Thr

Leu

Pro

Arg

Trp

60

val

ser

val

Gly

val

140

Ser

Gln

val

Leu

Ala Cys Glu
220

Page 64

Leu

Leu

Ser

45

Tyr

Ser

Gly

Gly

Pro

125

Phe

val

Trp

Thr

Thr

205

val

Trp

Ser

30

ser

Leu

Asn

Thr

val

110

Gly

Ile

val

Lys

Glu

190

Leu

Thr

Ile

15

Leu

Gln

Gln

Arg

Asp

95

Tyr

Thr

Phe

cys

val

175

Gln

sSer

His

ser

Pro

ser

Lys

Phe

80

Phe

Tyr

Lys

Pro

Leu

160

Asp

Asp

Lys

GlIn



225

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

<220>
<223>

<400>
ccaatgc

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

<220>
<223>

<400>
cagtcac

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

<220>
<223>

<220>
<221>
<222>

<400>
atg gt
Met va
1

ggc gca
G?y Ala

gtg act
val Thr

3

ctg gtc
Leu val
50

cca g?g
Pro Gly
65

agt g?t
ser Gly

FP1141_Sequences(3833615_1) .TXT

59

42

DNA

Artificial Sequence

Primer L-NF-R2

59
agg taagtgttga aattgctatg gaccagtgac tg

60

42

DNA

Artificial Sequence

Primer L-NF-F2

60
tgg tccatagcaa tttcaacact tacctgcatt gg

61
717
DNA
Artificial Sequence

Nucleotide sequence coding hB273_L1-NK

CcDS
(D..@717)

61
ctg cag acc cag gtg ttc atc tcc ctg ctg
Leu GIn Thr GIn val pPhe Ile igr Leu Leu
5

tat g%c gac atc gta atg acc cag tct ccg
Tyr goy Asp Ile val Met ;?r GIn Ser Pro

cca g%g gag ccc gca agc atc tct tgt cgc
Pro Gly Glu Pro Ala SSr Ile Ser Cys Arg
35 4

cat agc aat aag aac act tac ctg cat tgg
His Ser Asn Lys Asn Thr Tyr Leu His Trp
55 60

cag tcc cca cag ctc ttg atc tac aag gt
GIn Ser Pro Gln Leu Leu Ile Tyr Lys Va
70 75

gtg cct gac cgc ttc tcc g?a agt g?c tcc
val Pro ggp Arg Phe Ser Gly Sgr Gly ser

Page 65

ctg
Leu

ctg
Leu

agc
ser
45

tac
Tyr

tcc
Ser

3ty

tag
Trp

agt
ser
30

agt
Ser

ctc
Leu

aat
Asn

aca
Thr

Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys
230 235

atc
Ile
15

ctt
Leu

cag
Gln

caa
Gln

cgg
Arg

gat
Asp
95

tcc

Ser,

cct
Pro

tca
Ser

aaa
Lys

ttc
Phe
80

ttc
Phe

42

42

48

96

144

192

240

288



FP1141_sSequences(3833615_1) .TXT
act ctt aag att tca aga gt? gag gca gaa gac gtt g?a gtc tat tat 336
Thr Leu Lys Ile Ser Arg val Glu Ala Glu Asp val Gly Va& Tyr Tyr
100 105 11

tgc tca cag agc aca cat gtc ccc tgg act ttc g?t ccc g?c aca aaa 384
Cys Ser glg Ser Thr His val P58 Trp Thr Phe Gly i;g Gly Thr Lys
1

gtc gag atc aag cgt acg gtg gcc gcc ccc tcc gtg ttc atc ttc ccc 432
val ggg ITe Lys Arg Thr v§5 Ala Ala Pro Ser Va0 Phe Ile Phe Pro
1 14

ccc tcc gac gag cag ctg aag tcc g?c acc gcc tcc gtg gtg tgc ctg 480
Pro Ser Asp Glu GIn Leu Lys Ser Gly Thr Ala ser val val Cys Leu
145 150 155 160

ctg aat aac ttc tac ccc aga gag gcc aag gtg cag tgg aag gtg gac 528
Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys val Gln Trp Lys vaS Asp
165 170 17

aac gcc ctg cag tcc g?g aac tcc cag gag agc gtg acc gag cag gac 576
Asn Ala Leu 613 Ser Gly Asn Ser g;g Glu ser val Thr ggg Gln Asp
18

agc aag gac agc acc tac agc ctg agc agc acc ctg acc ctg agc aaa 624
Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu ;gg Leu Ser Lys
195 200

gcc gac tac gag aag cac aag gtg tac gcc tgc gag gtg acc cac cag 672
Ala 958 Tyr Glu Lys His Lys val Tyr Ala Cys ggg val Thr His Gln
1 215

g?c ctg agc tcc ccc gtc acc aag agc ttc aac agg g?g gag tgt 717
gzy Leu Ser Ser Pro ¥a1 Thr Lys Ser Phe égg Arg Gly Glu Cys
5 30

<210> 62

<211> 239

<212> PRT

<213> Artificial Sequence

<220> )
<223> Synthetic Construct

<400> 62

Met val Leu GIn Thr GIn val Phe Ile Ser Leu Leu Leu Trp Ile Ser
1 5 10 15

Gly Ala Tyr Gly Asp Ile val Met Thr GIn Ser Pro Leu Ser Leu Pro
20 25 30
: ,
val Thr Pro Gly Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser
35 40 45

Leu val His Ser Asn Lys Asn Thr Tyr Leu His grp Tyr Leu Gln Lys
55 0

Pro Gly GIn Ser Pro GIn Leu Leu Ile Tyr Lys val Ser Asn Arg Phe
65 70 75 80

Sser Gly val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe
Page 66



Thr

Cys

val

Pro

145

Leu

Asn

Ser

Ala

Gly
225

Leu

sSer

Glu

130

Ser

Asn

Ala

Lys

Asp

210

Leu

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

<220>
<223>

<400>
ccaatgcagg taagtgttct tattgctatg gaccagtgac tg

<210>
<211>
<212>
<213>1

<220>
<223>

<400>
cagtcactgg tccatagcaa taagaacact tacctgcatt gg

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

Lys
Gln

115

Ile

Asp

Asn

Leu

Asp

195

Tyr

Ser

63
42
DNA

Ile

100

Ser

Lys

Glu

Phe

Gin

180

Ser

Glu

ser

85

ser

Thr

Arg

Glin

Tyr

165

Ser

Thr

Lys

Pro

Arg

Thr

Leu

150

Pro

Gly

Tyr

His

val
230

FP1141_Sequences(3833615_1) .TXT
90 95

val Glu Ala Glu Asp val Gly val Tyr
105 110

val Pro Trp Thr phe Gly Pro Gly Thr
120 125

val Ala Ala Pro Ser val phe Ile Phe
135 140

Lys Ser Gly Thr Agg ser val val Cys
1

Arg Glu Ala Lys val GIn Trp Lys val
170 175

Asn Ser Gln Glu ser val Thr Glu Gln
185 190

Ser Leu Ser Ser Thr Leu Thr Leu Ser
200 205

Lys val Tyr Ala Cys Glu val Thr His
215 220

Thr Lys Ser Phe Qgg Arg Gly Glu Cys

Artificial Sequence

Primer L-NK-R2

63

64
42
DNA

Artificial Sequence

Priemr L-NK-F2

64

65
717
DNA

Artificial Sequence

Page 67

Tyr

Lys

Pro

Leu

160

Asp

Asp

Lys

Gln

42

42



220 FP1141_Sequences(3833615_1) .TXT
< >
<223> Nucleotide sequence coding hB273_L1-NL

<220>
<221> CDS
<222> (L..(717)

<400> 65
atg gtg ctg cag acc cag gtg ttc atc tcc ctg ctg ctg tgg atc tcc 48
Tet val Leu GlIn ghr GIn val Phe Ile SSr Leu Leu Leu Trp Ige Ser

1 1

g?c gca tat g?c gac atc gta atg acc cag tct ccg ctg agt ctt cct 96
Gly Ala Tyr Gly Asp Ile val Met ;hr Gln Ser Pro Leu ger Leu Pro
20 5 0

gtg act cca g?g gag ccc gca agc atc tct tgt cgc agc agt cag tca 144
val Thr ;go Gly Glu Pro Ala SSr Ile Ser Cys Arg Ser Ser GIn Ser
4 45

ctg gtc cat agc aat ctg aac act tac ctg cat tgg tac ctc caa aaa 192
Leu val His Ser Asn Leu Asn Thr Tyr Leu His Trp Tyr Leu GlIn Lys
50 55 60

cca g?g cag tcc cca cag ctc ttg atc tac aag gtg tcc aat cgg ttc 240
zgo Gly GIn Ser Pro ggn Leu Leu Ile Tyr Lgs val Ser Asn Arg Pge
7 8

agt g?t gtg cct gac cgc ttc tcc gga agt g?c tcc g?g aca gat ttc 288
ser Gly val Pro ggp Arg Phe Ser Gly Sgr Gly ser Gly Thr ggp Phe

act ctt aag att tca aga gtg gag gca gaa gac gtt g?a gtc tat tat 336
Thr Leu Lys igg ser Arg val Glu éé? Glu Asp val Gly X%& Tyr Tyr

tgc tca cag agc aca cat gtc ccc tgg act ttc g?t cce g?c aca aaa 384
Cys Ser §1n ser Thr His val ;58 Trp Thr pPhe Gly ;rg Gly Thr Lys
15 2

gtc gag atc aag cgt acg gtg gcc gcc ccc tcc gtg ttc atc ttc ccc 432
val G;u Ile Lys Arg Thr Xg Ala Ala Pro Ser Xio Phe 1le Phe Pro
130 5

ccc tcc gac.gag cag ctg aag tcc g?c acc gcc tcc gtg gtg tgc ctg 480
Pro Ser Asp Glu GIn Leu Lys Ser Gly Thr Ala ser val val Cys Leu
145 150 155 160

ctg aat aac ttc tac ccc aga gag gcc aag gtg cag tgg aag gtg gac 528
Leu Asn Asn Phe Iyr Pro Arg Glu Ala igg val GIn Trp Lys X% Asp
65 5

aac géc ctg cag tcc g?g aac tcc cag gag agc gtg acc gag cag gac 576
Asn Ala Leu G;n ser Gly Asn Ser g;g Glu ser val Thr %;3 GlIn Asp
180

agc aag gac agc acc tac agc ctg agc agc acc ctg acc ctg agc aaa 624
Ser Lys Asp Ser Thr Tyr Ser 583 Ser Ser Thr Leu ;8; Leu Ser Lys
195 C

gcc gac tac gag aag cac aag gtg tac gcc tgc gag gtg acc cac cag 672
Ala éip Tyr Glu Lys His 5{5 val Tyr Ala Cys g;g val Thr His Gln
0 5

g?c ctg agc tcc ccc gtc acc aag agc ttc aac agg g?g gag tgt 717
gzg Leu Ser Ser Pro ng Thr Lys Ser Phe égg Arg Gly Glu Cys

Page 68
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<210> 66

<211> 239

<212> PRT

<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 66
Met val Leu Gln Thr Gln val Phe Ile Ser Leu Leu Leu Trp Ile Ser
1 5 10 15

Gly Ala Tyr ggy Asp Ile val Met Thr Gln Ser Pro Leu ger Leu Pro
25 0

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

Leu val His Ser Asn Leu Asn Thr Tyr Leu His Trp Tyr Leu GlIn Lys
50 55 60

Pro Gly GIn Ser Pro GIn Leu Leu Ile Tyr Lys val Ser Asn Arg Phe
65 70 75 80

Ser Gly val Pro gsp Arg Phe Ser Gly ggr Gly Ser Gly Thr Asp Phe
5 95

Thr Leu Lys Ile Ser Arg val Glu Ala Glu Asp val Gly val Tyr Tyr
100 105 110

Cys Ser Gln Ser Thr His val Pro Trp Thr Phe Gly Pro Gly Thr Lys
115 120 125

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

Pro Ser Asp Glu GIn Leu Lys Ser Gly Thr Ala Ser val val Cys Leu
145 150 155 160

Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys val GIn Trp Lys val Asp
165 170 175

Asn Ala Leu GIn Ser Gly Asn Ser GIn Glu Ser val Thr Glu Gln Asp
180 185 190

Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys
195 200 205

Ala Asp Tyr Glu Lys His Lys val Tyr Ala Cys Glu val Thr His GIn
210 215 220

Page 69
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Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230 235

<210> 67

<211> 42

<212> DNA

<213> Artificial Sequence

<220>
<223> Primer L-NL-R2

<400> 67
ccaatgcagg taagtgttca gattgctatg gaccagtgac tg 42

<210> 68

<211> 42

<212> DNA

<213> Artificial Sequence

<220>
<223> Primer L-NL-F2

<400> 68
cagtcactgg tccatagcaa tctgaacact tacctgcatt gg 42

<210> 69

<211> 1413

<212> DNA

<213> Artificial Sequence

<220>
<223> Nucleotide sequence coding hB273_H2-1-NE

<220>
<221> CDS
<222> (1)..(1413)

<400> 69

atg aaa cac ctg tgg ttc ttc ctc.ctg ctg gt? gca gct ccc aga tgg 48
Met Lys His Leu Trp Phe Phe Leu Leu &gu val Ala Ala Pro Arg Trp

1 5 15

gtg ctg agc gag gtg cag ctg gtg cag tct g?c gcc gaa gtg aag aaa 96
val Leu Ser G&u val GIn Leu Va g;n ser Gly Ala Glu gg Lys Lys
2

cct g?a gcc agc gtg aag gtg tcc tgc aag gcc agc g?c tac agc ttc 144
Pro Gly g]a Ser val Lys va igr Cys Lys Ala Ser gsy Tyr Ser Phe
5

atc g?c tac ttc atg aac tgg atg aag cag agc ccc g?c atg agc ctg 192
ITe Gly Tyr Phe Met Asn Trp Met Lys Gln Ser Pro Gly Met Ser Leu

50 55 60
gaa tgg atc g?c Ccgg ttc aac ccc tac aac gag gac acc ttc tac aac 240
Glu Trp Ile Gly Arg Pge Asn Pro Tyr Asn ?}u Asp Thr Phe Tyr Asn
65 -7 80

cag aag ttc aag g?a aag gcc acc ctg aca gtg gac aag agc acc agc 288
GIn Lys Phe Lys gsy Lys Ala Thr Leu ggr val Asp Lys Ser ggr Ser

acc gcc tac atg gaa ctg agc agc ctg cgg agc gag gat acc gcc gt 336
Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala va
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100 105
tac ttc tgc gcc aga agc gcc tac tac ttc gac agc g?c g?c tac ttc 384
Tyr Phe Cys Ala Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe
115 120 125
gac tac tgg g?c cag g?c acc ctg gtg aca gtg agc tca gcc tcc acc 432
Asp Tyr Trp Gly GIn Gly Thr rLeu val Thr val Ser Ser Ala ser Thr
130 135 140
aag g?c cca agc gtc ttc ccc ctg gca ccc tcc tcc aag agc acc tct 480
Lys Gly Pro Ser val pPhe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser
145 150 155 160
g?c g?c aca gcc gcc ctg g?c tgc ctg gtc aag gac tac ttc ccc gaa 528
Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu
165 170 175
ccc gtg acc gtg agc tgg aac tca g?c gcc ctg acc agc g?c gtg cac 576
pro val Thr val ser Trp Asn Ser Gly Ala Leu Thr Ser Gly val His
180 185 190
acc ttc ccc gct gtc ctg cag tcc tca g?a ctc tac tcc ctc agc agc 624
Thr Phe Pro Ala val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser
195 200 205
gtg gtg acc gtg ccc tcc agc agce ttg g?c acc cag acc tac atc tgc 672
val val Thr val pro ser Ser ser Leu Gly Thr GIn Thr Tyr Ile Cys
210 215 220
aac gtg aat cac aag ccc agc aac acc aag gtg gac aag aga gtt gag 720
Asn val Asn His Lys Pro Ser Asn Thr Lys val Asp Lys Arg val Glu
225 230 235 240
ccc aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 768
Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
245 250 255
gaa ctc ctg g?g g?a ccc tca gtc ttc ctc ttc ccc cca aaa CCC aag 816
Glu Leu Leu Gly Gly Pro ser val Phe Leu Phe Pro Pro Lys Pro Lys
260 265 270
gac acc ctc atg atc tcc cgg acc cct gag gtc aca tgc gtg gtg gt 864
Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr Cys val val va
275 280 285
gac gtg agc cac gaa gac cct gag gtc aag ttc aac tgg tac gtg gac 912
Asp val ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr Val Asp
290 295 300
g?c gtg gag gtg cat aat gcc aag aca aag ccc cgg gag gag cag tac 960
Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GlIn Tyr
305 310 315 320
aac adc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 1008
Asn Ser Thr Tyr Arg val val ser val Leu Thr val Leu His Gln Asp
325 330 335
tgg ctg aat g?c aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc 1056
Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu
340 345 350
cca gcc ccc atc gag aaa acc atc tcc aaa gcc aaa g?c cag ccc cgg 1104
Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg
355 360 365
gaa cca cag gtg tac acc ctg ccc cca tcc cgg gag gag atg acc aag 1152

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

aac cag gtc agc ctg acc tgc ctg gtc aaa g?c ttc tat ccc agc gac 1200
Asn GlIn val ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp
385 390 395 400

atc gcc gtg gag tgg gag agc aat g?c cag ccc gag aac aac tac aag 1248
Ile Ala val Glu Zgg Glu Ser Asn Gly G18 Pro Glu Asn Asn Tyr Lys
41 415

acc acc cct ccc gtg ctg gac tcc gac g?c tcc ttc ttc ctec tac agc 1296
Thr Thr Pro Prg val Leu Asp Ser Agp Gly ser phe Phe ng Tyr Ser
42 425 4

aag ctc acc gtg gac aag agc agg tgg cag cag g?c aac gtc ttc tca 1344
Lys Leu Zgg val Asp Lys Ser Arg Trp GIn GIn Gly Asn val Phe Ser
44 445

tgc tcc gtg atg cat gag gct ctg cac aac cac tac acc cag aag agc 1392
Cys igg vVal Met His Glu Ala Leu His Asn His Tyg Thr GIn Lys Ser
455 46

ctc tcc ctg tct ccc g?c aaa 1413
Leu Ser Leu Ser Pro Gly Lys
465 470

<210> 70
<211> 471
<212> PRT
<213> Artificial Sequence

<220>
<223> Synthetic Construct

<400> 70
Met Lys His Leu Trp Phe Phe Leu Leu Leu val Ala Ala Pro Arg Trp
1 5 10 15

val Leu Ser Glu val GIn Leu val GlIn Ser Gly Ala Glu val Lys Lys
20 25 30

Pro Gly Ala ser val Lys val Ser Cys Lys Ala Ser E;y Tyr Ser Phe
35 40

ITe Gly Tyr Phe Met Asn Egp Met Lys Gln Ser ggo Gly Met Ser Leu
50

Glu Trp Ile Gly Arg Phe Asn Pro'Tyr Asn Glu Asp Thr Phe Tyr Asn
65 70 75 80

GIn Lys Phe Lys G}y Lys Ala Thr Leu ggr val Asp Lys Ser ggr Ser
8

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

Tyr Phe Cys Ala Arg Ser Ala Tyr Tyr Phe Asp Ser Gly Gly Tyr Phe
115 120 125
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Asp Tyr Trp Gly GIn Gly Thr Leu val Thr val Ser ser Ala Ser Thr
130 135 140

Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser
145 150 155 160

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

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

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

val val Thr val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr Ile Cys
210 215 220

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

Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
245 250 255

Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys
260 265 270

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

Asp val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val Asp
290 295 300

Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GlIn Tyr
305 310 315 320

Asn Ser Thr Tyr Arg val val Ser val Leu Thr val Leu His Gln Asp
325 330 335

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu
3 340 345 350

Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn Pro Arg
355 360 365

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

Asn GIn val Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp
385 390 395 400
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465

Ala

Thr

Leu

ser

450

ser

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

<220>
<223>

<400>
aggtaagctt gctagcgcca ccatgaaaca ccC

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

<220>
<223>

<400>
ctggttgtag aaggtgtcct cgttgtaggg gttgaaccgg cc

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

<220>
<223>

<400>
ggccggttca acccctacaa cgaggacacc ttctacaacc ag

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

<220>
<223>

<400>
ggatgccacc cgtttaaacg ggcccgatat ctc

val

Pro

Thr
435

val

Leu

71
32
DNA

Glu

Pro

420

val

Met

Ser

Asp

His

Pro

Glu

Leu

Lys

Glu

FP1141_Sequences(3833615_1) .TXT

Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys
410 415

Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
425 430

Ser Arg Trp GIn GIn Gly Asn val Phe Ser
440 445

Ala Leu His Asn His Tyr Thr Gln Lys Ser
455 460

Lys

Artificial Sequence

Primer H-F1

71

72
42
DNA

Artificial Sequence

Primer H-NE-R2

72

73
42
DNA

Artificial Sequence

Primer H-NE-F2

73

74
33
DNA

Artificial sequence

Priemr H-R1

74
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<210> 75

<211> 705

<212> DNA

<213> Artificial Sequence

<220>
<223> Nucleotide sequence coding the 1ight chain of conatumumab

<220>
<221> CDS
<222> (Q1)..(705)

<400> 75
atg gtg ctg cag acc cag gtg ttc atc tcc ctg ctg ctg tgg atc tcc 48
get val Leu Gln ghr GIn val phe Ile ier Leu Leu Leu Trp i]e Ser

0 5

g?c gca tat g?c gaa atc gtg ttg aca cag agt ccc g?c act ctt agc 96
Gly Ala Tyr goy Glu ITe val Leu ;gr Gln Ser Pro Gly ggr Leu Ser

ctt agc ccg g?t gaa €cgc gcc acc ctg tcc tgc cgc gcc tct cag g?a 144
Leu Ser ggo Gly Glu Arg Ala Tgr Leu Ser Cys Arg Aéa Ser GIn Gly
4 4

atc tct cgc tct tac ctc gcg tgg tac cag cag aaa cccC g?c cag gcc 192
Ile ggr Arg Ser Tyr Leu Ala Trp Tyr Gln GlIn E%S Pro Gly GIn Ala
55

ccc agt ttg ctg ata tac g?t gcc tct agc cga gca act g?c atc cca 240
ggo ser Leu Leu Ile Tgr Gly Ala Ser Ser 9;9 Ala Thr Gly Ile ggo
7

gac cgg ttc tca

g?a tct g?c tcc g?g act gac ttc act ctg acc atc 288
Asp Arg Phe Ser gsy Ser Gly Gly

ser Thr Asp Phe Thr Leu Thr Ile
90 95

tcc aga ctg gag ccc gag gat ttc gcg gta tat tac tgc cag cag ttc 336
Ser Arg Leu Ggg Pro Glu Asp Phe éé? val Tyr Tyr Cys G}g Gln Phe
1 1

g?c agc agt cct tgg acc ttc g?a cag g?t act aag gtg gag att aaa 384
Gly Ser Ser Pro Trp Thr Phe gz% GIn Gly Thr Lys ng Glu Ile Lys
115

cgt acg Qt gcc gcc ccc tec gt ttc atc ttc ccc ccc tcc gac gag 432
Arg Thr val Ala Ala pro Ser val Phe Ile Phe Pro Pro Ser Asp Glu
130 135 140

cag ctg aag tcc g?c acc gcc tcc gtg gtg tgc ctg ctg aat aac ttc 480
GIn Leu Lys Ser Gly Thr Ala Ser val val Cys Leu Leu Asn Asn Phe
145 150 155 160

tac ccc aga gag gcc aag gtg cag tgg aag gtg gac aac gcc ctg cag 528
Tyr Pro Arg Glu Qéa Lys val GIn Trp &gg val Asp Asn Ala ieu Glin
5 75

tcc g?g aac tcc cag gag agc gtg acc gag cag gac agc aag gac agc 576
Ser Gly Asn ieg GIn Glu Ser va Igg Glu GIn Asp Ser igg Asp Ser
8

acc tac agc ctg agc agc acc ctg acc ctg agc aaa gcc gac tac gag 624
Thr Tyr igg Leu Ser Ser Thr 583 Thr Leu Ser Lys éég Asp Tyr Glu

aag cac aag gtg tac gcc tgc gag gtg acc cac cag ggc ctg agce tcc 672
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Lys Hig Lys val Tyr Ala Cys Glu val Thr His Gln Gly Leu Ser Ser
21 215

220
CCC gtC acc aag agc ttc aac agg ggg gag tgt 705
pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230 235
<210> 76
<211> 235
<212> PRT
<213> Artificial Sequence
<220>
<223> Synthetic Construct
<400> 76

Met val Leu GIn Thr Gln val Phe Ile Ser Leu Leu Leu Trp Ile Ser
1 5 10 15

Gly Ala Tyr Gly Glu Ile val Leu Thr GlIn Ser Pro Gly Thr Leu Ser
20 25 30

Leu Ser gro Gly Glu Arg Ala Tgr Leu Ser Cys Arg Ala Ser Gln Gly
5 4 45

Ile ggr Arg Ser Tyr Leu Ala Trp Tyr GIn Gln g%s Pro Gly Gln Ala
55

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

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr teu Thr Ile
85 920 95

Ser Arg Leu Glu Pro Glu Asp Phe Ala val Tyr Tyr Cys Gln GIn Phe
100 105 110

Gly ser Ser Pro Trp Thr Phe Gly Gln Gly Thr Lys val Glu Ile Lys
115 120 125

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

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

Tyr Pro Arg Glu Ala Lys val GIn Trp Lys val Asp Asn Ala Leu GIn
165 170 175

Ser Gly Asn Ser GIn Glu Ser val Thr Glu Gln Asp Ser Lys Asp Ser
180 185 190

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
195 200 205
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Lys His Lys val Tyr Ala cys Glu val Thr His GIn Gly Leu Ser Ser
210 215 220

Pro val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230 235

<210> 77

<211> 1413

<212> DNA

<213> Artificial Sequence

<220>
<223> Nucleotide sequence coding the heavy chain of conatumumab

<220>
<221> CDS
<222> (1)..(1413)

<400> 77
atg aaa cac ctg tgg ttc ttc ctc ctg ctg gtg gca gct ccc aga tgg 48
%et Lys His Leu Trp Phe Phe Leu Leu &eu val Ala Ala Pro Agg Trp

5 0 1

gtg ctg agc cag gtg cag ctt cag gaa agc gqg ccc g?c ctc gtg aag 96
val Leu Ser ggn val Gln Leu GIn g1u Ser Gly Pro Gly ggu val Lys
5

ccc tcc cag acc ctg tct ctt act tgt aca gtg agc ggt g?c agc att 144
Pro Ser g;n Thr Leu Ser Leu Tgr Cys Thr val Ser 3 y Gly Ser Ile
4 5

tct tca g?c gat tac ttc tgg agt tgg att cgc caa ctg cct g?t aaa 192
Ser Sgr Gly Asp Tyr Phe Trp Ser Trp Ile Arg ggn Leu Pro Gly Lys
5 55

g?g ctg gaa tgg atc g?g cat att cac aat tca g?a acc aca tat tat 240
g y Leu Glu Trp Ile Goy His Ile His Asn ;er Gly Thr Thr Tyr Tyr
5 7 5 80

aac cct tca ctg aag agc cgg gta act atc tcc gtt gac act agc aag 288
Asn Pro Ser Leu ;ys Ser Arg val Thr gge Ser val Asp Thr Ser Lys
5 _ 5

aaa cag ttc tcc ctc cgg ctg tct tct gtc aca gcc get gac acc get 336
Lys GIn Phe 585 Leu Arg Leu Ser igr val Thr Ala Ala Aig Thr Ala
1 5 1

gtt tac tac tgt gca aga gat cgg g?t g?c gac tac tat tac g?c atg 384
val Tyr Tyg Cys Ala Arg Asp ?58 Gly Gly Asp Tyr I¥§ Tyr Gly Met
1l

gat gtt tgg g?a cag g?a acc acc gta aca gtg agc tca gcc tcc acc 432
Asp Xg1 Trp Gly GIn Gly ng Thr val Thr va iig Ser Ala Ser Thr
0 1

aag ggc cca agc"gtc ttc ccc ctg gca ccc tcc tcc aag agc acc tct 480
Lys Gly Pro Ser Vval Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser
145 150 155 160

g?c g?c aca gcc gcc ctg g?c tgc ctg gtc aag gac tac ttc ccc gaa 528
Gly Gly Thr Ala éé? Leu Gly Cys Leu {?8 Lys Asp Tyr Phe ;;g Glu
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ccc gtg acc gtg agc tgg aac tca ggc gcc ctg acc agc g?c gtg cac 576
Pro val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly val His
180 185 190

acc ttc ccc gct gtc ctg cag tcc tca g?a ctc tac tcc ctc agc agc 624
Thr Phe ng Ala val Leu Gln 385 Ser Gly Leu Tyr ggg Leu Ser Ser
1

gtg gtg acc gtg ccc tcc agc agc ttg g?c acc cag acc tac atc tgc 672
va gaO Thr val Pro ser ger Ser Leu Gly Thr glg Thr Tyr Ile Cys
1 15

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

CCC aaa tct tgt gac aaa act cac aca tgc cca ccc tgc cca gca cct 768
Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro
245 250 255

gaa ctc ctg g?g g?a CCC tca gtc ttc ctc ttc ccc cca aaa cccC aag 816
Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro 5;8 Pro Lys
260 265

gac acc ctc atg atc tcc cgg acc cct gag gtc aca tgc gtg gtg gt 864
Asp Thr Egg Met Ile Ser Arg ;gg Pro Glu val Thr ggg val val va

gac gtg agc cac gaa gac cct gag gtc aag ttc aac tgg tac gtg gac 912
Asp val Ser His Glu Asp ;go Glu val Lys Phe ?SS Trp Tyr val Asp
290 5

g?c gtg gag gtg cat aat gcc aag aca aag Cccc c€gg gag gag cag tac 960
Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr
305 310 315 320

aac agc acg tac cgg gtg gtc agc gtc ctc acc gtc ctg cac cag gac 1008
Asn Ser Thr Tyr égg val val Ser val %gg Thr val Leu His §1n Asp
5 35

tgg ctg aat g?c aag gag tac aag tgc aag gtc tcc aac aaa gcc ctc 1056
Trp Leu Asn Gly Lys Glu Tyr Lys gxg Lys val Ser Asn ggs Ala Leu
340

€Ca gcc ccc atc gag aaa acc atc tcc aaa gCc aaa ggc cag ccc cgg 1104
Pro Ala Pro Ile Glu Lys Thr ggg Ser Lys Ala Lys gﬁg Gln Pro Arg
355

gaa cca cag gtg tac acc ctg ccc cca tcc cgg gag gag atg acc aag 1152
Glu Pro GIn val Tyr Thr ;;g Pro Pro Ser Arg g;g Glu Met Thr Lys
370 .

aac cag gtc agc ctg acc tgc ctg gtc aaa g?c ttc tat ccc agc gac 1200
Asn Gln val Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp
385 390 395 400

atc gcc gtg gag tgg gag agc aat g?c cag ccc gag aac aac tac aag 1248
Ile Ala val Glu Tgp Glu Ser Asn Gly G}g Pro Glu Asn Asn Tyg Lys
405 4 41

acc acc cct ccc'gt ctg gac tcc gac g?c tcc ttc ttc ctc tac agc 1296
Thr Thr Pro Pro val Leu Asp Ser ﬁgg Gly Ser pPhe Phe hgg Tyr Ser
420

aag ctc acc gtg gac aag agc agg tgg cag cag g?c aac gtc ttc tca 1344
Lys Leu 12; val Asp Lys Ser 228 Trp GIn Gln Gly ﬁig val phe ser
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465 470

<210> 79

<211> 16

<212> PRT

<213> Mus musculus

<400> 79

Arg Ser Ser Gln Ser Leu val His Ser Asn Gly Asn Thr Tyr Leu His
1 5 10 15

<210> 80

<211> 7

<212> PRT

<213> Mus musculus

<400> 80

Lys val Ser Asn Arg Phe Ser
1 5

<210> 81

<211> 9

<212> PRT

<213> Mus musculus

<400> 81

ser GIn Ser Thr His val Pro Trp Thr
1 5

<210> 82

<211> 5

<212> PRT

<213> Mus musculus

<400> 82
Gly Tyr Phe Met Asn
1 5

<210> 83

<211> 17

<212> PRT

<213> Mus musculus

<400> 83
Arg P%e Asn Pro Tyr Asn Gly Asp Thr ;88 Tyr Asn GIn Lys i?e Lys
1 : 5

Gly

<210> 84

<211> 13

<212> PRT

<213> Mus musculus

<400> 84
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Sser Ala Tyr Tyr ghe Asp Ser Gly Gly I%r Phe Asp Tyr
1

<210> 85

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> CDRL1 of hB273_L1-NE

<400> 85

Arg Ser Ser Gln Ser Leu val His Ser Asn Glu Asn Thr Tyr Leu His
1 5 10 15

<210> 86

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> CDRL1 of hB273_L1-NF

<400> 86

Arg Ser Ser Gln Ser Leu val His Ser Asn Phe Asn Thr Tyr Leu His
1 5 10 15

<210> 87

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> CDRL1 of hB273_L1-NK

<400> 87

Arg Ser Ser Gln Ser Leu val His Ser Asn Lys Asn Thr Tyr Leu His
1 5 10 15

<210> 88

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> CDRL1 of hB273_L1-NL
¥

<400> 88

Arg Ser Ser Gln Ser Leu val His Ser Asn Leu Asn Thr Tyr Leu His
1 5 10 15

<210> 89

<211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> CDRH2 of hB273_H2-1-NE
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<400> 89

Arg Phe Asn Pro Tyr Asn Glu Asp Thr PBe Tyr Asn GIn Lys ;he Lys
1 5 1 5

Gly
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