<110>
<120>
<130>

<150>
<151>

<160> 2

<170>

<210> 1
<211> 4
<212> PRT
<213> H

<400> 1

7

64

onmo

Met val Arg
1

Leu
Pro

Leu

Arg
Leu
Ile
Pro

145

Trp

Thr

Asp

Asn

50

Glu

Pro

Asp

ser

Glu

130

Glu

Trp

Leu

Ala

35

val

Ala

Arg

Phe

Asn

GIn

sapiens

Leu

His

20

Ala

Gly

Pro

Pro

Pro

100

Ala

val

Lys

Arg

Ala

5

Ile

Ala

Ser

Arg

Arg

85

Arg

Asp

Asp

Pro

ser

PatentIn version

Ala

Thr

Gly

Asp

Glu

70

Phe

Ser

Ile

Gly

ser

150

Leu

* 4328PGB_ST25

SEQUENCE LISTING

3.5

Glu

val

Asn

Thr

55

His

Arg

Phe

Asn

Pro

135

Trp

Ser
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Leu

Leu

Ala

40

Thr

Leu

GlIn

Leu

Gly

Asp

ser

Leu

Leu

Arg

25

Ser

Ser

Asp

Glu

Leu

105

Gln

sSer

val

Ala

National uUniversity of Singapore

Leu Leu Leu
10

Gly Ser Gly
GIn Ala Gln

Glu Thr Ser
60

His GIn Ala
75

Thr Gly His
90

Asp Leq Pro
Asn Pro Asn
Glu Ala Asp
Pro Ser Pro

155

Arg Ala Asn
Page 1

Gly

Ala

Leu

45

Phe

Ala

Pro

Asn

Ile

125

Lys

Asp

ser

Leu

Ala

30

Gln

ser

His

ser

Phe

110

Gln

Asp

Trp

Gly

Leu

15

Asp

Asn

Leu

GIn

Leu

95

Pro

val

Gln

Arg

Asp

Leu

Gly

Asn

Ser

Pro

80

Gln

Asp

Thr

His

Ala

160

Gln
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Asp

Pro

Lys

Leu

225

Thr

ASp

Thr

Leu

ser

305

sSer

Ile

Gly

Ile

385

Gly

Tyr

Arg

210

Trp

Arg

Arg

Glu

Phe

290

Glu

cys

Phe

Pro

Cys

Thr

Ser

Ser

Pro

val

275

Glu

Phe

Pro

Asp

Tyr

Pro

Tyr

180

Trp

Pro

val

Cys

Asn
260

.Ser

val

Leu

cys

Met

Gly

Asn

165
Asp
ASp

Glu

Cys

cys
Leu
Asp
Lys
Ser
325
Ile
Lys
Leu

Asp

Leu
405

ser

His

Tyr

ser

230

Tyr

Pro

Leu

Thr

Lys

310

Tyr

Lys

Leu

Ser

Asn

390

Ile

Thr

Thr

Asp

val

Ala

Gly

Ala

Asp

295

Tyr

Pro

Arg

Glu

Leu

375

Met

ser

ser

Ala

200

Ser

Thr

Cys

Ile

Gly

ser

Met

Thr

Lys

Ile

360

Glu

GlIn

Thr

Thr

cys

Thr

Glu

265

Ser

Cys

His

Glu

Asp

345

Tyr

Ser

Leu

Glu

4328PGB_ST25

170

Asp

Gly

Asp

Gly

Ala

250

Asp

Glu

Glu

Lys

val

330

Phe

Lys

Thr

Ile

Phe
410

Ser

His

Gly

Asn

235

Thr

Thr

Glu

Arg

val

315

Ala

Arg

Pro

Thr

Thr

395

Ser

Asn

Arg

Glu

220

Gly

Glu

Phe

Phe

Trp

300

Met

Tyr

Trp

Thr

Leu

380

Arg

Ala

Page 2

Phe

Thr

205

Gly

Asn

Ser

Arg

Asn

285

Met

Asn

Ser

Lys

Ala

365

Ala

Gly

Glu

Leu

190

Phe

Asp

GlIn

Arg

Thre

270

Ala

Ser

Asp

Thr

Arg

Ala

Lys

Leu

175

Asn

Glu

Trp

Lys

Thr

255

Ala

Thr

cys

Leu

Ala

335

Ala

Tyr

GIn

Gly

His
415

Pro

Thr

Ser

240

Cys

Ala

Lys

Lys

Pro

320

Asp

ser

Cys

His

Ala

400

Tyr
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ctacatcaag cagttccaag aggccaggga atattaaaga gactgggatg aggtggagga
cgctgcctct ggttctggag cacacacgtg ctgcactgac gtgccgactg gcgccgagac

cttcatagct gcggtcgtg

<210> 3

<211> 164

<212> PRT

<213> Homo sapiens

<400> 3

Leu Phe Glu val Asp
1

Ser Glu Phe Leu Lys
20

Ser Cys Pro Cys Ser
35

Ile Phe Asp Arg Ile
50

Gly Pro Lys Glu Lys
65

Ile Arg Ser Met Leu
85

Cys Cys Tyr Gly Asp

Gly Thr Pro Asn Leu
115

Lys val Asp val Leu
130

Tyr Asn Glu Ala Arg
145

Pro Ser Asp Glu

<210> 4

<211> 492

<212> DNA

<213> Homo sapiens

Thr

Lys

Tyr

Lys

Leu

70

ser

Asn

Ile

Pro

Pro
150

ASp

Tyr

Pro

Arg

55

Glu

Leu

Met

ser

Trp

Pro

Ser

Met

Thr

40

Lys

Ile

Glu

GlIn

Thr

120

Ile

Asn

Cys

His

25

Glu

Asp

Tyr

ser

Leu

105

Glu

Ile

Asn

Glu

10

Lys

val

Phe

Lys

Thr

90

Ile

Phe

Cys

Gly

Arg

val

Ala

Arg

Pro

75

Thr

Thr

Ser

Lys

Gln
155

4328PGB_ST25

Trp

Met

Tyr

Trp

60

Thr

Leu

Arg

Ala

Page 4

Met

Asn

Ser

45

Lys

Ala

Ala

Gly

Glu

125

Asp

Cys

ser

Asp

30

Thr

Asp

Arg

Ala

Lys

110

Leu

Trp

Thr

Ccys

15

Leu

Ala

Ala

Tyr

GlIn

95

Gly

His

Ser

Glu

Lys

Pro

Asp

Ser

cys

80

His

Ala

Tyr

Arg

Ser
160

PCT/5G2014/000062

1440
1500
1519



<400> 4
ctgtttgaag

aagaagtaca
gaggtggcct
aaggacgcca
atccgeteca
gacaacatgc
gagttctccg
gactggagca
ccctcggacg
<210> 5§

<211> 5§

<212> PRT
<213>

<220>
<223>

<400> 5

ttgacacaga
tgcacaaggt
acagcacggc
gcgggcccaa
tgctgtecct
agctcatcac
cggagctcca

ggtataacga

ag

RKD peptide

Cys Arg Lys Asp Cys
1 5

<210> 6
<211> 654
<212> PRT
<213> Homo
<400> 6

Met Lys Leu
1
Glu

Arg Ala

Leu
35

Ile Asp

Arg val Glu

50
Tyr val Ala
65

Lys Ash GlIn

Glu

sapiens
Ser Leu
Glu
20

Gly
Ile

Phe

Leu

Thr

Ile

Thr

Thr

cagctgtgag
gatgaatgac
cgacatcttc
ggagaagctg
ggagagcacc
caggggcaag
ctacaaggtg

ggcccggect

Artificial Sequence

val Ala Ala

ASp LYS Lys

ser
40

Thr Tyr

Ala Asn

55

ASp

Pro Glu Gly

70

ser Asn Pro

4328PGB_ST25

cgctggatga
ctgcccagcet
gaccgcatca
gagatctaca
acgctggegg
ggggcgggca
gacgtcctgc

cccaacaacg

Leu Leu
10

Met

Glu
25

Asp val
Cys val Gly
GIn Gly Asn
Glu

Arg Leu
75

Glu Asn Thr

gctgcaaaag
gccectgcetce
agcgcaagga
agcccactgc
cacagcactg
cgcccaacct
cctggattat

gacagaagtg

Leu Leu Ser

val
30

Gly Thr

Phe
45

val Lys

Arg Ile Thr

60

Ile Gly Asp

val Phe Asp

Page 5

cgagttctta
ctaccccact
cttccgctgg
ccggtactgc
ctgctacggce
catcagcacc
ctgcaagggt

cacagagagc

Ala Ala

15

val Gly

Ash Gly
Pro

Ser

Ala
80

Ala

Ala Lys

PCT/SG2014/000062

120
180
240
300
360
420
480
492



Arg

Lys

Gln

Ile

145

Leu

Asn

Leu

Tyr

Leu

225

val

Asp

Lys

Arg

Ala

305

Thr

Leu

Phe

val

130

Ser

Gly

Asp

Asn

Gly

210

Gly

Phe

Phe

Thr

Leu

Ile

Leu

115

Asp

Ala

Lys

Ala

val

195

Leu

Gly

Glu

AsSp

Gly

Glu

Ile

Thr

Pro

Ile

Met

Lys

GIn

180

Met

Asp

Gly

val

GIn

260

Lys

val

Glu

Arg

85

Arg
Phe
Gly
val
val
165
Arg
Arg
Lys
Thr
val
245
Arg
Asp
Glu

Ile

Ala
325

Thr

Lys

Gly

Leu

150

Thr

Gln

Ile

Arg

Phe

230

Ala

val

val

Lys

Glu

310

Lys

Trp

val

His

Ala

Ile

Glu

215

Asp

Thr

Met

Arg

Ala

295

Ser

Phe

Asn

val

120

Gln

Lys

Ala

Thr

Asn

200

Gly

val

Asn

Glu

Lys

280

Lys

Phe

Glu

4328PGB_ST25
90

Asp Pro Ser val Gln

105

Glu

Thr

Met

val

Lys

185

Glu

Glu

Ser

Gly

His

265

Asp

Arg

Tyr

Glu

Lys

Lys

Lys

val

170

Asp

Pro

Lys

Leu

Asn

Ala

Glu

Leu
330

Lys Thr

Thr Phe
140

Glu Thr

155

Thr val

Ala Gly

Thr Ala

Asn Ile
220

Leu Thr

235

Thr His

Ile Lys

Arg Ala

Leu Ser
300

Gly Glu
315

Asn Met

Page 6

Lys

125

Ala

Ala

Pro

Thr

Ala

205

Leu

Ile

Leu

Leu

val

285

Ser

Asp

Asp

Gln
110
Pro
Pro
Glu
Ala
Ile
190
Ala
val
Asp
Gly
Tyr
270
GIn
Gln

Phe

Leu

95

Asp
Tyr
Glu
Ala
Tyr
175
Ala
Ile
Phe
Asn
Gly
Lys
Lys
His
Ser

Phe
335

Ile

Ile

Glu

Tyr

160

Phe

Gly

Lys

Leu

Gln

Glu

320

Arg

PCT/5G2014/000062



ser
Lys
Pro
ser
385
Gln
Leu
Met
Gln
val
465
Thr
Ile
Ala
Asp
Ala
545
Thr

Gly

Thr
Ser
Lys
370
Arg
Ala
Asp
Thr
Ile
450
Tyr
Phe
Glu
Glu
Glin
530
Glu

Arg

Asp

Met

Asp

Ile

Gly

Gly

val

Glu

Asp

val

Asp

515

Asn

Lys

Asn

Lys

Lys
Ile
Gin
Ile
val
cys
Leu
Ser
Gly
Leu
Thr
500
Lys
Arg
Phe

Glu

Glu
580

Pro

Asp

GIn

Asn

Leu

405

Pro

Ile

Thr

Glu

Thr

485

Phe

Gly

Leu

Ala

Leu

565

Lys

val

Glu

Leu

Pro

390

ser

Leu

Pro

Ala

Arg

Gly

Glu

Thr

Thr

Glu

550

Glu

Leu

G]n_

Ile
val
375

Asp

Gly

‘Thr

Arg

Ser

455

Pro

Ile

Ile

Gly

Pro

535

Glu

ser

Gly

Lys

val

360

Lys

Glu

Asp

Leu

Asn

440

Asp

Leu

Pro

Asp

Asn

520

Glu

Asp

Tyr

Gly

4328PGB_ST25

val Leu Glu Asp Ser

345

Leu

Glu

Ala

Gln

Gly

Thr

Asn

Thr

Pro

val

505

Lys

Glu

Lys

Ala

val Gly Gly ser

Phe

val

val
Gln
Lys
Ala
490
ASnh
Asn
Ile

Lys

Tyr
570

Phe

Ala

395

Thr

Glu

val

Pro

Asp

Pro

Gly

Lys

Glu

Leu

555

sSer

Asn

380

Tyr

Gly

Thr

Pro

Thr

460

Asn

Arg

Ile

Ile

Lys

Leu

Leu Ser Ser

Page 7

365

Gly

Gly

Asp

val

Thr

445

val

His

Gly

Leu

Thr

525

Met

Glu

Lys

Glu

350

Thr

Lys

Ala

Leu

Gly

Lys

Thr

Leu

val

Arg

510

Ile

val

Arg

Asn

590

Leu

Arg

Glu

Ala

val

415

Gly

Lys

Ile

Leu

Pro

495

val

Thr

Asn

Ile

Gln

575

Lys

Lys

Ile

Pro

val

400

Leu

val

ser

Lys

Gly

Gln

Thr

Asn

AsSp

560

Ile

Glu

PCT/SG2014/000062



4328PGB_ST25

Thr Met Glu Lys Ala val Glu Glu Lys Ile Glu Trp Leu Glu Ser His
595 600 605

GlIn eig Ala Asp Ile Glu Asp Phe Lys Ala Lys

615

Glu Ile val Gln Pro é;g Ile Ser Lys Leu Tyr

625

Pro Pro Thr

<210> 7

<211> 1965
<212> DNA
<213>

<400> 7
atgaagctct

gaggacaaga
tgcgtcggcg
atcacgcecgt
aagaaccagc
cgcacgtgga
gaaaagaaaa
gctcctgaag
ttgggaaaga
cgccaagcaa
gagcctacgg
ctggtgtttg
gtcttcgaag
cgtgtcatgg
gacaatagag
tctcagcatc
accctgactc
cccgtecaga
cttgttggtg

ggcaaggaac

635

Gly Glu Glu Asp Thr Ala Glu Lys
4 650

645

Homo sapiens

ccctggtgge
aggaggacgt
tgttcaagaa
cctatgtcgce
tcacctccaa
atgacccgtc
ctaaaccata
aaatttctgc
aggttaccca
ccaaagacgc
cagctgctat
acctgggtgg
ttgtggccac
aacacttcat
ctgtgcagaa
aagcaagaat
gggccaaatt
aagtgttgga
gctcgactcg

catcccgtgg

cgcgatgcetg
gggcacggtg
cggccgegtg
cttcactcct
ccccgagaac
tgtgcagcag
cattcaagtt
catggttctc
tgcagttgtt
tggaactatt
tgcttatggce
cggaaccttc
taatggagat
caaactgtac
actccggegce
tgaaattgag
tgaagagctc
agattctgat
aattccaaag

cataaaccca

ctgctgctca
gtcggcatcg
gagatcatcg
gaaggggaac
acggtctttg
gacatcéagt
gatattggag
actaaaatga
actgtaccag
gctggcctaa
ctggataaga
gatgtgtctc
actcatctgg
aaaaagaaga
gaggtagaaa
tccttctatg
aacatggatc
ttgaagaagt
attcagcaac

gatgaagctg

Lys Lys Glu Leu Glu

620

Gly Ser Ala Gly Pro

Asp Glu Leu

gcgeggegeg
acctggggac
ccaacgatca
gtctgattgg
acgccaagcg
tcttgcegtt
gtgggcaaac
aagaaaccgc
cctattttaa
atgttatgag
gggaggggga
ttctcaccat
gtggagaaga
cgggcaaaga
aggccaaacg
aaggagaaga
tgttccggtc
ctgatattga
tggttaaaga
tagcgtatgg

Page 8

640

ggccgaggag
cacctactcc
gggcaaccgc
cgatgccgcec
gctcatecggce
caaggtggtt
aaagacattt
tgaggcttat
tgatgcccaa
gatcatcaac
gaagaacatc
tgacaatggt
ctttgaccag
tgtcaggaaa
ggccctgtct
cttttctgag
tactatgaag
tgaaattgtt
gttcttcaat

tgctgctgtc

PCT/SG2014/000062

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

1020
1080
1140
1200



4328PGB_ST25

PCT/$G2014/000062

caggctggtg tgctctctgg tgatcaagat acaggtgacc tggtactgct tgatgtatgt 1260
ccccttacac ttggtattga aactgtggga ggtgtcatga ccaaactgat tccaaggaac 1320
acagtggtgc ctaccaagaa gtctcagatc ttttctacag cttctgataa tcaaccaact 1380
gttacaatca aggtctatga aggtgaaaga cccctgacaa aagacaatca tcttctgggt 1440
acatttgatc tgactggaat tcctcctget cctcgtgggg tcccacagat tgaagtcacc 1500
tttgagatag atgtgaatgg tattcttcga gtgacagctg aagacaaggg tacagggaac 1560
aaaaataaga tcacaatcac caatgaccag aatcgcctga cacctgaaga aatcgaaagg 1620
atggttaatg atgctgagaa gtttgctgag gaagacaaaa agctcaagga gcgcattgat 1680
actagaaatg agttggaaag ctatgcctat tctctaaaga atcagattgg agataaagaa 1740
aagctgggag gtaaactttc ctctgaagat aaggagacca tggaaaaagc tgtagaagaa 1800
aagattgaat ggctggaaag ccaccaagat gctgacattg aagacttcaa agctaagaag 1860
aaggaactgg aagaaattgt tcaaccaatt atcagcaaac tctatggaag tgcaggccct 1920
cccccaactg gtgaagagga tacagcagaa aaagatgagt tgtag 1965
<210> 8
<211> 1048
<212> PRT
<213> Homo sapiens
<400> 8
Met Ala Phe Pro Pro Arg Arg Arg Leu Arg Leu Gly Pro Arg Gly Leu
1 5 10 15
Pro Leu Leu Leu Ser Gly Leu Leu Leu Pro Leu Cys Arg Ala Phe Asn
20 25 30
Leu Asp val Asp Ser Pro Ala Glu Tyr Ser Gly Pro Glu Gly Ser Tyr
35 40 45
Phe Gly Phe Ala val Asp phe phe val Pro Ser Ala Ser Ser Arg Met
50 55 60
Phe Leu Leu val Gly Ala Pro Lys Ala Asn Thr Thr Gln Pro Gly Ile
65 - 70 75 80
val Glu Gly Gly GIn val Leu Lys Cys Asp Trp Ser Ser Thr Arg Arg
85 90 95
Cys GIn Pro Ile Glu Phe Asp Ala Thr Gly Asn Arg Asp Tyr Ala Lys
100 105 110
Asp Asp Pro Leu Glu Phe Lys Ser His GIn Trp Phe Gly Ala Ser val

Page 9



Ile

Phe

Trp

Tyr

225

Arg

Ala

val

Lys

Tyr

305

Ala

Gly

Ser

Ser

130

Thr

Asp

Asp

Thr

Gln

210

Asp

Thr

val

Pro

Asn

290

Phe

Asp

Lys

Gly

115

Lys
Glu
Gly
Ala
Lys
195
Gly
Pro
Ala
Gly
Arg
Met
Gly
val

Leu

Asp

GIn

Met

Thr

Gln

Asn

GIn

Ser

Phe

Phe

Gln

340

Phe

AsSp
Lys
Lys
165
Gly
AsSp
Leu
val
Ala
245
Phe
Ala
Ser
Ser
Ile
325

Glu

Gln

LysS

Gln

150

Thr

Gln

Arg

Ile

Tyr

230

Ile

Asn

Arg

Leu

val

310

Gly

val

Thr

Ile

135

Glu

val

Gly

val

ser

215

ser

Phe

Gly

Thr

Tyr

295

Ala

Ala

Gly

Thr

120

Leu

Arg

Glu

Phe

Leu

200

Asp

Ile

Asp

Asp

Leu

280

AsSn

Ala

Pro

GlIn

Lys
360

4328PGB_ST25

125

Ala Cys Ala Pro Leu

Glu
Tyr
Cys
185
Leu
Gln
Lys
Asp
Gly
Gly
Phe
Thr
Leu
val
345

Leu

Pro

Ala

170

Gln

Gly

val

Tyr

Ser

250

Ile

Met

Thr

ASp

Phe

330

ser

ASn

val
155
Pro
Gly
Gly
Ala
Asn
235
Tyr
ASp
val
Gly
Ile
315
Met

val

Gly

140

Gly

Cys

Gly

Pro

Glu

220

Asn

Leu

Asp

Tyr

Glu

300

Asn

Asp

Ser

Phe
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Thr

Arg

Phe

Gly

Ile

Gln

Gly

Phe

Ile

285

Glin

Gly

Arg

Leu

Glu
365

Tyr
Cys
Ser
Ser
190
Ser
val
Leu
Tyr
val
270
Tyr
Met
Asp
Gly
Gln

350

val

His

Phe

GIn

175

Ile

Phe

Ser

Ala

Ser

255

Ser

Asp

Ala

Asp

Ser

335

Arg

Phe

Trp
Leu
160
ASp
ASp
Tyr
Lys
Thr
240
val
Gly
Gly
Ala
Tyr
320
Asp

Ala

Ala

PCT/SG2014/000062



Arg

Phe

385

Gly

Pro

Ser

Tyr

Tyr

465

Pro

Ala

Gly

Leu

Tyr

545

Gly

Glu

Leu

Asn

Phe

370

Asn

Ile

Ser

Phe

Pro

450

Arg

Ser

Leu

Lys

530

Ser

Leu

Phe

Asp

Gln
610

Gly

AsSp’

val

GIn

Gly

Asp

Ala

Ile

Lys

Gly

Lys

Arg

Met

Arg

Tyr

595

Phe

sSer

Ile

Tyr

Ile

420

Tyr

Leu

Arg

Leu

val

500

val

Leu

ser

Gln

580

Arg

Thr

Ala

Ala

Ile

405

Leu

ser

Ile

Pro

Asn

485

ser

Leu

Lys

Pro

565

Lys

Thr

Pro

Ile

Ile

390

Phe

Glu

Met

val

val

Ala

375

Ala

Asn

Gly

Lys

470

GIn

Cys

Pro

GlIn

Ser

550

Glu

Leu

Ala

Ala

ASp

rPhe

Arg

Lys

His

Glu

Thr

Ala

Asn
615

Pro

Ala

Gly

Gln

Gly

Ala

Thr

Asn

Asn

Lys

Gly

ser

Leu

Pro
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Leu Gly Asp Leu Asp GIn
380

Pro

Arg

Trp

Ala

Phe

val

Lys

val

505

Leu

Ala

Lys

Ile

Ile

585

Thr

ser

Tyr Gly
395

Ser Thr
410

Ala Ala

Thr Asp

Gly val

Asn Ala

475

Thr Cys
490

Arg pPhe

Asn Phe

Ile Arg

Asn Met

555

Ala Tyr
570
Thr Ile

Thr Gly

Arg Gln

Gly
Gly
Arg
Ile
AsSp
460
Gly
ser
cys
Gln
Arg
Thr
Leu
Phe
Leu

Ala
620
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Glu
Leu

ser

Arg

Leu

Leu»

Leu
val
525
Ala
Ile
Arg
Met
Gln
605

His

Asp

Asn

Met

430

Lys

Ala

Glu

Pro

Lys

510

Glu

Leu

Ser

Asp

Glu

590

Pro

ITe

AsSp

Lys

Ala

415

Pro

Asn

Ile

val

Leu

Phe

Arg

Glu

575

Tyr

Ile

Leu

Gly

LysS

val

Pro

Gly

Leu

Tyr

Thr

Asp

Leu

Leu

Gly

560

ser

Arg

Leu

Leu
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Asp

Asp

Leu

Leu

Asn

GIn

705

Thr

Met

Phe

Leu

Leu

785

Asp

Pro

Tyr

Pro

Ile
865

Cys

Ser

Ile

Ile

Asn

690

Thr

Gln

Asp

Asp
Ala
770
Pro
val
Ser
Asn
Met
850

Ser

Gly

Asp

val

val

675

Glu

Arg

Leu

Thr

Lys

Ala

Ile

Gly

Ser

Asn

835

Asn

Ser

Glu

Gln

Lys

660

Ser

Ala

GIn

Leu

Ser

740

val

val

Pro

Pro

Phe

820

Asn

Arg

Leu

Asp

Lys

Ala

Ile

Leu

val

Ala

725

val

ser

Glu

Asn

val

805

Ser

Thr

Thr

Gln

Asn

630

Lys

Gln

Pro

Ala

val

710

Gly

LysS

Pro

Ile

Lys

Leu

Ser

Thr
870

val

Ile

Asn

Leu

Leu

Phe

val

Arg

Glu

GIn

Ala

Leu

Cys

Tyr

Gln

Gln

680

Leu

Asp

Arg

AsSp

val

760

Gly

His

His

Met

Tyr

840

Met

Glu
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Lys Pro Lys Leu Glu
635

Ile

ser

Leu

Phe

Leu

745

ser

val

Lys

Ile

Leu

825

Ile

Glu

Lys

Asp

Cys

Gly

Ser

730

Gln

His

ser

Glu

Tyr

810

Leu

Ile

Asn

Asp

Gly

Phe

Ala

Asn

715

val

Ile

Lys

Ser

Asn

795

Glu

Leu

His

Asn

ASp
875

Asp

Ala

Ile

Phe

700

Pro

His

Gln

val

Pro

780

Pro

Leu

Gln

Tyr

Pro

860

Thr
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Asn

Tyr

Gly

Lys

Met

Gln

Ser

Asp

Glu

Arg

Trp

Asp

Leu

val

val

Pro

Glu

670

val

Thr

Lys

Gln

Ser

750

Leu

His

Thr

Asn

Pro

830

Ile

Arg

Ala

Ser

Leu

655

Ala

val

Glu

Ala

Ser

735

Asn

Ala

Ile

Glu

Asn

815

Tyr

Asp

Ile

Gly

val

640

Thr

Glu

Arg

Asn

Leu

val

Phe

Glu

800

Gly

Lys

Gly

Lys

Gln
880
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His
885

Gly Glu Arg Asp

His Thr

900

Gly Asp 1le

GIn val

915

val Cys Gly

val Lys Ser Leu Leu

Asn His Ser ser

945

Tyr

Phe Asn

965

Pro Tyr Lys

val Thr Thr Asn val

980

Pro val Trp val 1le

995

val
1010

Ala

val
1025

Glu
1040

His

<210> 9

<211> 3147

<212> DNA

<213> Homo sapiens

<400> 9
atggcttttc cgccgcggeg

tcgggactcc tgctacctct
tactctggce ccgagggaag
tcttcccgga tgtttettct

gtggaaggag ggcaggtcct
gaatttgatg caacaggcaa

Leu
Leu
Arg
Trp
Leu
950
Leu

Thr

Ile Leu

Arg Pro Pro Gln Glu Glu

Asn Gly Glu Gly Asn

Ile Thr

Gly Cys

Leu

Thr
935

Lys Ser

Pro Ile

Trp Gly

1000

1015

1030

Se
1045

acggctgegce
gtgcecgtgcec
ttacttcgge
cgtgggagct
caaatgtgac

tagagattat
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Lys Arg Asp
890

Gly val Ala

905

Arg Gly Lys

Thr Phe Met

Ala Ser

955

Ser

Glu Asp Ile

970

ITe GIn

985

Pro

Ala val Leu Ala Gly Leu

Gln Glu Arg Glu Gln

r Glu Thr

ctcggtcccc
ttcaacctag
ttcgecgtgg
cccaaagcaa
tggtcttcta

gccaaggatg

Leu Ala Leu

Gln Leu

910

Cys

Ala Ile

925

Ser

Asn Glu

940

Lys

Phe Asn val

Thr Asn Ser

Ala Pro Met

990

1005

1035

Ser

895

Lys

Leu

Asn

Ile

Thr

975

Pro

I1e_

Tyr

GlIn

Glu

960

Leu

val

Leu Leu Leu
Leu val Phe val Met Tyr Arg Met Gly ng Phe Lys Arg
1020

Leu GIn Pro

gcggectccc
acgtggacag
atttcttegt
acaccaccca
cccgeeggtg

atccattgga
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gcttcttcte
tcctgccgag
gcccagegeg
gcctgggatt
ccagccaatt

atttaagtcc
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240
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gtgaaatttg
tctcacaaag
gatcatgtct
gatgttgggc
agcaaggcaa
atccttcatt
ttgagaatta
ggtgagcggg
actttgggtt
agaggaaaga
aaagaaaatc
tttccttata
gtcacctggg
gttctagcag
tttaaacggg
aatggtgaag
<210>
<211>
<212>
<213>
<400>

10
799
PRT
Homo

10

Met Pro Arg
1

Ala Leu Leu

Ala Thr Ser

35

Ser
50

Cys Lys

Asp Leu

65

Arg

Ser Pro Ala

acttacaaat
ttgatcttge
ttcttccgat
cagttgttca
tgctccatct
atgatattga
agatctcatc
accatctcat
gtggagttgc
gtgcaatctt
agaatcattc
agaatcttcc
gcattcagcc
gattgttgct
tccggecacce

gaaactcaga

sapiens

Ala pro Al

Pro
20

Arg Le

cys Glu Gl

Glu Asp pPh

Ala Le

70

Asn

Ser Ph

85

ser

ccaaagctca
tgttttagct
tccaaactgg
gcacatctat
tcagtggcct
tggaccaatg
tttgcaaaca
cactaagcgg
tcagtgcttg
gtacgtaaag
ctattctctg
aattgaggat
agcgcccatg
actggctgtt
tcaagaagaa

aacttaa

a Pro Leu

Tyr

4328PGB_ST25

aatctatttg
gcagttgaga
gagcacaagg
gagctgagaa
tacaaatata
aactgcactt
actgaaaaga
gatcttgccc
aagattgtct
tcattactgt
aagtcgtctg
atcaccaact
cctgtgcctg
ttggtatttg

caagaaaggg

Ala
10

Cys

u Ala Leu Ile

25

Gly Asn

Leu Leu Ile His

40

u Cys

e Gly Ser Pro Ser

55

Arg

u val Lys Asn Gly Cys

75

e His val Leu Arg Ser

90

acaaagtaag
taagaggagt
agaaccctga
acaatggtcc
ataataacac
cagatatgga
atgacacggt
tcagtgaagg
gccaagttgg
ggactgagac
cttcatttaa
ccacattggt
tgtgggtgat
taatgtacag

agcagcttca

Leu Leu Gly

Thr Ser

30

Cys
Pro

cys

Ile
60

Ser

Gly Gly Glu

Leu Pro Leu
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cccagttgta
ctcgagtcct
gactgaagaa

aagttcattc

tctgttgtat

gatcaaccct
tgccgggcaa
agatattcac
gagattagac
ttttatgaat
tgtcatagag
taccactaat
cattttagca
gatgggcttt

acctcatgaa

Leu
15

cys
Gly Ser
Ala Trp
Arg

cys

Glu
80

Ile

Ser Ser

95
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2280
2340
2400
2460
2520
2580
2640
2700
2760
2820
2880
2940
3000
3060
3120
3147



Lys

Glu

GIn

Asp

Gly

Leu

Thr

Pro

Asp

Arg

Ala

Leu

Leu

Ala

305

Leu

val

Gly

Ile

val

130

Leu

Thr

Gly

Ala

Asn

210

Arg

Asn

val

val

Gly

Asn

Leu

Thr

Ser
Ala
115
Arg
Ser
Lys
Phe
Pro
195
cys
val
Arg
Cys
Phe
275
Gly
Glu

Gly

Lys

Gly

100

val

GlIn

Leu

Leu

Arg

val

Asp

Asp

Lys

Thr

Leu

Tyr

Glu

Asn
340

ser

Asn

val

Ser

Ala

165

Ser

Tyr

Pro

ser

Ala

245

Glu

Thr

val

Thr

Ala

Leu

Glu

Met

150

Glu

Phe

Gln

Ser

phe

230

Pro

Lys

Asp

GlIn

Ala

310

Leu

Tyr

Gly

Arg

Lys

Glu

val

Thr

Phe

215

Asn

Glu

Ile

Asp

Pro

295

ser

Ala

Met

Trp

Pro
120

Tyr

ASp

Met

Asp

Asn

200

Gly

Glu

Gly

Gly

val

280

His

Asn

Glu

Leu
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Asp val Ile GIln Met Thr

105

Gly
Pro
Asp
Arg
Lys
185
Pro
Phe

Glu

Gly

Asp

Gln

Asn

Tyr
345

Asp

val

Leu

Lys

170

Asp

Cys

Arg

val

Phe

250

Arg

His

Gly

Met

Asn
330

Lys

Asp

Ile

Ile

His

Arg

Asp

Lys

Ile

Gln

Asp
315

Thr

Leu

140

Asn

Thr

Ser

Gly

Leu

220

Lys

Ala

Asp

Ala

Cys

300

Tyr

Asn

Lys Asn Phe
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Thr

125

Tyr

Ile

Ser

Pro

Tyr

205

Leu

Gln

val

Ala

Leu

285

His

Pro

Leu

Thr

110

Phe

Tyr

Arg

Asn

Phe

190

Lys

Pro

Arg

Leu

Leu

270

Asp

Leu

Ser

Ile

Ala
350

Pro

Gln

Leu

Ser

Phe

175

Ser

Leu

Leu

val

Gln

255

His

Gly

Asn

Leu

Phe

335

Leu

Gln

Leu

Met

Leu

160

Arg

Tyr

Phe

Thr

Ser

240

Ala

Leu

Lys

Ala
320

Ile
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Pro

Gln

Ser

385

Cys

Lys

Cys

Phe

cys

465

Thr

Arg

Cys

Ser

Gly

val

His

Thr

Gly.

Leu
370
val
Gln

Ile

Pro

Tyr

Cys

Arg

530

Pro

Leu

Ala

Cys

Thr

355

Ile

Trp

Asp

Gly

sSer

435

Asp

val

val

Glu

Glu

515

Asn

Phe

Cys

Gly

Arg

Thr

Ile

ASp

Gly

420

Arg

Ser

Gly

Cys

500

Ala

GIn

cys

Ser

Tyr

Gly

val

Asn

GIn

val

405

Thr

His

Leu

Leu

Gly

GIn

Glu

Cys

Glu

Gly

Ile

Arg

Glu

Ala

Pro

390

ser

Ala

Thr

Glu

Glu

470

Leu

Asp

Gly

ser

Cys

550

His

Gly

Asp

Ile

Tyr

375

Glu

TYyr

Ser

Glu

val

455

Pro

Cys

Gly

Lys

535

Asp

Gly

Asp

Gly

Leu

360

Asn

Asp

Pro

Phe

His

440

Gly

Asn

Glu

Glu

Pro

520

Phe

Asn

Glu

Asn

GlIn
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Asp Gly Asp Ser Lys

Ser

Leu

Gly

Glu

425

val

val

ser

Cys

Asn

505

Leu

Glu

Phe

Cys

Cys

585

Ile

Ile

Asn

Gln

410

val

Phe

Thr

Ala

Ser

490

Gln

Cys

ser

ser

His

570

Asn

Arg

Leu

395

Arg

Ser

Ala

Tyr

Ser

Ser

Glu

cys

555

Cys

Cys

Ser

380

Phe

Lys

Leu

Leu

Asn
460

Cys

Gly

val

Gly

Phe
540
Ala

Gly

Ser

Cys Ser Glu
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365

Lys

Phe

Cys

Glu

Asn

Tyr

Tyr

Arg

Gly

Arg

Glu

Thr

Arg

Asn

val

Thr

Glu

Ala

430

Pro

Thr

Gly

Leu

Gln

510

Gly

Lys

Asn

Cys

ASp

590

Gly

Ile

Glu

Ala

Arg

val

cys

ser

Asp

Ile

Lys

575

Ile

His

Ile

Leu

Thr

400

Leu

ser

Gly

Gly

Gly

Thr

Leu

cys

Tyr

Gly

560

cys

Ser

Cys
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Leu

Cys

Cys

val

Asp

Asn

705

Met

Ala

Glu

Ala

Phe
785

Cys
610
Glu
val
His
Lys
cys
690
Leu
Thr
Leu
Phe
ser

770

Thr

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

<400>
atgccgeggg ccccggegec gectgtacgee tgectecetgg

595

Gly

Lys

Glu

Ser

Asp

val

Thr

Ile

Leu

Ala

755

Asn

Phe

11
2400
DNA
Homo

11

GIn

Cys

cys

Leu

660

Asp

Met

val

Leu

Ala

740

Lys

Pro

Asn

Cys

Pro

Leu

645

Cys

G1In

Met

Leu

Leu

725

Ile

Phe

Leu

Lys

sapiens

GlIn

Thr

630

Leu

Arg

Glu

Phe

Trp

GIn

Tyr

Phe
790

Cys

615

Cys

Leu

Asp

Ala

Thr

695

Glu

val

Lys

Ser

Arg

Asn

600

Thr

Pro

His

Glu

val

680

Tyr

Pro

val

Leu

Glu

760

LysS

Lys

4328PGB_ST25

605

Glu Pro Gly Ala Phe

Asp

Ser

val

665

Leu

val

Glu

Gly

Leu

745

Arg

Pro

Ser

Ala

Cys

Glu

Cys

Ser

730

val

Ser

Ile

Tyr

Cys

635

Lys

Thr

Phe

Leu

Gly

Ile

Thr

Arg

Ser

Asn
795

cggctcgcag gtctcaacat atgcactagt ggaagtgcca

ctaatccacc caaaatgtgc ctggtgctcc aaagaggact

620

Ser

-Pro

Trp

Tyr

Pro

700

Asn

Leu

Ile

Thr
780

Gly

ggctctgcgec gctcctgecc
cctcatgtga agaatgtctg

tcggaagccc acggtccatc

Page 18

Thr

Asp

val

Lys

Ser

Thr

Leu

His

Arg

His

Thr

Gly
Lys
Asn
Asp
Thr
Gly
Pro
val
AsSp
750
Tyr

Thr

val

Glu

Arg

GIn

655

Thr

Ala

Lys

Asn

Gly

Arg

Glu

val

Asp

Met

Asp

640

Thr

Ile

Lys

Ser

Ala

720

Leu

Arg

Met

Asp
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60
120
180



00T¢
0v0¢
0861
0¢oT
0981
008T
ovsT
0891
0291
09ST
00ST
ovvT
08€T
0ZET
09¢1
00¢T
ovTT
080T
020T
096
006
0ov8
08,
02L
099
009
0¥S
o8y
0Zv
09¢
00¢€
ov¢

790000/¥T0Z9S/10d

2>222156ebH
6161566066
e1dd6edEedD
1ebebebeed
22666663156
Beoobbyebe
de311bbeshHa
ebbHeedeeb
D11bebdbeb
ed>o6eedbH6b6
o>616eb3616
666>6e666>
Jeede1ddEd
Jeobebboed
>ebb6611eb
J5e1d630e]
12166003¢e2
e11311ebebb
deeeeeedeb
plolibhlsolobl:)
>616e353662
bibrebrebe
beesb15316
2>21b1666eb
61531220625
Jeeddebedd
666111e666
b61>o56ebbo>d
b61>oebbaiba
2225662512d
5666511666

bebelebeba

61 obed

1b3e1ooed]
edoebiebee
pa>oebedde
JedhHedrbHied
ebboesbiee
be>6666316
ed>obhibeedb
be>5616100
eb6>11256100
ebeobbebb6
bedoed6661
eedb3166edd
166666166
eoebedHedd
eebHid1666e
3310130301¢®
beieeseied
166>eedeeb
16e563131103
d>o3e1oebha
eboededdbe
Seeoedliba
d>beobbesda
eoeeehbol1
11666311300
eabbebIded
1166313100
leleedehha
J>o31e31debbe
eebh1633611
eedhedbed]

b6ebb6161>6

161ebied1b
eb1bd3eddRE
edefHidoeee
63e6633363
35616e3666
lededbedie
1eebbb66161
12310®EdEbh
1>616ed00RR
o>o61631d0¢eE
2>5e126633>
61b6ed3REIID
b6631>>3bedebh
3163>6eebd
H61616eebbe
e11o1ebbeb
bieeileaae
b63>oe3ebhad
BJ31DDEEDI]E
ebeddeedd]
26166123566
663156311180
>eabedbieb
beebbebiee
1222016262
(s170) o) -hTolo
esbedded1d
1oebHrebbee
B663166€356>
ebHebbeoedd
25235631306e

Hieeeeedi1b

€Z1ST89dg8EY

d>63o0ebbeed
o>ebbrbbbae
66621>15e3>
20122323616
16351216310
debedehd1d
oed1616e6>
261661615
2631565615
be>oeab16>
dbeosb1bebhr
eebb1o6666
6653130666
Jobbebb1e
be>1661501
1226ed31e66

badeedy1e]

Jobeoe111l’

d>eedeebebe
edb3oede1b
ehHbbhi1ieeee
b61o>ed63ehb
1130666666
53131>6e0EH6H
1eeed21116
2331322303D
beebbebied
61e3216100
31b66ede1db6
eoebirebed)
bbe6133161

11d>¢eeedbb

>6d>>eeeedE
>edlebhibbe
1063263756
eebeh16161
ed>h6616>6
Bioeeibioe
B663e>>366ed
111326667
ebb6616>66
bebedoeebe
61635356656
1656363156
1665266563
J3eibeebin
e1d>1e1666
631716e2162
leleeeeedd
eebeedelbhl
obbiieeebe
eboeeddhbe
6631ebb11eDd
eeebd366106
©6311303d563e
1bebeoebed
11beede11b
1ed>ebbeele
eh6eb63631
232312deb662
©33312083)
1ed16oeb66
3211206806

peb1d31eH1b

10511163810
b6a1ebbbedb3
16ebH316563
ebehbb613
b636ed63030e
eo>ebhb66d3e
15633312216
1>3ebeedbb
b6>6e>36161>
bbbb61ebHED
123163e31008
6>616>e563
232631116316
313>3ed6boe
HiebeedrohHa
1bebbibeee
1oebebbeb
>hieieized
bebb11>611
boeebirdoed
b6>3ede3000
b6i3ebeebeb
bebooeebbo
©11232261D
H6331e363160>
63163331303
Jeeeddedh6
efidoeloel
ebeedehi1bb
31066e3630]
ed>dbedddbe

16651031008



agtgggaagt ccaacctgac cgtcctcagg
atgaccatcc tcctggctgt ggtcggtagc
atctggaagc tgcttgtcac catccacgac
cgatccaggg cccgctatga aatggcttca
cacactgtgg acttcacctt caacaagttc
<210> 12

<211> 24

<212> DNA

<213> Artificial Sequence

<220>

<223> Primer Forward ISM F59
<400> 12

taaagccgcg cgtctcaaaa ggat

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

<220>
<223>

<400>

13
25
DNA

Artificial Sequence

Primer Reverse ISM R1577
13

cacgaccgca gctatgaagg tctcg

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

<220>
<223>

<400>

14

25

DNA

Artificial Sequence

Primer Forward GRP78
14

tctcgagatg aagctctcce tggtg

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

<220>
<223>

<400>

15

30

DNA

Artificial Sequence

Primer reverse GRP78

15

ctggtaccgc tacaactcat ctttttctgce

<210>
<211>
<212>

16
31
DNA

4328PGB_ST25

gagccagagt
atcctccttg
cggagggagt

aatccattat

daacaaatcct

gtggaaacac ccccaacgcc
ttgggcttgc actcctggct
ttgcaaagtt tcagagcgag
acagaaagcc tatctccacg

acaatggcac tgtggaatga

Page 20
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2160
2220
2280
2340
2400

24

25

25

30



<213> Artificial Sequence

<220> i
<223> Primer forward ITGAV
<400> 16

cgaggcggcc gccatggett ttccgecgeg g

<210> 17

<211> 28

<212> DNA

<213> Artificial Sequence

<220> )
<223> Primer reverse ITGAV

<400> 17
ctggtaccgt taagtttctg agtttcct

<210> 18

<211> 27

<212> DNA

<213> Artificial Sequence

<220>
<223> Primer Forward ITGB5S

<400> 18
tccaagctta tgccgeggge cccggeg

<210> 19

<211> 30

<212> DNA

<213> Artificial Sequence

<220>
<223> Primer Reverse ITGBS

<400> 19
ccgggeggec getcattcca cagtgccatt

<210> 20

<211> 435

<212> PRT

<213> Homo sapiens

<400> 20

Ala Asp Gly Pro Asp Ala Ala Ala Gly ?sn Ala Ser Gln Ala Gln Leu

1 5 0

GIn Asn Asn Leu Asn vVal Gly Ser Asp Thr Thr Ser Glu Thr Ser pPhe
25

Ser Leu Ser Lys Glu Ala Pro Arg Glu His Leu Asp His GIn Ala Ala
45

35 40

4328PGB_ST25
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31

28

27

30



His

ser

65

Phe

Gln

Asp

Trp

Phe

Asp

Gln

Arg

Thr

Ala

Ser

Asp

Gln
50

Leu
Pro

val

GIn

Asn
Glu
Trp
o
Thr
Ala
Thr
Cys

Leu
290

Pro

Gln

Asp

Thr

His

115

Ala

Gln

Pro

Thr

Ser

195

Arg

cys

Ala

Lys

Lys

Pro

Phe

Arg

Leu

Ile

100

Pro

Trp

Asp

Pro

Lys

180

Leu

Thr

Asp

Thr

Leu

260

Ser

Ser

Pro

Asp

ser

85

Glu

Glu

Trp

Tyr

Trp

Arg

Arg

Glu

245

Phe

Glu

cys

Arg

Phe

70

Lys

val

Asn

Gin

Lys

150

Gly

GlIn

ser

Ser

Pro

230

val

Glu

Phe

Pro

Pro

55

Pro

Ala

val

Lys

Arg

Tyr

Trp

Pro

val

Ccys

215

Asn

ser

val

Leu

Cys
295

Arg

Arg

Asp

Asp

Pro

120

ser

Asp

Asp

Glu

Cys

200

Gly

Ccys

Leu

Asp

Lys

280

Ser

4328PGB_ST25

Phe Arg Gln Glu Thr

Ser

Ile

Leu

Ser

His

Tyr

185

ser

Tyr

Pro

Leu

Thr

265

Lys

Tyr

Phe

Asn

90

Pro

Trp

Ser

Thr

Thr

170

Asp

val

Ala

Gly

Ala

250

Asp

Tyr

Pro

Leu
75

Gly
Asp
Ser
Leu
ser
155
Ala
Ser
Thr
Cys
Ile
235
Gly
Ser

Met

Thr

60

Leu

Gln

ser

val

Ala

140

Asp

Pro

Thr

cys

Thr

220

Glu

Ser

Cys

His

Glu
300

Page 22

Asp

Asn

Glu

Pro

125

Arg

Asp

Gly

Asp

Asp

Glu

Glu

Gly

Leu

Pro

Ala

110

Ser

Ala

Ser

His

Gly

Asn

Thr

Thr

Glu

Ala

His
Pro
Asn
a5

Asp
Pro

Asn

Asn

Gly
Glu
Phe
Phe
255
Trp

Met

Tyr

Pro

Asn

80

Ile

Lys

Asp

Ser

Phe

160

Thr

Gly

Asn

Ser

Met

Asn

Ser
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Thr Ala
305

Asp Ala

Arg Tyr

Ala G1n

Lys Gly

Leu His
385

Trp Ser

Thr Glu

Arg Glu

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

<220>
<223>

<400>

ASp

ser

Cys

His

355

Ala

Tyr

Arg

Ser

Tyr

435

21
5
PRT

Ile

Gly

Ile

340

Cys

Gly

Lys

Tyr

Pro
420

Phe

Pro

325

Arg

Cys

Thr

val

Asn

405

ser

Asp

310

Lys

Ser

Tyr

Pro

Asp

Glu

Asp

Arg

Glu

Met

Gly

Asn

375

val

Ala

Glu

artificial sequence

Peptide

21

Cys Arg Ala Ala Cys
1 5

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

<220>
<223>

<400>

22
7
PRT

artificial sequence

Peptide

22

Cys Lys Arg Lys Asp Phe Cys

Ile

Lys

Leu

Leu

Arg

Asp

4328PGB_ST25

Lys Arg Lys Asp
315

Leu Glu Ile Tyr
330

Ser Leu Glu Ser
345

Asn Met GIn Leu

Ile Ser Thr Glu
380

Pro Trp Ile Ile
395

Pro Pro Asn Asn
410

Tyr Ile Lys Gln
425

Page 23

Phe
Lys
Thr
Ile
365
Phe
cys

Gly

Phe

Arg

Pro

Thr

350

Thr

Ser

Lys

Gln

Gln
430

Trp

Thr

335

Leu

Arg

Ala

Gly

Lys

Glu

Lys

320

Ala

Ala

Gly

Glu

Cys

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

<220>
<223>

<400>

Cys Asp Arg Ile gys Arg Lys Asp Phe égg Trp Lys Asp Cys
1

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

<220>
<223>

<400>

23

14

PRT

artificial sequence

Peptide
23

24

5

PRT

artificial sequence

Peptide
24

Cys Ala Lys Asp Cys
1 5

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

<220>
<223>

<400>

25

5

PRT

artificial sequence

Peptide
25

Cys Arg Ala Asp Cys
1 5

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

<220>
<223>

<400>

26

5

PRT

artificial sequence

Peptide
26

Cys Arg Lys Ala Cys
1 5

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

27
5
PRT

artificial sequence

4328PGB_ST25
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<220>
<223>

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

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

<400>

Cilengitide
Phe
(4)..4
D-Phe

val
(5)..(5)
(NMe)val

27

Arg Gly Asp Phe ga]
1

4328PGB_ST25
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