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SEQUENCE LISTING

<110> UCB PHARMA S.A.
Adams, Ralph
Popplewell, Andrew
Rapecki, Stephen
<120> Antibody molecules which bind IL-17A and IL-17F
<130> G0035-WO01
<160> 20

<170> PatentIn version 3.3

<210> 1
<211> 10
<212> PRT

<213> Rattus rattus
<400> 1

Gly Phe Thr Phe Ser Asp Tyr Asn Met Ala

1 5 10
<210> 2

<211> 17

<212> PRT

<213> Artificial

<220>
<223> CDRH2

<400> 2

Thr Ile Thr Tyr Glu Gly Arg Asn Thr Tyr Tyr Arg Asp Ser Val Lys

1 5 10 15
Gly

<210> 3

<211> 16

<212> PRT

<213> Artificial

<220>
<223> CDRH3

<400> 3

Pro Pro Gln Tyr Tyr Glu Gly Ser Ile Tyr Arg Leu Trp Phe Ala His
1 5 10 15
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<210>
<211>
<212>
<213>

<220>
<223>

<400>

4

11

PRT
Artificial

CDRL1

4

Arg Ala Asp Glu Ser Val Thr Thr Leu Met His

1

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

<400>

5

5

7

PRT

Rattus rattus

5

Leu Val Ser Asn Arg Glu Ser

1

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

<400>

5

6

9

PRT

Rattus rattus

6

10

Gln Gln Thr Trp Ser Asp Pro Trp Thr

1

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

<220>
<223>

<400>

5

7

108

PRT
Artificial

gL7

7

Ala Ile Gln Leu Thr

1

Asp Arg Val Thr Ile

20

Met His Trp Tyr Gln

35

Tyr Leu Val Ser Asn

Gln

Thr

Gln

Arg

Ser

Cys

Lys

Glu

Pro Ser Ser Leu
10

Arg Ala Asp Glu
25

Pro Gly Lys Ala
40

Ser Gly Val Pro

Ser

Ser

Pro

Ser

Ala

Val

Lys

45

Arg

Ser

Thr

30

Leu

Phe

val Gly

15

Thr Leu

Leu Ile

Ser Gly
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50

Ser Gly Ser Gly Thr Asp Phe Thr Leu

65

Glu Asp Phe Ala

Thr Phe Gly Gln

100
<210> 8
<211> 324
<212> DNA
<213> Artificial
<220>
<223> gL7
<400> 8
gccatccage
attacctgea
ggcaaagccce
aggttcagcg
gaagatttcg
ggcacaaaag
<210> &
<211> 125
<212> PRT
<213> Artificial
<220>
<223> gH9
<400> 9

tgacccagag
gggctgacga
ccaagctcct
gcagtgyggte
ccacctacta

tggagatcaa

55

Gly Thr Lys Val Glu

cccttectet
aagcgtgacc
gatctatctg
tggaactgac
ttgccagcag

gegt

Thr Ile
75

Thr Tyr Tyr Cys Gln Gln Thr
85

90

Ile Lys
105

ctcagcgcca
acattgatgc
gtttccaatc
tttaccctga

acttggagcg

60

Ser Ser Leu Gln Pro

80

Trp Ser Asp Pro Trp

Arg

gtgtcggaga
actggtacca
gggagtctgyg
caatctcctce

acccttggac

95

cagagtgact
acagaagcct
agtccccage
actccagceece

atttggacag

Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly

1

5

10

15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asp Tyr

20

25

30

Asn Met Ala Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val

35

40

45

60

120

180

240

300

324
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Ala Thr

50

Ile

Lys
65

Gly Arg

Leu Gln Met

Ala Ser Pro

Ala His Trp

115

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

10
375
DNA
Arti

<220>

<223> gHO

<400> 10
gaggttcage

agctgegetyg
ccaggcaagyg
cgggattcag
ctgcagatga
cagtactatg
gtgaccgtct
<210>
<211>

<212>
<213>

11
214
PRT
Arti

<220>
<223>

<400> 11

Ala Ile GIln Leu Thr Gln Ser Pro Ser

1

Asp Arg Val Thr Ile Thr Cys Arg Ala

Thr Tyr

Phe

Thr

Ser
85

Asn

Pro Gln

100

Gly Gln

ficial

tcgttgaatc
ccagtggctt
gtctggagtyg
tgaaagggcg
actctctgag
agggctcaat

cgagc

ficial

5

Glu

Ile

70

Leu

Tyr

Gly

Gly
55

Arg

Ser Arg

Arg Ala

Tyr Glu

Thr Leu

120

cggaggcgga
cactttcagc
ggtggccaca
atttaccatc
agctgaggac

ctacagattg

GL7+constant domain

Asn Thr Tyr

Ala
75

Asp Asn

Glu Asp Thr

Gly Ser Ile

105

Val Thr Val

ctcgtgeage
gattacaata
attacctatg
agcagggata
accgctgtcet

tggtttgcce

10

Tyr Asp

60

Arg

Lys Asn Ser

Ala Val Tyr

Leu
110

Tyr Arg

Ser
125

Ser

ctgggggcte
tggcetgggt
agggcagaaa
atgcaaagaa
actattgtge

attggggcca

Ser Val

Leu Tyr

80

Tyr
95

Cys

Trp Phe

cttgeggetg
gcgececaggece
cacttattac
cagtctgtac
aagcccaccce

gggaacactg

Ser Leu Ser Ala Ser Val Gly

15

Asp Glu Ser Val Thr Thr Leu

60

120

180

240

300

360

375
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Met

Tyr

Ser

65

Glu

Thr

Pro

Thr

Lys

145

Glu

Ser

Ala

Phe

His

Leu

50

Gly

Asp

Phe

Ser

Ala

130

Val

Ser

Thr

Cys

Asn
210

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

<220>
<223>

Trp

35

vVal

Ser

Phe

Gly

Val
115

Ser

Gln

val

Leu

Glu
195

Arg

12
234
PRT

20

Tyr

Ser

Gly

Ala

Gln

100

Phe

vVal

Trp

Thr

Thr

180

Val

Gly

Gln

Asn

Thr

Thr

85

Gly

Ile

Val

Lys

Glu

165

Leu

Thr

Glu

Artificial

Gln

Arg

Asp

Tyr

Thr

Phe

Cys

Val

150

Gln

Ser

His

Cys

Lys

Glu

55

Phe

Tyxr

Lys

Pro

Leu

135

Asp

Asp

Lys

Gln

Pro

40

Ser

Thr

Cys

Val

Pro

120

Leu

Asn

Ser

Ala

Gly
200

25

Gly

Gly

Leu

Gln

Glu

105

Ser

Asn

Ala

Lys

Asp

185

Leu

Signal+gL7+constant domain

Lys

Val

Thr

Gln

90

Ile

Asp

Asn

Leu

Asp

170

Tyr

Ser

Ala

Pro

Ile

75

Thr

Lys

Glu

Phe

Gln

155

Ser

Glu

Ser

Pro

Ser

60

Ser

Trp

Arg

Gln

Tyr

140

Ser

Thr

Lys

Pro

Lys

45

Arg

Ser

Ser

Thr

Leu

125

Pro

Tyr

His

Val
205

30

Leu

Phe

Leu

Asp

Val

110

Lys

Arg

Asn

Ser

Lys

190

Thr

Leu

Ser

Gln

Pro

95

Ala

Ser

Glu

Ser

Leu

175

Val

Lys

Ile

Gly

Pro

80

Ala

Gly

Ala

Gln

160

Ser

Ser
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<400>

Met

1

Asp

Ala

vVal

Lys

65

Arg

Ser

Ser

Thr

Leu

145

Pro

Gly

Tyr

His

Val

Ser

Ala

Ser

Thr

50

Leu

Phe

Leu

Asp

Val

130

Lys

Arg

Asn

Ser

Lys

210

Thr

12

Val

Arg

Val

35

Thr

Leu

Ser

Gln

Pro

115

Ala

Ser

Glu

Ser

Leu

195

Val

Lys

Pro

Cys

20

Gly

Leu

Ile

Gly

Pro

100

Trp

Ala

Gly

Ala

Gln

180

Ser

Tyr

Ser

Thr

Ala

Asp

Met

Tyr

Ser

85

Glu

Thr

Pro

Thr

Lys

165

Glu

Ser

Ala

Phe

Gln

Iie

Arg

His

Leu

70

Gly

Asp

Phe

Ser

Ala

150

Val

Ser

Thr

Cys

Asn

Val

Gln

Val

Trp

55

Val

Ser

Phe

Gly

Val

135

Ser

Gln

Val

Leu

Glu

215

Arg

Leu

Leu

Thr

40

Tyr

Ser

Gly

Ala

Gln

120

Phe

Val

Trp

Thr

Thr

200

Val

Gly

Gly

Thr

25

Ile

Gln

Asn

Thr

Thr

105

Gly

Ile

Val

Lys

Glu

185

Leu

Thr

Glu

Leu

10

Gln

Thr

Gln

Arg

Asp

S0

Tyr

Thr

Phe

Cys

Val

170

Gln

Ser

His

Cys

Leu

Ser

Cys

Lys

Glu

75

Phe

Tyr

Lys

Pro

Leu

155

Asp

Asp

Lys

Gln

Leu

Pro

Arg

Pro

60

Ser

Thr

Cys

Val

Pro

140

Leu

Asn

Ser

Ala

Gly
220

Leu

Ser

Ala

45

Gly

Gly

Leu

Gln

Glu

125

Ser

Asn

Ala

Lys

Asp

205

Leu

Trp

Ser

30

Asp

Lys

Val

Thr

Gln

110

Ile

Asp

Asn

Leu

Asp

190

Tyr

Ser

Leu

15

Leu

Glu

Ala

Pro

Ile

95

Thr

Lys

Glu

Phe

Gln

175

Ser

Glu

Ser

Thr

Ser

Ser

Pro

Ser

80

Ser

Trp

Arg

Gln

Tyr

160

Ser

Thr

Lys

Pro
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225

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

13
645
DNA

<220>
<223>

<400> 13
gccatccage

attacctgea
ggcaaagccc
aggttcageg
gaagatttcg
ggcacaaaad
tctgatgage
cccagagagqg
gagagtgtca
ctgagcaaag
ctgagctcge
<210> 14

<211> 705
<212> DNA
<213>

<220>
<223>

<400> 14
atgtcagttc

gccatcecage
attacctgca
ggcaaagccce
aggttcageg
gaagatttcg
ggcacaaaag

tctgatgagce

230

Artificial

tgacccagag
gggctgacga
ccaagctcet
gcagtgggte
ccacctacta
tggagatcaa
agttgaaatc
ccaaagtaca
cagagcagga
cagactacga

ccgtcacaaa

Artificial

ccacacaggt
tgacccagag
gggctgacga
ccaagctcct
gcagtgggtc
ccacctacta
tggagatcaa

agttgaaatec

gL7+constant domain

ccecttectet
aagcgtgacc
gatctatctyg
tggaactgac
ttgccageag
gcgtacggta
tggaactgcece
gtggaaggty
cagcaaggac
gaaacacaaa

gagcttecaac

signal+glL7+constant domain

gctgggectyg

cccttectet
aagcgtgacc
gatctatctg
tggaactgac
ttgccagceag
gcgtacggta

tggaactgcce

ctcagcgeca
acattgatgce
gtttccaatc
tttaccctga
acttggageg
gcggcecccat
tctgttgtgt
gataacgccce
agcacctaca

gtctacgect

aggggagagt

cttctgttgt
ctcagcgeca
acattgatgc
gtttccaate
tttaccctga
acttggagceg
gcggeccccat

tetgttgtgt

gtgtcggaga
actggtacca
gggagtctgg
caatctccte
acccttggac
ctgtcttecat
gcctgctgaa
tccaatcggg
gcctcageag
gcgaagtcac

gttag

ggctcaccga
gtgtcggaga
actggtacca
gggagtctgg
caatctccte
acccttggac
ctgtctteat

gcectgctgaa

cagagtgact
acagaagcct
agtccccage
actccagceccec
atttggacag
cttceccgeea
taacttctat
taactcccag
caccctgacg

ccatcaggge

tgctaggtgt
cagagtgact
acagaagcct
agtcceccage
actccagcece
atttggacag
cttcecegeca

taacttctat

60

120

180

240

300

360

420

480

540

600

645

60

120

180

240

300

360

420

480
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cccagagagg
gagagtgtca
ctgagcaaag
ctgagctcge
<210>
<211>

<212>
<213>

15
452
PRT
Arti

<220>
<223> gHO9+

<400> 15

Glu
1

Val Gln

Ser Leu Arg

Met Ala

35

Asn

Ala Thr

50

Ile

Lys
65

Gly Axg

Leu Gln Met

Ala Ser Pro

Ala His Trp

115

Lys Gly Pro

130

Glu
145

Ser Thr

ccaaagtaca
cagagcagga
cagactacga

ccgtcacaaa

ficial

constant

Leu Val

Leu Ser

20

Trp Val

Thr

Tyr

Phe Thr

Ser
85

Asn

Pro Gln

100

Gly Gln

Val

Ser

Ala Ala

Glu

Cys

Arg

Glu

Ile

70

Leu

Tyr

Gly

Phe

Leu

gtggaaggtyg
cagcaaggac
gaaacacaaa

gagcttcaac

domain

Ser Gly

Ala Ala

Gln Ala

40

Gly Arg

Ser Arg

Arg Ala

Tyr Glu

Thr Leu

120

Pro Leu

135

Gly Cys

150

gataacgccc
agcacctaca

gtctacgect

aggggagagt

Gly Gly Leu

10

Ser Phe

25

Pro Gly Lys

Asn Thr Tyr

Ala
75

Asp Asn

Glu Asp Thr

90

Gly Ser Ile

105

Val Thr Val

Ala Pro Cys

Leu Val Lys

155

tccaatcggg taactcccag
gcctcagcag caccctgacg

gcgaagtcac ccatcagggce

gttag

Val

Thr

Gly

Tyr

60

Lys

Ala

Tyr

Ser

Ser

140

Asp

Gln

Phe

Leu

45

Arg

Asn

Val

Arg

Ser

125

Arg

Tyr

Pro

Ser

30

Glu

Asp

Ser

Tyr

Leu

110

Ala

Ser

Phe

Gly

Asp

Trp

Ser

Leu

Tyr

95

Trp

Ser

Thr

Pro

Gly

Tyr

Val

Val

Tyr

80

Phe

Thr

Ser

Glu
160

540

600

660

705
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Pro

Thr

Val

Asn

Ser

225

Gly

Met

Gln

Val

Tyr

305

Gly

Ile

Val

Ser

Glu
385

Val

Phe

Val

Val

210

Lys

Gly

Ile

Glu

His

290

Arg

Lys

Glu

Tyr

Leu

370

Trp

Thr

Pro

Thr

195

Asp

Tyr

Pro

Ser

Asp

275

Asn

Val

Glu

Lys

Thr

355

Thr

Glu

Val

Ala

180

Val

His

Gly

Ser

Arg

260

Pro

Ala

Val

Tyr

Thr

340

Leu

Cys

Ser

Ser

165

Val

Pro

Lys

Pro

Val

245

Thr

Glu

Lys

Ser

Lys

325

Ile

Pro

Leu

Asn

Trp

Leu

Ser

Pro

Pro

230

Phe

Pro

Val

Thr

Val

310

Cys

Ser

Pro

Val

Gly
390

Asn

Gln

Ser

Ser

215

Cys

Leu

Glu

Gln

Lys

295

Leu

Lys

Lys

Lys
375

Gln

Ser

Ser

Ser

200

Asn

Pro

Phe

Val

Phe

280

Pro

Thr

vVal

Ala

Gln

360

Gly

Pro

Gly

Ser

185

Leu

Thr

Pro

Pro

Thr

265

Asn

Arg

Val

Ser

Lys

345

Glu

Phe

Glu

Ala

170

Gly

Gly

Lys

Cys

Pro

250

Cys

Trp

Glu

Leu

Asn

330

Gly

Glu

Tyr

Asn

Leu

Leu

Thr

Val

Pro

235

Lys

Val

Tyr

Glu

His

315

Lys

Gln

Met

Pro

Asn
395

Thr

Tyr

Lys

Asp

220

Ala

Pro

Val

vVal

Gln

300

Gln

Gly

Pro

Thr

Ser

380

Tyr

Ser

Ser

Thr

205

Lys

Pro

Lys

Val

Asp

285

Phe

Asp

Leu

Arg

Lys

365

Asp

Lys

Gly

Leu

190

Tyr

Arg

Glu

Asp

Asp

270

Gly

Asn

Trp

Pro

Glu

350

Asn

Ile

Thr

Val

175

Ser

Thr

Val

Phe

Thr

255

Val

Val

Ser

Leu

Ser

335

Pro

Gln

Ala

Thr

His

Ser

Cys

Glu

Leu

240

Leu

Ser

Glu

Thr

Asn

320

Ser

Gln

Val

Val

Pro
400
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Pro

Val

Met

Ser

Val

Asp

His

Leu
450

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

<220>
<223>

<400>

Met

1

Val

Pro

Ser

Glu

65

Asp

Ser

Tyr

Glu

His

Gly

Asp

50

Trp

Ser

Leu

Tyr

Leu

Lys

Glu
435

Gly

16
471
PRT

Asp

Ser

420

Ala

Lys

Ser
405

Arg

Leu

Artificial

Asp Gly Ser

Trp Gln Glu

His Asn His

440

Phe

Gly
425

Tyr

signal+gH9+constant domain

16

Trp

Ser

Gly

35

Tyr

Val

Val

Tyr

Cys
115

Ser

Glu

20

Ser

Asn

Ala

Lys

Leu

100

Ala

Trp

Val

Leu

Met

Thr

Gly

Gln

Ser

Val

Gln

Arg

Ala

Ile

70

Arg

Met

Pro

Phe

Leu

Leu

Trp

Thr

Phe

Asn

Pro

Leu

Val

Ser

40

Val

Tyr

Thr

Ser

Gln
120

Phe

Glu

25

Cys

Arg

Glu

Ile

Leu

105

Tyr

Phe
410

Asn

Thr

Phe

10

Ser

Ala

Gln

Gly

Ser

90

Arg

Tyr

10

Leu Tyr Ser Arg Leu Thr

415

Val Phe Ser Cys Ser Val

430

Gln Lys Ser Leu Ser Leu

Leu

Gly

Ala

Ala

Arg

75

Arg

Ala

Glu

Ser

Gly

Ser

Pro

60

Asn

Asp

Glu

Gly

445

Val

Gly

Gly

45

Gly

Thx

Asn

Asp

Ser
125

Thr

Leu

30

Phe

Lys

Tyr

Ala

Thr

110

Ile

Thr

15

Val

Thr

Gly

Tyr

Lys

95

Ala

Tyr

Gly

Gln

Phe

Leu

Arg

Asn

Val

Arg
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Leu

Ala

145

Ser

Phe

Gly

Leu

Tyr

225

Arg

Glu

Asp

Asp

Gly

305

Asn

Trp

Pro

Trp

130

Ser

Thr

Pro

Val

Ser

210

Thr

Val

Phe

Thr

Val

290

Val

Ser

Leu

Ser

Phe

Thr

Ser

Glu

His

195

Ser

Cys

Glu

Leu

Leu

275

Ser

Glu

Thr

Asn

Ser
355

Ala

Lys

Glu

Pro

180

Thr

Val

Asn

Ser

Gly

260

Met

Gln

Val

Tyr

Gly

340

Ile

His

Gly

Ser

le5

Val

Phe

Val

Val

Lys

245

Gly

Ile

Glu

His

Arg

325

Lys

Glu

Trp

Pro

150

Thr

Thr

Pro

Thr

Asp

230

Tyr

Pro

Ser

Asp

Asn

310

Val

Glu

Lys

Gly

135

Ser

Ala

Val

Ala

Val

215

His

Gly

Ser

Arg

Pro

295

Ala

Val

Tyr

Thr

Gln

Val

Ala

Ser

Val

200

Pro

Lys

Pro

Val

Thr

280

Glu

Lys

Ser

Lys

Ile
360

Gly

Phe

Leu

Trp

185

Leu

Ser

Pro

Pro

Phe

265

Pro

Val

Thr

Val

Cys

345

Ser

Thr

Pro

Gly

170

Asn

Gln

Serxr

Ser

Cys

250

Leu

Glu

Gln

Lys

Leu

330

Lys

Lys

11

Leu

Leu

155

Cys

Ser

Ser

Ser

Asn

235

Pro

Phe

Val

Phe

Pro

315

Thr

Val

Ala

Val

140

Ala

Leu

Gly

Ser

Leu

220

Thr

Pro

Pro

Thr

Asn

300

Arg

Val

Ser

Lys

Thr

Pro

Val

Ala

Gly

205

Gly

Lys

Cys

Pro

Cys

285

Trp

Glu

Leu

Asn

Gly
365

Val

Cys

Lys

Leu

1390

Leu

Thr

Val

Pro

Lys

270

Val

Tyxr

Glu

His

Lys

350

Gln

Ser

Ser

Asp

175

Thr

Tyr

Lys

Asp

Ala

255

Pro

Val

Val

Gln

Gln

335

Gly

Pro

Ser

Arg

160

Ser

Ser

Thr

Lys

240

Pro

Lys

Val

Asp

Phe

320

Asp

Leu

Arg
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Glu

Asn

385

Ile

Thr

Arg

Cys

Leu
465

Pro

370

Gln

Ala

Thr

Leu

Ser

450

Ser

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

<220>
<223>

<400>
gaggttcagce

Gln

vVal

Val

Pro

Thr

435

Val

Leu

17
1963
DNA

Val

Ser

Glu

Pro

420

Val

Met

Ser

Tyr

Leu

Trp

405

Val

Asp

His

Leu

Artificial

Thr

Thr

390

Glu

Leu

Lys

Glu

Gly
470

Leu

375

Cys

Ser

Asp

Ser

Ala

455

Lys

gH9+constant domain

17

agctgcgetg

ccaggcaagg

cgggattcag

ctgcagatga

cagtactatg

gtgaccgtct

aggagcacct

ccggtgacgg

gtcctacagt

tcgttgaatc
ccagtggett
gtctggagtyg
tgaaagggcyg
actctctgag
agggctcaat
cgagcgcette
ccgagagcac
tgtcgtggaa

cctecaggact

Pro

Leu

Asn

Ser

Arg

440

Leu

cggaggcgga
cactttcagce
ggtggccaca
atttaccatc
agctgaggac
ctacagattg
tacaaagggc
agccgcectg
ctcaggcgcee

ctactceccte

Pro

Val

Gly

Asp

425

Trp

His

Ser

Lys

Gln

410

Gly

Gln

Asn

Gln

Gly

395

Pro

Ser

Glu

His

ctegtgecage

gattacaata

attacctatg

agcagggata

accgctgtcet

tggtttgcce

ccatccgtcet

ggctgeetgg

ctgaccagcg

agcagcgtgg

12

Glu

380

Phe

Glu

Phe

Gly

Tyr
460

Glu

Tyr

Asn

Phe

Asn

445

Thr

Met

Pro

Asn

Leu

430

Val

Gln

ctgggggcte

tggcetgggt

agggcagaaa

atgcaaagaa

actattgtge

attggggcca

tececeectgge

tcaaggacta

gcgtgecacac

tgaccgtgee

Thr Lys

Ser Asp
400

Tyr Lys
415

Tyr Ser

Phe Ser

Lys Ser

cttgcggcetg
gcgceccaggec
cacttattac
cagtctgtac
aagcccaccce
gggaacactg
gcecectgetece
cttccecgaa
cttcecegget

ctccagcage

60

120

180

240

300

360

420

480

540

600
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ttgggcacga
aagagagttg
cecectectgec
catctgtctc
ctggattttt
cgcatacagg
ccectgaccet
tctectecca
catgcccacc
ggtgccctag
tecatctett
aaacccaagg
gtgagccagg
aatgccaaga
ctcaccgtcec
aaaggcctce
gtgcgaggge
tgtgecaacce
atccecaggag
ccecagegac
cacgcectece
caagagcagg
caaccactac
<210>
<211>

<212>
<213>

18
2020
DNA
Arti

<220>
<223>

<400> 18

agacctacac
gtgagaggce
tggacgcacc
ctcaccecgga
ccaccaggct
ggcaggtgcet
aagcccaccc
gatctgagta
atgcccaggt
agtagcctge
cctcagcacc
acactctecat
aagaccccga
caaagccgcg
tgcaccagga
cgtcctcececat
cacatggaca
tctgtcecta
gagatgacca
atcgecegtgg
gtgctggact
tggcaggagyg

acacagaaga

ficial

ctgcaacgta
agcacaggga
ccggctgtge
ggcctctgac
ccgggcagec
gcgetcagac
caaaggccaa
actcccaatc
aagccaaccc
atccagggac
tgagttccectg
gatctcecygg
ggtccagtte
ggaggagcag
ctggctgaac
cgagaaaacc
gaggtcaget
cagggcagcc
agaaccaggt
agtgggagag
ccgacggcetce
ggaatgtctt

gcctcecteect

signal+gH9+constant domain

gatcacaagc
gggagggtgt
agccccagea
caccccactce
acaggctgga
ctgccaagag
actctccact
ttctctetge
aggcctecgee
aggccccage
gggggaccat
acccctgagg
aactggtacg
ttcaacagca
ggcaaggagt
atctccaaag
cggecccacce
ccgagagcca
cagcctgace
caatgggcag
cttcttecte
ctcatgetcecce

gtctctgggt

ccagcaacac
ctgctggaag
cagggcagca
atgcccaggg
tgccectacce
ccatatccgg
cccteagetce
agagtccaaa
ctccagctca
cgggtgetga
cagtecttect
tecacgtgegt
tggatggcgt
cgtacegtgt
acaagtgcaa
ccaaaggtgg
tetgecctgg
caggtgtaca
tgcctggtca
ccggagaaca
tacagcaggce
gtgatgecatg

aaa

caaggtggac
ccaggctcag
aggcatgeccce
agagggtctt
ccaggccectg
gaggaccctg
agacaccttc
tatggtcccee
aggcgggaca
cgcatccacc
gttcccccca
ggtggtggac
ggaggtgcat
ggtcagcgtce
ggtctccaac
gacccacggyg
gagtgaccgce
ccectgeecece
aaggcttcta
actacaagac
taaccgtgga

aggctctgca

atggaatggt cctgggtctt cctgttttte ctttctgtca caaccggggt gcacagegag

gttcagctcg ttgaatcegg aggcggacte gtgeagectg ggggetcett geggetgage

13

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1963

60

120
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tgcgetgececa
ggcaagggtc
gattcagtga
cagatgaact
tactatgagg
accgtctcga
agcacctecg
gtgacggtgt
ctacagtect
ggcacgaaga
agagttggtg
tcctgectygg
ctgtctccte
gatttttcca
atacaggggc
ctgacctaag
cctcccagat
gcecaccatg
gcectagagt
atctecttcct
cccaaggaca
agccaggaag
gccaagacaa
accgtcctge
ggcctccegt
cgagggccac
gccaacctcet
ccaggaggag

cagcgacatce

gtggcttcac
tggagtgggt
aagggecgatt
ctctgagage
gctcaatcta
gcgecttectac
agagcacagce
cgtggaactc
caggactcta
cctacacctyg
agaggccagce
acgcaccccg
acccggagge
ccaggctceg
aggtgctgeg
cccaccccaa
ctgagtaact
cccaggtaag
agcctgcecate
cagcacctga
ctcteatgat
accccgaggt
agccgcggga
accaggactg
cctececatcega
atggacagag
gtccctacag

atgaccaaga

gcegtggagt

tttcagcgat
ggccacaatt
taccatcagce
tgaggacacc
cagattgtgg
aaagggccca
cgcceectggge
aggcgccctyg
ctcecctecage
caacgtagat
acagggaggy
gctgtgcage
ctctgaccac
ggcagccaca
ctecagacctyg
aggccaaact
cccaatcttce
ccaacccagg
cagggacagg

gttcctgggg

ctecceggace
ccagttcaac
ggagcagttc
gctgaacgge
gaaaaccatc
gtcagctcgg
ggcagccccg
accaggtcag

gggagagcaa

tacaatatgg
acctatgagg
agggataatg
gctgtctact
tttgcccatt
tecegtettee
tgcctggtca
accagcggcg
agcgtggtga
cacaagccca
agggtgtcetyg
cccagceccag
cccactcatg
ggctggatge
ccaagagcca
ctccactcce
tctctgeaga
cctegececte
ccececagecgg
ggaccatcag
cctgaggtca
tggtacgtgg
aacagcacgt
aaggagtaca
tccaaagcca
cccaccctet
agagccacag
cctgacctgce

tgggcagccyg

14

cctgggtgeg
gcagaaacac
caaagaacag
attgtgcaag
ggggccaggyg
ccctggegece
aggactactt
tgcacacctt
ccgtgcccte
gcaacaccaa
ctggaagcca
ggcagcaagg
cccagggaga
ccctaccccea
tatccgggag
tcagctcaga
gtccaaatat
cagctcaagg
gtgctgacgce
tcttectgtt
cgtgegtggt
atggcgtgga
accgtgtggt
agtgcaaggt
aaggtgggac
gccctgggag
gtgtacaccc
ctggtcaaag

gagaacaact

ccaggecccea
ttattaccgg
tctgtacctg
ccecacceccag
aacactggtg
ctgcteccagg
ccecgaacceg
ccecggcetgte
cagcagcttyg
ggtggacaag
ggctcagece
catgccccat
gggtcttctg
ggccctgege
gaccctgecece
caccttctet
ggtcccccat
cgggacaggt
atccacctcc
ccecccaaaa
ggtggacgtg
ggtgcataat
cagcgteccte
ctccaacaaa
ccacggggtyg
tgaccgcectgt
tgcceccate
gcttctaccce

acaagaccac

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860



gcctceegtg ctggacteceg acggetcectt cttectetac agcaggetaa cegtggacaa 1920
gagcaggtgg caggagggga atgtcttctc atgctcegtg atgcatgagg ctctgcacaa 1980

ccactacaca cagaagagcc tctcccectgtce tcectgggtaaa 2020
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<210>
<211>
212>
<213>

<220>
<223>

<400>

19
286
PRT

Artificial

IL-17A/F

19

Met Gly Ile

1

Lys

Asn

Thr

Ser

65

Asp

Ile

Leu

Val

Gly

145

His

Asn

Thr

Ser

50

Val

Gly

Leu

Glu

His

130

Gly

Thr

Phe

Asn

35

Pro

Ile

Asn

Val

Lys

115

His

Gly

Phe

Thr

Pro

20

Thr

Trp

Trp

Val

Leu

100

Ile

Val

Ser

Phe

heterodimer

Ile

Arg

Asn

Asn

Glu

Asp

Arg

Leu

Ala

Gly

Gln
165

Pro

Thr

Pro

Leu

Ala

70

Tyr

Arg

Val

Gly

Gly

150

Lys

Arg

Val

Lys

His

55

Lys

His

Glu

Ser

Gly

135

Gly

Pro

Asn

Met

Arg

40

Arg

Cys

Met

Pro

Val

120

Gly

Gly

Glu

Pro

Val

25

Ser

Asn

Arg

Asn

Pro

105

Gly

Gly

Ser

Ser

Gly

10

Asn

Ser

Glu

His

Ser

90

His

Cys

Ser

Arg

Cys
170

15

Cys

Leu

Asp

Asp

Leu

75

Val

Cys

Thr

Gly

Lys

155

Pro

Pro

Asn

Tyr

Pro

60

Gly

Pro

Pro

Cys

Gly

140

Ile

Pro

Asn

Ile

Tyr

45

Glu

Cys

Ile

Asn

Val

125

Gly

Pro

Val

Ser

His

30

Asn

Arg

Ile

Gln

Ser

110

Thr

Gly

Lys

Pro

Glu

15

Asn

Arg

Tyr

Asn

Gin

95

Phe

Pro

Ser

Val

Gly
175

Asp

Arg

Ser

Pro

Ala

80

Glu

Arg

Ile

Gly

Gly
160
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Ser Met

Met Ser

Val Thr
210

Cys Arg
225

Lys

Arg

195

Trp

Asn

Met Asn Serx

His Gln

Val Gly

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

<220>
<223>

<400>

Met Arg
1

Ser Cys

Ile Asn

Ser Thr
50

Pro Ser
65

Gly

Cys
275

20
134
PRT

Leu

180

Asn

Asp

Leu

Val

Cys

260

Thr

Asp

Ile

Pro

Gly

Pro

245

Ser

Cys

Artificial

Ile

Glu

Asn

Cys

230

Ile

Val

Val

Gly

Ser

Arg

215

Ile

Gln

Ser

Thr

Cynomolgus IL-17F

20

Lys

Pro

Glu

35

Ser

Glu

Ile

Pro

20

Asn

Pro

Val

Pro

Val

Gln

Trp

Val

Lys

Pro

Arg

Asn

Gln
70

Val

Glu

Val

Tyr

55

Ala

Ile

Arg

200

Tyr

Asn

Gln

Phe

Pro
280

Gly

Gly

Ser

40

Thr

Gln

Ile

185

Ser

Pro

Ala

Glu

Gln

265

Val

His

Ser

25

Met

Val

Cys

Asn

Thr

Ser

Gln

Thr

250

Leu

Ile

Thr

10

Met

Ser

Thr

Lys

16

Glu

Ser

Glu

Gly

235

Leu

Glu

His

Phe

Lys

Arg

Trp

His
75

Asn

Pro

Val

220

Lys

Val

Lys

His

Phe

Leu

Asn

Asp

60

Leu

Gln

Trp

205

Val

Glu

Val

Val

Val
285

Gln

Asp

Ile

45

Pro

Gly

Arg

190

Asn

Gln

Asp

Arg

Leu

270

Gln

Lys

Thr

30

Glu

Asn

Cys

Val

Tyr

Ala

Ile

Arg

255

Val

Pro

15

Gly

Ser

Arg

Ile

Ser

Thr

Gln

Ser

240

Lys

Thr

Glu

Ile

Arg

Tyr

Asn
80



10

15

Ala

Glu

Gln

Val

Gln

Thr

Leu

Ile
130

Gly

Leu

Glu

115

His

Lys

Val

100

Lys

His

Glu Asp Ile Ser
85

Leu Arg Arg Lys

Val Leu Val Thr
120

Val Gln

Met Asn Ser Val Pro

90

His Gln Gly Cys Ser

105

Val Gly Cys Thr Cys

17

125

Ile Gln Gln
95

Val Ser Phe
110

Val Thr Pro



