X19760SEQUENCELISTINGST25
SEQUENCE LISTING

<110> Eli Lilly and Company
<120> ANTIBODIES THAT BIND IL-23
<130> X19760

<150> 61/774732
<151> 2013-03-08

<160> 15
<170> PatentIn version 3.5

<210> 1

<211> 10

<212> PRT

<213> Artificial Sequence

<220> ]
<223> synthetic construct

<400> 1

Gly Tyr Lys Phe Thr Arg Tyr val Met His
1 5 10

<210> 2

<211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> synthetic construct

<400> 2

Tyr Ile Asn Pro Tyr Asn Asp Gly Thr Asn Tyr Asn Glu Lys Phe Lys
1 5 10 15

Gly

<210> 3

<211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> synthetic construct

<400> 3

Ala Arg Asn Trp Asp Thr Gly Leu
1 5

<210> 4

<21i> 11

<212> PRT

<213> Artificial Sequence

<220>
<223> synthetic construct
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<400>

4

X19760SEQUENCELISTINGST2S

Lys Ala Ser Asp His Ile Leu Lys Phe Leu Thr
1 5 10

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

<220>
<223>

<400>

5
7
PRT

Artificial Sequence

synthetic construct

5

Gly Ala Thr Ser Leu Glu Thr
1

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

<220>
<223>

<400>

5

6
9
PRT

Artificial Seguence

synthetic construct

6

Gln Met Tyr Trp Ser Thr Pro Phe Thr
1 5

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

<220>
<223>

<400>
Gln val
1

Ser val
val met
Gly Tyr

50

Lys Gly

Met Glu

7
115
PRT

Artificial Sequence

synthetic construct

7

Gin Leu ga1 Gln

Lys va'l ser Cys
20

His Trp val Arg
35

Ile Asn Pro Tyr

Arg val Thr Ile
70

Leu Ser Ser Leu
85

Ser

Lys

Glin

Asn

55

Thr

Arg

Gly

Ala

Ala

40

Asp

Ala

Ser

Ala

Ser

25

Pro

Gly

ASp

Glu

Glu

10

Gly

Gly

Thr

Lys

val

Tyr

Gin

Asn

Ser
75

Lys

Lys

Gly

Tyr

60

Thr

Asp Thr Ala

90
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Lys

Phe

Leu

45

Asn

Ser

val

Pro

Thr

30

Glu

Glu

Thr

TYyr

Gly

15

Arg

Trp

Lys

Ala

Tyr
95

Ser

Tyr

Met

Phe

TYr

80

cys



X197 60SEQUENCELISTINGST25

Ala Arg Asn Trp Asp Thr Gly Leu Trp Gly GIn Gly Thr Thr val Thr
100

val Ser Ser

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

<220>
<223>

<400>

115

8
107
PRT

Artificial Sequence

synthetic construct

8

Asp Ile Gln
1

Met

Thr

20

Tyr

Thr

Gly

Ala

Thr

5

Ile

Glin

Ser

Thr

Thr

85

Gly

Gln

Thr

Glin

Leu

ASp

70

Tyr

Thr

Ser

Cys

Lys

Glu

55

Phe

Tyr

LYS

Artificial Sequence

synthetic construct

Asp Arg val

Leu Thr Trp
35

Tyr Gly Ala

50

ser Gly Ser

65

Glu Asp phe

Thr Phe Gly

<210> 9

<211> 441

<212> PRT

<213>

<220>

<223>

<400> 9

Gln val GIn Leu val GIn Ser

1

5

Pro

Lys

Pro

40

Thr

Thr

Cys

val

Gly

ser val Lys val Ser Cys Lys Ala
20

105

Ser

Ala

25

Gly

Gly

Leu

Gin

Giu
105

Ala

Ser

10

Ser

Lys

val

Thr

Met

90

ITe

Leu

Asp

Ala

Pro

Ile

75

Tyr

Lys

Ser

His

Pro

Ser

60

Ser

Trp

Glu val Lys

10

Ser Gly Tyr Lys
25

val Met His Trp val Arg GIn ﬁéa Pro Gly Glin Gly

35
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Ala

Ile

Arg

Ser

Ser

Lys

Phe

Leu
45

110

Ser

Leu

30

Leu

Phe

Leu

Thr

Pro

Thr
30

Glu

val Gly
15

Lys Phe

Leu Ile

ser Gly

Gln Pro

80

Pro Phe
95

Gly ser
15

Arg Tyr

Trp Met



Gly

LyS

Met

Ala

val

cys

Lys

Leu

Leu

Thr

val

Pro

225

Lys

val

Tyr

Glu

His
305

Tyr

50

Gly

Glu

Arg

Ser

Ser

130

Asp

Thr

Tyr

Lys

Asp

Ala

Pro

val

val

Gln

290

Gln

Ile

Arg

Leu

Asn

Ser

115

Arg

TYyr

Ser

Ser

Thr

195

Lys

Pro

Lys

val

Asp

Phe

Asp

Asn

vali

Ser

Trp

100

Ala

Ser

Phe

Gly

Leu

180

Tyr

Arg

Glu

Asp

Asp

260

Gly

Asnh

Trp

Pro

Thr

Ser

85

Asp

Ser

Thr

Pro

val

165

ser

Thr

val

Ala

Thr

245

val

val

Ser

Leu

Tyr

Ile

70

Leu

Thr

Thr

Ser

Glu

150

His

Ser

cys

Glu

Ala

230

Leu

Ser

Glu

Thr

Asn
310

Asn

55

Thr

Arg

Gly

Lys

Glu

135

Pro

Thr

val

Asn

Ser

215

Gly

Met

Gln

val

TYr

295

Gly

X19760SEQUENCELISTINGST25

Asp Gly Thr Asn Tyr Asn Glu

Ala

Ser

Leu

Gly

Ser

val

Phe

val

val

200

Lys

Gly

Ile

Glu

His

280

Arg

Lys

ASp

Glu

Trp

Pro

Thr

Thr

Pro

Thr

185

Asp

Tyr

Pro

ser

Asp

265

Asn

val

Lys

Asp

90

Gly

Ser

Ala

val

Ala

170

val

His

Gly

Ser

Arg

Pro

Ala

val

Tyr
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ser

75

Thr

GlIn

val

Ala

Ser

155

val

Pro

Lys

Pro

val

235

Thr

Glu

Lys

Ser

Lys
315

60

Thr

Ala

Gly

Phe

Leu

140

Trp

Leu

Ser

Pro

Pro

220

Phe

Pro

val

Thr

val

300

Cys

Ser

val

Thr

Pro

125

Gly

Asn

Gln

Ser

Ser

205

Cys

Leu

Glu

Gin

285

Leu

Lys

Thr

Tyr

Thr

110

Leu

Cys

Ser

Ser

Ser

190

Asn

Pro

Phe

val

Phe

270

Pro

Thr

val

Lys

Ala

Tyr

95

val

Ala

Leu

Gly

Ser

175

l.eu

Thr

Pro

Pro

Thr

255

Asn

Arg

val

Ser

Phe

Tyr

Cys

Thr

Pro

val

Ala

160

Gly

Gly

Lys

Cys

Pro

240

cys

Trp

Glu

Leu

Ash
320



Lys Gly Leu Pro Ser Ser Ile

GlIn Pro
Met Thr

Pro Ser
370

Asn Tyr
385

Leu Tyr
val pPhe
Gin Lys

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

<220>
<223>

<400>
Asp Ile
1

Asp Arg
Leu Thr
Tyr Gly

50

ser Gly
65

Glu Asp

Thr Phe

325

Arg Glu Pro GIn val
340

Lys Asn GIn val Ser

Asp Ile Ala val Glu
375

Lys Thr Thr Pro Pro
390

Ser Arg Leu Thr val
405

Ser Cys Ser val Met
420

Ser Leu Ser Leu Ser
435

10
214
PRT
Artificial Sequence

synthetic construct
10

Gln Met Thr Gin Ser
5

val Thr Ile Thr Cys
20

Trp Tyr Glin Gln Lys
35

Ala Thr ser Leu g;u

ser Gly Thr Asp phe
70

phe Ala Thr Tyr Tyr
85

Gly Gly Gly Thr Lys

X19760SEQUENCELISTINGST25

Glu Lys Thr Ile Ser Lys Ala

Tyr

Leu

360

Trp

val

Asp

His

Leu
440

Pro

Lys

Pro

40

Thr

Thr

cys

val

Thr

345

Thr

Glu

Leu

Lys

Glu

425

Gly

Ser

Ala

25

Gly

Gly

l.eu

Gln

Glu

330

Leu

cys

Ser

Asp

ser

410

Ala

Ser

10

Ser

Lys

val

Thr

Met
90

Pro

Leu

AsSnh

Ser

395

Arg

Leu

Leu

ASp

Ala

Pro

Ile

75

Tyr

Pro

val

Gly

ASp

Trp

His

Ser

His

Pro

ser

60

Ser

Trp

Ile Lys Arg
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Ser

365

Gln

Gly

Gln

Asn

Ala

Ile

LysS

45

Arg

Ser

Ser

Thr

Gln

350

Gly

Pro

Ser

Glu

His
430

ser

Leu

30

Leu

Phe

Leu

Thr

val

335

Glu

Phe

Glu

Phe

val

15

Lys

Leu

Ser

Gln

Pro

95

Ala

Gly

Glu

Tyr

Asn

Phe

400

Asn

Thr

Gly

Phe

Ile

Gly

Pro

80

Phe

Ala



100 105
Pro Ser val Phe Ile Phe Pro
115 120

Thr Ala ser val val Cys Leu Leu Asn Asn Phe

130 135
Lys val GIn Trp Lys val Asp Asn Ala Leu Gln
145 150 155
Glu Ser val Thr Glu Gin Asp Ser Lys Asp Ser

165 170
Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
180 185
Ala Cys Glu val Thr His GIn Gly Leu Ser Ser
195 200

Phe Asn Arg Gly Glu Cys

210
<210> 11
<211> 345
<212> DNA
<213> Artificial Sequence
<220>
<223> synthetic construct
<400> 11
caggtgcagc tggtgcagtc tggggctgag gtgaagaagc
tcctgcaagg cttctggata taaattcact cgttatgtta
cctggacaag ggcttgagtg gatgggatat attaatcctt
aatgagaagt tcaaaggcag agtcacgatt accgcggaca
atggagctga gcagcctgag atctgaggac acggecgtgt
gacacaggcc tctggggceca aggcaccact gtcacagtct

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

<220>
<223>

<400>

gacatccaga tgacccagtc tccatcctcc
atcacttgca aggcaagtga ccacattctc aaatttttaa cttggtatca gcagaaacca

gggaaagcce ctaagctcct gatctatggt gcaaccagtt tggaaactgg ggtcccatca

12
321
DNA

Artificial Sequence

synthetic construct

12

X19760SEQUENCELISTINGST2

5
110

Pro Ser Asp Glu Gln Leu Lys Ser

Page 6

125

Tyr Pro

140

ser Gly

Thr Tyr

Lys His

Pro val
205

ctgggtectc ggtgaaggtc
tgcactgggt gcgacaggcec
acaatgatgg tactaactac
aatccacgag cacagcctac

attactgtgce gagaaactgy

cctca

Arg Glu

Asn Ser

Ser Leu
175

Lys val
190

Thr Lys

Gly

Ala

GIn

160

Ser

Tyr

Ser

ctgtctgcat ctgtaggaga cagagtcacc

60
120
180
240
300
345

60
120
180



X19760SEQUENCELISTINGST25
aggttcagtg gcagtggatc tgggacagat titcactctca ccatcagcag tctgcaacct

gaagattttyg caacttacta ctgtcaaatg tattggagta ctccgttcac gttcggaggg

gggaccaagg tggaaataaa a

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

<220>
<223>

<400> 13
caggtgcagc

13
1323
DNA

tcctgcaagyg
cctggacaag
aatgagaagt
atggagctga
gacacaggcc
ccatcggtct
ggctgectgg
ctgaccagcg
agcagcgrog
gatcacaagc
tgcccaccct
aaacccaagg
gtgagccagg
aatgccaaga
ctcaccgtcce
aaaggcectcec
ccacaggtgt
acctgeetgg
cagccggaga
ctctacagca
tcegtgatgce
ggt

14

642
DNA

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

tggtgcagtc
cttctggata
ggctrgagtg
tcaaaggcag
gcagcctgag
tctggggeca
tececgetage
tcaaggacta
gcgtgcacac
tgaccgtgcec
ccagcaacac
gcccageacce
acactctcat
aagaccccga
caaagccgceg
tgcaccagga
cgtcctecat
acaccctgec
tcaaaggctt
acaactacaa
ggctaaccgt
atgaggctct

Artificial Sequence

synthetic construct

tggggctgag
taaattcact
gatgggatat
agtcacgatt
atctgaggac
aggcaccact
gcectgetec
cttccecgaa
cttcecgget
ctccageage
caaggtggac
tgaggccgec
gatctcccgg
ggtccagttc
ggaggagcag
ctggctgaac
cgagaaaacc
cccateccag
ctaccccagc
gaccacgect
ggacaagagc

gcacaaccac

Artificial Sequence

gtgaagaagc
cgttatgtta
attaatcctt
accgcggaca
acggecgtgt
gtcacagtct
aggagcacct
ccggtgacgg
gtcctacagt
ttgggcacga
aagagagttg
gggggaccat
acccctgagg
aactggtacg
ttcaacagca
ggcaaggagt
atctccaaag
gaggagatga
gacatcgccg
cccgtgetgg
aggtggcagg

tacacacaga

Page 7

ctgggtectc
tgcactgggt
acaatgatgg
aatccacgag
attactgtgc
cctcagectce
ccgagageac
tgtcgtggaa
cctcaggact
agacctacac
agtccaaata
cagtcttect
tcacgtgegt
tggatggcgt
cgtaccgtgt
acaagtrgcaa
ccaaagggcea
ccaagaacca
tggagtggga
actccgacgg

aggggaatgt

agagccrctc

ggtgaaggtc
gcgacaggec
tactaactac
cacagcctac
gagaaactgg
caccaagggc
agcegeectyg
ctcaggcegec
ctactccectc
ctgcaacgta
tggtcccecca
gttccceecca
ggtggtggac
ggaggtgcat
ggtcagcgtc
ggtctccaac
gcceegagag
ggtcagcctg
aagcaatggg
ctccttcettc
cttctcatge
cctgtcetetg

240
300
321

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

1020
1080
1140
1200
1260
1320
1323



<220>
<223>

<400> 14
gacatccaga

atcacttgea
gggaaagccc
aggttcagty
gaagattttg
gggaccaagg
tctgatgage
cccagagagg
gagagtgtca
ctgagcaaag
ctgagctcgc
<210>
<211>
<212>
<213>
<400>

15
170
PRT
Homo

15

Arg Ala val
1

Leu Ser Gln

Gly Met

35

val Pro His

50

Asp Asn Ser

65

Tyr Glu Lys

Leu Pro Asp

Ser Gln Leu

115

Pro Ser Leu

130

tgacccagtc
aggcaagtga
ctaagctcct
gcagtggatc
caacttacta
tggaaataaa
agttgaaatc
ccaaagtaca
cagagcagga
cagactacga

ccgtcacaaa

sapiens

Pro Gly

5

Leu
Asp Leu
Ile Gln
Gln phe

Leu
85

Leu

sSer Pro

100

Leu G1n

Ser Pro

Gly

cys

Arg

Cys

Cys

70

Gly

val

Pro

Ser

X19760SEQUENCELISTINGST2S

synthetic construct

tccatcctcec
ccacattetce
gatctatggt
tgggacagat
ctgtcaaatg
acgaactgtg
tggaactgcce
gtggaaggtyg
cagcaaggac
gaaacacaaa

gagcttcaac

Ser Ser

Thr

teu

Glu
40

Glu

Gly
55

Asp
Leu Gin
Ser Asp
Gly Gln
Glu Gly

Glin
135

Pro

ctgtctgeat
aaatttttaa
gcaaccagtt
ttcactctca
tattggagta
gctgcaccat
tctgttgtgt
gataacgccc
agcacctaca

gtctacgcect
aggggagagt

Ala
10

Pro Trp

Ala
25

Trp Ser

Gly Asp Glu

Gly Cys

His
75

Arg Ile

phe Thr

90

Ile

Lteu His Ala

105

His His Trp

Trp Gln Arg

Page 8

ASp-

ctgtaggaga
cttggtatca
tggaaactgg
ccatcagcag
ctecegtteac
ctgtcttcat
gcctgetgaa
tccaateggg
gcctcageag
gcgaagtcac

gc

Thr GIn Cys

Ala His Pro

30

Glu Thr Thr

Pro Gin

60

Gly

Gln Gly Leu

Gly Glu Pro

Ser Leuy Leu

110

Thr
125

Glu Gin

Leu Leu

140

Leu

cagagtcacc
gcagaaacca
ggtcccatca
tctgcaacct
gttcggaggg
cttcccgeca
taacttctat
taactcccag
caccctgacg

ccatcagggce

Gin GlIn

15

Leu val

Asn Asp
Leu

Arg

Phe
80

Ile

Ser
95

Leu
Gly Leu
Gin Ile

Arg phe

60
120
180
240
300
360
420
480
540
600
642



X19760SEQUENCELISTINGST25

Lys ITe Leu Arg Ser Leu GIn Ala Phe val Ala val Ala Ala Arg val
145 150 155 160

Phe Ala His Gly Ala Ala Thr Leu Ser Pro
165 170
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