Anti-PDL1_ST25.txt
SEQUENCE LISTING

<110> Merck Patent GmbH
<120> Anti-PD-L1 Antibodies And Uses Thereof
<130> P 11/183

<150> uS 61/563,903
<151> 2011-11-28

<160> 35
<170> PatentIn version 3.5

<210> 1

<211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> from human FAB Tibrary

<220>

<221> MISC_FEATURE

<222> (D..(D

<223> X =K, R, T, Q, G, A, W, M, Tors

<220>

<221> MISC_FEATURE

<222> (3)..(3

<223> X =V, R, K, L, Mor I

<220>

<221> MISC_FEATURE

<222> (5)..(5

<223> X =H, T, N, Q, A, V, Y, W, Form

<400> 1

Xaa Tyr Xaa Met Xaa
1 5

<210> 2

<211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> from human FAB library

<220>

<221> MISC_FEATURE
<222> (8)..(8)
<223> X =Forl

<220>

<221> MISC_FEATURE
<222> (14)..(1%8
<223> X=Sor T
<400> 2

Ser Ile Tyr Pro Ser Gly Gly Xaa Thr Phe Tyr Ala Asp Xaa val Lys
1 5 10 15
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Gly

<210> 3

<211> 11

<212> PRT

<213> Artificial Sequence
<220>

<223> from human Fab Tibrary

<220>

<221> MISC_FEATURE
<222> (10)..(10)
<223> X =EorbD

<400> 3

Ile Lys Leu Gly Thr val Thr Thr val Xaa Tyr
1 5 10
<210> 4

<211> 30

<212> PRT

<213> Artificial Sequence

<220>

<223> from human Fab Tibrary

<400> 4

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

Ser Leu Arg Leu Ser Cys Ala Ala ;er Gly Phe Thr Phe ser
20 5

<210> 5

<211> 14

<212> PRT

<213> Artificial Sequence
<220>

<223> from human Fab Tlibrary
<400> 5

Trp val Arg GIn Ala Pro Gly Lys Gly LSu Glu Trp val Ser
1 5 1

<210> 6

<211> 32

<212> PRT

<213> Artificial Sequence
<220> ]
<223> from human Fab library
<400> 6
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Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu GIn
1 5 10 15

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr g%s Ala Arg
20 25

<210> 7

<211> 11

<212> PRT

<213> Artificial Sequence

<220>

<223> from human Fab Tlibrary

<400> 7

Trp Gly GIn Gly Thr Leu val Thr val Ser Ser
1 5 10
<210> 8

<211> 14

<212> PRT

<213> Artificial Sequence

<220>

<223> from human Fab Tibrary

<220>

<221> MISC_FEATURE
<222> (4)..D
<223> X =Nor s

<220>

<221> MISC_FEATURE
<222> (5)..(5)
<223> X =T, Ror S

<220>

<221> MISC_FEATURE
<222> (9..®
<223> X =Ao0ora G

<400> 8

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

<210> 9

211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> from human Fab Tibrary

<220>

<221> MISC_FEATURE
<222> (1)..(D
<223> X =E or oD

<220>
<221> MISC_FEATURE
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<222> (3)..(3)
<223> X =1I, Nor s
<220>

<221> MISC_FEATURE
<222> (4)..(4)
<223> X =D, Hor N

<400> 9

gaa val Xaa Xaa Arg Pro Ser
5

<210> 10

<211> 10

<212> PRT

<213> Artificial Sequence

<220>

<223> from human Fab Tibrary

<220>

<221> MISC_FEATURE
<222> (3)..(3)
<223> X =Fory

<220>

<221> MISC_FEATURE
<222> (5)..(5
<223> X =Nor S

<220>

<221> MISC_FEATURE
<222> (6)..(6)
<223> X =R, Tors

<220>

<221> MISC_FEATURE
<222> @)..(7)
<223> X =Gor s

<220>

<221> MISC_FEATURE
<222> (8)..(8)
<223> X =Ior T

<400> 10

Ser Ser xaa Thr Xaa Xaa Xaa Xaa Arg val
1 5 10
<210> 11

<211> 22

<212> PRT

<213> Artificial sequence

<220>

<223> from human Fab Tlibrary

<400> 11

Gln Ser Ala Leu Thr GIn Pro Ala Ser val Ser Gly Ser Pro Gly Gln
1 5 10 15
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Ser Ile Thr Ile Ser Cys
20

<210> 12

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> from human Fab library

<400> 12

Trp Tyr Gln Gln His Pro Gly Lys Ala Pro Lys Leu Met Ile Tyr
1 5 10 15

<210> 13

<211> 32

<212> PRT

<213> Artificial Sequence

<220>
<223> from human Fab Tibrary

<400> 13

Gly val Ser Asn Arg Phe Ser Gly Ser Lys Ser Gly Asn Thr Ala Ser
1 5 10 15

teu Thr Ile Ser Gly Leu GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys
20 25 30

<210> 14

<211> 10

<212> PRT

<213> Artificial Sequence
<220>

<223> from human Fab Tibrary
<400> 14

ihe Gly Thr Gly Ehr Lys val Thr val Leu

<210> 15

<211> 5

<212> PRT

<213> Artificial Sequence
<220>

<223> from human Fab Tibrary
<400> 15

Ser Tyr Ile Met Met
1 5

<210> 16
<211> 17
<212> PRT

<213> Artificial Sequence
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<220>
<223> from human Fab Tibrary
<400> 16

Ser Ile Tyr Pro Ser Gly Gly Ile Thr Phe Tyr Ala Asp Thr val Lys
1 5 10 15

Gly

<210> 17

<211> 11

<212> PRT

<213> Artificial Sequence
<220> .
<223> from human Fab library
<400> 17

i1e Lys Leu Gly ghr val Thr Thr val égp Tyr

<210> 18

<211> 14

<212> PRT

<213> Artificial Sequence
<220>

<223> from human Fab library
<400> 18

Ihr Gly Thr Ser Ser Asp val Gly Gly I%r Asn Tyr val Ser
5

<210> 19

<211> 7

<212> PRT )

<213> Artificial Sequence
<220>

<223> from human Fab library
<400> 19

Asp val Ser Asn Arg Pro Ser
1 5

<210> 20

<211> 10

<212> PRT

<213> Artificial Sequence
<220>

<223> from human Fab library
<400> 20

Ser Ser Tyr Thr Ser Ser Ser Thr Arg val
1 5 10
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<210>
<211>
<212>
<213>

<220>
<223>

<400>

Anti-PDL1_ST25.txt

21

5

PRT

Artificial Sequence

from human Fab Tibrary
21

Met Tyr Met Met Met
1 5

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

<220>
<223>

<400>

Ser Ile Tyr Pro Ser Gly Gly Ile Thr Phe Tyr Ala Asp Ser val Lys
1 5 10 15

Gly

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

<220>
<223>

<400>

22

17

PRT

Artificial Ssequence

from human Fab Tibrary

22

23

14

PRT

Artificial Sequence

from human Fab Tibrary

23

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

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

<220>
<223>

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

<400>

1

24
120
PRT
Artificial Sequence

from human Fab Tlibrary

MISC_FEATURE
1..a20 .
A09-246-2 heavy chain variable region

24

Glu val Gln Leu geu Glu ser Gly Gly Gly Leu val Gln Pro G;y Gly

10
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Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30

ile Met Met Trp val Arg Gln Ala Pro Gly Lys Gly hgu Glu Trp val
35 40

ser Ser Ile Tyr Pro Ser Gly Gly Ile Thr Phe g%r Ala Asp Thr val
50 55

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65 70 75 80

Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys
85 920 95

Ala Arg Ile Lys Leu Gly Thr val Thr Thr val Asp Tyr Trp Gly Gln
100 105 110

Gly Thr Leu val Thr val Ser Ser

115 120
<210> 25
<211> 110
<212> PRT
<213> Artificial Sequence

<220>
<223> from human Fab library

<220>

<221> MISC_FEATURE

<222> (1)..(110)

<223> A09-246-2 light chain variable region

<400> 25
GIn ser Ala Leu Thr GIn Pro Ala Ser val Ser Gly Ser Pro Gly GIn
1 5 10 15

Ser Ile Thr gge Ser Cys Thr Gly Thr Ser Ser Asp val ggy Gly Tyr
25

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

Met I%e Tyr Asp val Ser égn Arg Pro Ser Gly ZST Ser Asn Arg Phe
5

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

GlIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys Ser Ser Tyr Thr Ser Ser
85 90 5
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<210>
<211>
<212>
<213>

<220>
<223>

<220>
<221>
<222>
<223>
<400>

Glu val
1

Ser Leu
Met Met

Ser Ser
50

Lys Gly
65

Leu GIn
Ala Arg
Gly Thr

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

<220>
<223>

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

<400>

Anti-PDL1_ST25.txt
Ser Thr Arg val Phe Gly Thr Gly Thr Lys val Thr val
100 105

26

120

PRT

Artificial Sequence

from human Fab Tlibrary

misc_feature

(1)..(120) _ _ _
A09-188-1 heavy chain variable region
26

GIn Leu Eeu Glu ser Gly Gly ggy Leu

Arg Leu Ser Cys Ala Ala Ser Gly Phe
20 25

Met Trp val Arg GIn Ala Pro Gly Lys
35 40

Ile Tyr Pro Ser g]y Gly Ile Thr Phe
5

Arg Phe Thr Ile Ser Arg Asp Asn Ser
70 75

Met Asn Ser Leu Arg Ala Glu Asp Thr
85 90

ITe Lys Leu Gly Thr val Thr Thr val
100 105

Leu val Thr val Ser Ser
115 120

27

110

PRT

Artificial Sequence

from human Fab library

MISC_FEATURE
(D..(110)
AQ09-188-1 1light chain variable region

27

Seite 9

val

Thr

Gly

Tyr

60

Lys

Ala

ASp

GlIn

Phe

Leu

45

Ala

Asn

Ile

Tyr

Leu
110

Pro

ser

30

Glu

Asp

Thr

TYyr

Trp
110

Gly

15

Met

Trp

ser

Leu

Tyr

95

Gly

Gly

Tyr

val

val

Tyr

80

cys

Glin



GIn ser
Ser Ile
Asn Tyr

Met Ile
50

Ser Gly
65

GIn Ala
Ser Thr

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

<400>
Met Arg
1

Asn Ala
Gly Ser
Asp Leu

50
Ile Gln
65
Tyr Arg
Ala Ala

Arg Cys

Lys val

Ala

Thr

val

35

Tyr

Ser

Glu

Arg

28
290
PRT
Homo

28

Ile

Phe

Asn

35

Ala

Phe

Gln

Leu

Met

115

Asn

Leu

Ile

20

ser

Asp

Lys

Asp

val
100

Thr

Ser

Trp

val

Ser

Glu

85

Phe

sapiens

Phe

Thr

20

Met

Ala

val

Arg

GIn

100

Ile

Ala

Ala

5

val

Thr

Leu

His

Ala

85

Ile

ser

Pro

Gln

cys

TYyr

Ser

Gly

70

Ala

Gly

val

Thr

Ile

Ile

Gly

70

Arg

Thr

Tyr

Tyr

Pro

Thr

Gln

Asn

55

Asn

Asp

Thr

Phe

val

Glu

val

55

Glu

Leu

Asp

Gly

Asn

Gly

Gln

40

Arg

Thr

Tyr

Gly

Ile

Pro

Cys

Tyr

Glu

Leu

val

Gly

Lys

Anti-PDL1_ST25.txt
Ala Ser val Sser Gly Ser
10

Thr

25

His

Pro

Ala

Tyr

Thr
105

Phe

Lys

Trp

Asp

Lys

Ile

Ser

Pro

Ser

Ser

Cys

90

Lys

Met

10

Asp

Phe

Glu

Leu

Asp

90

Leu

Asp

Ser

Gly

Gly

Leu

75

Ser

val

Thr

Leu

Pro

Met

Gln

Tyr

Asp

Lys

val

60

Thr

Ser

Thr

Tyr

Tyr

val

Glu

60

val

Leu

Asp

Lys

Asn GIn Arg
Seite 10

val

Ala

45

Ser

Ile

TYyr

val

Trp

val

Glu

45

AsSp

Gln

Ser

Ala

Pro

Gly

30

Pro

Asn

ser

Thr

Leu
110

His

val

30

Lys

Lys

His

Leu

Gly

Ile

Leu

Gly

15

Ala

Lys

Arg

Gly

ser
95

Leu

15

Glu

Gln

Asn

ser

Gly

95

val

Thr

val

Gln

Tyr

Leu

Phe

Leu

80

ser

Leu

Tyr

Leu

Ile

Ser

80

Asn

Tyr

val

val




145

Pro

Gly

val

Cys

val

225

Leu

Phe

Gly

Glu

130

Pro

Lys

Lys

Thr

Thr

210

Ile

val

Ile

Ile

Thr
290

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

<220>
<223>

<400>

val

Ala

Thr

sSer

195

Phe

Pro

Ile

Phe

Gln

275

29
226
PRT

Thr

Glu

Thr

180

Thr

Arg

Glu

Leu

Arg

260

Asp

Ser

val

165

Thr

Leu

Arg

Leu

Thr

Glu

150

Ile

Thr

Arg

Leu

Pro

230

Ala

Arg

Asn

135

His

Trp

Asn

Ile

215

Leu

Ile

Lys

Ser

Artificial Sequence

Glu

Thr

ser

Asn

200

Pro

Ala

Leu

Gly

from human Fab Tlibrary

29

Phe Thr val Thr val Pro Lys Asp
1 5

Asn Met Thr Ile Glu Cys Lys Phe
20

Ala Ala Leu Ile val Tyr Trp Glu
40

Phe val His Gly Glu Glu Asp Leu
50 55

Anti-PDL1_ST25.txt

Leu

Ser

Lys

Thr

Glu

His

Leu

Arg

Lys

Leu

Pro

25

Met

Lys

Thr Cys
155

Ser Asp
170

Arg Glu
Thr Thr
Glu Asn
Pro Pro

235

Cys Leu
250
Met Met

Gln Ser

Tyr val
10

val Glu
Glu Asp

val Gln

140

Gln

His

Glu

Asn

His

220

Asn

Gly

Asp

Asp

val

Lys

Lys

His
60

Seite 11

Ala

GlIn

Lys

Glu

205

Thr

Glu

val

val

Thr
285

Glu

Gln

Asn

45

ser

Glu

val

Leu

190

Ile

Ala

Arg

Ala

Tyr

Leu

30

Ile

Ser

Gly

Leu

175

Phe

Phe

Glu

Thr

Leu

255

Lys

Leu

Gly
15
Asp

Ile

TYyr

Tyr

160

ser

Asn

Tyr

Leu

His

240

Thr

Cys

Glu

ser

Leu

Gln

Arg




Gln Ala

65

Arg

Leu GIn Ile

Met ITle Ser

Pro
115

Asn Ala

Thr
130

val Ser

Ala Glu val

145

Thr Thr Thr

Ser Thr Leu

Phe Arg Arg

195

Glu
210

Pro Leu

His His

225

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

<220>
<223> from

<400> 30
atggagttgc

30
1407
DNA

gtgcagctge
tgcgccgect
ggcaagggcc
gacaccgtga
cagatgaact

ggcaccgtga

Arg Leu

Thr Asp

85

Tyr
100

Gly
Tyr Asn
His

Glu

Ile Trp

Leu

70

val

Gly

Lys

Glu

Thr

Anti-PDL1_ST25.txt

Lys

Lys Leu

Ala Asp

Ile Asn

120

Leu Thr

135

Ser Ser

150

Thr Asn

165

Arg Ile

Leu Asp

Pro Leu

human Fab

ctgttaggct
tggaatccgg
ccggcttcac
tggaatgggt
agggccggtt
ccctgegggce

ccaccgtgga

sSer

Asn

Pro

Ala

Lys Arg

Thr Thr

Glu
200

Glu

His Pro

215

Artificial Sequence

Tlibrary

gttggtgctg
cggaggactg
cttctccagce
gtcctccatc
caccatctcc
cgaggacacc

ctactggggc

Gln Asp Ala

90

Tyr
105

Lys Arg

Gln Arg Ile

Cys GIn Ala

Gln
155

Asp His

Glu
170

Glu Lys

Thr Glu

185

Asn

Asn His Thr

Pro Asn Glu

atgttctgga
gtgcagcctg
tacatcatga
tacccctecg
cgggacaact
gccgtgtact

cagggcaccc

Asp GIn Leu Ser Leu Gly Asn
75

Gly val Tyr

val
110

Ile Thr

val val

125

Leu

Glu
140

Gly Tyr

val Leu Ser

Leu Phe Asn

Ile Phe Tyr

190

Glu
205

Ala Leu

Arg His His

ttcctgcetag
gcggcteect
tgtgggtgcg
gcggcatcac
ccaagaacac
actgcgeccg

tggtgacagt

Seite 12

Ala
80

Ala

Arg Cys

95

Lys val

Asp Pro

Pro Lys

Gly Lys

160

val Thr

175

Cys Thr

val 1Ile

His His

ctccagegag
gagactgtct
acaggceccct
cttctacgcec
cctgtacctg
gatcaagctg

gtcctecgec

60
120
180
240
300
360
420
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<210>
<211>
<212>
<213>

<220>
<223>

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

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

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

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

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

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

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

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

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

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

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

<220>
<221>
<222>

32
450
PRT

Artificial Sequence

from human Fab library

CHAIN
(1)..(450)

Anti-PDL1_ST25.txt

A09-246-2 complete heavy chain

CHAIN
(1)..(30)

A09-246-2 heavy chain framework region 1

CHAIN
(1..(120
A09-246-2 heavy

BINDING
GD..(35
A09-246-2 heavy

CHAIN
(36)..(49)
A09-246-2 heavy

BINDING
(50)..(66)
AQ09-246-2 heavy

CHAIN
(67)..(98)
A09-246-2 heavy

BINDING
(99)..(109)
A09-246-2 heavy

CHAIN
(110)..(120)
A09-246-2 heavy

CHAIN
(121)..(218)
A09-246-2 heavy

CHAIN
(219)..(233)
A09-246-2 hinge

CHAIN
(234)..(450)

chain

chain

chain

chain

chain

chain

chain

chain

region

variable region

complementarity determining region 1

framework region 2

complementarity determining region 2

framework region 3

complementarity determining region 3

framework region 4

constant domain 1
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Anti-PDL1_ST25.txt
<223> A09-246-2 heavy chain constant domain 2 and 3

<400> 32
Glu val GIn Leu Leu Glu ser Gly Gly Gly Leu val Gln Pro Gly Gly
1 10 _ 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30

Ile Met Met Trp val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp val

ser Sgr Ile Tyr Pro Ser Gly Gly Ile Thr Phe Tyr Ala Asp Thr val
S 55 60

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr

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

Ala Arg Ile Lys Leu Gly Thr val Thr Thr val Asp Tyr Trp Gly GIn
100 105 110

Gly Thr Leu val Thr val Ser Ser Ala Ser Thr Lys Gly Pro Ser val
115 120 125

Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala
130 135 140

Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu Pro val Thr val Ser
145 150 155 160

Trp Asn Ser Gly Ala Leu Thr Ser Gly val His Thr Phe Pro Ala val
165 170 175

Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser val val Thr val Pro
180 185 190

ser Ser Ser Leu Gly Thr GIn Thr Tyr Ile Cys Asn val Asn His Lys
195 200 205

Pro Ser Asn Thr Lys val Asp Lys Lys val Glu Pro Lys Ser Cys Asp
210 215 220

Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly
225 230 235 240

Pro Ser val phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile
245 250 255

Seite 15




ser

Asp

Asn

val

305

Glu

Lys

Thr

Thr

Glu

385

Leu

Lys

Glu

Gly

Arg

Pro

Ala

290

val

Tyr

Thr

Leu

370

Ser

Asp

ser

Ala

Lys
450

<210>
<211>
<212>

<213>

<220>
<223>

<220>

<221>

<222>

<223>

<220>

<221>

Thr

Glu

275

Lys

ser

Lys

Ile

Pro

355

Leu

Asn

Ser

Arg

Leu
435

33

216
PRT
Artificial Sequence

CHAIN
(1)..(216) )
A09-246-2 complete Tight chain

CHAIN

Pro

260

val

Thr

val

Cys

ser

340

Pro

val

Gly

Asp

Trp

420

His

Glu

Lys

Lys

Leu

Lys

325

Lys

Ser

Lys

Gln

Gly

Gln

Asn

val

Phe

Pro

Thr

310

val

Ala

Arg

Gly

Pro

390

ser

Gln

His

Thr

Asn

Arg

295

val

Ser

Lys

Asp

Phe

375

Glu

Phe

Gly

Tyr

Leu

Asn

Gly

Glu

360

Tyr

Asn

Phe

Asn

Thr
440

from human Fab Tlibrary

Anti-PDL1_ST25.txt
Cys val val val Asp val

265

Tyr

Glu

His

Lys

GlIn

345

Leu

Pro

Asn

Leu

val

425

Gln

val

Gln

Gln

Ala

330

Pro

Thr

ser

Tyr

TYr

410

Phe

Lys

Asp

Tyr

AsSp

315

Leu

Arg

Lys

ASp

ser

ser

Gly

Asn

300

Trp

Pro

Glu

Asn

Ile

380

Thr

Lys

cys

Leu

Seite 16

val

285

Ser

Leu

Ala

Pro

GlIn

365

Ala

Thr

Leu

ser

Ser
445

Ser

270

Glu

Thr

Asn

Pro

Gln

350

val

val

Pro

Thr

val

430

Leu

His

val

Tyr

Gly

Ile

335

val

ser

Glu

Pro

val

415

Met

ser

Glu

Arg

Lys

320

Tyr

Leu

Trp

val

400

Asp

His

Pro



Anti-PDL1_ST25.txt
<222> (1)..(22) .
<223> A09-246-2 Tight chain framework region 1

<220>

<221> CHAIN

<222> (1)..(110)

<223> A09-246-2 light chain variable region

<220>

<221> BINDING

<222> (23)..(36) ) ]
<223> A09-246-2 light chain complementarity determining region 1

<220>

<221> CHAIN

<222> (37)..(51)

<223> A09-246-2 light chain framework region 2

<220>

<221> BINDING

<222> (52)..(58)

<223> A09-246-2 light chain complementarity determining region 2

<220>

<221> CHAIN

<222> (59)..(90)

<223> A09-246-2 light chain framework region 3

<220>

<221> BINDING

<222> (91)..(100)

<223> A09-246-2 light chain complementarity determining region 3

<220>

<221> CHAIN

<222> (101)..(110)

<223> A09-246-2 light chain framework region 4

<220>

<221> CHAIN

<222> (111)..(216)

<223> A09-246-2 Tight chain constant domain

<400> 33

Gln Ser Ala Leu Thr GIn Pro Ala Ser val Ser Gly Ser Pro Gly Gin
1 5 10 15

Ser Ile Thr %%e Ser Cys Thr Gly Thr Ser Ser Asp val ggy Gly Tyr
25

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

Met Ile Tyr Asp val Ser Asn Arg Pro Ser Gly g81 Sser Asn Arg Phe
50 55

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

GIn Ala Glu Asp Glu Ala Asp Tyr Tyr Cys Ser Ser Tyr Thr Ser Ser
85 90 95
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val Phe Thr

100

Ser Thr Arg Gly

Thr
120

Ala Thr val

115

Pro Lys Asn Pro

Thr
135

Gln Ala Ala Leu

130

Leu Asn Lys

val Ala

150

Pro Ala val Thr

145

Gly Trp

Thr Thr Pro

165

Ala Gly val Glu Lys

Ala Ala Ser Leu Ser Leu

180

ser Tyr

Thr
200

Arg Ser Tyr Ser Gln val

195

Ccys

val Ala Thr Glu Ser

210

Thr Pro

215

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

<220>
<223>

34
450
PRT
Artificial Sequence

from human Fab Tibrary

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

<400>

CHAIN
(1)..(450)
A09-188-1 complete heavy

34
Glu val GIn Leu Leu Glu Ser Gly
1 5

Ser Leu Arg Leu Ser Cys Ala Ala
20

Met Met Met Trp val Arg Gln
35 40

Ser Ser Ile Tyr Pro Ser Gly Gly
50 55

Lys Gly Arg Phe Thr Ile Ser Arg
65 7

Anti-PDL1_ST25.txt

Gly Thr Lys

105

Leu

val

Lys

ser

Thr

185

His

val Thr

Phe Pro Pro

Ile
140

Cys Leu

Ala Asp Gly

155

Lys Gln sSer

Pro Glu Gln

Glu Gly ser

chain

Gly

Ser

25

Pro

Ile

Asp

Gly Leu val
10

Gly Phe Thr

Gly Lys Gly

Thr Phe Tyr

60

Asn Ser
75

Lys

Seite 18

val

Ser

125

Ser

ser

Asn

Trp

Thr
205

Gln

Phe

Leu

45

Ala

Asn

Leu Gln

110

Gly

Ser Glu

Asp Phe Tyr

Pro val Lys

Asn Tyr

Lys His

190

val Glu Lys

Pro Gly Gly
15

ser Met
30

Tyr

Glu Trp val

Asp Ser Vval

Thr Leu Tyr

80



Leu

Ala

Gly

Phe

Leu

145

Trp

Leu

Ser

Pro

Lys

Pro

Ser

Asp

Asn

val

305

Glu

Lys

Gln

Arg

Thr

Pro

130

Gly

Asn

Gln

Ser

Ser

210

Thr

Ser

Arg

Pro

Ala

290

val

Tyr

Thr

Met

Ile

Leu

115

Leu

Cys

Ser

Ser

Ser

195

Asn

His

val

Thr

Glu

275

Lys

Ser

Lys

Ile

Asn

Ala

Leu

Gly

Ser

180

Leu

Thr

Thr

Phe

Pro

260

val

Thr

val

cys

ser
340

ser

85

Leu

Thr

Pro

val

Ala

165

Gly

Gly

Lys

Cys

Leu

245

Glu

Lys

Lys

Leu

Leu

Gly

val

ser

Leu

Thr

val

Pro

230

Phe

val

Phe

Pro

Thr

310

val

Ala

Arg

Thr

Ser

ser

135

Asp

Thr

Tyr

Gln

215

Pro

Pro

Thr

Asn

Arg

295

val

ser

Lys

Anti-PDL1_ST25.txt

Ala Glu Sgp Thr Ala Ile Tyr

val

Ser

120

Lys

Tyr

Ser

Ser

Thr

200

Lys

Cys

Pro

cys

Trp

280

Glu

Leu

Asn

Gly

Thr

105

Ala

Ser

Phe

Gly

Leu

185

Tyr

Arg

Pro

Lys

val

265

Tyr

Glu

His

Lys

Gln
345

Thr

Ser

Thr

Pro

val

170

ser

Ile

val

Ala

Pro

250

val

val

Gln

Gln

Ala

330

Pro

val

Thr

Ser

Glu

155

His

ser

Cys

Glu

Pro

235

Lys

val

Asp

Tyr

Asp

315

Leu

Arg

Asp

Lys

Gly

Pro

Thr

val

Asn

Pro

220

Glu

Asp

Asp

Gly

Asn

300

Trp

Pro

Glu

Seite 19

Tyr

Gly

Gly

val

Phe

val

val

205

Lys

Leu

Thr

val

val

285

ser

Leu

Ala

Pro

Trp

110

Pro

Thr

Thr

Pro

Thr

190

Asn

ser

Leu

Leu

ser

270

Glu

Thr

Asn

Pro

Gln
350

TYyr

95

Gly

ser

Ala

val

Ala

175

val

His

Cys

Gly

Met

255

His

val

Tyr

Gly

Ile

335

val

Cys

Gln

val

Ala

Ser

160

val

Pro

Lys

Asp

Glu

His

Arg

Tyr




Thr Leu

Thr Cys

Anti-PDL1_ST25.txt

Pro Pro Ser Arg Glu Glu Met Thr

355 360

Leu val Lys Gly Phe Tyr

370 375

Glu Ser Asn Gly GIn Pro Glu Asn

385

390

Leu Asp Ser Asp Gly Ser Phe Phe

Lys Ser Arg Trp GIn GIn Gly Asn

420

Glu Ala Leu His Asn His Tyr Thr

Gly Lys

435 440

450

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

<220>
<223>

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

<400>

35

216

PRT

Artificial Sequence

from human Fab library

CHAIN
(1)..(216)
A09-188-1 complete Tight

35

GIn Ser Ala Leu Thr GIn Pro Ala
1 5

Ser Ile

Asn Tyr

Met Ile

50

Ser Gly

65

GIn Ala

Thr Ile Ser Cys Thr Gly

val Ser Trp Tyr Gln Gln
35 40

Tyr Asp val Ser Asn Arg
55

Ser Lys Ser Gly Asn Thr
70

Glu Asp g1u Ala Asp Tyr
5

Pro

Asn

Leu

val

425

Gln

Ser

Tyr

Tyr

410

Phe

Lys

chain

ser

Thr

25

His

Pro

Ala

Tyr

val

10

Ser

Pro

ser

Ser

cys
90

Lys

Asp

Lys

Ser

Ser

ser

ser

sSer

Gly

Gly

Leu

75

Ser

Asn

Ile

380

Thr

Lys

Cys

Leu

Gly

Asp

Lys

val

60

Thr

Ser

Seite 20

GlIn

365

Ala

Thr

Leu

ser

ser
445

Ser

val

Ala

45

Ser

Ile

Tyr

val

val

Pro

Thr

val

430

Leu

Pro

Gly

30

Pro

Asn

Ser

Thr

ser

Glu

Pro

val

415

Met

ser

Gly

15

Ala

Lys

Arg

Gly

Ser
95

Leu

Trp

val

400

Asp

His

Pro

Gln

Tyr

Leu

Phe

Leu

80

ser



ser

Pro

Leu

Pro

145

Ala

Ala

Arg

Thr

Thr

Lys

Gln

130

Gly

Gly

Ala

ser

val
210

Arg

Ala

115

Ala

Ala

val

Ser

Tyr

195

Ala

val

100

Asn

Asn

val

Glu

Ser

180

Ser

Pro

Phe

Pro

Lys

Thr

Thr

165

Tyr

Ccys

Thr

Gly

Thr

Ala

val

150

Thr

Leu

Gln

Glu

Thr

val

Thr

135

Ala

Lys

ser

val

Cys
215

Anti-PDL1_ST25.txt

Gly Thr Lys val Thr val
105

Thr

120

Leu

Trp

Pro

Leu

Thr

200

ser

Leu

val

Lys

ser

Thr

185

His

Phe

cys

Ala

Lys

Pro

Glu

Pro

Leu

155

Gln

Glu

Gly

Pro

Ile

140

Gly

Ser

Glin

Ser

Seite 21

Ser

125

Ser

ser

Asn

Trp

Thr
205

Leu

110

Ser

ASp

Pro

Asn

Lys

190

val

Gly

Glu

Phe

val

Lys

175

Ser

Glu

Gln

Glu

Tyr

Lys

160

Tyr

His

Lys




