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 library

<220>

<221> MISC_FEATURE

<222> (..

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

<220>

<221> MISC_FEATURE

<222> (3)..Q03)

<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 Tlibrary

<220>

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

<220>

<221> MISC_FEATURE
<222> (14)..(14)
<223> X=SorT
<400> 2

Ser Ile Tyr Pro Ser Gly Gly Xaa Thr Pge Tyr Ala Asp Xaa Xg] Lys
1 5 1
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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 =E orbD

<400> 3

Ile Lys Leu Gly Thr val Thr Thr val xXaa 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 ger Gly Phe Thr pPhe Ser
20 5

<210> 5

<211> 14

<212> PRT

<213> Artificial Sequence

<220>
<223> from human Fab library

<400> 5
Trp val Arg GIn Ala Pro Gly Lys Gly Lgu 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 &%s Asn Thr Leu Tyr igu Gln
1 5

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 Tibrary

<400> 7
Trp Gly GIn Gly Thr Leu val Thr val Ser Ser
1 5

<210> 8

<211> 14

<212> PRT

<213> Artificial Sequence

<220>
<223> from human Fab Tibrary

<220>

<221> MISC_FEATURE
<222> (4)..4d
<223> X =Nor S

<220>

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

<220>

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

<400> 8

Thr Gly Thr Xaa Xaa Asp val Gly Xaa I%r Asn Tyr val Ser
1 5

<210> 9

<211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> from human Fab Tibrary

<220>

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

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

<220>

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

<400> 9

Xaa val Xaa Xaa Arg Pro Ser
1 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 =G or 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 library

<400> 11
GIn Ser Ala Leu Thr Gln Pro Ala Ser val Ser Gly Ser Pro Gly GIn
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 Tlibrary

<400> 12

Trp Tyr GIn GIn 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 §1a Ser
1 5 10

Leu Thr Ile Ser Gly Leu GIn Ala Glu Asp Glu Ala Asp g%r Tyr Cys
20 25

<210> 14

<211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> from human Fab library

<400> 14
ihe Gly Thr Gly ghr 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 library

<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

Ile Lys Leu Gly Thr val Thr Thr val Agp Tyr
1 5 1

<210> 18

<211> 14

<212> PRT

<213> Artificial Sequence

<220>
<223> from human Fab Tlibrary

<400> 18
Thr Gly Thr Ser Ser Asp val Gly Gly Tyr Asn Tyr val Ser
1 5 10

<210> 19

<211> 7

<212> PRT ,

<213> Artificial Sequence
<220>

<223> from human Fab Tibrary
<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

Seite 6



<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

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

<220>
<223>

<400>

1

Gly

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

<220>
<223>

<400>

1

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

<220>
<223>

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

<400>

5

22

17

PRT

Artificial Sequence

from human Fab library

22

Ser Ile Tyr Pro Ser Gly Gly Ile Thr PBe Tyr Ala Asp Ser X?1 Lys
5 1

23

14

PRT

Artificial Sequence

from human Fab library

23

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

24
120
PRT
Artificial Sequence

from human Fab library

MISC_FEATURE
(L..20) .
A09-246-2 heavy chain variable region

24

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

Ile

Ser

Lys

Leu

Ala

Gly

Leu

Met

ser

50

Gly

Gin

Arg

Thr

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

<220>
<223>

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

<400>

Arg

Met
35

Ile

Arg

Met

Ile

Leu

115

25
110
PRT

Leu

20

Trp

Tyr

Phe

Asn

Lys

100

val

Ser

val

Pro

Thr

ser

85

Leu

Thr

cys

Arg

ser

Ile

70

Leu

Gly

val

Ala

GIn

Gly

55

Ser

Arg

Thr

Ser

Artificial Sequence

Ala

40

Gly

Arg

Ala

val

Ser
120

from human Fab Tibrary

MISC_FEATURE
(1)..(110)

A09-246-2 light chain variable region

25

Anti-PDL1_ST25.txt
Ala ser Gly Phe Thr Phe

25

Pro

Ile

Asp

Glu

Thr
105

Gly

Thr

Asn

Asp

90

Thr

Lys

Phe

Ser

75

Thr

val

Gly

Tyr

60

Lys

Ala

Asp

Leu

45

Ala

Asn

val

Tyr

GIn ser Ala Leu Thr Gln Pro Ala Ser val Ser Gly Ser
1 5

Ser

Asn

Met

ser

65

Gin

Ile

Tyr

Ile

50

Gly

Ala

Thr Ile Ser
20

val Sser Trp

35

Tyr Asp val

Ser Lys Ser

Glu Asp Glu
85

cys
Tyl"
ser

Gly
70

Ala

Thr

Gln

Asn

55

Asn

Asp

Gly

40

Arg

Thr

Tyr

Thr

25

His

Pro

Ala

Tyr

10

ser

Pro

Ser

Ser

Cys
90

Seite 8

ser

Gly

Gly

Leu

75

Ser

Asp

Lys

val

60

Thr

ser

val

Ala

45

Ser

Ile

Tyr

Ser

30

Glu

Asp

Thr

TYyr

Trp

Pro

Gly

30

Pro

Asn

Ser

Thr

ser

Trp

Thr

Leu

Tyr

95

Gly

Gly

15

Gly

Lys

Arg

Gly

ser
95

Tyr

val

val

Tyr

80

Cys

Gln

Gln

Tyr

Leu

Phe

Leu

80

Ser



ser Thr Arg val Phe Gly Thr Gly Thr Lys val Thr val Leu
100 105

Anti-PDL1_ST25.txt

<210> 26

<211> 120

<212> PRT

<213> Artificial Sequence

<220> :
<223> from human Fab Tibrary

<220>

<221> misc_feature

<222> (1..(Q120)

<223> A09-188-1 heavy chain variable region

<400> 26

Glu val GIn Leu Leu Glu Ser Gly Gly Gly Leu

1 5 10

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe

20 25

Met Met Met Trp val Arg Gln Ala Pro Gly Lys
35 40

Ser Ser Ile Tyr Pro Ser Gly Gly Ile Thr Phe

50 55

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser

65 70 75

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr

85 90
Ala Arg Ile Lys Leu Gly Thr val Thr Thr val
100 105

Gly Thr Leu val Thr val Ser Ser
115 120

<210> 27

<211> 110

<212> PRT

<213> Artificial Sequence

<220>

<223> from human Fab library

<220>

<221> MISC_FEATURE

<222> (1)..(110)

<223> A09-188-1 Tight chain variable region

<400> 27

Seite 9

val

Thr

Gly

Tyr

60

Lys

Ala

Asp

GlIn

Phe

Leu

45

Ala

Asn

Ile

Tyr

110

Pro
Ser
30

Glu
Asp
Thr

Tyr

Trp
1

Gly

15

Met

Trp

Ser

Leu

Tyr
95

Gly

Tyr

val

val

Tyr

80

Cys

Gln
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GIn ser Ala Leu Thr GIn Pro Ala Ser val Ser Gly Ser Pro Gly Gln
10

Ser Ile Thr Ige Ser Cys Thr Gly ggr Ser Ser Asp val géy Ala Tyr
2

Asn Tyr val Ser Trp Tyr Gln ng His Pro Gly Lys ﬁga Pro Lys Leu
35 4

Met I%e Tyr Asp val Ser Asn Arg Pro Ser Gly gg] Ser Asn Arg Phe
5 55

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

Gln Ala Glu Asp Glu Ala Asp Tyr Tyr Cys Ser Ser Tyr Thr Ser Ser

Ser Thr Arg val phe Gly Thr Gly Thr Lys val Thr val Leu
100 105 110

<210> 28

<211> 290

<212> PRT

<213> Homo sapiens

<400> 28
Met Arg Ile Phe Ala val Phe Ile Phe Met Thr Tyr Trp His Leu Leu
1 5 10 15

Asn Ala Phe ggr val Thr val Pro Lys Asp Leu Tyr val gg] Glu Tyr
25 ,

Gly Ser Asn Met Thr Ile Glu Cys Lys Phe Pro val Glu Lys GIn Leu
35 40 45

Asp ggu Ala Ala Leu Ile val Tyr Trp Glu Met ggu Asp Lys Asn Ile
55

Ile GIn Phe val His Gly Glu Glu Asp Leu Lys val GIn His Ser Ser
65 70 75 80

Tyr Arg GIn Arg Ala Arg Leu Leu Lys Asp GIn Leu Ser Leu Gly Asn
85 90 95

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

Arg Cys Met Ile Ser Tyr Gly Gly Ala Asp Tyr Lys Arg Ile Thr val
115 120 125

Lys val Asn Ala Pro Tyr Asn Lys Ile Asn Gln Arg Ile Leu val val
Seite 10



Asp

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

ser

195

Phe

Pro

Ile

Phe

Gln
275

29
226
PRT
Artificial Sequence

Thr

Glu

Thr

180

Thr

Arg

Glu

Leu

Arg

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

Anti-PDL1_ST25.txt

Glu Leu Thr

Thr

ser

Asn

200

Pro

Ala

Leu

Gly

Lys
280

from human Fab library

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
35 40

Phe val His Gly Glu Glu Asp Leu
50 55

Ser

Glu

His

Leu

Arg

Lys

Leu

Pro

25

Met

Lys

Ser
170
Arg
Thr
Glu
Pro
Cys
250

Met

Gln

Tyr
10

val
Glu

val

140

Cys GIn Ala

155

Asp

Glu

Thr

Asn

Pro

235

Leu

Met

ser

val

Glu

Asp

Gln

His

Glu

Asn

His

220

Asn

Gly

Asp

Asp

val

Lys

Lys

His
60

Seite 11

Gln

Lys

Glu

205

Thr

Glu

val

val

Thr
285

Glu

Gln

Asn

45

Ser

Glu

val

Leu

190

Ile

Ala

Arg

Ala

Lys

His

Tyr

Leu

30

Ile

Ser

Gly

Leu

175

Phe

Phe

Glu

Thr

Leu

255

Lys

Leu

Gly
15
Asp

Ile

Tyr

Tyr

160

ser

Asn

Tyr

Leu

His

240

Thr

Cys

Glu

sSer

Leu

Gln

Arg



Anti-PDL1_ST25.txt

Asp GIn Leu Ser Leu Gly Asn

GIn Arg Ala Arg Leu Leu Lys

65 70 75

Leu GIn Ile Thr Asp val Lys Leu Gln Asp Ala

85 90
Met Ile Ser Tyr Gly Gly Ala Asp Tyr Lys Arg
100 105
Asn Ala Pro Tyr Asn Lys Ile Asn Gln Arg Ile
115 120

val Thr Ser Glu His Glu Leu Thr Cys GIn Ala
130 135

Ala Glu val Ile Trp Thr Ser Ser Asp His Gln

145 150 155

Thr Thr Thr Thr Asn Ser Lys Arg Glu Glu Lys

165 170
Ser Thr Leu Arg Ile Asn Thr Thr Thr Asn Glu
180 185
Phe Arg Arg Leu Asp Pro Glu Glu Asn His Thr
195 200

Pro Glu Leu Pro Leu Ala His Pro Pro Asn Glu
210 215

His His

225

<210> 30

<211> 1407

<212> DNA

<213> Artificial Sequence

<220>

<223> from human Fab library

<400> 30

atggagttgc ctgttaggct gttggtgctg atgttctgga

gtgcagctgc tggaatccgg cggaggactg gtgcagcectg

tgcgccgect ccggettcac cttctccage tacatcatga

ggcaagggcc tggaatgggt gtcctccatc tacccctceeg

gacaccgtga agggccggtt caccatctcc cgggacaact

cagatgaact ccctgcggge cgaggacacc gccgtgtact

ggcaccgtga ccaccgtgga ctactggggc

Gly

Ile

Leu

Glu

140

val

Leu

Ile

Ala

Arg

val

Thr

val

125

Gly

Leu

Phe

Phe

Glu

205

His

Tyr

val

110

val

Tyr

ser

Asn

Tyr

190

Leu

ttcctgctag

gcggctcect

tgtgggtgcg

gcggcatcac

cCcaagaacac

actgcgcccg

Seite 12

cagggcaccc tggtgacagt

Ala

Arg

95

Lys

Asp

Pro

Gly

val

175

Cys

val

His

ctccagcgag
gagactgtct
acaggcccct
cttctacgcc
cctgtacctg
gatcaagctg

gtccteccgec

Ala

80

cys

val

Pro

Lys

Lys

160

Thr

Thr

Ile

His

60
120
180
240
300
360
420



tccaccaagg
acagcggccc
aactcaggcg
ctctactccc
atctgcaacg
tcttgtgaca
tcagtcttcec
gtcacatgceg
gtggacggcg
acgtaccgtg
tacaagtgca
gccaaagggc
accaagaacc
gtggagtggg
gactccgacg

caggggaacg

aagagcctct

<210> 31
<211> 705
<212> DNA
<213>

<220>
<223>

<400> 31
atggagttgc

tccgeectga
tgcaccggca
cccggcaagg
aacagattct
gcagaggacg
ggcaccggca
ttccccccat
gatttctatc
ggcgtggaaa
ctgtccctga

gagggctcca

gcccatcggt
tgggctgect
ccctgaccag
tcagcagcgt
tgaatcacaa
aaactcacac
tcttcececc
tggtggtgga
tggaggtgcea
tggtcagcgt
aggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctccttett
tcttctcatg

ccctgteccc

ctgttaggct
cccagcctgce
cctccagcga
cccccaagcet
ccggctccaa
aggccgacta
caaaagtgac
cctccgagga
caggcgccgt
ccaccaagcc
cccccgagea

ccgtggaaaa

Anti-PDL1_ST25.txt

cttceccecty
ggtcaaggac
cggcgtgcac
ggtgaccgtg
gcccagcaac
atgcccaccg
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgcctg
gcagccggag
cctctatagce
ctccgtgatg
gggtaaa

Artificial Sequence

from human Fab library

gttggtgctg
ctccgtgtcet
cgtgggcggc
gatgatctac
gtccggcaac
ctactgctcc
cgtgctgggce
actgcaggcc
gaccgtggcc
ctccaagcag
gtggaagtcc

gaccgtcgcc

gcaccctcect
tacttccccg
accttcccgg
ccctccagea
accaaggtgg
tgcccagcac
gacaccctca
gaagaccctg
acaaagccgce
ctgcaccagg
ccagccccca
tacaccctgce
gtcaaaggct
aacaactaca
aagctcaccg

catgaggctc

atgttctgga
ggctcccctg
tacaactacg
gacgtgtcca
accgcctccc
tcctacacct
cagcccaagg
aacaaggcca
tggaaggctg
tccaacaaca
caccggtcct

cccaccgagt

ccaagagcac
aaccggtgac
ctgtcctaca
gcttgggcac
acaagaaagt
ctgaactcct
tgatctcccg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
ccccatcacg
tctatcccag
agaccacgcc
tggacaagag

tgcacaacca

ttcctgcttc
gccagtccat
tgtcctggta
accggccctc
tgaccatcag
cctccagcac
ccaacccaac
ccctggtctg
atggctcccc
aatacgccgc
acagctgceca

gctca

Seite 13

ctctgggggc
ggtgtcgtgg
gtcctcagga
ccagacctac
tgagcccaaa
ggggggaccg
gacccctgag
caactggtac
gtacaacagc
tggcaaggag
catctccaaa
ggatgagctg
cgacatcgcc
tcecegtgetyg
caggtggcag

ctacacgcag

cttaagccag
caccatcagc
tcagcagcac
cggcgtgtcc
cggactgcag
cagagtgttc
cgtgacactg
cctgatctca
agtgaaggcc
ctcctectac

ggtcacacac

480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1407

60
120
180
240
300
360
420
480
540
600
660
705



<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

Anti-PDL1_ST25.txt

Artificial Sequence

from human Fab library

CHAIN
(1)..(450)

A09-246-2 complete heavy chain

CHAIN

(1..30)
A09-246-2 heavy

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

BINDING

(31)..(35)
A09-246-2 heavy

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

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

CHAIN
(67)..(098)
AQ09-246-2 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 framework region 1

chain variable region

chain complementarity determining region 1

chain framework region 2

chain complementarity determining region 2

chain framework region 3

chain complementarity determining region 3

chain framework region 4

chain constant domain 1

region

Seite 14



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 5 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
35 40 45

Ser SSr Ile Tyr Pro Ser Gly Gly Ile Thr Phe g%r Ala Asp Thr val
5 55

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

Leu Gln Met Asn ger Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys
5 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 ITe 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
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Ser Arg Thr Pro Glu val Thr Cys val val val Asp val

260 265

Asp Pro Glu val Lys Phe Asn Trp Tyr val

275 280

Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln
290 295

val val

305

Ser val Leu Thr val Leu His Gln
310

Glu Tyr Lys Cys Lys val Ser Asn Lys Ala

325 330

Lys Thr IT1e Ser Lys Ala Lys Gly GIn Pro

Thr Leu

Thr Cys

340 345

Pro Pro Ser Arg Asp Glu Leu Thr
355 360

Leu val Lys Gly Phe Tyr Pro Ser

370 375

Glu ser

385

Leu Asp

Lys Ser

Glu Ala

Gly Lys

Asn Gly GIn Pro Glu Asn Asn Tyr
390

Ser Asp Gly Ser Phe Phe Leu Tyr
405 410

Arg Trp GIn GIn Gly Asn val Phe
420 425

Leu His Asn His Tyr Thr GIn Lys
435 440

450

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

<220>
<223>

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

<220>
<221>

33

216

PRT

Artificial Sequence

from human Fab library

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

CHAIN

Asp

Tyr

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

GIn

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

His

Arg

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 1light chain complementarity determining region 1

<220>

<221> CHAIN

<222> (37)..(5D)

<223> A09-246-2 1ight chain framework region 2

<220>

<221> BINDING

<222> (52)..(58)

<223> A09-246-2 T1ight chain complementarity determining region 2

<220>

<221> CHAIN

<222>  (59)..(090)

<223> A09-246-2 Tlight 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 1ight chain framework region 4

<220>

<221> CHAIN

<222> (111)..(216)

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

<400> 33
GIn Ser Ala Leu Thr GIn Pro Ala Ser val Ser Gly Ser Pro Gly Gln
1 5 10 15

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

Asn Tyr val Ser Trp Tyr GlIn GIln His Pro Gly Lys Ala Pro Lys Leu
35 40 45

Met g%e Tyr Asp val Ser égn Arg Pro Ser Gly g81 Ser Asn Arg Phe

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

Gln Ala Glu Asp g1u Ala Asp Tyr Tyr S%s Ser Ser Tyr Thr Sgr Ser
5
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ser

Pro

Leu

Pro

145

Ala

Ala

Arg

Thr

Thr

Lys

Glin

130

Gly

Gly

Ala

sSer

val
210

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

<220>
<223>

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

<400>

Arg

Ala

115

Ala

Ala

val

Ser

Tyr

195

Ala

34
450
PRT

val

100

Asn

Asn

val

Glu

Ser

180

ser

Pro

Phe

Pro

Lys

Thr

Thr

165

Tyr

cys

Thr

Gly

Thr

Ala

val

150

Thr

Leu

Gln

Glu

Thr

val

Thr

135

Ala

Lys

Ser

val

215

Artificial Sequence

Anti-PDL1_ST25.txt

Gly Thr Lys val Thr val

Thr

120

Leu

Trp

Pro

Leu

Thr

200

Ser

from human Fab library

CHAIN

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

34

Glu val GIn Leu

1

Ser Leu Arg Leu

20

Leu Glu Ser Gly

5

Ser Cys Ala Ala

Met Met Met Trp val Arg Gln Ala
35 40

Ser Ser Ile Tyr
50

Lys Gly Arg Phe
65

Pro Ser Gly Gly
55

Thr Ile Ser Arg
70

105

Leu

val

Lys

ser

Thr

185

His

Phe Pro

Cys Leu

Ala Asp

Lys Gln

Pro Glu

Glu Gly

chain

Gly

Ser

25

Pro

Ile

Asp

Gly Leu
10

Gly Phe
Gly Lys
Thr Phe

Asn ser
75

Pro

Ile

140

Gly

ser

Gin

ser

val

Thr

Gly

Seite 18

Ser

125

ser

ser

Asn

Trp

Thr
205

Gln

Phe

Leu

45

Ala

Asn

Leu

110

Ser

Asp

Pro

Asn

LyS

val

Pro

ser

30

Glu

Asp

Thr

Gly

Glu

Phe

val

ser

Glu

Gly

15

Met

Trp

Ser

Leu

Gln

Glu

Tyr

Lys

Tyr

His

Lys

Gly

Tyr

val

val

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

Lys

Lys

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

Asp

215

Pro

Pro

Thr

Asn

Arg

295

val

Ser

Lys

Anti-PDL1_ST25.txt

Ala Glu Asp Thr Ala Ile
90

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

GIn
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

Tyr

Trp

Pro

Thr

Thr

Pro

Thr

190

Asn

Ser

Leu

Leu

Ser

270

Glu

Thr

Asn

Pro

Gln
350

Tyr

95

Gly

ser

Ala

val

Ala

175

val

His

cys

Gly

Met

255

His

val

TYyr

Gly

Ile

val

Cys
Gln
val
Ala
Ser
160
val
Pro
Lys *
Asp
Gly
2

Ile
Glu
His

Arg

Tyr



Thr

Thr

Glu

385

Leu

Lys

Glu

Gly

Leu

cys

370

Ser

Asp

ser

Ala

Lys
450

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

<220>
<223>

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

<400>

Pro

355

Leu

Asn

ser

Arg

Leu
435

35

216
PRT
Artificial Sequence

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

35

Gln Ser Ala
1

ser

Asn

Met

ser

65

Gln

Ile

Tyr

Ile

50

Gly

Ala

Thr

val
35

Tyr

Ser

Glu

Pro

val

Gly

‘Asp

Leu

Ile

20

Ser

Asp

Lys

Asp

ser

Lys

Gln

Asn

Thr

5

ser

Trp

val

Ser

Glu
85

Anti-PDL1_ST25.txt

Arg Glu Glu Met Thr Lys Asn GlIn

360

Gly Phe Tyr
375

Pro Glu Asn
390

Ser Phe Phe

Gln Gly Asn

His Tyr Thr
440

from human Fab library

GIn Pro Ala

Cys Thr Gly

Tyr GIn Gln
40

ser Asn Arg
55

Gly Asn Thr
70

Ala Asp Tyr

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

Asp

Ser

Ser

ser

Ser

Gly

Gly

Leu

75

Ser

Ile

380

Thr

Lys

cys

Leu

Gly

Asp

Lys

val

60

Thr

ser

Seite 20

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

Cys

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

Phe

Cys

Ala

Lys

Pro

Glu

Pro

Leu

Glu

Gly

Pro

Ile

140

Gly

ser

GIn

Ser
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ser

125

ser

Ser

Asn

Trp

Thr
205

Leu
110
ser
Asp
Pro
Asn

Lys
1

val

Gly

Glu

Phe

val

Lys

Ser

Glu

Gln

Glu

Tyr

His

Lys



