
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> 	(1)..(1) 
<223> 	X = K, 	R, T, 	Q, 	G, 	A, 	W, M, 	I or S 

<220> 
<221> 	MISC_FEATURE 
<222> 	(3)..(3) 
<223> 	X = V, 	R, K, 	L, 	M or I 

<220> 
<221> 	MISC_FEATURE 
<222> 	(5)..(5) 
<223> 	X = H, T, N, 	Q, 	A, 	V, 	Y, W, 	F or M 

<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 = F or I 

<220> 
<221> 	MISC_FEATURE 
<222> 	(14)..(14) 
<223> 	X = S or 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 library 

<220> 
<221> 	MISC_FEATURE 
<222> 	(10)..(10) 
<223> 	X = E or D 

<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 library 

<400> 	4 

Glu val Gln 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 
20 25 30 

<210> 	5 
<211> 	14 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	from human Fab library 

<400> 	5 

Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val Ser 
1 	 5 10 

<210> 	6 
<211> 	32 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	from human Fab library 

<400> 6 
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Anti-PDa_ST25.txt 
Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gln 
1 	 5 10 15 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
20 25 30 

<210> 	7 
<211> 	11 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	from human Fab library 

<400> 	7 

Trp Gly Gln 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 library 

<220> 
<221> 	MISC_FEATURE 
<222> 	(4)..(4) 
<223> 	x = N or S 

<220> 
<221> 	MISC_FEATURE 
<222> 	(5)..(5) 
<223> 	x = T, R or S 

<220> 
<221> 	MISC_FEATURE 
<222> 	(9)..(9) 
<223> 	X = A or 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 library 

<220> 
<221> 	MISC_FEATURE 
<222> 	(1)..(1) 
<223> 	x = E or D 

<220> 
<221> 	MISC_FEATURE 
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<222> (3)..(3) 
<223> X = I, 	N or S 

<220> 
<221> MISC_FEATURE 
<222> (4)..(4) 
<223> X = D, H or 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 library 

<220> 
<221> MISC_FEATURE 
<222> (3)..(3) 
<223> X = F or Y 

<220> 
<221> MISC_FEATURE 
<222> (5)..(5) 
<223> X - N or S 

<220> 
<221> MISC_FEATURE 
<222> (6)..(6) 
<223> X = R, T or S 

<220> 
<221> MISC_FEATURE 
<222> (7)..(7) 
<223> X = G or S 

<220> 
<221> MISC_FEATURE 
<222> (8)..(8) 
<223> X = I or 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 

Gln Ser Ala Leu Thr Gln 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 library 

<400> 	13 

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

Leu Thr Ile Ser Gly Leu Gln 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 library 

<400> 	14 

Phe Gly Thr Gly Thr Lys Val Thr val Leu 
1 	 5 10 

<210> 	15 
<211> 	5 
<212> 	PRT 
<213> 	Artificial sequence 

<220> 
<223> 	from human Fab library 

<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 Asp Tyr 
1 	 5 10 

<210> 	18 
<211> 	14 
<212> 	PRT 
<213> 	Artificial 	sequence 

<220> 
<223> 	from human Fab library 

<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 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> 	21 
<211> 	5 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	from human Fab library 

<400> 	21 

Met Tyr Met Met Met 
1 	 5 

<210> 	22 
<211> 	17 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	from human Fab library 

<400> 	22 

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

Gly 

<210> 	23 
<211> 	14 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	from human Fab library 

<400> 	23 

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

<210> 	24 
<211> 	120 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	from human Fab library 

<220> 
<221> 	MISC_FEATURE 
<222> 	(1)..(120) 
<223> 	A09-246-2 heavy chain variable region 

<400> 	24 

Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly 
1 	 5 	 10 15 
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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 Leu Glu Trp Val 
35 40 45 

Ser Ser Ile Tyr Pro Ser Gly Gly Ile Thr Phe Tyr Ala Asp Thr Val 
50 55 60 

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

Leu Gln 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 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 

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

Ser Ile Thr Ile Ser Cys Thr Gly Thr Ser Ser Asp Val Gly Gly Tyr 
20 25 30 

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

Met Ile Tyr Asp val ser Asn Arg Pro Ser Gly val Ser Asn Arg Phe 
50 55 60 

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

Gln Ala Glu Asp Glu Ala Asp Tyr Tyr Cys Ser Ser Tyr Thr Ser Ser 
85 90 95 
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Ser Thr Arg Val 	Phe Gly Thr Gly Thr Lys Val Thr Val Leu 

100 105 110 

<210> 26 
<211> 120 
<212> PRT 
<213> Artificial 	Sequence 

<220> 
<223> from human Fab library 

<220> 
<221> misc_feature 
<222> (1)..(120) 
<223> A09-188-1 heavy chain variable region 

<400> 26 

Glu Val Gln 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 Met Tyr 
20 25 30 

Met Met Met Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp val 
35 	 40 45 

Ser Ser Ile Tyr Pro Ser Gly Gly Ile Thr Phe Tyr Ala Asp Ser Val 
50 55 60 

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

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Ile Tyr Tyr Cys 
85 90 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> 	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 light chain variable region 

<400> 27 
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Gln Ser Ala Leu Thr Gln Pro Ala Ser Val Ser Gly ser Pro Gly Gln 
1 	 5 10 15 

Ser Ile Thr Ile Ser Cys Thr Gly Thr Ser Ser Asp val Gly Ala Tyr 
20 25 30 

Asn Tyr Val ser Trp Tyr Gln Gln His Pro Gly Lys Ala Pro Lys Leu 
35 40 45 

Met Ile Tyr Asp Val Ser Asn Arg Pro Ser Gly Val Ser Asn Arg Phe 
50 55 60 

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

Gln Ala Glu Asp Glu Ala Asp Tyr Tyr Cys Ser Ser Tyr Thr ser Ser 
85 90 95 

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 Thr val Thr val Pro Lys Asp Leu Tyr val val Glu Tyr 
20 25 30 

Gly Ser Asn Met Thr Ile Glu Cys Lys Phe Pro Val Glu Lys Gln Leu 
35 40 45 

Asp Leu Ala Ala Leu Ile Val Tyr Trp Glu met Glu Asp Lys Asn Ile 
50 55 60 

Ile Gln Phe Val 	His Gly Glu Glu Asp Leu Lys Val Gln His Ser Ser 
65 70 75 80 

Tyr Arg Gln Arg Ala Arg Leu Leu Lys Asp Gln Leu ser Leu Gly Asn 
85 90 95 

Ala Ala Leu Gln Ile Thr Asp val Lys Leu Gln 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 Prb Tyr Asn Lys Ile Asn Gln Arg Ile Leu val Val 
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Anti-PDLl_ST25.txt 
130 135 140 

Asp Pro Val Thr Ser Glu His Glu Leu Thr Cys Gln Ala Glu Gly Tyr 
145 150 155 160 

Pro Lys Ala Glu Val Ile Trp Thr Ser Ser Asp His Gln Val Leu Ser 
165 170 175 

Gly Lys Thr Thr Thr Thr Asn Ser Lys Arg Glu Glu Lys Leu Phe Asn 
180 185 190 

Val Thr ser Thr Leu Arg Ile Asn Thr Thr Thr Asn Glu Ile Phe Tyr 
195 200 205 

Cys Thr Phe Arg Arg Leu Asp Pro Glu Glu Asn His Thr Ala Glu Leu 
210 215 220 

Val Ile Pro Glu Leu Pro Leu Ala His Pro Pro Asn Glu Arg Thr His 
225 230 235 240 

Leu Val 	Ile Leu Gly Ala Ile Leu Leu Cys Leu Gly Val Ala Leu Thr 
245 250 255 

Phe Ile Phe Arg Leu Arg Lys Gly Arg Met Met Asp Val Lys Lys Cys 
260 265 270 

Gly Ile Gln Asp Thr Asn Ser Lys Lys Gln ser Asp Thr His Leu Glu 
275 280 285 

Glu Thr 
290 

<210> 	29 
<211> 	226 
<212> 	PRT 
<213> 	Artificial 	sequence 

<220> 
<223> 	from human Fab library 

<400> 	29 

Phe Thr Val Thr Val Pro Lys Asp Leu Tyr val Val Glu Tyr Gly Ser 
1 	 5 10 15 

Asn Met Thr Ile Glu Cys Lys Phe Pro Val Glu Lys Gin Leu Asp Leu 
20 25 30 

Ala Ala Leu Ile Val Tyr Trp Glu Met Glu Asp Lys Asn Ile Ile Gln 
35 40 45 

Phe Val His Gly Glu Glu Asp Leu Lys Val Gln His Ser Ser Tyr Arg 

50 55 60 
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Gln Arg Ala Arg Leu Leu Lys Asp Gln Leu Ser Leu Gly Asn Ala Ala 
65 	 70 	 75 	 80 

Leu Gln Ile Thr Asp val Lys Leu Gln Asp Ala Gly Val Tyr Arg Cys 
85 	 90 	 95 

Met Ile Ser Tyr Gly Gly Ala Asp Tyr Lys Arg Ile Thr Val Lys Val 
100 	 105 	 110 

Asn Ala Pro Tyr Asn Lys Ile Asn Gln Arg Ile Leu Val val Asp Pro 
115 	 120 	 125 

val Thr Ser Glu His Glu Leu Thr Cys Gln Ala Glu Gly Tyr Pro Lys 
130 	 135 	 140 

Ala Glu val Ile Trp Thr Ser Ser Asp His Gln val Leu Ser Gly Lys 
145 	 150 	 155 	 160 

Thr Thr Thr Thr Asn Ser Lys Arg Glu Glu Lys Leu Phe Asn Val Thr 
165 	 170 	 175 

Ser Thr Leu Arg Ile Asn Thr Thr Thr Asn Glu Ile Phe Tyr Cys Thr 
180 	 185 	 190 

Phe Arg Arg Leu Asp Pro Glu Glu Asn His Thr Ala Glu Leu Val Ile 
195 	 200 	 205 

Pro Glu Leu Pro Leu Ala His Pro Pro Asn Glu Arg His His His His 
210 	 215 	 220 

His His 
225 

<210> 	30 
<211> 	1407 
<212> 	DNA 
<213> 	Artificial 	Sequence 

<220> 
<223> 	from human Fab library 

<400> 	30 
atggagttgc ctgttaggct gttggtgctg atgttctgga ttcctgctag ctccagcgag 60 

gtgcagctgc tggaatccgg cggaggactg gtgcagcctg gcggctccct gagactgtct 120 

tgcgccgcct ccggcttcac cttctccagc tacatcatga tgtgggtgcg acaggcccct 180 

ggcaagggcc tggaatgggt gtcctccatc tacccctccg gcggcatcac cttctacgcc 240 

gacaccgtga agggccggtt caccatctcc cgggacaact ccaagaacac cctgtacctg 300 

cagatgaact ccctgcgggc cgaggacacc gccgtgtact actgcgcccg gatcaagctg 360 

ggcaccgtga ccaccgtgga ctactggggc cagggcaccc tggtgacagt gtcctccgcc 420 
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ET alPS 

SOL eD1D6 16u677eDDD Dp63463726 pepe661677 up71)666p6 

099 	7PDP7PD166 PDD61D6UDP 1DD166DDP7 DD16Pe6616 P76P63DDDD P61DDD161D 

009 	DP1DD1DD1D DE0DE0P1PU UDUUDUPDD1 6PD6PUDD1D DDETUDDUDD pep6616)66 

OtS 	Dp6brr61bu DDDDaDoble E1D66eP661 D7bb1EIDDE6 16DD6D6bPD D1P1D111e6 

08t 	pp1p1p61DD 61D1661= PD366EPDPE D766pD61DE p66e6DD1DD 1eDDDDDD11 

OZt 	613p7E6167 DEPDDDPPDD 66PPDDD6P7 7666136167 7P616PPPP7 PD66DDPD66 

09E 	)4161.6e6uD DPD6PD3137 13DP7P1DD1 3)13613P13 P1DP63)66P 63P66P6PD6 

00E 	ETD61.)063 6uD1u77u64 77D1D36DDE DEED663316 PED71D66DD 1311E6PDET 

OVZ 	DD1616D6E0 D1DD76E0DP EOD1616DP6 DP1D1P61P6 1D6ETDDDDD 66ERD66DDD 

08T 	Dpo6rDET71 u1661DD161 6Delpuppua D6E066616D P6DETDD17D PD667DE061 

OZT 	DETD1PDDEO 1EDD1ETD76 b17DDD1366 1016160D17 Db1DDET7DD U61D77E071 

09 	6PDAPE11D plaDEappla e661D1161e 61D6166116 1pb5P11617 DblabubblP 

kreJqq 

	

TE 	<00t> 

cipJ uewni 	WOJ4 	<Ezz> 
<OZZ> 

	

apuanbas LE4D!-JP-Jv 	<ETZ> 

	

vNa 	<ZTZ> 
SOL 	<VIZ> 

LOtT pupzElbb 

IL 	<OTZ> 

DD77161D7D 171776E6EE 

08ET 	6pDbDepup EDDPP7E7E01 D176E0P61PD 61P616DD1D 61pp1p11p1 6Due6666pD 

OZET 	ETD65166e7 Ee6PEDP661 EODPD1D6PU D6P1P1D1DD 1171177176 67P6D717P6 

09ZT 	610616=1 D767t77P6P E7P1DPEOPP 6P66776E76 661EE76E6E 66616e6616 

00ZT 	DDE01PDP67 ET7771P171 1766PPPD16 61DD61D3P6 1776E7166E 7DPP6PPD7P 

OtTT 	6176P61P66 6DUD1UD777 76173DPDU1 6166UDP3De P6P6D7DD6P 3666PeP336 

080T 	UPUDD1D1P7 DEUEE6P671 EDDDDARDD 31DDAVERD UUDD171662 P76162PDP1 

OZOT 	6p66ET7661 ETEIlDbolDe 66PDDP761D D16D7E7177 1606P31661 616)D2167P 

096 	76uppppv16 to6e66p666 A7D6EPPDP ETE0D61PP1 eD6166P661 6)66De6616 

006 	Deabblpprp 116epp1.66e 6177DpErev6 DpDp6e616D e661661661 6D61upu716 

Ot8 	6E61DDDDp6 E0D71D1P61 ED1DDDPDP6 6PUDDDEEPE DDDDDD11D1 DD11)16eD1 

08L 	6DDE666666 1pp1ppp67 DPD6PDDD61 EIDDED7D61E DEOPD17EPe PDP61611D1 

OZL 	PPPD3D6P61 16PEPEIPPDE 66166PP77P YeeD6PDDD6 PPDP71PP61 67PP76171e 

099 	Te17DP6EDD DED6661136 U36P7D1DDD 616D3P6166 1636P76PD1 DD317P1313 

009 	e66Eo1o716 EoploplEilD 66DDDI1D7E 7PD6167667 6ED7P613DD 6766P71DPE 

OVS 	661E016166 DU616E0DPU EIDDDD11DU1 Dp66ETD1.66 4DD61D6661 DD76E06P7P 

08t 	DE66664D43 DEDETETPDD 17D17DDE76 61DDDDD110 166D1PDDD6 66PPDDPDD1 
1X1-SZIS—T10d-PLIV 
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<210> 32 
<211> 450 
<212> PRT 
<213> Artificial 	Sequence 

<220> 
<223> from human Fab library 

<220> 
<221> CHAIN 
<222> (1)..(450) 
<223> A09-246-2 complete heavy chain 

<220> 
<221> CHAIN 
<222> (1)..(30) 
<223> A09-246-2 heavy chain framework region 1 

<220> 
<221> CHAIN 
<222> (1)..(120) 
<223> A09-246-2 heavy chain variable region 

<220> 
<221> BINDING 
<222> (31)..(35) 
<223> A09-246-2 heavy chain complementarity determining region 1 

<220> 
<221> CHAIN 
<222> (36)..(49) 
<223> A09-246-2 heavy chain framework region 2 

<220> 
<221> BINDING 
<222> (50)..(66) 
<223> A09-246-2 heavy chain complementarity determining region 2 

<220> 
<221> CHAIN 
<222> (67)..(98) 
<223> A09-246-2 heavy chain framework region 3 

<220> 
<221> BINDING 
<222> (99)..(109) 
<223> A09-246-2 heavy chain complementarity determining region 3 

<220> 
<221> CHAIN 
<222> (110)..(120) 
<223> A09-246-2 heavy chain framework region 4 

<220> 
<221> CHAIN 
<222> (121)..(218) 
<223> A09-246-2 heavy chain constant domain 1 

<220> 
<221> CHAIN 
<222> (219)..(233) 
<223> A09-246-2 hinge region 

<220> 
<221> CHAIN 
<222> (234)..(450) 

Seite 14 



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

<400> 32 

Glu val Gln 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 Ser Ile Tyr Pro Ser Gly Gly Ile Thr Phe Tyr Ala Asp Thr Val 
50 55 60 

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

Leu Gln 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 Gln 
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 Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro 
180 185 190 

Ser Ser Ser Leu Gly Thr Gln 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 
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Ser Arg Thr Pro Glu Val Thr Cys val Val val Asp val ser His Glu 

260 265 270 

Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His 
275 280 285 

Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg 
290 	 295 300 

Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys 
305 	 310 315 320 

Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu 
325 330 335 

Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr 
340 345 350 

Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln Val Ser Leu 
355 360 365 

Thr Cys Leu val 	Lys Gly Phe Tyr Pro ser Asp Ile Ala Val Glu Trp 
370 	 375 380 

Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val 
385 	 390 395 400 

Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp 
405 410 415 

Lys Ser Arg Trp Gln Gln Gly Asn val Phe Ser Cys Ser Val Met His 
420 425 430 

Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro 
435 440 445 

Gly Lys 
450 

<210> 	33 
<211> 	216 
<212> 	PRT 
<213> 	Artificial 	Sequence 

<220> 
<223> 	from human Fab library 

<220> 
<221> 	CHAIN 
<222> 	(1)..(216) 
<223> 	A09-246-2 complete light chain 

<220> 
<221> 	CHAIN 
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<222> 	(1)..(22) 
<223> 	A09-246-2 light 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 light chain constant domain 

<400> 	33 

Gln Ser Ala Leu Thr Gln Pro Ala Ser Val Ser Gly Ser Pro Gly Gln 
1 	 5 10 15 

Ser Ile Thr Ile Ser Cys Thr Gly Thr Ser Ser Asp val Gly Gly Tyr 
20 25 	 30 

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

Met Ile Tyr Asp Val Ser Asn Arg Pro Ser Gly val Ser Asn Arg Phe 
50 55 60 

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

Gln Ala Glu Asp Glu Ala Asp Tyr Tyr Cys Ser Ser Tyr Thr Ser Ser 
85 90 95 
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Ser Thr Arg Val Phe Gly Thr Gly Thr Lys Val Thr Val Leu Gly Gln 
100 105 110 

Pro Lys Ala Asn Pro Thr val Thr Leu Phe Pro Pro Ser Ser Glu Glu 
115 120 125 

Leu Gln Ala Asn Lys Ala Thr Leu val Cys Leu Ile Ser Asp Phe Tyr 
130 135 140 

Pro Gly Ala val Thr Val Ala Trp Lys Ala Asp Gly Ser Pro val Lys 
145 150 155 160 

Ala Gly val Glu Thr Thr Lys Pro Ser Lys Gln Ser Asn Asn Lys Tyr 
165 170 175 

Ala Ala Ser Ser Tyr Leu ser Leu Thr Pro Glu Gln Trp Lys Ser His 
180 185 190 

Arg Ser Tyr Ser Cys Gln val Thr His Glu Gly ser Thr val Glu Lys 
195 200 205 

Thr Val Ala Pro Thr Glu Cys Ser 
210 215 

<210> 34 
<211> 450 
<212> PRT 
<213> Artificial 	sequence 

<220> 
<223> from human Fab library 

<220> 
<221> CHAIN 
<222> (1)..(450) 
<223> A09-188-1 complete heavy chain 

<400> 34 

Glu Val Gln 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 Met Tyr 
20 25 30 

met met Met Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 40 45 

Ser ser Ile Tyr Pro Ser Gly Gly Ile Thr Phe Tyr Ala Asp ser val 
50 55 60 

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 
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Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Ile Tyr Tyr Cys 
85 90 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 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 Gln Ser ser Gly Leu Tyr Ser Leu Ser ser Val Val Thr val Pro 
180 185 190 

Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys Asn Val Asn His Lys' 
195 200 205 

Pro Ser Asn Thr Lys Val Asp Lys Arg 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 

Ser Arg Thr Pro Glu val Thr Cys Val val val Asp Val Ser His Glu 
260 265 270 

Asp Pro Glu val Lys Phe Asn Trp Tyr Val Asp Gly val Glu val His 
275 280 285 

Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg 

Val 

290 

Val Ser Val Leu Thr 

295 

Val 	Leu His Gln Asp 

300 

Trp Leu Asn Gly 

, 

Lys 
305 310 315 320 

Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu 
325 330 335 

Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln val Tyr 
340 345 350 
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Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu 
355 360 365 

Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp 
370 375 380 

Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val 
385 390 395 400 

Leu Asp Ser Asp Gly ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp 
405 410 415 

Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His 
420 425 430 

Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu ser Leu ser Pro 
435 440 445 

Gly Lys 
450 

<210> 	35 
<211> 	216 
<212> 	PRT 
<213> 	Artificial Sequence 

<220> 
<223> 	from human Fab library 

<220> 
<221> 	CHAIN 
<222> 	(1)..(216) 
<223> 	A09-188-1 complete light chain 

<400> 	35 

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

Ser Ile Thr Ile Ser Cys Thr Gly Thr Ser Ser Asp Val Gly Ala Tyr 
20 25 30 

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

Met Ile Tyr Asp Val Ser Asn Arg Pro Ser Gly Val Ser Asn Arg Phe 
50 55 60 

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

Gln Ala Glu Asp Glu Ala Asp Tyr Tyr Cys Ser Ser Tyr Thr Ser Ser 
85 90 95 
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Ser Thr Arg Val Phe Gly Thr Gly Thr Lys val Thr val Leu Gly Gln 
100 105 110 

Pro Lys Ala Asn Pro Thr Val Thr Leu Phe Pro Pro ser Ser Glu Glu 
115 120 125 

Leu Gln Ala Asn Lys Ala Thr Leu Val Cys Leu Ile Ser Asp Phe Tyr 
130 135 140 

Pro Gly Ala val Thr val Ala Trp Lys Ala Asp Gly ser Pro val Lys 
145 150 155 160 

Ala Gly val Glu Thr Thr Lys Pro ser Lys Gln Ser Asn Asn Lys Tyr 
165 170 175 

Ala Ala Ser Ser Tyr Leu Ser Leu Thr Pro Glu Gln Trp Lys ser His 
180 185 190 

Arg ser Tyr Ser Cys Gln val Thr His Glu Gly Ser Thr val Glu Lys 
195 200 205 

Thr Val Ala Pro Thr Glu Cys Ser 
210 215 
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