
Anti-PDLl_ST25.txt 
SEQUENCE LISTING 

<110> Merck Patent GmbH 

<120> Anti-PD-Ll 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 lie Tyr Pro Ser Gly Gly xaa Thr Phe Tyr Ala Asp xaa val Lys 
15 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 
<22 2> (10)..(10) 
<223> X = E or D 

<400> 3 

lie 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 Gin Leu Leu Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly 
15 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 Gin 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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Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
15 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> 
<2 2 3> from human Fab library 

<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 library 

<220> 
<221> MISC_FEATURE 
<2 2 2> (4)..C4) 
<22B> 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> CI) - - CD 
<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 
<22 2> (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 
<22 2> (3)..(3) 
<223> X = F or Y 

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

<220> 
<221> MISC_FEATURE 
<2 2 2> (6)..(6) 
<223> X = R, T or S 

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

<220> 
<221> MISC_FEATURE 
<22 2> (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> Arti fi ci al Sequence 

<220> 
<2 2 3> from human Fab library 

<400> 11 

Gin Ser Ala Leu Thr Gin Pro Ala Ser val Ser Gly ser Pro Gly Gin 
15 10 15 
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Ser lie Thr lie Ser Cys 

20 

<210> 12 
<211> 15 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> from human Fab library 

<400> 12 

Trp Tyr Gin Gin His Pro Gly Lys Ala Pro Lys Leu Met lie Tyr 
15 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 
15 10 15 

Leu Thr lie 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 library 

<400> 14 

Phe Gly Thr Gly Thr Lys val Thr val Leu 
15 10 

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

<220> 
<223> from human Fab library 

<400> 15 

Ser Tyr lie Met Met 
1 5 

<210> 16 
<211> 17 
<212> PRT 
<213> Artificial sequence 
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<22Q> 
<223> from human Fab library 

<400> 16 

Ser lie Tyr Pro Ser Gly Gly lie Thr Phe Tyr Ala Asp Thr Val Lys 
15 10 15 

Gly 

<210> 17 
<211> 11 
<212> PRT 
<213> Artificial Sequence 

<220> 
<223> from human Fab library 

<400> 17 

lie Lys Leu Gly Thr val Thr Thr val Asp Tyr 
15 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 lie Tyr Pro Ser Gly Gly lie Thr Phe Tyr Ala Asp Ser val Lys 
15 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 

<220> 
<223> from human 

Sequence 

Fab library 

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

<40Q> 24 

Glu val Gin Leu Leu Glu ser Gly Gly Gly Leu val Gin Pro Gly Gly 
15 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 

lie Met Met Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val 
35 40 45 

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

Lys Gly Arg Phe Thr lie 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 90 95 

Ala Arg lie Lys Leu Gly Thr val Thr Thr val Asp Tyr Trp Gly Gin 
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 
15 10 15 

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

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

Met lie 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 lie 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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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 
<2 2 2> (1)..(120) 
<223> A09-188-1 heavy chain variable region 

<400> 26 

Glu val Gin Leu Leu Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly 
15 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 Gin Ala Pro Gly Lys Gly Leu Glu Trp val 
35 40 45 

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

Lys Gly Arg Phe Thr lie 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 lie Tyr Tyr Cys 
85 90 95 

Ala Arg lie Lys Leu Gly Thr val Thr Thr val Asp Tyr Trp Gly Gin 
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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Gin Ser Ala Leu Thr Gin Pro Ala Ser Val Ser Gly Ser Pro Gly Gin 
15 10 15 

Ser lie Thr lie Ser cys Thr Gly Thr Ser Ser Asp Val Gly Ala Tyr 
20 25 30 

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

Met lie 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 lie 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 

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 lie Phe Ala Val Phe lie Phe Met Thr Tyr Trp His Leu Leu 
15 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 lie Glu Cys Lys Phe Pro Val Glu Lys Gin Leu 
35 40 45 

Asp Leu Ala Ala Leu lie val Tyr Trp Glu Met Glu Asp Lys Asn lie 
50 55 60 

lie 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 Gin lie Thr Asp val Lys Leu Gin Asp Ala Gly val Tyr 
100 105 110 

Arg Cys Met lie Ser Tyr Gly Gly Ala Asp Tyr Lys Arg lie Thr Val 
115 120 125 

Lys Val Asn Ala Pro Tyr Asn Lys lie Asn Gin Arg lie Leu val Val 
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135 140 

Asp Pro val Thr Ser Glu His Glu Leu Thr Cys Gin Ala Glu Gly Tyr 
145 150 155 160 

Pro Lys Ala Glu Val lie Trp Thr Ser Ser Asp His Gin 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 lie Asn Thr Thr Thr Asn Glu lie 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 lie Pro Glu Leu Pro Leu Ala His Pro Pro Asn Glu Arg Thr His 
225 230 235 240 

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

Phe lie Phe Arg Leu Arg Lys Gly Arg Met Met Asp val Lys Lys Cys 
260 265 270 

Gly lie Gin Asp Thr Asn Ser Lys Lys Gin 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 
15 10 15 

Asn Met Thr lie Glu cys Lys Phe Pro val Glu Lys Gin Leu Asp Leu 
20 25 30 

Ala Ala Leu lie val Tyr Trp Glu Met Glu Asp Lys Asn lie lie Gin 
35 40 45 

Phe Val His Gly Glu Glu Asp Leu Lys val Gin His Ser ser Tyr Arg 
50 55 60 
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Gin Arg Ala Arg Leu Leu Lys Asp Gin Leu Ser Leu Gly Asn Ala Ala 
65 70 75 80 

Leu Gin lie Thr Asp val Lys Leu Gin Asp Ala Gly val Tyr Arg Cys 
85 90 95 

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

Asn Ala Pro Tyr Asn Lys lie Asn Gin Arg lie Leu val val Asp Pro 
115 120 125 

Val Thr Ser Glu His Glu Leu Thr cys Gin Ala Glu Gly Tyr Pro Lys 
130 135 140 

Ala Glu val lie Trp Thr ser ser Asp His Gin 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 lie Asn Thr Thr Thr Asn Glu lie Phe Tyr Cys Thr 
180 185 190 

Phe Arg Arg Leu Asp Pro Glu Glu Asn His Thr Ala Glu Leu val lie 
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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£1 91 Las 

SO Z BDID6 I6B6DDBDDD DD6DI6DDE6 EEEB66I6DD EDDID666E6 

099 DEDBDBDI66 EDD6ID6BDE 1DD166DDBD DDI6BE6616 BD6B6DDDDD B61DDD161D 

009 DB1DD1DD1D D6DD6DEIBB EDBEDEEDD1 6BD6BBDDID DD6BEDDEDD BEB66I6D66 

OfrS DD66BE6I6B DDDDID66IB 61D66BE661 DD663-6DDE6 I6DD6D66BD D1E3.D3.3-3.E6 

08t" HD1D3.E63.DD 6IDI66IDDD EDD66EEDEE DD66ED63.DE E66B6DDIDD 1EDDDDDD11 

OZt> 6IDEDB6I6D DEEDDDEEDD 66EEDDD6ED D6663.D63.6D DE6I6BBBED ED66DDED66 

09 E DH6I6B6ED DBD6BDDIDD 1DDEDE1DD1 DDID6IDBID EIDE6DD66B 6DE66E6ED6 

OOE 6ED6IDB66D 6EDIEDDE6I DDDIDD6DDB DBBD66DDI6 BBDDID66DD 1D11B6EDEB 

Ot'Z DDI6I6D66D DIDDD66DDE EDD3.63.6DE6 DE3.D3.E63.E6 1D6EBDDDDD 66EBD66DDD 

081 DBD6BD6BDI E1661DD161 6DE1DEEDB1 D66D666I6D E6D6EDDIDD ED66DDED6I 

OZI D6BDIEDDBD 1EDDI6BDD6 63.DDDD3.D66 ID1616DDID D6IDD6EDDD E6IDDD6DDI 

09 6BDD6BEIID DHD61DD11 E663.D3.3.63.E 63.D63.663.3.6 1D66BII6ID D6H6E66IE 
IE <00P> 

AjEjq L[ qBd UEiiinq UJOJJ. <£ZZ> 
<0ZZ> 

aDuanbas LBL3L1JV <EIZ> 
'VNQ <ZIZ> 
SOZ <IIZ> 
IE <01Z> 

zon EEE3.666 DDDD3.63.DDD 1D1DD6E6EB 

08EI 6ED6DEDEID EDDEEDEDBI D3.D66E63.ED 63.E63.6DD3.D 61BD1D11D1 6DEE6666BD 

OZEI 6ED66I66ED 6B6BEDE66I 6DDEDID6BE D6E3.E3.D3.DD 3.3D3.3.DD3.D6 6DE6DDIDB6 

09ZI 6ID6I6DDDI DD6DEDDE6E EDE3-DEEDEE 6E66DD6ED6 663-BBD6E6E 666I6E66I6 

OOZI DD6DIBDB6D 6EDDDIBIDI 1D66EEBDI6 63.DD63.DDE6 3-DD6ED3-66E DDEE6EEDDE 

om 6ID6E6IB66 6DEDIEDDDD D61DDDBDE1 63.66EDEDDE E6B6DDDD6E D666EEEDD6 

0801 EEEDD1D1BD DEEEE6E6DI EDDDDD6EDD DIDDD6EBBD BBDD3.D3.66E ED6I6EEDBI 

OZOI 6E66EBD66I EE6ID663.DE 66BDDBD61D D3.6DDBD3.DD I6D6EDI66I 6I6DDEI6DE 

096 D6BDEBDEI6 ED6E66E666 D6DD6EEEDE 6EBDD6IEEI ED6I66E66I 6D66DB66I6 

006 DEI66IDEED 3-3.6eED3.66E 6IDDDB6BB6 DBDD6E6I6D E663.663.663. 6D6IEDEDI6 

0178 6E6IDDDDE6 6DDD3.D3.E63. ED3-DDDEDE6 6EEDDDEEEE DDDDDD3-3-D3- DDHDI6EDI 

08Z 6DDB666666 1DD1DBB61D DBD6EDDD6I 6DDEDDD63.E DEDED3-DEEE EDE6I6HDI 

OZI EEBDDD6B6I I6BEB6EEDB 663.66EEDDE DBBD6EDDD6 EBDBDIEB61 6DEED6IDIE 

099 DEIDDB6BDD DBD666HD6 ED6BDDIDDD 63.6DDE63.66 I6D6BD6EDI DDD1DE1D1D 

009 B66EDIDDI6 BDB1DD161D 66DDD11DDE DBD6I6D66D 6BDDE63.DDD 6D66EDIDEE 

Ot-S 66I6DI6I66 DE6166DDBB 6DDDDHDE1 DB66EBDI66 3.DD63.D6663 DDD66D6BDE 

08V D66666IDID DED6E6EEDD 1DD1DDDED6 6lDDDDDllD 
ix3.-szis~i"iad"Liuv 

3-66D3.BDDD6 66BEDDEDDI 
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<21Q> 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 
<2 2 2> (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 
<2 2 2> (50) (66) 
<223> A09-246-2 heavy chain complementarity determining region 2 

<220> 
<221> CHAIN 
<22 2> (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) 
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<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 Gin 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 

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

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

Lys Gly Arg Phe Thr lie 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 90 95 

Ala Arg lie 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 lie 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 lie 
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 Gin Tyr Asn Ser Thr Tyr Arg 
290 295 300 

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

Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu Pro Ala Pro lie Glu 
325 330 335 

Lys Thr lie Ser Lys Ala Lys Gly Gin Pro Arg Glu Pro Gin val Tyr 
340 345 350 

Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gin val Ser Leu 
355 360 365 

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

Glu Ser Asn Gly Gin 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 Gin Gin Gly Asn val Phe Ser Cys Ser Val Met His 
420 425 430 

Glu Ala Leu His Asn His Tyr Thr Gin 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 
<22 2> (37)..(51) 
<223> A09-246-2 light chain framework region 2 

<220> 
<221> BINDING 
<2 2 2> (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 
<22 2> (111)..(216) 
<223> A09-246-2 light chain constant domain 

<400> 33 

Gin Ser Ala Leu Thr Gin Pro Ala Ser val Ser Gly Ser Pro Gly Gin 
15 10 15 

Ser lie Thr lie Ser Cys Thr Gly Thr ser ser Asp val Gly Gly Tyr 
20 25 30 

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

Met lie 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 lie 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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Ser Thr Arg val Phe Gly Thr Gly Thr Lys val Thr val Leu Gly Gin 
100 105 110 

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

Leu Gin Ala Asn Lys Ala Thr Leu val Cys Leu lie 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 Gin Ser Asn Asn Lys Tyr 
165 170 175 

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

Arg Ser Tyr Ser cys Gin 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> A09-18S-1 complete heavy chain 

<400> 34 

Glu Val Gin Leu Leu Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly 
15 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 Gin Ala Pro Gly Lys Gly Leu Glu Trp val 
35 40 45 

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

Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 
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Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala lie Tyr Tyr Cys 
85 90 95 

Ala Arg lie 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 lie 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 lie 
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 Gin Tyr Asn Ser Thr Tyr Arg 
290 295 300 

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

Glu Tyr Lys cys Lys val Ser Asn Lys Ala Leu Pro Ala Pro lie Glu 
325 330 335 

Lys Thr lie Ser Lys Ala Lys Gly Gin Pro Arg Glu Pro Gin val Tyr 
340 345 350 
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Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gin val Ser Leu 
355 360 365 

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

Glu Ser Asn Gly Gin 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 Gin Gin Gly Asn val Phe Ser Cys Ser val Met His 
420 425 430 

Glu Ala Leu His Asn His Tyr Thr Gin 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 

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

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

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

Met lie 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 lie 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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Ser Thr Arg Val Phe Gly Thr Gly Thr Lys val Thr val Leu Gly Gin 
100 105 110 

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

Leu Gin Ala Asn Lys Ala Thr Leu val Cys Leu lie 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 Gin Ser Asn Asn Lys Tyr 
165 170 175 

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

Arg ser Tyr Ser Cys Gin 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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