<110>
<120>

<130>

<150>
<151>

<160>
<170>
<210>
<211>
<212>
<213>

<220>
<223>

<400>

110156P877PC SEQUENCE LISTING_ST25.txt
SEQUENCE LISTING

Numab AG

BISPECIFIC CONSTRUCTS AND THEIR USE IN THE TREATMENT OF VARIOUS
DISEASES

110156P877PC

EP13005113.9
2013-10-25

64

PatentIn version 3.5
1

20

PRT

Artificial sequence

artificial Tinker

1

?1y Gly Gly Gly Ser Gly Gly Gly Gly igr Gly Gly Gly Gly igr Gly
5

Gly Gly Gly Ser
20

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

<220>
<223>

<400>

2

5

PRT

Artificial sequence

artificial Tlinker

2

Gly Gly Gly Gly Ser
1 5

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

<220>
<223>

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

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

3

84

PRT

Artificial sequence

artificial antibody 1light chain; positions "X" are placeholders
for CDR regions (see Table 4)

MISC_FEATURE
(24)..Q24) ‘
Xaa is placeholder for CDR region

MISC_FEATURE
(40)..(40) _
Xaa is placeholder for CDR region
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<220>
<221>
<222>
<223>

<400>

110156P877PC SEQUENCE LISTING_ST25.txt

MISC_FEATURE

(73)..73
Xaa is placeholder for CDR region
3

Asp Ile GIn Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1

5 10 15

Asp Arg val Thr Ile Thr Cys Xaa Trp Tyr Gln GIn Lys Pro Gly Lys

20 25 30

Ala Pro Lys Leu Leu Ile Tyr Xaa Gly val Pro Ser Arg Phe Ser Gly
35

40 45

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro

50

g;u Asp Phe Ala Thr ;%r Tyr Cys Xaa Phe ?gy GIn Gly Thr Lys Leu

55 60

80

Thr val Leu Gly

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

<220>
<223>

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

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

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

<400>

1

4
84

PRT

Artificial sequence

artificial antibody light chain; positions "X" are placeholders
for CDR regions (see Table 4)

MISC_FEATURE
24)..Q28

Xaa is placeholder for CDR region

MISC_FEATURE
(40)..(40) ‘
Xaa is placeholder for CDR region

MISC_FEATURE

(73)..(73)
Xaa is placeholder for CDR region
4

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser val Gly
15

5 10

Asp Arg val ggr ITe Thr Cys Xaa Egp Tyr GIn Gln Lys 550 Gly Lys

Ala Pro ggs Leu Leu Ile Tyr iga Gly val Pro Ser Arg Phe Ser Gly
45
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110156P877PC SEQUENCE LISTING_ST25.txt

ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro
50 55 60

Glu Asp Phe Ala Thr Tyr Tyr Cys Xaa Phe Gly Gly Gly Thr Lys Leu
65 70 75 80

Thr val Leu Gly

<210> 5
<211> 84
<212> PRT

<213> Artificial sequence

<220>
<223> artificial antibody 1light chain; positions "X" are placeholders
for CDR regions (see Table 4)

<220>

<221> MISC_FEATURE

<222> (24)..Q24)

<223> Xaa 1is placeholder for CDR region

<220>

<221> MISC_FEATURE

<222> (40)..(40)

<223> Xaa is placeholder for CDR region

<220>
<221> MISC_FEATURE

<222> (73)..(73)
<223> Xaa 1is placeholder for CDR region

<400> 5
Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1 5 10 15

Asp Arg val Thr Ile Thr Cys Xaa Trp Tyr GIn GIn Lys Pro Gly Lys:
20 25 30

Ala Pro Lys Leu Leu Ile Tyr Xaa Gly val Pro Ser Arg Phe Ser Gly
35 40 45

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro
50 55 60

Glu Asp Glu Ala Thr Tyr Tyr Cys Xaa Phe Gly Gly Gly Thr Lys Leu
65 70 75 80

Thr val Leu Gly

<210> 6
<211> 84
<212> PRT
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110156P877PC SEQUENCE LISTING_ST25.txt
<213> Artificial sequence

<220>
<223> artificial antibody light chain; positions "X" are placeholders
for CDR regions (see Table 4)

<220>

<221> MISC_FEATURE

<222> (24)..Q24)

<223> Xaa is placeholder for CDR region

<220>
<221> MISC_FEATURE

<222> (40)..(40)

<223> Xxaa is placeholder for CDR region

<220>

<221> MISC_FEATURE

<222> (73)..(73)

<223> Xaa is placeholder for CDR region
<400> 6

Asp Ile Gln Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1 5 15

Asp Arg val Thr Ile Thr Cys Xaa Trp Tyr GIn GIn Lys ;ro Gly Lys
20 25 0

Ala Pro Lys Leu Leu Ile Tyr Xaa Gly val Pro Ser Arg Phe Ser Gly
35 40 45

Sser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
50 55 60

Glu Asp Phe Ala Thr Tyr Tyr Cys Xaa Phe Gly Thr Gly Thr Lys val
65 70 75 80

Thr val Leu Gly

<210> 7

<211> 84

<212> PRT

<213> Artificial sequence
<220>

<223> artificial antibody light chain; positions "X" are placeholders
for CDR regions (see Table 4)

<220>

<221> MISC_FEATURE

<222> (24)..(24)

<223> Xaa is placeholder for CDR region

<220>

<221> MISC_FEATURE

<222> (40)..(40)

<223> Xxaa is placeholder for CDR region
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110156P877PC SEQUENCE LISTING_STZ25.txt
<220>
<221> MISC_FEATURE
<222> (73)..(73)
<223> Xaa 1is placeholder for CDR region

<400> 7

Asp Ile GIn Met Thr GIn Ser Pro Ser igr Leu Ser Ala Ser ¥%1 Gly
1 5

Asp Arg val Thr Ile Thr Cys Xaa Trp Tyr GIn GIn Lys Pro Gly Lys
25 30

Ala Pro Lys Leu Leu Ile Tyr Xaa Gly val Pro Ser Arg Phe Ser Gly
35 40 45

Ser Ggy Ser Gly Thr Asp Phe Thr Leu Thr Ile Zgr Ser Leu GIn Pro
5 55

Glu Asp Glu Ala Thr Tyr Tyr Cys Xaa Phe Gly Thr Gly Thr Lys val
65 70 75 80

Thr val Leu Gly

<210> 8

<211> 84

<212> PRT

<213> Artificial sequence

<220>
<223> artificial antibody heav¥ chain; positions "X" are placeholders
for CDR regions (see Table 4)

<220>

<221> MISC_FEATURE

<222> (26)..(26)

<223> Xaa is placeholder for CDR region

<220>

<221> MISC_FEATURE

<222> (41)..(41)

<223> Xaa is placeholder for CDR region

<220>

<221> MISC_FEATURE

<222> (73)..(73)

<223> Xxaa is placeholder for CDR region

<400> 8

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

Ser Leu Arg kgu Ser Cys Ala Ala ger Xaa Trp val Arg ggn Ala Pro
5

Gly Lys Gly Leu Glu Trp Ile Gly Xaa Arg Phe Thr Ile Ser Arg: Asp
35 40 45
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110156P877PC SEQUENCE LISTING_ST25.txt

Asn Ser Lys Asn Thr val Tyr Leu GIn Met Asn Ser Leu Arg Ala Glu
50 55 60

Asp Thr Ala val Tyr Tyr Cys Ala Xaa Trp Gly GIn Gly Thr Leu val

65 70 75 80

Thr val Ser Ser

<210> 9

<211> 11

<212> PRT

<213> Artificial sequence
<220>

<223> artificial ¢DR library construct "X" are placeholders for amino
acid residues with 1limited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> 4)..4D

<223> misture of Q and E

<400> 9

GIn Ala Ser Xaa Asn Ile Tyr Ser Asn Leu Ala
1 5

<210> 10

<211> 7

<212> PRT

<213> Artificial sequence
<220>

<223> artificial CDR construct
<400> 10

Arg Ala Ser Thr Leu Ala Ser
1 5

<210> 11

<211> 12

<212> PRT

<213> Artificial sequence
<220>

<223> artificial cprR library construct "X" are placeholders for amino
acid residues with Timited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> (8)..(8)

<223> misture of Y and I
<400> 11

§1n Ser Asn Tyr §1y Ile Asn Xaa Tyr ggy Ala Ala
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110156P877PC SEQUENCE LISTING_ST25.txt

<210> 12

<211> 10

<212> PRT

<213> Artificial sequence
<220>

<223> artificial ¢DR library construct "X" are placeholders for amino
acid residues with limited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> (10)..(10)

<223> misture of T and S

<400> 12
Gly Phe Ser Leu Ser Ser Tyr Asp Met Xaa
1 5 10

<210> 13

<211> 16

<212> PRT

<213> Artificial sequence
<220>

<223> artificial CDR library construct "X" are placeholders for amino
acid residues with 1imited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> D..4d

<223> misture of V and T

<220>

<221> MISC_FEATURE

<222> (6)..(6)

<223> misture of G and A

<220>

<221> MISC_FEATURE

<222> (8)..(8)

<223> misture of A and T

<400> 13

Ile Ile Tyr Xaa Ser Xaa Ser Xaa Tyr Tyr Ala Ser Trp Ala Lys Gly
1 5 10 15

<210> 14
<211> 8
<212> PRT

<213> Artificial sequence

<220>
<223> artificial cpR library construct "X" are placeholders for amino
acid residues with 1imited diversitys (see Table 4)

<220>
<221> MISC_FEATURE
<222> (2)..(2)
<223> misture of I and Vv
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110156P877PC SEQUENCE LISTING_ST25.txt

<220>

<221> MISC_FEATURE

<222> (6)..(6)

<223> misture of L and M

<400> 14

Arg Xaa Asn Tyr Gly Xaa Asp Leu
1 5

<210> 15

<211> 11

<212> PRT

<213> Artificial sequence
<220>

<223> artificial CDR construct
<400> 15

Gln Ala Ser Gln Asn Ile Tyr Ser Asn Leu Ala
1 5

<210> 16

<211> 7

<212> PRT

<213> Artificial sequence
<220>

<223> artificial CDR construct
<400> 16

Arg Ala Ser Thr Leu Ala Ser

1 . 5

<210> 17

<211> 12

<212> PRT

<213> Artificial sequence
<220>

<223> artificial CDR construct
<400> 17

Gln Ser Asn Tyr Gly Ile Asn Tyr Tyr Gly Ala Ala
1 5 10

<210> 18

<211> 10

<212> PRT

<213> Artificial sequence
<220>

<223> artificial CDR construct
<400> 18

Gly Phe Ser Leu Ser Ser Tyr Asp Met Thr
1 5 10
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<210>
<211>
<212>
<213>

<220>
<223>

<400>

19
16
PRT

110156P877PC SEQUENCE LISTING_ST25.txt

Artificial sequence

artificial CDR construct

19

Ile Ile Tyr val Ser Gly Ser Ala Tyr I%r Ala ser Trp Ala igs Gly
1 5

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

<220>
<223>

<400>

20
8
PRT

Artificial sequence

artificial CDR construct

20

Arg Ile Asn Tyr Gly Leu Asp Leu
1 5

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

<220>
<223>

<400>

21
111
PRT

Artificial sequence

artificial antibody Tlight chain

21

Asp Ile GIn Met Thr
1 5

Asp Arg

Leu Ala

Tyr Arg
50

ser Gly
65

Glu Asp

Tyr Gly

<210>
<211>

val

Trp

35

Ala

Ser

Phe

Ala

22
115

Thr

20

Tyr

Ser

Gly

Ala

Ala
100

Ile

Gln

Thr

Thr

Thr

85

Phe

Gln Ser Pro

Thr Cys Gln

GIn Lys Pro
40

Leu Ala Ser
55

Asp Phe Thr
70

Tyr Tyr Cys

Gly Gln Gly

sSer

Ala

25

Gly

Gly

Leu

Gln

Thr
105

Ser

10

Ser

Lys

val

Thr

ser

90

Lys

Seite 9

Leu

Gln

Ala

Pro

Ile

75

Asn

Leu

ser

Asn

Pro

Ser

60

Ser

Tyr

Thr

Ala

Ile

Arg

ser

Gly

val

Ser

Phe

Leu

Ile

Leu
110

val

15

Ser

Leu

Ser

Gln

Asn

95

Gly

Gly

Asn

Ile

Gly

Pro

80

Tyr



110156P877PC SEQUENCE LISTING_STZ25.txt

<212> PRT

<213> Artificial sequence

<220>

<223> artificial antibody heavy chain

<400> 22

Glu val Gln Leu val 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 Ser Leu Ser Ser Tyr
20 25 30

Asp Met Thr Trp val Arg GIn Ala Pro Gly Lys Gly Leu Glu Trp Ile
35 40 45

Gly gge ITe Tyr val Ser Gly Ser Ala Tyr Tyr gga Ser Trp Ala Lys
55

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

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

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

val Ser Sser

115
<210> 23
<211> 13
<212> PRT
<213> Artificial sequence

<220>
<223> artificial ¢bR library construct "X" are placeholders for amino
acid residues with Timited diversitys (see Table 4)

<220>

- <221> MISC_FEATURE

<222> (3)..(3

<223> misture of S and N

<220>

<221> MISC_FEATURE

<222> (4)..(4D

<223> misture of E and Q

<220>

<221> MISC_FEATURE

<222> (5)..(5

<223> misture of S and N

<220>
<221> MISC_FEATURE
<222> (6)..(6)
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110156P877PC SEQUENCE LISTING_ST25.txt
<223> misture of v and 1

<220>

<221> MISC_FEATURE

<222> (8)..(8

<223> misture of S and N

<220>

<221> MISC_FEATURE

<222> (10)..C(10)

<223> misture of N and K

<400> 23

GIn Ser Xaa Xaa Xaa Xaa Tyr Xaa Asn Xaa Arg Leu Ser
1 5 10

<210> 24

<211> 7

<212> PRT

<213> Artificial sequence

<220>

<223> artificial cpbrR library construct "X" are placeholders for amino
acid residues with 1imited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> (D..D

<223> misture of S and T

<220>

<221> MISC_FEATURE

<222> (2)..(2)

<223> misture of A and T

<220>

<221> MISC_FEATURE

<222> (D..4)

<223> misture of S and T

<400> 24

Xaa Xaa Ser Xaa Leu Ala Ser
1 5

<210> 25
<211> 13
<212> PRT

<213> Artificial sequence

<220>
<223> artificial CDR library construct "X" are placeholders for amino
acid residues with limited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> (5)..(5)

<223> misture of S, Nand T

<220>

<221> MISC_FEATURE

<222> (7)..(D

<223> misture of S and N
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<220>
<221>
<222>
<223>

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

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

<400>

110156P877PC SEQUENCE LISTING_ST25.txt

MISC_FEATURE

®..(8
misture of S, N and R

MISC_FEATURE
(9..(®
misture of A and Vv

MISC_FEATURE

(13)..(13)
misture of T, S and N
25

Gln Gly Glu Phe Xaa Cys Xaa Xaa Xaa Asp Cys Phe Xaa
1 5 10

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

<220>
<223>

26
10
PRT
Artificial sequence

artificial CDR library construct "X" are placeholders: for amino
acid residues with limited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> (5)..(5)

<223> misture of S and N
<220>

<221> MISC_FEATURE

<222> (6)..(6)

<223> misture of S, A and R
<220>

<221> MISC_FEATURE

<222> (7)..(7

<223> misture of Y and F
<220>

<221> MISC_FEATURE

<222> (10)..(10)

<223> misture of L, I and G
<400> 26

Gly Phe Pro Leu Xaa Xaa Xaa Ala Met Xaa
1 5

<210> 27

<211> 16

<212> PRT

<213> Artificial sequence
<220>

<223> artificial cDR library construct "X" are placeholders for amino

acid residues with Timited diversitys (see Table 4)
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110156P877PC SEQUENCE LISTING_ST25.txt
<220>
<221> MISC_FEATURE
<222> (..
<223> misture of M and L

<220>

<221> MISC_FEATURE

<222> (3)..(3

<223> misture of L, T, Mand I

<220>

<221> MISC_FEATURE

<222> (5)..(5

<223> misture of A and S

<220>

<221> MISC_FEATURE

<222> (6)..(6)

<223> misture of D, G and H

<220>

<221> MISC_FEATURE

<222> (7)..(D)

<223> misture of N, K and T

<220>

<221> MISC_FEATURE

<222> (8)..(8

<223> misture of K, T, I, M and V

<220>

<221> MISC_FEATURE

<222> (12)..Q12)

<223> misture of S and N

<220>

<221> MISC_FEATURE

<222> (14)..(1%

<223> misture of A and Vv

<220>

<221> MISC_FEATURE

<222> (15)..(15)

<223> misture of K and N

<400> 27

Xaa Ile Xaa Arg Xaa Xaa Xaa Xaa Tyr Tyr Ala Xaa Trp Xaa ?ga Gly
1 5 10

<210> 28

<211> 16

<212> PRT

<213> Artificial sequence
<220>

<223> artificial cbrR library construct "X" are placeholders for amino
acid residues with limited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> (3)..(3

<223> misture of H and Q

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

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

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

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

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

<400>

110156P877PC SEQUENCE LISTING_ST25.txt

(6)..(6)
misture of T, A and R

MISC_FEATURE

..
misture of D, Y, S and E

MISC_FEATURE
®..®
misture of Y and N

MISC_FEATURE
11y ..an
misture of I and Vv

MISC_FEATURE

(12)..(12)
misture of G and A
28

?rg Arg Xaa Tyr Asn Xaa Xaa Gly Xaa Pro Xaa Xaa Ile Gly Asp Leu
5 10 15

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

<220>
<223>

29

13

PRT

Artificial sequence

artificial C¢DbR Tibrary construct "X" are placeholders for amino
acid residues with Timited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> (4)..(4)

<223> misture of E and Q

<220>

<221> MISC_FEATURE

<222> (8)..(8)

<223> misture of S and N

<220>

<221> MISC_FEATURE

<222> (10)..(10)

<223> misture of N and K

<400> 29

Gln Ser Ser Xaa Ser val Tyr Xaa Asn Xaa Arg Leu Ser
1 5 10
<210> 30

<211> 7

<212> PRT

<213> Artificial sequence

<220>

<223> artificial CDR library construct "X" are placeholders for amino

acid residues with 1imited diversitys (see Table 4)
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110156P877PC SEQUENCE LISTING_ST25.txt

<220>

<221> MISC_FEATURE

<222> (..

<223> misture of S and T

<220>

<221> MISC_FEATURE

<222> (2)..(2)

<223> misture of A and T

<220>

<221> MISC_FEATURE

<222> A)..(4d

<223> misture of S and T
<400> 30

Xaa Xaa Ser Xaa Leu Ala Ser
1 5

<210> 31

<211> 13

<212> PRT

<213> Artificial sequence
<220>

<223> artificial cpR library construct "X" are placeholders for amino
acid residues with limited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> (5)..()

<223> misture of S and T

<220>

<221> MISC_FEATURE

<222> (8)..(8)

<223> misture of S, N and R

<220>

<221> MISC_FEATURE

<222> (9..09

<223> misture of A and Vv

<220>

<221> MISC_FEATURE

<222> (13)..(13)

<223> misture of T, S and N
<400> 31

§1n Gly Glu Phe Xaa Cys Ser Xaa Xaa égp Cys Phe Xaa
5

<210> 32

<211> 10

<212> PRT

<213> Artificial sequence
<220>

<223> artificial cDbrR library construct "X" are placeholders for amino
acid residues with limited diversitys (see Table 4)
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110156P877PC SEQUENCE LISTING_ST25.txt

<220>

<221> MISC_FEATURE

<222> (6)..(6)

<223> misture of S and A

<220>

<221> MISC_FEATURE

<222> (10)..(Q10)

<223> misture of I and G

<400> 32

Gly Phe Pro Leu Ser Xaa Tyr Ala mMet Xaa
1 5

<210> 33

<211> 16

<212> PRT

<213> Artificial sequence
<220>

<223> artificial CDR'1ibrary_construct "X" are placeholders for amino
acid residues with 1imited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> (3)..(3)

<223> misture of L and I

<220>

<221> MISC_FEATURE

<222> (5)..(5

<223> misture of A and S

<220>

<221> MISC_FEATURE

<222> (6)..(6)

<223> misture of G and D

<220>

<221> MISC_FEATURE

<222> (7)..(D

<223> misture of N and T

<220>

<221> MISC_FEATURE

<222> (8)..(8)

<223> misture of T, I and Vv

<220>

<221> MISC_FEATURE

<222> (12)..(12)

<223> misture of S and N

<220>

<221> MISC_FEATURE

<222> (14)..(14)

<223> misture of A and Vv

<220>

<221> MISC_FEATURE

<222> (15)..(15)

<223> misture of K and N

<400> 33
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Met ITe Xaa Arg Xaa Xaa Xaa Xaa Tyr I%r Ala Xaa Trp Xaa ﬁga Gly
1 5

<210> 34

<211> 16

<212> PRT

<213> Artificial sequence
<220>

<223> artificial cbrR Tibrary construct "X" are placeholders for amino
acid residues with limited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> (3)..(3

<223> misture of H and Q

<220>

<221> MISC_FEATURE

<222> (6)..(6)

<223> misture of T, A and R

<220>

<221> MISC_FEATURE

<222> ()..(D

<223> misture of D, Y, S and E

<220>

<221> MISC_FEATURE

<222> (9)..09

<223> misture of Y and N

<220>

<221> MISC_FEATURE

<222> (11)..(Q11)

<223> misture of I and Vv

<220>

<221> MISC_FEATURE

<222> (12)..(12)

<223> misture of G and A
<400> 34

?rg Arg Xaa Tyr Asn Xaa Xaa Gly Xaa 550 Xaa Xaa Ile Gly Qgp Leu
5 .

<210> 35

<211> 13

<212> PRT

<213> Artificial sequence
<220>

<223> artificial cbrR library construct "X" are placeholders for amino
acid residues with Timited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> (10)..(C10)

<223> misture of N and K

<400> 35
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Gln Ser ser Glu Ser val Tyr Asn Asn fga Arg Leu Ser
1 5

<210> 36

<211> 7

<212> PRT

<213> Artificial sequence
<220>

<223> artificial CDR library construct "X" are placeholders for amino
acid residues with lTimited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> (..

<223> misture of S and T

<400> 36

Xaa Ala Ser Ser Leu Ala Ser
1 5

<210> 37

<211> 13

<212> PRT

<213> Artificial sequence
<220>

<223> artificial cbR Tlibrary construct "X" are placeholders for amino
acid residues with limited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> (5)..(5

<223> misture of S and T

<220>
<221> MISC_FEATURE

<222> (8)..(8)
<223> misture of S and N

<400> 37
g]n Gly Glu Phe Xaa Cys Ser Xaa Ala ésp Cys Phe Thr
5

<210> 38

<211> 10

<212> PRT

<213> Artificial sequence
<220>

<223> artificial CDR construct
<400> 38

Gly Phe Pro Leu Ser Ser Tyr Ala Met Ile
1 5 10

<210> 39
<211> 16
<212> PRT
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<213> Artificial sequence

<220>
<223> artificial CDR Tibrary construct "X" are placeholders for amino
acid residues with limited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> (14)..(14)

<223> misture of A and Vv

<400> 39

Met Ile Leu Arg Ala Gly Asn Ile Tyr Tyr Ala Ser Trp Xaa Lys Gly
1 5 10 15

<210> 40
<211> 16
<212> PRT

<213> Artificial sequence

<220>
<223> artificial cDR library construct "X" are placeholders for amino
acid residues with 1imited diversitys (see Table 4)

<220>

<221> MISC_FEATURE

<222> (3)..(3

<223> misture of H and Q

<220>

<221> MISC_FEATURE

<222> (6)..(6)

<223> misture of T and R

<220>

<221> MISC_FEATURE

<222> (D)..(D

<223> misture of D and E

<400> 40
érg Arg Xaa Tyr Ash Xaa Xaa Gly Tyr Pgo Ile Gly Ile Gly égp Leu
5 1

<210> 41

<211> 13

<212> PRT

<213> Artificial sequence

<220>

<223> artificial CDR construct

<400> 41

GIn ser Ser Glu Ser val Tyr Asn Asn Lys Arg Leu Ser
1 5 10
<210> 42

<211> 7

<212> PRT

<213> Artificial sequence
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<220>
<223> artificial CDR construct
<400> 42

Thr Ala Ser Ser Leu Ala Ser
1 5

<210> 43

<211> 13

<212> PRT

<213> Artificial sequence
<220>

<223> artificial CDR construct
<400> 43

§1n Gly Glu Phe Ehr Cys Ser Asn Ala Qgp Cys Phe Thr

<210> 44

<211> 10

<212> PRT

<213> Artificial sequence
<220>

<223> artificial CDR construct
<400> 44

Gly Phe Pro Leu Ser Ser Tyr Ala Met Ile
1 5

<210> 45
<211> 16

<212> PRT

<213> Artificial sequence
<220>

<223> artificia1 CDR construct
<400> 45

Tet Ile Leu Arg Ala Gly Asn Ile Tyr I%r Ala Ser Trp val igs Gly
5

<210> 46

<211> 16

<212> PRT

<213> Artificial sequence

<220> o
<223> artificial CDR construct

<400> 46
Arg Arg His Tyr Asn Arg Glu Gly Tyr Pro Ile Gly Ile Gly Asp Leu
1 5 10 15

<210> 47
<211> 114
<212> PRT
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<213> Artificial sequence

<220> )

<223> artificial antibody 1light chain

<400> 47

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser

1 5 10

Asp Arg val Thr Ile Thr Cys GIn Ser Ser

20 25
Lys Arg Leu Ser Trp Tyr Gln GIn Lys Pro
35 40

Leu ITe Tyr Thr Ala Ser Ser Leu Ala Ser
50 55

ser Gly Ser Gly Ser Gly Thr Asp Phe Thr

65 70

GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys

85 90
ser Asn Ala Asp Cys Phe Thr Phe Gly Gln
100 105

Leu Gly

<210> 48

<211> 123

<212> PRT

<213> Artificial sequence

<220> -

<223> artificial antibody heavy chain

<400> 48

Glu val Gln
1

" Ser Leu Arg

Ala Met Ile

35

Gly Met Ile

50

Gly Arg Phe
65

Leu val Glu Ser Gly
5

Leu Ser Cys Ala Ala
20

Trp val Arg Gln Ala
40

Leu Arg Ala Gly Asn
55

Thr Ile Ser Arg Asp
70

Gly Gly
10

Ser Gly
25
Pro Gly

Ile Tyr

Asn Ser

Leu

Glu

Gly

Gly

Leu

75

Gln

Gly

Leu

Phe

Lys

Tyr

Lys
75

ser

ser

Lys

val

60

Thr

Gly

Thr

val

Pro

Gly

Ala

60

AsSn
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Ala

val

Ala

45

Pro

Ile

Glu

Lys:

Gln

Leu

Leu

45

ser

Thr

Ser

TYyr

30

Pro

Ser

ser

Phe

Leu
110

Pro

ser

30

Glu

Trp

val

txt

val

15

Asn

Lys

Arg

Ser

Thr

95

Thr

Gly

15

Ser

Trp

val

Tyr

Gly

Asn

Leu

Phe

Leu

80

Ccys

val

Gly

Tyr

Ile

Lys

Leu
80
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Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala
85 90 95

Arg Arg His Tyr Asn Arg Glu Gly Tyr Pro Ile Gly Ile Gly Asp Leu
100 105 110

Trp Gly GIn Gly Thr Leu val Thr val Ser Ser
115

120
<210> 49
<211> 13
<212> PRT
<213> Art1f1c1a1 sequence
<220>
<223> artificial CDR construct
<400> 49

Gln Ser Ser Glu Ser val Tyr Ser Asn ASn Arg Leu Ser
1 ' 5 1

<210> 50

<211> 7

<212> PRT

<213> Artificial sequence
<220>

<223> artificial CDR construct
<400> 50

Ser Ala Ser Thr Leu Ala Ser
1 5

<210> 51

<211> 13

<212> PRT

<213> Artificial sequence
<220>

<223> artificial CDR construct
<400> 51

g]n Gly Glu Phe ger Cys Ser Ser val ﬁgp Cys Phe Ser

<210> 52

<211> 10

<212> PRT

<213> Artificial sequence

<220>

<223> artificial CDR construct

<400> 52

Gly Phe Pro Leu Ser Ala Tyr Ala Met Ile
1 5
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<210>
<211>
<212>
<213>

<220>

<223>

<400>
Met Ile Ile Arg Ser Gly Thr val Tyr Tyr Ala Asn Trp Ala Lys Gly
1 5 10 15

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

<220>
<223>

<400>

110156P877PC SEQUENCE LISTING_STZ25.txt

53

16

PRT

Artificial sequence

artificial CDR construct

53

54

16

PRT

Artificial sequence

artificial CDR construct

54

Arg Arg His Tyr Asn Ala Asp Gly Tyr Pro Ile Gly Ile Gly Asp Leu
1 5 10 15

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

<220>
<223>

<400>

1

Asp

Asn

Leu

Ser

65

GlIn

Ser

Leu

Arg

Arg

Ile

50

Gly

Pro

ser

Gly

55

114

PRT

Artificial sequence

artificial antibody 1ight chain
55

Asp Ile GIn Met Thr GIln Ser Pro Ser Ser Leu Ser Ala Ser val Gly
5

10 15

val Thr Ile Thr Cys Gln Ser Ser Glu Ser val Tyr Ser Asn
20 25 30

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

Tyr Ser Ala Ser Thr Leu Ala Ser Gly X31 Pro Ser Arg Phe
55

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu
70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gly Glu Phe Ser Cys
85 90 95

val Asp Cys Phe Ser Phe Gly Gln Gly Thr Lys Leu Thr val
100 105 110
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<210> 56

<211> 123

<212> PRT

<213> Artificial sequence

<220>

<223> artificial antibody heavy chain

<400> 56

Glu val GIn Leu val 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 Pro Leu Ser Ala Tyr
20 25 30

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

Gly Met Ile Ile Arg Ser Gly Thr val Tyr Tyr Ala Asn Trp Ala Lys
50 55 60

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

Gln Met Asn Ser Leu Arg Ala Glu Asp Tgr Ala val Tyr Tyr Cys Ala
85 9 95

Arg Arg His Tyr Asn Ala Asp Gly Tyr Pro Ile Gly Ile Gly Asp Leu
100 105 110

Trp Gly GIn Gly Thr Leu val Thr val Ser ser

115 120
<210> 57
<211> 13
<212> PRT
<213> Artificial sequence
<220>
<223> artificial CDR construct
<400> 57
Gln Ser Asn Glu Asn Ile Tyr Ser Asn Asn Arg Leu Ser
1 5 10
<210> 58
<211> 7
<212> PRT
<213> Artificial sequence
<220>
<223> artificial CDR construct
<400> 58
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Ser Ala Ser Ser Leu Ala Ser
1 5

<210> 59

<211> 13

<212> PRT

<213> Artificial sequence
<220>

<223> artificial CDR construct
<400> 59

Gln Gly Glu Phe Asn Cys Asn Ser Ala Asp Cys Phe Thr
1 5 10

<210> 60

<211> 10

<212> PRT

<213> Artificial sequence

<220>

<223> artificia1‘CDR construct

<400> 60

Gly Phe Pro Leu Asn Arg Tyr Ala Met Leu
1 5 10
<210> 61

<211> 16

<212> PRT

<213> Artificial sequence

<220>

<223> artificial CDR construct

<400> 61

Leu Ile Thr Arg Ala Asp Lys Lys Tyr Tyr Ala Ser Trp Ala &gs Gly
1 5 10

<210> 62

<211> 16

<212> PRT

<213> Artificial sequence
<220>

<223> artificial CDR construct
<400> 62

Arg Arg His Tyr Asn Thr Asp Gly Tyr Pro Ile Ala Ile Gly égp Leu
1 5 10

<210> 63

<211> 114

<212> PRT

<213> Artificial sequence
<220>

<223> artificial antibody 1light chain
Seite 25



110156P877PC SEQUENCE LISTING_ST25.txt

<400> 63
Asp ITe GIn Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1 5 10 15

Asp Arg val Thr Ile Ser Cys GIn Ser Asn Glu Asn Ile Tyr Ser Asn
20 25 30

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

Leu Ile Tyr Ser Ala Ser Ser Leu Ala Ser Gly val Pro Ser Arg Phe
50 55 60

ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Asp Leu

65 70 75 80

Glu Pro Glu Asp Phe Ala Thr Tyr Tyr Cys GIn Gly Glu Phe Asn Cys
85 90 95

Asn Ser Ala Asp Cys Phe Thr Phe Gly GIn Gly Thr Lys Leu Thr val

100 105 110

Leu Gly

<210> 64

<211> 123

<212> PRT

<213> Artificial sequence

<220>

<223> artificial antibody heavy chain

<400> 64

Glu val GIn Leu val Glu Ser Gly Gly Gly Leu val GIn Pro Gly Gly

1 5 10 15

ser Leu Arg Leu Ser Cys Ala val Ser Gly Phe Pro Leu Asn Arg Tyr
20 25 30

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

Gly Lgu Ile Thr Arg Ala Asp Lys Lys Tyr Tyr ega Ser Trp Ala Lys
5 55

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

Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr gys Ala
85 90 5
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Arg Arg His Tyr Asn Thr Asp Gly Tyr Pro Ile Ala Ile Gly Asp Leu
100 105 110

Trp Gly Gln Gly Thr Leu val Thr val Ser Ser
115 120
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