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<210> 1
<211> 107
<212> PRT
<213> Artificial Sequence
<220>
<223> D2E7 light chain variable region
<400> 1
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Gly Ile Arg Asn Tyr
20 25 30
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45
Tyr Ala Ala Ser Thr Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 . 80
Glu Asp Val Ala Thr Tyr Tyr Cys Gln Arxrg Tyr Asn Arg Ala Pro Tyr
85 90 95
Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 2
<211> 121
<212> PRT
<213> Artificial Sequence
<220>
<223> D2E7 heavy chaln variable region
<400> 2 )
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Arg
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asp Asp Tyr
20 25 30
Ala Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 - 45
Ser Ala Ile Thr Trp Asn Ser Gly His Ile Asp Tyr Ala Asp Ser Val

50 55 60



Glu Gly Arg Phe
65
Leu Gln Met Asn

Ala Lys Val Ser

100

Gln Gly Thr Leu
115

<210> 3
<211> 9
<212> PRT

Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr
70 75 80

Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Tyr Leu Ser Thr Ala Ser Ser Leu Asp Tyr Trp Gly

105 110
Val Thr Val Ser Ser ‘

120

<213> Artificial Sequence

<220>

<223> D2E7 light chain varigble region CDR3

221> VARIANT
<222>)y9
<223> Xaa = Thr

<400> 3
Gln Arg Tyr Asn
1

<210> 4
<211> 12
«<212> PBRT

or Ala

Arg Ala Pro Tyr Xaa
5

<213> Artificial Sequence

<220>

<223> D2E7 heavy chain variable region CDR3

<221> VARIANT
<222> 12
<223> Xaa = Tyr

<400> 4
Val Ser Tyr Leu
1

<210> 5
<211> 7
<212> PRT

or Asn

Ser Thr Ala Ser Ser Leu Asp Xaa
5 10

<213> Artificial Sequence

<220>

<223> D2E7 light chain variable region CDR2

<400> 5
Ala Ala Ser Thr
1

<210> 6
<211> 17
<212> PRT

Leu Gln Ser
5

<213> Artificial Sequence



<220>

<223> D2E7 heavy chain variable region CDR2

<400> 6

Ala Ile Thr Trp Asn Ser Gly His Ile Asp Tyr Ala Asp Ser Val Glu

1
Gly

210> 7
<211> 11
<212> PRT

5

<213> Artificial Sequence

<220>

10

<223> D2E7 light chain wvariable region CDRL

<400> 7

Arg Ala Ser Gln Gly Ile Arg Asn Tyr Leu Ala

1

<210> 8
<211> 5
<212> PRT

5

<213> Artificial Sequence

<220>

10

<223> D2E7 heavy chain variable region CDR1

<400> 8

Asp Tyr Ala Met His

1

<210> 8
<211> 107
<212> PRT

5

<213> Artificial Sequence

<220>

<223> 25D4 light chain variable

<400> S

Asp Ile Gln
1

Asp Arg Val

Leu Ala Trp
35
Tyr Ala Ala
50
Ser Gly Ser
65
Glu Asp Val

Ala Phe Gly

Met Thr Gln Sexr Pro

Thr
20

Tyxr
Ser
Gly
Ala

Gln
100

5
Ile

Gln
Thr
Thy
Thr

85
Gly

Thr
Gln
Leu
Asp
70

Tyx

Thr

Cys
Lys
Gln
55

Phe
Tyr

Lys

Arg

Pro
40

Ser
Thr
Cys

Val

region

Ser
Ala
25

Gly
Gly
Leu

Gln

Glu
105

Ser
10

Ser
Lys
Val
Thr
Lys

90
Ile

Leu
Gln
Ala
Pro
Ile
75

Tyr

Lys

Ser
Gly
Pro
Ser
60

Ser

Asn

Ala
Ile
Lys
45

Arg

Ser

Ser

Ser
Arg
30

Leu
Phe

Leu

Ala

15

Ile
15

Asn
Leu
Ser

Gln

Pro
85

Gly
Tyr
Ile
Gly
Pro

80
Tyr



<210> 10
<211> 121
<212> PRT
<213> Artificial Sequence

<220>
<223> 28D4 heavy chain variable region

<400> 10

Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val

1 5 10

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr

20 25

Ala Met His Trp Val Arg Gln Ala Pro Gly Lys Gly

35 40

Ser Ala Ile Thr Trp Asn Ser Gly His Ile Asp Tyr

50 55 60

Glu Gly Arg Phe Ala Val Ser Arg Asp Asn Ala Lys

65 70 75

Leu Gln Met Asn Ser Leu Arg Pro Glu Asp Thr Ala

85 g0

Thr Lys Ala Ser Tyr Leu Ser Thr Ser Ser Ser Leu

100 . 105
Gln Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 11

<211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> 25P4 light chain varilable region CDR3

<400> 11
Gln Lys Tyr Asn Ser Ala Pro Tyr Ala
1 5

<210> 12

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> EP Bl2 light chain variable region CDR3

<400> 12

Gln Lys Tyr Asn Arg Ala Pro Tyr Ala
1 5

<210> 13

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> VL10E4 light chain variable region CDR3

4

Gln
Phe
Leu
45

Ala
Asn

Val

Asp

Pro
Asp
30

Asp
Asp
Ala
Tyx

Asn
110

Gly
15

Asp
Trp
Ser
Leu
Tyr

95
Trp

Arg
Tyr
Val
Val
Tyr
80

Cys

Gly



<400> 13
Gln Lys Tyr Gln Arg Ala Pro Tyr Thr
1 5

<210> 14

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> VL100A9 light chain variable region CDR3

<400> 14
Gln Lys Tyr Ser Ser Ala Pro Tyr Thr
1 5

<210> 15

<211i> 8

<212> PRT

<213> Artificial Seguence

<220>
<223> VLL100D2 light chain variable region CDR3

<400> 15
Gln Lys Tyr Asn Ser Ala Pro Tyr Thr
1 5

<210> 16

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> VLLOF4 light chain variable region CDR3

<400> 16 ’
Gln Lys Tyr Asn Arg Ala Pro Tyr Thr
1 5

<210> 17

<211> 98

<212> PRT

<213> Artificial Sequence

<220>
<223> LOES light chain variable region CDR3

<400> 17
Gln Lys Tyr Asn Ser Ala Pro Tyr Tyxr
1 5

<210> 18
<211> 8
<212> PRT



<213> Artificial Sequence

<220>
<223> VLLOG7 light chain variable region CDR3

<400> 18
Gln Lys Tyr Asn Ser Ala Pro Tyr Asn
1 5

<210> 19

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> VLLOGY light chain variable region CDR3

<400> 18
Gln Lys Tyr Thr Ser Ala Pro Tyr Thr
1 5

<210> 20

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> VLLOHL light chain variable region CDR3

<400> 20
Gln Lys Tyr Asn Arg Ala Pro Tyr Asn
1. 5

<210> 21

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> VLLOH10 light chain variable region CDR3

<400> 21
Gln Lys Tyr Asn Ser Ala Ala Tyr Ser
1 5

<210> 22

<211> 9 .

<212> PRT

<213> Artificial Sequence

<220>
<223> VL1B7 light chain variable region CDR3

<400> 22
Gln Gln Tyr Asn Ser Ala Pro Asp Thr
1 5



<210> 23

<211> 9

<212> PRT

<213> artificial Sequence

<220>
<223> VLICLl light chain variable region CDR3

<400> 23
Gln Lys Tyr Asn Ser Asp Pro Tyr Thr
.1 5

<210> 24

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> VLO.1F4 light chain variable region CDR3

<400> 24
Gln Lys Tyr Ile Ser Ala Pro Tyr Thr
1 5

<210> 25

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> VLO.1H8 light chain variable region CDR3

<400> 25
Gln Lys Tyr Asn Arg Pro Pro Tyr Thr
i 5

<210> 26

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> LOE7.A light chain variable region CDR3

<400> 26
Gln Arg Tyr Asn Arg Ala Pro Tyr Ala
1 5

<210> 27

<211> 12

<212> PRT

<213> Artificial Seguence

<220>
<223> 28D4 heavy chain variable region CDR3



<400> 27
Ala Ser Tyr Leu Ser Thr Ser Ser Ser Leu Asp Asn
1 5 10

<210> 28

<211> 12

<212> PRT

<213> Artificial Sequence

<220>
<223> VH1Bll heavy chain variable region CDR3

<400> 28
Ala Ser Tyr Leu Ser Thr Ser Ser Ser Leu Asp Lys
1 5 10

<210> 29

<211> 12

<212> PRT

<213> Artificial Sequence

<220>
<223> VH1D8 heavy chain variable region CDR3

<400> 29
Ala Ser Tyr Leu Ser Thr Ser Ser Ser Leu Asp Tyr
1 5 10

<210> 30

<211> 12

<212> PRT

<213> Artificlal Sequence

<220>
<223> VH1All heavy chain wvariable region CDR3

<400> 30
Ala Ser Tyr Leu Ser Thr Ser Ser Ser Leu Asp Asp
1 5 10

<2310> 31

<211> 12

<212> PRT

<213> Artificial Sequence

<220>
<223> VH1B12 heavy chain variable region CDR3

<400> 31
Ala Ser Tyr Leu Ser Thr Ser Phe Ser Leu Asp Tyr
1 5 10

<210> 32

<211> 12

<212> PRT

<213> Artificial Sequence



<220>
<223> VH1E4 heavy chain variable region CDR3

<400> 32
Ala Ser Tyr Leu Ser Thr Ser Ser Ser Leu His Tyr
1 5 10

<210> 33

<211> 12

<212> PRT

<213> Artificial Sequence

<220>
<223> VH1F6 heavy chain variable region CDR3

<400> 33
Ala Ser Phe Leu Ser Thr Ser Ser Ser Leu Glu Tyr
1 5 10

<210> 34

<211> 12

<212> PRT

<213> Artificial Sequence

<220>
<223> 3C~H2 heavy chain variable region CDR3

<400> 34
Ala Ser Tyr Leu Ser Thr Ala Ser Ser Leu Glu Tyr
1 5 10

<210> 35
<211> 12
<212> PRT
<213> Artificial Sequence

<220>
<223> VH1-D2.N heavy chain wvariable region CDR3

<400> 35
Val Ser Tyr Leu Ser Thr Ala Ser Ser Leu Asp Asn
1 5 10

<210> 36

<211> 321

<212> DNA

<213> Artificial Sequence

<220>
<223> D2E7 light chain variable region

<400> 36 '

gacatccaga tgacccagte tecatcctec ctgtetgeat ctgtagggga cagagtcace 60
atcacttgtce gggcaagtca gggecatcaga aattacttay cctggtatca gcocaaaaacca 120
gggaaagcce ctaagcotceot gatctatget geatccactt tgeaatcagyg ggteccatet 180
cggttcagtg geagtggatce tgggacagat tteactetea ccatcageag cctacagect 240

9



gaagatgtty caacttatta ctgtcaaagg tataaccgty caccgtatac ttttggccag 300
gggaccaagg tggaaatcaa a

<210> 37
<211> 363
<212> DNA

<213> Artificial Sequence

<220>
<223> D2E7

<400> 37
gaggtgcage
tectgtgegy
ccagggaagg
geggactetg
ctgcaaatga
taccttagcea
agt

1

8
BBC~164

tggtggagte
cctetggatt
gecctggaatyg
tggagggecg
acagtetgag
cecgegtecte

tgggggagge
cacctttgat
ggtctcaget
attcaccate
agctgaggat
cecttgactat

heavy chain variable region

ttggtacage
gattatgcca
atcacttgga
tccagagaca
acggccgtat

tggggccaay

10

ceggeaggte
tgcactgggt
atagtggtca
acgccaagaa
attactgtgce
gtaccctggt

cctgagactce
ccgdeaaget
catagactat
ctcectgtat
gaaagtcteg
caccgtcteg

321

60

120
180
240
300
360
363





