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FastSEQ for Windows version 4.0
1

107

PRT

Artificial

D2E7 Tight chain variable region

<400> 1

Asp I

I

g Gln Met Thr Gin Ser Pro 5er Ser Leu Ser Ala Ser val
5 10 13

Asp Arg val Thr Ile Thr Cys Arg Ala Ser GIn Gly Ile Arg Asn

20 23 30

Lteu Ala Trp Tyr Gln GlIn Lys Pro Gly Lys Alta Pro Lys Leu Leu

35 40 45

Tyr Ala Ala Ser Thr Leu Gln Ser Gly val Pro Ser Arg Phe Ser

50

35 60

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

65

<2310
<211
<212>
<213

<220
<223

70 75
Glu Asp val ala Thr Tyr Tyr Cys Gin égg Tyr Asn Arg Ala gro
85 5
Thr Phe Gly Gln Gly Thr Lys val Glu Ite Lys
100 108

2

121

PRT

Artificial

D2E7 heavy chain variable region

2

<400>

G}u val GIn Leu V§1 Glu ser Gly Gly Gly Leu val Gln pPro Gly

i0 15

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

25 30

Ala Met ggs Trp val Arg Gln ﬁga Pro Gly Lys Gly Leu Glu Trp

5er A
5

Glu Gly Arg phe Thr

65

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

55 60
Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu
70 75
Page 1

Gly
TYr
Ite
Gly
Pro

80
Tyr

Arg
Tyr
val
val

Tyr
80
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Leu Gln Met Asn ger Leu Arg Ala Glu ggp Thr Ala val Tyr Tyr Cys
5 a5
Ala Lys val Ser Tyr Leu Ser Thr Ala Ser Ser teu Asp Tyr Trp Gly
105 110
Gin Gly Thr Leu val Thr val Ser Ser
115 120

<210> 3

211> O

<21Z> PRT

<213> Aartificial

<220>
<223> D2E7 Tight chain variable region COR3

<221> VARIANT
<222> 9
<223> Xaa = Any Amino Acid

<400> 3
G}n Arg Tyr Asn Agg Ala Pro Tyr Xaa

<21l> 4

<211> 12

<212> PRT

<213> Artificial

<220>
<Z223> D2E7 heavy chain variable region CDR3

<221> VARIANT
<222> 12
<223> Xaa = Any Amino Agid

<400> 4
val Ser Tyr Leu Ser Thr Ala Ser Ser Leu Asp Xaa
1L 5 10

<210> 5

<Z2i1> 7

<212> PRT

<213> Artificial

<220 .
<223> DZE7 Tight chain variable region CDR2

<400 5
A;a Ala Ser Thr Lgu Gln ser

<2i0> 6

<21l> 17

«<Z21i2> PRT

<213> Artificial

<220
<223> D2E7 heavy chain variable region CDR2

Page 2



<400> 6

117813_90702_Seguencelisting. txt

Ala Ile Thy Trp Asn Ser Gly His Ile Asp Tyr Ala Asp Ser val Glu
1 5 10 15

Gly

<210> 7

<21l> 11

<212> PRT

<213> artificial

<220

<223> D2E7 Tight chain variable region CDRL

<400> 7

Arg Ala Ser Gin Gly Ile Arg Asn Tyr Leu Ala
1 5 10

<210> 8

«Z1i> 5

<212> PRT

<213» Artificial

<220>

<223> D2E7 heavy chain variable region ChrI1

<400> 8
Aip Tyr Ala Met

<210> 9

<211> 107

<212> PRT

<213> Artificial

<220>

His
5

<223> 2504 Tight chain variable

<400> 9

Azp Ile Gin Met Tgr Gln Ser gro

Asp Arg val Thr
20
Lel Ala ggp Tyr
Tyr Ala Ala Ser
50

ser Gly Ser Gly
65

Glu Asp val Ala

Ala Phe Gly Gln
100

<210> 10

<211 121

<212> PRT

<213> artificial

Ile
Gin
Thr
Thr

T
Fili

85
Gly

Thr
Gln
Leu
Asp
70

Tyr
Thr

Cys
Lys
Gln
55

Phe
Tyr

LYS

APrg
Pro
40

Ser
Thr
Cys

val

region

Ser Ser
10

Ala ser

25

Gly Lys

Gly val
Leu Thr
Gln

Glu
105

ey
Glin
Ala
Pro
Ile
75

Tyr

LYs

Page

Ser
Gly
Pro
Ser
60

Ser

Ash

Ala Ser

Ile Arg
30

Lys Leu

45

Arg Phe

Ser Leu

Ser Ala

Gly
Tyr
Ile
Gly
Pro
80

Tyr



<220>

117813_90702_Seguencetisting. txt

<223> 2504 heavy chain variable region

<4G0> 10

Gin val
i

Ser Leu

Ala Met

Ser Ala
50

Glu Gly

65

teuy Gin

Thr Lys

Gln Gly

210> 11
<211> 9
<212> PR

<213>» Artificial

<220

Gln
Arg
Hig
35

Ile
Atg
Mat
Ala

Thr
118

T

l.ey
Lew
20

Trp
Thr
rhe
Ash
Ser

100
teu

val
5
Ser
va't
Trp
Ala
S5er
g5
Tyr

val

Glu
Cys
Arg
ASn
val
70

Leu
L.ew

Thr

Ser
Ala
Gln
Ser
55

Sar
Arg

s5er

val

Gly
Ala
Ala
40

Gly
Arg
Pro
Thr

ser
120

«223> 2504 Vight chain variable

<400= 11

Gln Lys Tyr Asn Ser Ala Pro Tyr
5

<210> 12
<211> 9

<212> PRT

<213> Artificial

<220>

Gly Gly
10

Ser Gly

25

Pro Gly

His Ile
Asp Asn

Giu Asp
90

Ser ser

105

ser

Leu
Phe
Lys
Asp
Ala
Thr

Ser

region CDR3

Ala

vat
Thr
Gly
TYr
60

Lys
Ala

Leu

<223> gp B12 Tight chain variable region CDR3

<400> 12

Gin Lys Tyr Asn Arg Ala Pro Tyr Ala
1 5

<210> 13
<211> 9

«212> PRT

<213= artificial

<220>

«223> VLI0E4 THight chain variable region CDR3

<400> 13

Gln Lys Tyr Gln Arg Ala Pro Tyr Thr
1 5

<210> 14

Page 4

Gln
Phe
Leu
Ala
ASh
val

ASD

Pro
ASD
30

ASp
Asp
Ala
Tyr

Asn
110

Gly
is

AgD
Trp
ser
Leu
Tyr

95
Trp

Arg
Tyr
val
val
Tyr
80

Cys

Gly



117813_80702_seqguencelisting. txt
211> 9
<212> PRT
<213> Artificial

<220>
«223> VLI100AY tight chain variable region CDR3

<400> 14
G}n Lys Tyr Ser Ser Ala Pro Tyr Thr
5

<210> 15

<211l> §

<212> PRT

<213» Artificial

<2 2(r>
<223> vLL10OD2 ldght chain variable region CDR3

<400> 15
61n Lys Tyr Asn Sgr Ala Pro Tyr Thr

<210> 16

<211> 9

<21i2> PRT

<213> Artificial

<220
<223> VLLOF4 Tight chain variable region CDR3

<400> 16
Gln Lys Tyr Asn A§g Ala Pro Tyr Thr
1

<210 17

<21l> 9

<212> PRT

<213> Artificiail

<220> ]
<223> LOE5> Tight chain variabie region CDR3

<400> 17
Gln Lys Tyr Asn Sgr Ala Pro Tyr Tyr
1

<210> 18

<211 5§

<212» PRT

<213> Artificial

<220
<223> VLLOGY Tight chain variable region CDR3

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

Page 5



11781390702 _Sequencelisting. txt

<210> 19

<211> 9

<212> PRT

<213> argificial

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

<400> 19
G}n Lys Tyr Thr Ser Ala Pro Tyr Thr
5

<210> 20

<211> §

<212> PRY

<213> artificial

<220>
<223> viLOHI Tight chain variable region CDR3

<400> 20
G}n Lys Tyr Asn Agg Ala Pro Tyr Asn

<210> 21

<211l> 9

<212> PRT

<213> artificial

<220> '
<223> VLLOHIC Tight chain variable region CDR3

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

<210> 22

<211> O

<212> PRT

<213> Artificial

<220> )
<223> vi.1B7 Tight chain variable region CDR3

<400> 22
Gin GIn Tyr Asn s§r Ala pro Asp Thr

<210> 23

<21l> 9

<212> PRT

<213> Artificial

<220>
<223> vi.lCl light chain variable region CDR3

<400> 23
Gln Lys Fyr Asn Ser Asp Pro Tyr Thr
Page 6
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<210> 24

<Zll> ©

<212> PRT

<213> Artificial

<220
<223> VvLO.1F4 Tight chain variable region CDR3

<400> 24
G}n Lys Tyr Ile Sgr Ala Pro Tyr Thr

<210> 25

<21l> §

<212> PRT

<213> Artificial

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

<400> 25
Gln Lys Tyr Asn Agg Pro Pro Tyr Thr

<210> 26

<211l> 9

<212> PRT

<213> Artificial

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

<400> 26
Gln Arg Tyr Ash Agg Ala Pro Tyr Ala

<210> 27

<21i> 12

<212 PRT

<213> Artificial

<220>
<Z23> 2504 heavy chain variable region CDR3

<400> 27
Aza Ser Tyr Leu Sgr Thr Ser Ser Ser Lgu AsSp Asn
bl

<210> 28

<211s 12

<212> PRT

<2153> Artificial

<220>
<223> VHMIB11l heavy-chain variable region CDR3

Page 7
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<400> 28
Aéa Ser Tyr Leu Ser Thr Ser Ser Ser ESU ASpD Lys
5

<210> 29

<211> 12

<212> PRT

<213> Artificial

<220>
<223> vH1D8 heavy chain variable region CDR3

<400> 29
Ala ser Tyr Leu SEr Thr Ser Ser Ser iLeu Asp Tyr
1 10

<210> 30

<21i> 12

<212> PRT

<213> Artificial

<220>
<223> VHiA1l heavy chain variable region CDR3

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

<210> 31

<21l> 12

<212> PRT

<213> Artificial

<220>
<223> VHIB1Z heavy chain variable region CDR3

<400> 31
Aia Ser Tyr Leu Sgr Thr Ser Phe Ser Egu Asp Tyr

<210> 32

<211> 12

<212> PRT

<213%3> artificial

<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

Page 8



<220>

<223> VHIFE heavy chain variable region CDR3

<400> 33

11781390702 _Sequencel.isting. txt

Ala Ser Phe Leu Ser Thr Ser Ser Ser igu Glu Tyr
1 5

<210
<211>
<212>
<213

<220>
<223>

<400

34
12
PRT

34

Artifticial

3¢~H2 heavy chain variable region CDR3

Ala Ser Tyr Leu Ser Thr Ala Ser Ser igu Glu Tyr
1 5

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

<220
<223>

<400>

35
1z
PRT

33
1

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

<220
<223>

<400> 36

gacatccaga
atcacttgte
gggaaagcec
cggrrcagty
gaagatgttg
gggaccaagy

<210> 37

<213> 363
<212> DNA
<213>

<220>
<223> D2ET

<400> 37

gaggtgcage
tcctgtyegy
ccagggaagg
gcggactctg

36
321
DNA

Artificial

Aartificiai

tgacccagtc
gggcaagtca
ctaagctcct
gcagtggatc
caacttatta
fggaaatcaa

Artificial

teccatectee
gggcatcaga
gatctatget
tgggacagat
ctgtcaaadg
a

p2e7 Tight chain variable region

ctgtctgeat
aattacttag
gcatccactt
ttoactctea
tataaccgtg

heavy chain variable region

tggtggagtc
cctetggatt
gcctggaatyg

tggagggccy

tgggggaggc
cacctttgat
ggtctcaget
attcaccatc

ttggtacage
gattatgcca
atcacttgga
tccagagaca

vH1I-D2.N heavy chain variable region CDR3

val Ser Tyr Leu Ser Thr Ala Ser Ser Egu Asp Ash
5

ctgtagggga
cctggtatca

tgcaatcagyg
ccatcageag
caccgtatac

ctggcaggtco
tgcactgggt
atagtggtca
acgccaagaa

Page 9

cagagtoeacc
graaaaacca
ggtcccatct
cctacagect
ttttggccag

cctgagactc
ccggeaaget
catagactat
ctcectgtat

60

120
180
240
300

321

60

120
180
240
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ctgcaaatga acagtctgag agctgaggat acggocgtat attactgtge gaaagtotcg 300
taccttagca ccgogtccte cottgactat tggggecaag gtaccctggt caccgtcteg ?3;2(?3
agt

Fage 10



