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104

patentIn version 3.4
1

13

PRT

Homo sapiens

human IgGl hinge

1

Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro
5

10

2

10

PRT

Homo sapiens

human IgG2 hinge
2

Glu Arg Lys Cys Cys val Glu Cys Pro Pro
1 5 10

<210>
<21%>
<Z212>
<213>

<220>
<223>

3

60

PRT )
Homo sapiens

human IgG3 hinge

<400> 3

Glu Leu Lys Thr Pro Leu Gly Asp Thr Thr His Thr Cys Pro égg Cys
1 5 10
Pro GIu Pro Lys Ser Cys Asp Thr gro Pro Pro Cys Pro ggg Cys Pro
20 5

Glu Pro Lys Ser Cys Asp Thr
35

40

Pro Lys Ser Cys Asp Thr Pro Pro Pro Cys Pro Arg
50 60

55
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Pro Pro Pro Cys Pro Arg Cys Pro Glu
45



sequencelistingasfiled

<210> 4

<211> 10
<212> PRT
<213> Home sapiens

<220> .
<223> human IgG4 hinge

<400> 4
Glu Ser Lys Tyr Gly Pro Pro Cys Pro ser
1 5 10

<210> 5

<211> 217

<212> PRT

<213> Homo sapiens

<220>
<223> human IgGl Fc domain

<400> 35
Ala Pro Glu Leu Lgu Gly Gly Pro Ser Xg1 phe Leu Phe Pro igo LYS
1
Pro Lys Asp Thr Leu Met Ile Ser ggg Thr Pro Glu val ggr Cys val
20
val val égp val Ser His Glu Qgp Pro Glu val Lys zhe Asn Trp Tyr
: 5
val égp Gly val Glu val ?;S Asn Ala Lys Thr ggs Pro Arg Glu Glu
GIn Tyr Asn Ser Thr Tyr Arg val val ser val Leu Thr val Leu His
65 70 75 80
Gln Asp Trp Leu %gn Gly Lys Glu Tyr g%s Cys Lys val Ser Asn Lys
a5
Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly GlIn
100 105 110
Pro Arg Glu Pro Gin val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu
115 120 125
Thr Lys Asn Gln val Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro
130 135 140
ser Asp ITe Ala val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn
145 150 155 160
Tyr Lys Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu
165 170 175
Tyr Ser Lys Leu Thr val Asp Lys Ser Arg Trp GIn GIn Gly Asn val
180 185 190
Phe Ser Cys Ser val Met His Glu Ala Leu His Asn His Tyr Thr GIn
195 200 205
Lys Ser Leu Ser Leu Ser Pro Gly Lys
210 215

<210> 6

<211> 216

<212> PRT

<213> Homo sapiens

<220>
<223> human IgG2 Fc¢ domain

<400> 6
Ala Pro Pro val Aga Gly Pro Ser val Pge Leu Phe Pro Pro Lys Pro
1 1 15
Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr Cys val val
20 25 30
Page 2



sequencelistingasfiled
val Asp §§1 Ser His Gtu Asp 250 GTu val GIn Phe ggn Trp Tyr val
ASD ggy val GTu val His égn Ala Lys Thr Lys ggo Arg Glu ¢lu GIn
Phe Asn Ser Thr phe Arg val val Ser val Leu Thr val val His GlIn
65 70 75 80
Asp Trp Leu Asn Gly Lys Glu Tyr Lys S%s Lys val Ser Ash ;gs Gly
85
Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Thr Lys Gly Gin Pro
100 105 110

Arg Glu Pro GIn val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met Thr
115 120 125
Lys Asn Gln val Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser
130 135 140
Asp ITe Ala val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr
145 150 155 160
Lys Thr Thr Pro Pro Met Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr
165 170 175
Ser Lys Leu Thr val Asp Lys Ser Arg Trp Gln GIn Gly Asn val Phe
180 185 190
Ser Cys Ser val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys
195 200 205
Ser Leu Ser Leu Ser Pro Gly Lys
210 215

<210> 7

<211> 217

<212> PRT

<213> Homo sapiens

<220>
<223> human IgG3 Fc domain

<400> 7
Ala Pro Glu Leu Leu Gly Gly Pro Ser V81 Phe Leu Phe Pro igo Lys
1 5 1
Pro Lys Asp ggr Leu Met Ile Ser égg Thr Pro Glu val gSr Cys val
val val Asp val Ser His Glu Asp Pro Glu val GIn rhe Lys Trp Tyr
35 40 45
val Asp Gly val GlIn val His Asn Ala Lys Thr E%s Pro Arg Glu Gln
50 55
GIn Phe Asn Ser Thr phe Arg val val Ser val Leu Thr val Leu His
65 70 75 80
Gin Asn Trp Leu ggp Gly Lys Glu Tyr g%s Cys Lys val ser ggn LyS
Ala Leu Pro Ala Pro Ite Glu Lys Thr Ile Ser Lys Thr Lys Gly GIn
100 105 110
pro Arg Glu Pro GIn val Tyr Thr Leu Pro Pro Ser Arg Glu Glu Met
115 120 125
Thr Lys Asn Gln val Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro
130 135 140
ser Asp Ile Ala val Glu Trp Glu ser Ser Gly Gln Pro Glu Asn Asn
145 150 155 160
Tyr Asn Thr Thr Pro Pro Met Leu Asp Ser Asp Gly Ser Phe Phe Leu
165 170 175
Tyr Ser Lys Leu Thr val Asp Lys Ser Arg Trp Gin Gln Gly Asn Ile
180 185 190
Phe Ser Cys Ser val Met His Glu Ala Leu His Asn Arg Phe Thr Gln
195 200 205
Lys Ser Leu Ser Leu Ser Pro Gly Lys
210 215

<210> 8
<211> 217
Page 3



sequencelistingasfiled
<212> PRT
<213> Homo sapiens

<220>
<223> human IgG4 Fc domain

<400> 8
Ala Pro Glu Phe Lgu Gly Gly Pro Sser {S? Phe Leu Phe Pro ggo Lys
1
Pro Lys Asp Thr Leu Met Ile Ser %gg Thr Pro Glu val ;hr Cys val
2G 0
val val Asp val ser GIn Glu Asp Pro Glu val Gln de Asn Trp Tyr
35 40
val Asp Gly val Glu val ?és Asn Ala Lys Thr %%s Pro Arg Glu Glu
50
Gin Phe Asn Ser Thr Tyr Arg val val Ser val Leu Thr val Leu His
65 70 75 80
GIn Asp Trp Leu gén Gly Lys Glu Tyr Lys Cys Lys val Ser Sgn Lys
30
Gly Leu Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn
100 105 110
Pro Arg Glu Pro Gin val Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met
115 120 125
Thr Lys Asn Glin val Ser teu Thr Cys Leu val Lys Gly Phe Tyr Pro
130 135 140
ser Asp Ile Ala val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
145 150 155 160
Tyr Lys Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu
165 170 175
Tyr Ser Arg Leu Thr val Asp Lys Ser Arg Trp GIn Glu Gly Asn val
180 185 190
Phe Ser Cys Ser val Met His Glu Ala Leu His Asn His Tyr Thr Gln
195 200 205
Lys Ser Leu Ser Leu Ser Leu Gly Lys
210 215

<210> 9

<211> 237

<212> PRT

<213> Artificial sequence

<220>
<223> Diabody Construct 1

<400> 9

Glu 1le val Leu Thr Gln Ser Pro Asp Phe Gin Ser val Thr igo Lys
1 5 10

Glu Lys val Thr Phe Thr Cys Arg E?r Ser Gln Ser Ile g&y Thr Asn

20
ITe His ggp Tyr GIn Gln Lys Zgo Asp Gin Ser Pro L§s Leu Leu Ile
4
Lys Glu val ser Glu Ser g?e ser Gly val Pro Ser Arg Phe Ser Gly
50 5 60
ser Gly ser Gly Thr Asp Phe Thr Leu Thr Ile Asn Ser Leu Glu Ala
65 70 75 80
Glu Asp Ala Ala Thr Tyr Tyr Cys Gin Sgn Ser Asn Thr Trp ggo Phe
85
Thr Phe Gly Gly Gly Thr Lys val Glu ITe Lys Gly Gly Gly Ser Gly
100 105 110
Gly Gly Gly GIn val Thr Leu Arg Glu Ser Gly Pro Ala Leu val Lys
115 120 125
Pro Thr Gin Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu
130 135 140
Sser Thr Ser Gly Met Gly val Gly Trp Ile Arg GIn Pro Pro Gly Lys
145 150 155 160
Ala teu Glu Trp Leu Ala His Ile Trp Trp AsSp ASp Asp LYS Arg Tyr
165 170 175
Page 4



sequencelistingastiled
Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys
180 185 190
Asn GIn val val Leu Thr Met Thr Asn Met Asp Pro val Asp Thr Ala
185 200 205
Thr Tyr Tyr Cys Ala GIn Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly
210 215 220
GIn Gly Thr Leu val Thr val Ser Ser Leu Gly Gly Cys
225 230 235

<210> 10

<211> 8§

<212> PRT

<213> Artificial sequence

<220>
<223> Tinker

<400> 10
Gly Gly Gly Ser Gly Gly Gly Gly
1 5

<210> 11
<211> 244
<212> PRT
<213> artificial Sequence

<220>
<223> Diabody Construct 2

<400> 11

Aip ITe val Met Tgr GIn Ser Pro Asp igr Leu Ala val ser igu Gly

Glu Arg Ala Thr Ile Asn Cys Lys Ala Ser GIn Ser val Asp Phe Asp
20 25 30

Gly Asp ggr Phe Met Asn Trp ggr Gln Gln Lys Pro ggy Gin Pro Pro

Lys Egu Leu Ite Tyr Thr Egr Ser Asn Leu Glu égr Gly val Pro Asp

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

65 70 75 80

ser Leu GIn Ala §1u Asp val Aala val g%r Tyr Cys Gln Gln ggr Ash

5

Glu Asp Pro Tyr Thr Phe Gly Gin Gly Thr Lys Leu Glu Ile Lys Gly
100 105 110

Gly Gly ser Gly Gly Gly Gly GIn val GIn Leu val GlIn ser Gly Ala

1158 120 125
Glu val Lys Lys Pro Gly Ala ser val Lys val Ser Cys Lys Ala Ser
130 135 140

Gly Tyr Thr Phe Thr Asn Tyr Trp Ite His Trp val Arg Gin Ala Pro

145 150 155 160

Gly GIn Gly Leu Glu Trp Ite Gly val Ile Asp Pro Ser Asp Thr Tyr

165 170 175

Pro Asn Tyr Asn Lys Lys Phe Lys Gly Arg val Thr met Thr val val
180 185 190

val Ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp

195 200 205
Asp Thr Ala val Tyr Tyr Cys Ala Arg Asn Gly Asp Ser Asp Tyr Tyr
210 215 220

ser Gly Met Asp Tvr Trp Gly Gin Gly Thr Thr val Thr val ser ser

225 230 235 240

Leu Gly Gly Cys

<210> 12
<2131> 240
Page 5



sequencelistingastiled
<212> PRT
<213> Artificial Sequence

<220>
<223> Diabody Construct 3

<400> 12
Glu Ile val Leu Tgr GIn Ser Pro Asp Pge Gln Ser val Thr ggo Lys
1
Glu Lys val Thr phe tThr Cys Arg Thr Ser Gln Ser Ile g]y Thr Asn
20 25 0
ile His Trp Tyr GIn Gln Lys Pgo Asp Gin Ser Pro igs Leu Leu Ile
35 4 .
Lys Géu val ser Glu Ser g%e ser Gly val Pro ggr Arg Phe ser Gly
5
ser Gly ser Gly Thr Asp Phe Thr Leu Thr Ile Asn Ser Leu Glu Ala
65 ' 70 75 80
Gtu Asp Ala ala Thr Tyr Tyr Cys GIn GIn Ser Asn Thr Trp ggo Phe
85 30
Thr Phe Gly Gly Gly Thr Lys val Glu Ile Lys Gly Gly Gly Ser Gly
100 105 110
Gly Gly Gly GIn val GIn Leu val GlIn Ser Gly Ala Glu val Lys Lys
115 120 125
Pro Gly Ala ser val Lys val Ser Cys Lys Ala Ser Gly Tyr Thr Phe
130 135 140
Thr Asn Tyr Trp Ile His Trp val Arg GIn Ala Pro Gly GIn Gly Leu
145 150 _ 155 160
Glu Trp ITe Gly val Ile Asp Pro Ser Asp Thr Tyr Pro Asn Tyr Asn
165 170 175
Lys Lys Phe Lys Gly Arg val Thr met Thr val val val Ser Thr Ser
180 185 190
Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp Asp Thr Ala val
195 200 205
Tyr Tyr Cys Ala Arg Asn Gly AsSp Ser Asp Tyr Tyr Ser Gly Met Asp
210 215 220
Tyr Trp Gly Gln Gly Thr Thr val Thr val Ser Ser Leu Gly Gly Cys
225 230 235 240

<210> 13

<211> 241

<212> PRT

<213> Artificial Sequence

<220>
<223> Diabody Construct 4

<400> 13
Asp ITe val Met Thr GIn Ser Pro Asp igr Leu Ala val ser igu Gly
1 5
Glu Arg Ala ggr Ile Asn Cys LysS éia ser Glin Ser val gap Phe Asp
5
Gly Asp Ser phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Glin Pro Pro
35 40 45

Lys Leu Leu ITe Tyr Thr Thr Ser Asn Leu Glu ggr Gly val Pro Asp
50 55

Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser

65 70 75 80

Ser Leu GIn Ala Glu Asp val Ala val ggr Tyr Cys Gln Gln Sgr Asn
85

Tyr Thr phe Gly GIn Gly Thr Lys Leu Glu ITe Lys Gly

100 105 110

Gly Gly Ser Gly Gly Gly Gly GIn val Thr Leu Arg Glu Ser Gly Pro

115 120 125

Ala rteu val Lys Pro Thr Gin Thr Leu Thr Leu Thr Cys Thr Phe Ser
130 135 140

Gly Phe Ser Leu Ser Thr Ser Gly Met Gly val Gly Trp Ile Arg Gin

145 150 155 160

Page 6
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sequencelistingasfiled
Pro Pro Gly Lys Ala Leu Glu Trp Leu Ala His Ile Trp Trp Asp Asp
165 170 175
Asp Lys Arg Tyr Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser Lys
180 185 180
Asp Thr Ser Lys Asn GIn val val Leu Thr Met Thr Asn Met Asp Pro
195 200 205
val Asp Thr Ala Thr Tyr Tyr Cys Ala GIn Ile Asn Pro Ala Trp Phe
210 215 220
Ala Tyr Trp Gly Gln Gly Thr Leu val Thr val Ser Ser Leu Gly Gly
225 230 235 240
Cys

<210> 14
<211> 470
<212> PRT
<213> Artificial Sequence

<220>
<223> Diabody Construct 5

<400> 14
Glu ITe val Leu Thr GIn Ser Pro Asp ;ge Gin ser val Thr igo Lys
1 5
Glu Lys val ;Br Phe Thr Cys Arg g?r ser Gin Ser Ile géy Thr Asn
Ile His ;rp Tyr Gln Gin Lys Pro Asp Gln Ser Pro Lys Leu Leu Ile
5 40 45
Lys Glu val Ser Glu Ser Ile Ser Gly val Pro ggr Arg Phe Ser Gly
50 55
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Asn Ser Leu Glu Ala
65 70 75 80
Glu Asp Ala Ala Egr Tyr Tyr Cys Gln gén Ser Asn Thr Trp Sgo phe
Thr phe Gly Gly Gly Thr Lys val Glu ITe Lys Gly Gly Gly Ser Gly
100 105 110
Gly Gly Gly GIn val Thr Leu Arg Glu Ser Gly Pro Ala Leu val Lys
115 120 125
Pro Thr GIn Thr teu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu
130 135 140
ser Thr ser Gly Mmet Gly val Gly Trp Ile Arg GIn Pro Pro Gly Lys
145 150 155 160
Ala Leu Glu Trp Leu Ala His Ile Trp Trp AsSp Asp AsSp Lys Arg Tyr
165 170 175
Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys
180 185 190
Asn Gin val val ieu Thr Met Thr Asn Met Asp Pro val Asp Thr Ala
195 200 205
Thr Tyr Tyr Cys Ala GlIn Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly
210 215 220 .
GIn Gly Thr Leu val Thr val Ser Ser Leu Gly Gly Cys val Glu Pro
225 230 235 240
Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu
245 250 255
Leu Leuy Gly Gly Pro Ser val pPhe Leu Phe Pro Pro Lys Pro Lys Asp
260 265 270
Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr Cys val val val Asp
275 280 285
val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val Asp Gly
290 295 300
val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu GTu Gln Tyr Asn
305 310 315 320
ser Thr Tyr Arg val val Ser val Leu Thr val Leu His Gln Asp Trp
325 330 335
teu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu Pro
340 345 350
Ala pro Ile Glu Lys Thr 1le Ser Lys Ala Lys Gly GIn Pro Arg Glu
Page 7



seqguencelistingastiied
355 360 365
Pro GIn val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn
370 375 380
G1n val Ser Leu Thr Cys teu val Lys Gly Phe Tyr Pro Ser Asp Ile
385 390 395 400
Ala val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr
405 410 415
Thr Pro Pro val lLeu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
420 425 430 :
Leu Thr val Asp Lys Ser Arg Trp GIn Gln Gly Asn val Phe Ser Cys
435 440 445
Ser val Met His Glu Ala Leu His Asn His Tyr Thr &ln Lys Ser Leu
450 455 460
Ser Leu Ser Pro Gly Lys
465 47¢

<210> 15

<211> 477

<212> PRT

<213> Artificial Sequence

<220>
<223> Diabody Construct 6

<400> 15
Asp Ile val Met T?r Gln Ser Pro Asp Ser Leu Ala val Ser Leu Gly
1 10 15
Glu Arg Ala ggr ITe Asn Cys Lys %Ea ser Gln ser val ggp Phe Asp
Gly Asp %gr Phe Met Asn Trp Zyr GIn Gln Lys Pro ggy Gln Pro Pro
0
Lys Lgu Leu Ile Tyr Thr Thr Ser Asn Leu Glu ggr Gly val Pro Asp
5 55
Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser
65 70 75 80
Ser Leu GIn Ala g1u Asp val Ala val g%r Tyr Cys Gln Gln Sgr Asn
5
Giu Asp Pro Tyr Thr Phe Gly GIn Gly Thr Lys Leu Glu Ile Lys Gly
100 105 110
Gly Gly ser Gly Gly Gly Gly GIn val GIn Leu val GIn Ser Gly Ala
115 120 125
Glu val Lys Lys Pro Gly Ala Ser val Lys val Ser Cys Lys Ala Ser
130 135 140
Gly Tyr Thr Phe Thr Asn Tyr Trp Ile His Trp val Arg GIn Ala Pro
145 150 155 160
Gly GIn Gly Leu Glu Trp Ile Gly val Ile Asp Pro Ser Asp Thr Tyr
165 170 175
Pro Asn Tyr Asn Lys Lys Phe Lys Gly Arg val Thr Met Thr val val
180 185 190
val ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp
195 200 205
Asp Thr Ala val Tyr Tyr Cys Ala Arg Asn Gly Asp Ser Asp Tyr Tyr
210 215 220
Ser Gly Met Asp Tyr Trp Gly GIn Gly Thr Thr val Thr val Ser Ser
225 230 235 240
Leu Gly Gly Cys val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys
245 250 255
Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser val Phe lLeu
260 265 270
Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu
275 280 285
val Thr cys val val val Asp val Ser His Glu Asp Pro Glu val Lys
290 295 300
phe Asn Trp Tyr val Asp Gly val Glu val His Asn Ala Lys Thr Lys
305 310 315 320
Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg val val Ser val Leu
325 330 335
Page 8



sequencelistingastiled
Thr val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys
340 345 350
val ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys
355 360 365
Ala Lys Gly Gln Pro Arg Glu Pro GIn val Tyr Thr teu Pro Pro Ser
370 375 380
Arg Asp Glu Leu Thr Lys Asn GlIn val Ser Leu Thr Cys Leu val Lys
385 390 395 400
Gly Phe Tyr Pro Ser Asp Ile Ala val Glu Trp Glu Ser Asn Gly Gln
405 410 415
Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro val Leu Asp Ser Asp Gly
420 425 430
Ser Phe Phe Leu Tyr Ser Lys Leu Thr val Asp Lys Ser Arg Trp Gin
435 440 445
G1n Gly Asn val Phe Ser Cys Ser val Met His Glu Ala Leu His Asn
450 455 460
His Tyr Thr Gin Lys Ser ieu Ser Leu Ser Pro Gly Lys
465 470 475

<210> 16

<211> 243

<212> PRT

<213> Artificial sequence

<220>
<223> Diabody Construct 7

<400> 16
Glu Ile val Leu Tgr GIn Ser Pro Asp Pge Gln ser val Thr Pro Lys
1 1 15
Glu Lys val ggr Phe Thr Cys Arg ggr ser Gin Ser Ile géy Thr Asn
Ile His Trp Tvr Gln GIn Lys Pro Asp Gln Ser Pro Lys Leu Leu Ile
35 40 45
Lys Géu val Ser Glu Ser Ile Ser Gly val Pro ggr Arg Phe Ser Gly
5 55
Ser Gly Ser Gly Thr Asp Phe Thr lLeu Thr Ile Asn Ser Leu Glu Ala
65 70 75 80
Glu Asp Ala Ala Thr Tyr Tyr Cys GIn GlIn Ser Asn Thr Trp Pro Phe
85 a0 g5
Thr pPhe Gly Gly Gly Thr Lys val Glu Ile Lys Gly Gly Gly Ser Gly
100 105 110
Gly Gly Gly Gin val Thr Leu Arg Glu Ser Gly Pro Ala Leu val Lys
115 120 125
Pro Thr GIn Thr teu Thr Leu Thr cys Thr Phe Ser Gly Phe Ser Leu
130 135 140
Ser Thr Ser Gly Met Gly val Gly Trp Ile Arg GlIn Pro Pro Gly Lys
145 150 155 160
Ala Leu Glu Trp Leu Ala His ITe Trp Trp ASp ASp ASp LysS Arg Tyr
165 170 175
Asn Pro Ala Leu Lys Ser Arg bteu Thr Ile Ser Lys Asp Thr Ser Lys
180 185 190
Asn GIn val val Leu Thr Met Thr Asn Met Asp Pro val Asp Thr Ala
195 200 205
Thr Tyr Tyr Cys Ala GIn Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly
210 215 220
Gln Gly Thr Leu val Thr val Ser Ser Leu Gly Gly Cys Phe Asn Arg
225 230 235 240
Gly Glu Cys

<210> 17

<211> 10

<212> PRT

<213> Artificial Sequence

Page 9



<220>
<223>

<400>

sequencelistingasfiled
Linker plus C-terminus of human IgG-kappa chain

17

Leu Gly Gly Cys Phe Asn Arg Gly Glu Cys
1 5 10

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

<220>
<223>

<400>
1

18

477

PRT

Artificial Sequence

Diabody Construct 8
18

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

10

Glu Arg Ala Thr ITe Asnh Cys Lys Ala Ser GIn Ser val Asp

20 25 30

Gly Asp Ser Phe Met Asn Trp Tyr Gln GlIn Lys Pro Gly GlIn

35 40 45

Lys Leu Leu ITe Tyr Thr Thr Ser Asn Leu Glu Ser Gly val

50

55 60

Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp phe Thr Leu Thr

65

70 75

ser Leu GIn Ala Glu Asp val Ala val Tyr Tyr Cys Gln Gln

85 50

Glu Asp Pro Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile

100 105 110

Gly Gly ser Gly Gly Gly Gly Gln val GIn Leu val Gln Ser

115 120 125

Glu val Lys Lys Pro Gly Ala Ser val Lys val Ser Cys Lys
130 135 140
Gly Tyr Thr Phe Thr Asn Tyr Trp Ile His Trp val Arg Gin

145

150 155

Gly GIn Gly Leu Glu Trp Ile Gly val Ile Asp Pro Ser Asp

165 170

Pro Asn Tyr Asn Lys Lys Phe Lys Gly Arg val Thr Met Thr

180 185 190

val ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg

195 200 205

Asp Thr Ala val Tyr Tyr Cys Ala Arg Asn Gly Asp Ser Asp
210 215 220
Ser Gly Met Asp Tyr Trp Gly Gln Gly Thr Thr val Thr val

225

230 235

Leu Gly Gly Cys Ala Glu Pro Lys Ser Cys Asp Lys Thr His

245 250

Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser val

260 265 270

Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr
285

275 280

val Thr Cys val val val Asp val Ser His Glu Asp Pro Glu
290 295 300
Phe Asn Trp Tyr val Asp Gly val Glu val His Asn Ala Lys

305

310 315

Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg val val Sser

325 330

Thr val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys

340 345 350

val ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile

355 360 365

Ala Lys Gly GIn Pro Arg Glu Pro Gln val Tyr Thr Leu Pro
370 375 380

Arg Asp Glu Leu Thr

385

Lys Asn GIn val Ser Leu Thr Cys Leu
350 395

Gly phe Tyr Pro Ser Asp Ile Ala val Glu Trp Glu Ser Asn

rpage 10

Leu
Phe
Pro
Pro
Ile
Ser
95

Lys
Gly
Ala
Ala
Thr
175
val
Ser
Tyr
Ser
Thr
255
Phe
Pro
val
Thr
val
335
Cys
Ser
Pro
val

Gly

Gly
AsSp
Pro
Asp
ser
30

Asn
Gly
Ala
Ser
Pro
160
Tyr
val
AsSp
Tyr
Ser
240
Cys
Leu
Glu
Lys
LYS
320
Leu
Lys
Lys
Ser
Lys

400
Gln



Pro Glu Asn

Ser Phe Phe

435

Gln Gly Asn

450

His Tyr Thr

465

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

<220>

<223>
<400>

vai
1

Ala
Pro
val
val
65

Gin
Gln
Ala
Pro
Thr
145
Ser
Tyr
Tyr
Phe
Lys
225
Gly
Gly
ASp
Pro
ASp
305
Ser
Asn
Gly

Ala

Glu
Pro
Lys
val
50

Asp
Tyr
ASp
ey
Arg
130
Lys
Asp
LysS
ser
ser
210
Ser
Asp
Glu
Gly
LyS
290
Arg
Ser
Glu
Gly

Glu
370

19

485
PRT
Artificial Sequence

Pro
Glu
ASD
35

ASp
Gly
Asn
Trp
Pro
115
Glu
Asn
Ite
Thr
Lys
195
Cys
Ley
Ile
Arg
AsSp
275
Leu
phe
leu
Asp
Gly

355
val

Asn
420
Leu
val

Gln

Lys
Ley
20

Thr
val
val
Ser
Leu
100
Ala
Pro
Gln
Ala
Thr
180
Leu
Ser
Ser
val
Ala
260
Ser
Leu
Ser
GIn
Pro
340
ser

LYS

405
TYr

Tyr
Phe

LyS

Ser
5

Leu
Leu
Ser
Glu
Thr
85

Asn
Pro
Gin
val
val
165
Pro
Thr
val
Leu
Met
245
Thr
Phe
I1e
Gly
Ala
325
TYr
Gly

LYS

Lys
Ser
Ser

ser
470

Cys
Gly
MetT
His
val
70

Tyr
Gly
Tle
val
Ser
150
Glu
Pro
val
Met
ser
230
Thr
Ile
Met
Tyr
Ser
310
Glu
Thr
Gly

Pro

Thr
Lys
Cys

455
Leu

piabody Construct 9
19

Asp
Gly
Ile
Glu
55

His
Arg
LYS
Glu
Tyr
135
Leu
Trp
val
Asp
His
215
Pro
Gin
Asnh
Asn
Thr
295
Gly
AsD
Phe
Gly

Gly
375

sequencelistingasfited
410

Thr
Ley
440
Ser

ser

Lys
Pro
Ser
40

Asp
Asn
val
Glu
Lys
120
Thr
Thr
Glu
Ley
Lys
200
Glu
Gly
Ser
Cys
Trp
280
Thr
Ser
val
Gly
Gly

360
Ala

Pro
425
Thr
val

Leu

Thr
Ser
25

Arg
Pro
ala
val
TYyr
105
Thr
Leu
Cys
ser
Asp
185
ser
Ala
Lys
Pro
Lys
265
Tyr
Ser
Gly
Ala
Gin
345
Gin

Ser

Pro
val
Met

ser

His
val
Thr
Glu
Lys
Ser
90

LYS
Ile
Pro
l.ey
Asn
170
ser
Arg
Leu
Gly
Asp
250
Ala
Gin
Asn
The
val
330
Gly
val

val

val
Asp
His

Pro
475

Thr
Phe
Pro
val
Thr
val
Cys
Ser
Pro
val
155
Galy
AsSp
Trp
His
Gly
235
Ser
Ser
Gln
Ley
ASp
315
Tyr
Thr
Gln

Lys

L.eu
Lys
Glu

460
Gly

Cys
Leu
Glu
Lys
60

LYS
Leu
Lys
Lys
ser
140
LYs
Gin
Gly
Gln
Asn
220
Gly
Leu
Gln
Lys
Glu
300
Phe
Tyr
Lys
Leu

val
380

Page 11

Asp
Ser
445
Ala

Lys

Pro
Phe
val
45

Phe
Pro
Thr
val
Ala
125
Arg
Gly
Pro
ser
Gin
205
His
Ser
Ala
Ser
Pro
285
Ser
Thr
Cys
Leu
val

365
Ser

Ser
430
Arg

Leu

Pro
Pro
30

Thr
Asn
Arg
val
Ser
110
LyS
Asp
Phe
Glu
Phe
150
Gly
Tyr
Gly
val
val
270
Gly
Gly
Leuy
GIn
Glu
350
Gln

Ccys

415
ASD

Trp

His

cys
15

Pro
Cys
Trp
Glu
Leu
95

Asn
Gly
Glu
Tyr
ASn
175
Phe
Asn
Thr
Gly
ser
255
ASp
Gln
va'l
Thr
GTn
335
Tle
Ser

Lys

Gly
Gin

Asn

Pro
Lys
val
Tyr
Glu
20

His
LYS
Gln
Leu
Pro
160
AsSn
Leu
val
Gin
Gly
240
Leu
Phe
Pro
Bro
Ile
320
ser
Lys
Gly

Ala



sequencelistingastiled
ser Gly Tyr Thr pPhe Thr Asn Tyr Trp Ile His Trp val Arg Gln Ala
385 390 395 400
Pro Gly GIn Gly Leu Glu Trp Ile Giy val Ile Asp Pro Ser Asp Thr
405 410 415
Tyr Pro Asn Tyr Asn Lys Lys Phe Lys Gly Arg val Thr Met Thr val
420 425 430
val val ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser
435 440 445
Asp Asp Thr Ala val Tyr Tyr Cys Ala Arg Asn Gly Asp Ser Asp Tyr
450 455 460
Tyr Ser Gly Met Asp Tyr Trp Gly Gln &ly Thr Thr val Thr val Ser
465 470 475 480
Ser Leu Gly Gly Cys
485

<210> 20

<211> 469

<212> PRT

<213> Artificial seguence

<220>
<223> Diabody Construct 10

<400> 20
Ala pro Glu Leu teu Gly Gly Pro Ser XS] Phe Leu Phe Pro Pro Lys
1 5 15
Pro Lys Asp ggr Leu Met Ile Ser ggg Thr Pro Glu val ggr Cys val
val val %gp val ser His Glu Agp pro Glu val Lys Phe Asn Trp Tyr
4 45
val Agp Gly val Glu val His Asn Ala Lys Thr ggs Pro Arg Glu Glu
5 55
GIn Tyr Asn Ser Thr Tyr Arg val val Ser val Leu Thr val Leu His
65 70 75 80
GIn Asp Trp Leu ggn Gly Lys Glu Tyr g%s Cys Lys val Ser Asn Lys
95
Ala Leu Pro Ala Pro Ile Glu Lys Thr ITe Ser Lys Ala Lys Gly Gln
100 105 110
pro Arg Glu Pro GIn val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu
115 120 125
Thr Lys Asn GIn val Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro
130 ~ 135 140
Ser Asp ITe Ala val Glu Trp Glu Ser Asn Gly Gin Pro Glu Asn Asn
145 150 155 160
Tyr Lys Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu
165 170 175
Tyr Ser Lys Leu Thr val Asp Lys Ser Arg Trp GlIn GIn Gly Asn val
180 185 190
Phe Ser Cys Ser val Met His Glu Ala Leu His Asn His Tyr Thr Gln
195 200 205
Lys Ser Leu Ser Leu Ser Pro Gly Lys Gly Gly Gly Sser Gly Gly Gly
210 215 220
Gly Asp Ile val Met Thr GlIn Ser Pro Asp Ser Leu Ala val Ser Leu
225 230 235 240
Gly Glu Arg Ala Thr ITe Ash Cys Lys Ala Ser GIn Ser val Asp Phe
245 250 255
Asp Gly Asp Ser Phe Met Asn Trp Tyr Gin GIn Lys Pro Gly Gln Pro

260 265 270
Pro Lys Leu Leu Fle Tyr Thr Thr Ser Asn Leu Glu Ser Gly val Pro
275 280 285

Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile
290 295 300

Ser Ser Leu Gin Ala Glu Asp val Ala val Tyr Tyr Cys GIn GIn Ser
305 310 315 320
Tyr Thr Phe Gly GIn Gly Thr Lys Leu Glu Ile Lys
32% 330 335

pPage 12

Asp

Asn Glu Asp Pro



sequencelistingasfiled
Gly Gly Gly ser Gly Gly Gly Gly GIn val Gln Leu val Gln Ser Gly
340 345 350
Aja Glu val Lys Lys Pro Gly Ala ser val Lys val Ser Cys Lys Ala
355 360 365
Ser Gly Tyr Thr Phe Thr Asn Tyr Trp Ile His Trp val Arg Gln Ala
370 375 380
pro Gly GIn Gly Leu Glu Trp Ile Gly val Ile Asp Pro Ser Asp Thr
385 390 395 400
Tyr Pro Asn Tyr Asn Lys Lys Phe Lys Gly Arg val Thr met Thr val
405 410 415
val val ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser
420 425 430
Asp Asp Thr Ala val Tyr Tyr Cys Ala Arg Asn Gly Asp Ser Asp Tyr
435 449 445
Tyr Ser Gly Met Asp Tyr Trp Gly GIn Gly Thr Thr val Thr val Sser
450 455 460
Ser Leu Gly Gly Cys
465

<210> 21

<211> 466

<212> PRT

<213> Artificial sequence

<220>
<223> piabody Construct 11l

<400> 21
Glu Ile val Leu T?r Gln Ser Pro Asp Pge Gln ser val Thr Pro Lys
1 1 15
Glu Lys val ggr Phe Thr Cys Arg Thr Ser Gln Ser Ile ggy Thr Asn
25
1le His grp Tyr 61n GIn Lys Pgo Asp GIn Ser Pro igs Leu Leu Ile
5 4
Lys Glu val ser Glu Ser %ée ser Gly val Pro ggr Arg Phe Ser Gly
50
ser Gly ser Gly Thr Asp Phe Thr teu Thr Ile Asn Ser Leu Glu Ala
65 70 75 80
Glu Asp Ala Ala ggr Tyr Tyr Cys Glin ggn ser Asn Thr Trp ggo Phe
Thr Phe Gly Cys Gly Thr Lys val Glu Ile Lys Gly Gly Gly Ser Gly
100 105 110
Gly Gly Gly Gln val Thr Leu Arg Glu Ser Gly Pro Ala Leu val Lys
115 120 125
Pro Thr GlIn Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu
130 135 140
Ser Thr Ser Gly Met Gly val Gly Trp Ile Arg GIn Pro Pro Gly Lys
145 150 155 160
Ala Leu Glu Trp Leu Ala His Ile Trp Trp Asp Asp Asp Lys Arg Tyr
165 170 175
Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys
180 185 190
Asn Gin val val Leu Thr Met Thr Asn Met Asp Pro val Asp Thr Ala
195 200 205
Thr Tyr Tyr Cys Ala GIn Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly
210 215 220
GIn Gly Thr Leu val Thr val ser Ser val Glu Pro Lys Ser Cys Asp
225 230 235 240
Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu teu Gly Gly
245 250 255
Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile
260 265 270
Ser Arg Thr pro Glu val Thr Cys val val val Asp val Ser His Glu
275 280 285
Asp Pro Glu val Lys Phe Asn Trp Tyr val Asp Gly val Glu val His
290 295 300
Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg
Page 13



sequencelistingasfiled
305 310 315 320
val val ser val Leu Thr val Leu His Gln Asp Trp Leu Asn Gly Lys
325 330 335
Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu
340 345 350
Lys Thr Ile Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro Gin val Tyr
355 360 365
Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln val Ser tLeu
370 375 380
Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp Ile Ala val Glu Trp
383 390 395 400
Glu Ser asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro val
405 410 415
Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr val Asp
420 425 430 .
Lys Ser Arg Trp GIn GlIn Gly Asn val Phe Ser Cys Ser val Met His
435 440 445
Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro
450 455 460
Gly Lys
465

Leu Asp Ser

<210> 22

<211> 246

<212> PRT

<213> Artificial Seqguence

<220>
<223> Diabody Construct 12

<400> 22
Asp Ile val Met T?r GIn Ser Pro Asp Sgr Leu Ala val Ser Leu Gly
1 1 15
Glu Arg Ala ggr Ile Asn Cys Lys Ala Ser GlIn Ser val gsp Phe Asp
25
Gly Asp Ser Phe Met Asn Trp z%r GIn GIn Lys Pro Gly Gln Pro Pro
35 45
Lys Lgu teu Ile Tyr Thr Egr Ser Asn Leu Glu ggr Gly val Pro Asp
5
Arg Phe ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser
65 70 75 80
ser Leu GIn Ala Glu Asp val Ala val g%r Tyr Cys GIn Gln ger Asn
85 5
Glu Asp Pro Tyr Thr pPhe Gly Gln Gly Thr Lys teu Glu Ile Lys Gly
100 105 110
Gly Gly ser Gly Gly Gly Gly GIn val Gln Leu val GIn Ser Gly Ala
115 120 125
Glu val Lys Lys Pro Gly Ala ser val Lys val Ser Cys Lys Ala Ser
130 135 140
Gly Tyr Thr phe Thr Asn Tyr Trp Ile His Trp val Arg GIn Ala Pro
145 150 155 160
Gly GIn Cys Leu Glu Trp Ile Gly val Ile Asp Pro Ser Asp Thr Tyr
165 170 175
Pro Asn Tyr Asnh Lys Lys Phe Lys Gly Arg val Thr Met Thr val val
180 185 180
val ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp
195 200 205
asp Thr Ala val Tyr Tyr Cys Ala Arg Asn Gly Asp Ser Asp Tyr Tyr
210 215 220 '
Ser Gly Met Asp Tyr Trp Gly Gin Gly Thr Thr val Thr val Ser Ser
225 230 235 240
Phe Asn Arg Gly glg Cys

<210> 23
<211i> 6
Page 14



sequencelistingastiled
<212> PRT
<213> Homo sapiens

<220>
<223> C-terminus of human IgG Kappa chain

<400> 23
P?e Asn Arg Gly Ggu Cys

<210> 24

<211> 5

<212> PRT

<213> Artificial Sequence

<220> _
<223> 2B6 Heavy chain variable region - CDR1

<400> 24
Aiﬂ TYr Trp Ile H;s

<210> 25

<211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> 3H7 deavy Chian variable region - CDR1

<400> 25
Asp Ala Trp Met Asp
1 5

<210> 26

<211> 17

<2312> PRT

<213> Artificial Seguence

<220> H ) )
<223> 2B6 Heavy chain variable region ~ CDR2

<400> 26
val ITe Asp Pro Ser Asp Thr Tyr Pro Agn Tyr Asn Lys Lys ;ge Lys
1 5 1

Gly

<210> 27

<211> 19

<212> PRT

<213> Artificial Sequence

<220>
<223> 3H7 Heavy Chian variable region ~ CDR2

<400> 27
Glu ITe Arg Asn Lys Ala Asn Asn Leu Aéa Thr Tyr Tyr Ala ggu Ser
1 5 1

val Lys Gly

<Z210> 28
Page 15



sequencelistingasfiled
<211> 12
<212> PRT
<213> Artificial sequence

<220>
<223> 286 Heavy chain variable region - CDR3

<400> 28
asn Gly Asp Ser Asp Tyr Tyr Ser Gly Met Asp Tyr
1 5 10

<210> 29

<211> 6

<212> PRT

<213> Artificial Sequence

<220>
<223> 3H7 Heavy chian variable region - CDR3

<400> 29
Tyr Ser Pro Phe Ala Tyr
1 5

<210> 30
<400> 30
000

<210> 31
<400> 31
000

<210> 32

<211> 11

<212> PRT

<213> Artificial Sequence

<220> ‘ “ “ _
<223> 2B6 Light chain variable region - CDR1

<400> 32
Arg Thr Ser Gln Ser Ile Gly Thr Asn %ée His
1 5

<210> 33

<211> 11

<212> PRT

<213> Artificial seqguence

<220>
<223> 3H7 Light Chian variable region - CDRL

<400> 33
Arg Ala Ser Gln Glu Ile Ser Gly Tyr Leu Ser
1 5 10

<210> 34

<211> 7

<212> PRT

<213> Artificial Sequence

<220> ) ) X
<223> 286 Light chain variable region - CDR2

Page 16



sequencelistingasfiled

<400> 34

Asn val Ser Glu Ser Ile Ser
1 5

<210> 35

<211> 7

<212> PRT

<213> Artificial Sequence

<220> ) .
<223> 2B6 Light chain variable region - CDR2

<400> 35
Tyr val Ser Glu Ser Ile Ser
1 5

<210> 36

<211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> 2B6 Light chain variable region - CDR2Z

<400> 36
T{r Ala Ser Glu Sgr Ile Ser

<210> 37

<211> 7

<212> PRT

<213> Artificial sequence

<220>
<223> 3H7 Light Chian variable region - CDR2

<400> 37
Ala Ala Ser Thr Leu Asp Ser
1 5

<210> 38

<21il> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> 2B6 Light chain variable region - CDR3

<400> 38
Gln GIn Ser Asn Tgr Trp Pro Phe Thr
1

<210> 39

<211> 9

<212> PRT

<213> Artificial Sequence

<220> . )
<223> 3H7 Light Chian variable region ~ CDR3

<400> 39
Leu GIn Tyr val Sser Tyr Pro Tyr Thr
1 5

Page 17



<210> 40

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

<220>
<223> 2B6 heavy chain variable region

<400> 40

Gin
1
Ser
Trp
Gly
LyS
65
Met
Ala

Gin

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

val
val
Ile
val
50

Gly
Glu
Arg

Gly

<220>

<223>
<400>

Gln
LyS
His
35

Ile
Arg
teuy
Asn

Thr
115

41
107
PRT
Artificial Seguence

Glu Ile val
1

Giu
Tle
Lys
Ser
65

Glu

Thr

Lys
His
Asn
50

Gly
Asp

Phe

<210> 42

<211>
<212>
<Z213>

<220>

<223>

<400> 42
Glu Ile val

1

val
Trp
35

val
Ser
Ala

Gly

107
PRT )
Artificial Seguence

Glu Lys val

Ite His Trp

Leu
val
20

Trp
ASp
val
Arg
Gly

100
Thr

2B6 1ight
41

Leu
Thr
20

Tyr
Ser
Gly
Ala

Gly
100

val
5
Ser
va'l
Pro
Thr
ser
85
Asp

val

Gin
Cys
Arg
ser
Met
70

Leu
Ser

Thr

Ser
Lys
Gln
Asp
55

Thr
Arg
Asp

val

sequencelistingastiled

Gly
Ala
Ala
40

Thr
Thr
Ser
Tyr

Ser
120

Ala
Ser
25

Pro
Tyr
Asp
Asp
Tyr

105
ser

Glu
10

Gly
Gly
Pro
Thr
Asp

90
ser

chain variable region -

Thr
5
ITe
GIn
Glu
Tht
Thr

85
Gly

Gin
Thr
Gin
Ser
Asp
70

Tyr
Thr

ser
Cys
Lys
Ile
55

rhe
Tyr

Lys

Pro
Arg
Pro
40

Ser
Thr
Cys
va'l

Humanized 286 Tight chain

Leu Thr GIn Ser Pro

5

Thr ITe Thr Cys Arg

20

Tyr Gln GIn Lys Pro

ASD
Thr
25

Asp
Gly
Leu
Gln

Glu
105

Phe
10

Ser
Gin
val
Thr
Gin

g0
Iie

val
Tyr
Gin
Asn
Ser
75

Thr

Gly

LYS LYS
Thr pPhe
Gly Leu
45

Tyr Asn
60

Thr Ser
Ala val

Met Asp

HUZB6VL-1

Gn
Glin
Ser
Pro
Ile
75

Ser

Lys

Ser val

Ser Ile

Pro Lys
45

ser Arg

60

Asn Ser

Asn Thr

Pro
Thr
30

Glu
Lys
Thr
Tyr

Tyr
110

Thr
Gly
30

L.eu
Phe
l.eu

Trp

Gly
15

Asn
Tro
Lys
Ala
Tyr

95
Trp

Pro
15

Thr
Leu
Ser
Glu

Pro
95

variable region - Hu2BGVL-Z

Asp Phe Gln Ser val Thr Pro

10

Thr ser GIn Ser Ile Gly Thr
25 30

Asp Gln Ser Pro Lys Leu Leu
Page 18

Ala
Tyr
Met
Phe
Tyr
80

Cys

Gly

Lys
Asn
Ile
Gly
Ala

80
phe

Lys
Asnh

Ile



35
Lys Tyr val Ser Glu Ser Ile
50

65

55

seqguencelistingastiled

40
ser

Ser Gly Ser Gly Thr Agp Phe Thr
7

Glu Asp Ala Ala thr Tyr Tyr Cys
85

Thr phe Gly Gly Gly Thr Lys val
100

<210> 43

<211> 107
<212> PRT
<213> Artificial Sequence

<220>

<223> Humanized 286

<400> 43

Glu Ile
1

Glu Lys

ITe His
Lys Tyr

ser Gly

65

Glu Asp

Thr Phe

val
val

Trp

<210> 44

<211> 107
<212> PRT
<213> mus sp.

<220>

Leu
Thr
20

Tyr
ser
Gly
Ala

Gly
100

<223> mouse 3H7
<400> 44

Asp Ile
1

Glu Arg
Leu ser

Tyr Ala

50

Ser Trp

65

Glu Asp

Thr pPhe

<210> 45

<211> 9

Gin
val
Trp
35

Ala
Ser
Phe

Gly

<212> PRT
<213> Artificial Sequence

<220>

<223> IgG hinding site of the Fc-gamma-RIIB receptor

Met
Ser
20

Leu
Ser
Gly
Ala

Gly
100

Thr
5
Ile
Gin
Glu
Thr
Thr

85
Gly

Tight chain

Gln Ser
Thr Cys
Gln Lys
ser Ile
55

Asp Phe
70

Tyr Tyr

Thr Lys

Light Chain

Thr
5
Leu
Gln
Thr
Ser
ASp

85
Gly

Gln ser
Thr Cys
Gln Lys
Leu Asp
55

Asp Tyr
70

Tyr Tyr

Thr Lys

Pro
Arg
Pro
40

ser
The
Cys

val

Gly
Leu
Gin

Glu
105

45

val Pro Ser Arg Phe Ser

Thr Ile Asn Ser Leu Glu

75

GIn Ser Asn Thr Trp Pro

90
Ile Lys

variable region

ASp
Thr
25

AsSp
Gly
Leu
Glin

Glu
105

Phe GIn
10

ser Gin
Gln ser

val Pro

Ser
ser
Pro

Ser
60

Thr Ile Asn

75

GIn Ser Asn

90
Ile Lys

variable Region

Pro Ser Ser Leu

Arg
Pro
40

Ser
Ser
Cys

teu

Ala
25

Asp
Gly
Leu
Leu

Glu
105

10

Ser

Ser Gln Glu

Gly Thr
val Pro

Thr Tle
75

Gln Tyr

90

ITe Lys

Page 19

Ile
LyS
60

Ser

val

95

-~ HuZ2B6VL-3

val
Ile
Lys
45

Arg
Ser

Thr

Ala
Ile
Arg
45

Arg
Ser

Ser

Thr Pro
15

Gly Thr

30

Leu Leu

Phe Ser

Leuy Glu

Trp Pro
95

Ser Leu
Ser Gly
30

Arg Leu
Phe Ser
Leu Glu

Tyr Pro
95

Gly
Ala

Phe

Lys
Asn
Ile
Gly
Ala

80
Phe

Gly
Tyr
Ile
Gly
Ser

80
Tyr



sequencelistingasfiled

<400> 45
Lys Lys Phe Ser Arg Ser Asp Pro Asn
1 5

<210> 46

<211> 9

<212> PRT

<213> artificial Sequence

<220>
<223> IgG binding site of the Fc-gamma-RIIB receptor

<400> 46
GIn Lys Phe Ser Arg Leu AsSp Pro Asn
1 5

<210> 47

<211> 9

<212> PRT

<213> Artificial Seguence

<220>
<223> IgG binding site of the Fc-gamma-RIIB receptor

<400> 47
Glin Lys Phe Ser Arg Leu Asp Pro Thr
1 5

<210> 48

<21ll> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> 1gG binding site of the Fc-gamma-RIIB receptor

<400> 48
L{s Lys Phe Ser Agg Leu Asp Pro Thr

<210> 49

<21l> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> IgG binding site of the Fc-gamma-RIIB receptor

<400> 49
Gin Lys Phe Ser His Leu Asp Pro Thr
1 5

<Z210> 50

<211> 9

<212> PRT

<213> Aartificial sequence

<220> o )
<223> IgG binding site of the Fc-gamma-RIIB receptor

<400> 30 .
Lys Lys Phe Ser His teu Asp Pro Thr
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sequencelistingasfiled

<210> 51

<211> 9

<212> PRT

<213> Artificial sequence

<220>
<223> IgG hinding site of the Fc-gamma-RIIB receptor

<400> 51
Gin Lys Phe Ser Arg Leu Asp Pro Asn
1 5

<210> 52

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
«223> I1gG binding site of the Fc-gamma-RIIB receptor

<400> 52
Lys Lys Phe Ser Arg Ser Asp Pro Asn
1 5

<210> 53
<211> 9

<212> PRT

<213> Artificial sequence

<220>
<223> IgG binding site of the Fc-gamma-RIIB receptor

<400> 53
Gln Lys Phe Ser Arg Leu Asp Pro Thr
5

<210> 54

<211> 9

<212> PRT

<213> Artificial Sequence

<220> _
<223> 1gG binding site of the Fc-gamma-RIIB receptor

<400> 54
GIn Lys Phe Ser His Leu Asp Pro Thr
1 5

<210> 55

<211> 9

<212> PRT

<213> Artificial Seguence

<220>
<223> IgG binding site of the Fc-gamma-RIIB receptor

<400> 55
L%S Lys Phe Ser Arg lLeu Asp Pro Thr
5
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sequencelistingasfiled

<210> 56

<2i1> 9

<212> PRT

<213> Artificial Seguence

<220>
<223> 1gG binding site of the Fc-gamma-RIIB receptor

<400> 56 .
Lys Lys Phe Ser His Leu Asp Pro Thr
1 5

<210> 57

<211> 36

<212> DNA

<213> Artificial Sequence

<220>
«223> Lgh321F primer

<400> 57
cgagctagct ctagatgaga tcacagttct ctctac

<210> 58

<211> 47

<212> DNA

<213> artificial Seguence

<220> )
<223> t.gh318R primer

<400> 58
gectecgect ccggatccge ctcctttgat ctccaccttg grcectc

<210> 59

<211> 47

<212> DNA

<213> Artificial Sequence

<220> .
<223> Lgh319F primer

<400> 59
ggaggcggat ccggaggcgg aggccaggtt cagetggtge agtetgg

<210> 60

<211> 43

<212> DNA

<213> artificial Sequence

<220>
<223> Lgh320R primer

<400> 60
tttgaattct agcagcctce cagtgaggag acggtgaccyg tgg

<210> 61

<211> 46

<212> DNA

<213> Artificial Seguence

<220>
<223> Lgh315R primer

<400> 61
gectecgoect ceggateoge ctectttgat ctcaagettyg gteccce
Page 22
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sequencelistingasfiled

<210> 62

<211> 48

<212> DNA

<213> Artificial Seguence

<220> .
<223> Lgh316F primer

<400> 62
ggaggcggat ccggaggcgg aggcecaggtt accctgagag agtctgge 48

<210> 63

<211> 47

<212> DNA

<213> Artificial Sequence

<220>
<223> Lgh317R primer

<400> 63
tttgaattce tagcagcctc ccagtgaget cacagtgacce agagtcc 47

<210> 64

<211> 27

<212> DNA

<213> Artificial Sequence

<220> .
<223> Lgh339R primer

<400> 64
ctcaacgecag cctcccagtg agetcac 27

<210> 65

<211> 31

<212> DNA

<213> Artificial Sequence

<220>
<223> Lgh340R primer

<400> 65
aacgcagect cccagtgagg agacggtgac ¢ 31

<210> 66

<211> 27

<212> DNA

<213> Artificial sequence

<220>
<223> Lgh366R primer

<400> 66
tttgaattct atttacccgyg agacagg 27

<210> 67

<211> 33

<212> DNA

<213> Artificial Sequence

<220>
<223> Lgh367F primer

<400> 67
ctgggaggct gcgcagagec caaatcttgt gac 33
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sequencelistingasfiled

<210> 68

<Z211> 33

<212> DNA

<213> artificial Sequence

<220>
<223> Lgh368R primer

<400> 68
gtcacaagat ttgggeterg cgcagoctce cag

<210> 69

<211> 50

<212> DNA

<213> Artificial Sequence

<220>
<223> Lgh369R primer

<400> 69
tttgaattct aacactctec cctgitgaag cagectccca gtgaggagac

<210> 70
<211> 118
<212> PRT
<213> Artificial Sequence

<220>
<223> humanized anti-CD16A heavy chain variable region(Hu3G8vH-1)

<400> 70
GIn val Thr Leu Arg Glu Ser Gly Pro Ala Leu val Lys Pro T?P Gin
1 5 10 1
Thr Leu Thr Sgu Thr Cys Thr Phe Ser Gly Phe Ser Leu ggr Thr Ser
25
Gly met Gly val Gly Trp Ile Agg GIn Pro Pro Gly Lgs Ala Leu Glu
35 4 4
Trp Lgu Ala His Ile Trp Trp Asp Asp Asp Lys Arg Tyr Asn Pro Ala
5 55 60
Ley Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gin val
65 70 75 80
val teu Thr met Thr Asn Met Asp Pro gg? Asp Thr Ala Thr ggr Tyr
85
Cys Ala Arg Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly Gln Gly Thr
100 105 110
Leu val Thr val Ser Ser
115

<210> 71
<211> 118
<212> PRT
«213> Artificial Seguence

<220>
<223> humanized anti-Cblea heavy chain variable region(Hu3G8vH-5)

<400> 71

G1In val Thr Leu Arg Glu Ser Gly Pro Ala Leu val Lys Pro Thr Gln

T%r Leu Thr Leu Tgr Cys Thr phe Ser é?y Phe Ser Leu Ser %gr ser

Gly Met Gly 321 Gly Trp Ile Arg é%n Pro Pro Gly Lys i?a Leu Glu

Trp Leu i%a His ITe Trp Trp 22p ASp ASP LYys Arg igr Asn Pro Ala

Leu Egs Ser Arg teu Thr ;%e ser Lys Aip Thg4ggr Lys Ash GlIn val
age



seguencelistingasfiled

65 70 75 80
val Leu Thr Met ghr Ash Met Asp Pro val Asp Thr Ala Thr gyr Tyr
5 90 5
Cys Ala GIn Ile Asn Pro Ala Trp phe Ala Tyr Trp Gly GlIn Gly Thr
100 105 110
Leu val Thr val Ser Ser
115
<210> 72
<211> 117
<212> PRT
<213> Artificial Sequence
<220> )
<223> humanized anti-Cbl6A heavy chain variable region(Hu3G8vH-22)
<400> 72
GIn val Thr Leu Arg Glu Ser Gly Pro gga Leu val Lys Pro Thr Gln
1 5 15
Thr Leu Thr Eeu Thr Cys Thr Phe ger Gly Phe Ser Leu SSF Thr Ser
0 5 3
Gly val Gly val Gly Trp Ile Arg Gln Pro Pro Gly Lgs Ala teu Glu
35 40 4
Trp Leu Ala His ITe Trp Tgp Asp Asp ASP Lys ggg Tyr Ser Pro Ser
50 5
Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln val
65 70 75 80
val Leu Thr Met Thr Ash Met Asp Pro val Asp Thr Ala Thr '(g;srr Tyr
85 80
Cys Ala Arg ITe Asn Pro Ala Tyr phe Ala Tyr Trp Gly Gln Gly Thr
100 105 110
teu val Thr val ser
115
<210> 73
<211> 111
<212> PRT
<213> Artificial Sequence
<220>

<223> humanized anti-cplea Tight chain variable region(Hu3G8vL-1)

<400> 73
Asp Ile val met Thr GIn Ser Pro Asp Ser Leu Ala val Ser Leu Gly
1 5 10 15
Glu Arg Ala Thr Ile Asn Cys Lys ééa ser GIn ser val Asp Phe Asp
20 30
Gly Asp ?er Phe Met Asn Trp Tyr GiIn Gin Lys Pro Gly Gln Pro Pro
5 40 45
Lys Leu Leu Ile Tyr Thr Thr Ser Asn Leu Glu Ser Gly val Pro Asp
50 55 60
Arg Phe Ser Gly ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser
65 70 75 80
Ser Leu Gln Ala ggu Asp vVal Ala val g%r Tyr Cys Gin Gln Ser Asn
5
Glu Asp Pro Tyr Thr Phe Gly GIn Gly Thr Lys Leu Glu Ile Lys
100 105 110

<210> 74

<211> 111

<Z212> PRT

<213> Artificial Sequence

<220>
<223> humanized anti-CD16A Tight chain variable region(Hu3G8vL-43)
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sequencelistingastiled

<400> 74
Asp I'le val Met Thr GIn Ser Pro Asp igr Leuy Ala val Ser ;gu Gly
1 5
Glu Arg Ala ggr Ile Asn Cys Lys Ser Ser Gin Ser val Agp Phe Asp
25 3
Gly Asp Ser Phe Met Asn Trp T%r Gln Gln Lys Pro ggy Gln Pro Pro
35 4
Lys Leu Leu Ile Tyr Thr Thr Ser Ser Leu Glu ggr Gly val Pro Asp
50 55
Arg Phe ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr ITe Ser
65 70 75 80
Ser Leu GIn Ala ggu Asp val Ala val g%r Tyr Cys Gln GlIn Sgr Asn
Ser Asp Pro Tyr Thr pPhe Gly Gln Gly Thr Lys Leu Glu Ile Lys
100 105 110

<210> 75

<211> 111

<212> PRT

<213> Artificial Sequence

<220>
<223> humanized anti-CD16A light chain variable region(Hu3G8vVL-22)

<400> 75
Asp Ile val Met Thr GIn Ser Pro Asp Ser Leu Ala val Ser Leu Gly
1

5 10 15
Glu Arg Ala Thr Ile Asn Cys Lys Ser Ser GlIn Ser val Asp Phe Asp
20 25 30
Gly Asp Ser pPhe Met Asn Trp T%r GIn GIn Lys Pro Ggy GIn Pro Pro
35 4 4
Lys Leu Leu Ile Tyr Thr Egr Ser Asn Leu Glu ggr Gly val Pro Asp
50
Arg Phe ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser
65 70 75 80
Ser teu Gin Ala Glu Asp val Ala val T%r Tyr Cys Glin GIn Sgr AsSn
85 9
ser Asp Pro Tyr Thr pPhe Gly GIn Gly Thr Lys Leu Glu Ile Lys
100 105 110
<210> 76
<211> 24
<212> DNA
<213> Artificial Sequence
<220>
<223> DNA seqguence of Tinker (SEQ ID NO. 10D
<400> 76
ggaggcggat ccggaggcgg aggce
<210> 77
<211> 18
<212> DNA
<213> Homo sapiens
<220> .
<223> DNA sequence of C-terminus of human IgG Kappa chain
<400> 77
ttcaacaggg gagagtgt
<210> 78
<211> 30
<212> DNA
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<213> Artificial Sequence

sequencelistingastiled

<220>
<223> Linker plus C-terminus of human IgG Kappa chain
<400> 78
ctgggaggcet gcttcaacag gggagagtgt
<210> 79
<211> 6
<212> PRT _
<213> Homo sapiens
<220>
<223> Human IgG hinge domain
<400> 79
val G¢lu Pro Lys Ser Cys
1 5
<210> 80
<211> 18
<212> DNA
<213> Homo sapiens
<220>
<223> Human IgG hinge domain
<400> 80
gttgagccca aatctigt
<210> B1
<211> 118
<212> PRT
<213> Homo sapiens
<220> )
<223> vH domain of 3G8 antibody
<400> 81
GIn val Thr Leu Lys Glu Ser Gly Pro Gly Ile Leu Gln Pro
1 5 10
Thr Leu Ser Egu Thr Cys Ser Phe Ser Gly Phe Ser Leu Arg
25 30
Gly Met Gly val Gly Trp Ile Arg GlIn Pro Ser Gly Lys Gly
35 40 45
Trp Lsu Ala His Ile Trp Trp Asp ASp ASp Lys ggg Tyr Asn
5 55
Leu Lys Ser Arg Leu Tgr Ile Ser Lys Asp ;?r ser Ser Asn
65 7
Phe Leu Lys Ile g}sa ser val Asp Thr Ala Asp Thr Ala Thr
90
Cys Ala Gln Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly Gln
100 105 110
Leu val Thr val Ser Ser
115
<210> 82
<211> 354
<212> DNA )
<213> Homo sapiens
<220>
<223> vH domain of 3G8 antibody

<400> 82
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ser
15

Thr
Leu
Pro
Gln
Tyr

Gly

Gln
Ser
Glu
Ala
val
80

Tyr
Thr

30

18



caggttaccc
acttgttctt
cagecttcag
tataatccag
ttcctcaaaa
aaccccgect

<210> 83
<?211> 354
<212> DNA

tgaaagagtc
tctetgggtt
ggaagggtct
ccctgaagag
tcgecagtgt
ggtttgctta

sequencelistingastiled

tggcectygy
ttcactgagg
agagtogetg
ccgactgaca
ggacactgca
ctggggccaa

<213> Artificial Ssequence

<220>

<223> humanized anti-CD16A heavy

<400> 83

caggttaccc
acttgtacct
cagectececy
tataatccag
gtcctcacaa
aaccecgecet

<210> B4

<211i> 111
<212> PRT
<213> Homo

<220>
<223>

<400> 84

Asp Thr
1

Gln

val

Arg Ala

Ggly Ser
35
Leu

ASp

Leu
50
Phe

Lys
Arg Ser
65

Pro

val Glu

Glu Asp Pro

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

<220>
<223>

<400> 85

gacactgtgc
atctcctgea
caacagaaac
gggatcccag
cctgrggadg
acgttcggag

<210> B6
<211> 333
<212> DNA

85
333
DNA
Homo

tgagagagtc
tctctgggtt
ggaaggctct
ccctgaagag
tgaccaacat
ggttigctta

sapiens

5
Ile

Met
TYr
Ser

Glu
85
Thr

sapiens

tgacccaatc
aggecageca
caggacagcec
ccaggtttag
aggaggatac

gggggaccaa

Thr Gin
ser
Asn
Thr
Gly
70
Asp

Phe

tggcectgeg
ttcactgagce
agagrggctg
ccgactgaca
ggaccctgtg
ctggggccaa

vl domain of 3GB antibody

Ser Pro

Cys Lys

Trp Tyr
40
Thr ser
55
Ser Gly

Thr aAla

Gly Gly

Vi. domain of 3GB antibody

tccagettcet
aagtgttgat
acccaaactce
tgccagtgay
tgcaacctat
dctggaaata

atattgcagc
acrtctggta
gcacacattt
atcteccaagg
gatactgcca

gggactctgg

cctcccagac
tgggtgtagg
ggtgggatga
atacctccag
catactactyg
tcactgtgag

cctcagtctg
ctggattcgt
tgacaagcge
caaccaggta
tgctcaaata
ctca

chain variable region(HuU3G8VH-5)

ctggtgaage
acttctggta
gcacacattt
atctccaagg
gatactgcca

gggactctgg

Ala Ser leu

Ala Gin
25
Glin

Ser

GIn Lys

Asn Leu Glu
Phe
75

TYr

Thr Asp

Thr Tyr
90
Gly Thr
105

Lys

ttggctgtgt
tttgatggtg
ctcatctata
tctgggacag
tactgtcage
aaa

ccacacagac
tgggtgtagg
ggtgggatga
atacctccaa
catactactg
tcactgtgag

Ala val ser

Ser val Asp

Pro Gly GIn

45
Gly

Ser Tle

Thr Leu Asn

Cys GIn GIn
Ile

110

leu Glu

ctctagggea
atagttttat
ctacatccaa
acttcaccct
aaagtaatga

Page 28

cctcacactyg
ctggattcgt
tgacaagcgce
aaaccaggta
tgctcaaata
ctca

Lteu Gly

Phe Asp

Pro Pro

Pro Ala

His
B0
Asn

Ile

ser
95
Lys

gagggccacc
gaactggtac
tctagaatct
caacatccat
ggatccgtac

60

120
180
240
360
354

60

120
180
240
300
354

60

120
180
240
300
333



seguencelistingasfiled

<213> Artificial Sequence

<220>

<223> humanized anti-CD16A Tight

<400> 86

gacatcgtga
atcaactgca
caacagaaac
ggggrcccag
agcctgcagg
acgttcggac

<210> 87

<211> 121
<212> PRT
<213>

<220>
<223>

<400>

Gln
1

Ser

human

87
val Gln

val Lys
His
35

Ile

Trp Ile
val
50
Gly

Gly

Lys
65
Met

Arg

Glu Leu

Ala Arg Asn
Thr

115

Gln Gly

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

<220>

88
363
DNA

tgacccaatc
aggccageea
caggacagcc
acaggtttag
ctgaggatgt
aggggaccaa

ized 2B6

val
5
Ser

Leu

val
20
Trp val

Asp Pro

val Thr

ser
85
Asp

Arg

Gly
100

Thr val

Gln
Cys
Arg
Ser
Met
70

Leu
Ser

Thr

tccagactct
aagtgtrgat
acccaaactc
tggcagtggy
ggcagtttat
gcttgagatc

Artificial Segquence

heavy chain

Ser Gly

Lys Ala
Ala
40

Thr

Gin

ASp
55
Thr val

Arg Ser

Asp Tyr

val ser

120

Artificial Sequence

<223> humanized ZB6 heavy chain

<400> 88
caggttcage
tcctgeaagy
cctggacaag
aataaaaagt
atggagctga
gattccgatt
tca

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

<220>

89
111
PRT

tggtgcagtc
cttctggtta
ggcttgagtg
tcaagggcag
ggagcctgag
attactctgg

tggagctgayg
cacctttacc
gattggagtg
agtcaccatg
atctgacgac
tatggactac

artificial seguence

chain variable region(Hu3G8vL-1)

ttggctgtgt
tttgatggtyg
ctcatctata
tctgggacag
tactgtcagc
aaa

ctectagggga
atagttttat
ctacatccaa
acttcaccct
aaagtaatga

variable region

Glu val
10

Gly

Ala

Ser
25
Pro

Tyr

Gly Gln

Tyr Pro Asn

val val ser

75

Asp Asp Thr
90

Tyr Ser
105

Ser

Gly

Lys Lys Pro
Thr
30

Glu

Thr Phe

Leu
45
Asn

Gly

Tyr
60
Thr

Lys

ser Thr

Ala val Tyr

Met Asp Tyr

110

variable region

gtgaagaagc
aactactgga
attgatcctt
accgtagtcg
acggecgrgt
tgggggcaag

ctggggectce
tacactgggt
ctgatactta
tatccacgag
attactgtgc
ggaccacggt

<223> humanized 286 Tight chain variable region

<400> 89

gagggccacc
gaactggtac
tctagaatct
caccatcage
ggatccgtac

Gly Ala
15
Asn Tyr

Trp Ile

Lys Phe

Ala Tyr
80
Tyr Cys
95

Trp Gly

agtgaaggtc
gcgacaggcec
tccaaatiac
cacagcctac
gagaaacggt
caccgtctee

Asp 11e val Met Thr GIn Ser Pro Asp Sgr Leu Ala val Ser Leu Gly
1 5 1

Page 29

15

60

120
180
240
300
333

60

120
180
240
300
360
363



sequencelistingasfiled

Glu Arg Ala Thr ITe Asn Cys Lys Ala Ser Gln Ser val Asp
20 25 30

Gly Asp %gr Phe Met Asn Trp Tgr Gln Gln Lys Pro Gly GIn

4 45
Lys Leu Leu Ile Tyr Thr Thr Ser Asn Leu Glu Ser Gly val
50 55 60

Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr

65 70 75

Ser Leu Gin Ala Glu Asp val Ala val Tyr Tyr Cys Gln Gln

85 S0

Glu Asp Pro Tyr Thr Phe Gly Gin Gly Thr Lys Leu Glu Ile
100 105 110

<210> 90

<211> 321

<212> DNA

<213> Artificial Sequence

<220>

<223> humanized 286 light chain variabie region

<400> 90

gaaatigtge tgactcagtc tccagacttt cagtctgtga ctccaaagga

ttcacctgea ggaccagtca gagcattgge acaaacatac actggtacca

gatcagtctc caaagctcct catcaaggag gtttctgagt ctatctctgg

aggttcagtyg gcagtggatc tgggacagat ttcaccctca ccatcaatag

gaagatgctg caacgtatta ctgtcaacaa agtaatacct ggccgticac

gggaccaagg tggagatcaa a

<210> 91

<211> 6

<212> PRT

<213> Artificial Seguence

<220>

<223> thrombin cleavage recognition site

<400> 91

Leu val Pro Arg Gly Ser

1 5

<210> 92

<211> 4

<212> PRT

<213> Artificial Sequence

<220> )

<223> Factor Xa cleavage recognition site

<220>

<221> VARIANT

<222> 2

<223> Xaa = Glu or Asp

<400> 92

ile Xaa Gly
1

<210> 93
<211> 5
<212> PRT

Arg

<213> Artificial Seqguence

<2720>

Page 30

phe Asp
Pro Pro
Pro Asp

Ile Ser

80
ser Asn
95

Lys

gaaagtcacc
gcagaaacca
agtcccatcg
cctggaagcet
gttcggcgga

60

120
180
240
300
321



] sequencelistingasfiled
<223> enterokinase cleavage recognition site

<400> 93
Aip Asp Asp Asp Lgs

<210> 24

<211> 4

<212> PRT

<213> Artificial seguence

<220> . .
<223> furin cleavage recognition site

<220>

<221> VARIANT

<222> 2, 3

<223> Xaa = Any Amino Acid

<400> 94
Arg Xaa Xaa Arg
1

<210> 95

<211> 4

<212> PRT

<213> Artificial Sequence

<220> . .
<223> preferred furin cleavage recognition site

<220>

<221> VARIANT

<222> 2

<223> Xaa = Any Amino Acid

<220>

<221> VARIANT

<222> 3

<223> Xaa = Lys or Arg

<400> 95
Arg Xaa Xaa Arg
1

<210> 96
<211> 7

<212> PRT

<213> artificial Seguence

<2 20> o )
<223> ACTEV cleavage recognition site

<400> 96
Glu Asn Leu Tyr Phe Gln Gly
1 5

<210> 97

<211> 487

<212> PRT

<213> Artificial Sequence

<220>
<223> covalent diabody polyprotein precursor
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sequencelistingastiled

<400> 97
Aip Thr val Leu T?r GIn Ser Pro Ala isr teu Ala val Ser Leu Gly
15
GIn Arg Ala ggr I1e Ser Cys Lys Ala Ser GIn Ser val ggp Phe Asp
25 :
Gly Asp Ser Phe Met Asn Trp T%r Gln GIn Lys Pro g;y Gin Pro Pro
35 4
Lys Leu Leu Ile Tyr Thr E?r Ser Asn Leu Glu ggr Gly 1le Pro Ala
50
Arg Phe Ser Ala ser Gly Ser Gly Thr Asp Phe Thr Leu Asn Ile His
65 70 75 80
Pro val Glu Glu ggu Asp Thr Ala Thr Tyr Tyr Cys GIn Gin ggr Asn
90
Glu Asp Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu GTu ITe Lys Gly
100 105 110
Gly Gly ser Gly Gly Gly Gly Glu val Glu Leu val Glu Ser Gly Gly
115 120 125
Gly Leu val GIn Pro Gly Arg Ser Leu Lys Leu Ser Cys Ala Ala Ser
130 135 140
Gly Phe Thr pPhe Ser Asp Tyr Tyr Met Ala Trp val Arg Gln Ala Pro
145 150 155 160
Thr Thr Gly Leu Glu Trp val Ala Ser Ile Ser Tyr Asp Gly Gly Asp
165 170 175
Thr His Tyr Arg Asp Ser val Lys Gly Arg Phe Thr Ile Ser Arg Asp
180 185 190
Asn Ala Lys Ser Ser iLeu Tyr Leu GIn Met Asp Ser Leu Arg Ser Glu
195 200 205
Asp Thr Ala Thr Tyr Tyr Cys Ala Thr Glu Thr Thir Gly ITe Pro Thr
210 215 220
Gly val Mmet Asp Ala Trp Gly Gln Gly val Ser val Thr val Ser Ser
225 230 235 240
teu Gly Gly Cys Gly Gly Arg Ala Lys Arg Asp val Gln Met Thr Gln
245 250 255
Ser Pro Ser Asn Leu Ala Ala Ser Pro Gly Glu Ser val Ser Ile Asn
260 265 270
Cys Lys Ala Ser Glu Ser Ile Ser Lys Tyr Leu Ala Trp Tyr Leu GIn
275 280 285
Lys Pro Gly Lys Ala Asn Lys Leu Leu Met Tyr Asp Gly Ser Thr Leu
290 295 300
GIn Ser Gly Ile Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp
305 310 315 320
Phe Thr Leu Thr Ile Arg Ser teu Glu Pro Glu Asp Phe Gly Leu Tyr
325 330 335
Tyr Cys Gln Gln His Tyr Glu Tyr Pro Ala Thr Phe Gly Ser Gly Thr
340 345 350
Lys Leu Glu Ile Lys Gly Gly Gly Ser Gly Gly Gly Gly GIn val Thr
355 360 365
Leu Lys Glu Ser Gly Pro Gly Ite Leu GlIn Pro Ser Gin Thr Leu Ser
370 375 380
Leu Thr Cys Ser Phe Ser Gly Phe Ser Leu Arg Thr Ser Gly Met Gly
385 390 395 400
val Gly Trp Ile Arg Gin Pro Ser Gly Lys Gly Leu Glu Trp Leu Ala
405 410 415
His Ile Trp Trp Asp AsSp AsSp Lys Arg Tyr Asn Pro Ala Leu Lys Ser
420 425 430
Arg teu Thr Iie Ser Lys Asp Thr Ser Ser Asn Glin val Phe Leu Lys
435 440 445
Ile Ala Ser val Asp Thr Ala Asp Thr Ala Thr Tyr Tyr Cys Ala GIn
450 455 460
ITe Asn Pro Ala Trp Phe Ala Tyr Trp Gly GIn Gly Thr Leu val Thr
465 470 475 480
val Ser Ser Leu gég Gly Cys

«<210> 98
<211> 1464
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<212> DNA

sequencelistingasfiled

<213> Artificial sequence

<220>

<223> covalent diabody polyprotein precursor (DNA sequence of

SEQ I

<400> 98
gacactgtgc
atctcergea

caacagaaac
gggatcccag
cctgtgyagg
acgttcggag
gtggagctag
tgtgcagect
acgacgggtc
gactccgtga
caaatggaca
ggaataccta
ctgggaggct
cttgctgect
aagtatttag
gggtcaactt
ttcactctea
cattatgaat
tccggaggeg
cagaccctca
gtaggctgga
gatgatgaca
tccagcaacce
tactgtgctc
gtgagctcac

<210> 99
<211> 511
<212> PRT

D NO. 97)

tgacccaatc
aggccageca

caggacagcc
ccaggtttag
aggaggatac

gggggaccaa
tggagtctgy
caggattcac
tggagtgggt
agggccgatt
gtctgaggtc
caggtgttat
gcggegggag
ctcctggaga
cctggtatct
tgcaatcigg
ccatcagaag
atccagecac
gaggccaggt
gtctgacttg
ttcgtecagee
agcgctataa
aggtaticct
aaataaaccc
tgggaggctyg

tccagettet
aagtgttogat

acccaaactc
tgccagtggg
tgcaacctat
gctggaaata
gggaggctta
tttcagtgac
cgcatccatt
tactatttcc
tgaggacacg
ggatgccergg
agctaagagg
aagtgtttcc
acagaaacct
aattccateg
cctggagect
gttcggttct
taccctgaaa
ttcrttctct
ttcagggaag
tccageocty
caaaatcgcece
cgcetggttt
ctag

<213> Artificial Sequence

<220>

<223> covalent diabody polyprotein precursor

<400> 99
Asp Thr val
1

GIn Arg Ala

Gly Ser
35

Leu

ASp

Leu
50
Phe

Lys

Arg ser

65

pro val Glu

Glu Asp Pro

Gly Gly Ser

115

Gly Leu val

130

Gly Phe Thr

145

Thr Thr Gly

Thr His Tyr

Thr
5
Ile

Leu

Thr
20
Phe Met

Iie Tyr

Ala ser
Glu
85

Thr

Glu

Tyr
100
Gly Gly

Gln Pro

Phe Ser

Gln
Ser
Asn
Thr
Gly
70

Asp
Phe
Gly
Gly
Asp

Ser Pro

Cys Lys

Trp Tyr
40
Thr Ser
55
Ser Gly

Thr Ala

Gly Gly
Glu
120
Ser

Gly

Arg
135

Tyr Tyr

150

Glu
165
Asp

Leu

Arg
180

Trp

Ser

val Ala

val Lys

ttggctgtgt
tttgatggty

ctcatctata
tctgggacag
tactgtcagc
d4aaggaggcyg
gtgcagccety
tattacatgg
agrtatgatg
agagataatg
gccacttatt
ggtcaaggag
gatgtccaga
atcaattgca
gggaaagcaa
aggttcagtg
gaagatttty
gggaccaagc
gagtctggec
gggtttrcac
ggtctagagt
aagagccgac
agtgtggaca
gcttactggg

Ala ser
10
Ser

Leu
Ala GIn
25
Gin

GIn Lys

Asn Leu Glu
Phe
75

Tyr

Thr Asp

Thr Tyr
50
Gly Thr
105
val

LYS

Glu Leu

Leu Lys Leu

met Ala Trp
155
Ile Ser
170

Arg

ser

Gly Phe

185

ctctagggea
atagtttrat

ctacatccaa
acttcaccct
aaagtaatga
gatccggagg
gaaggtcect
cctgggtecy
gtggtgacac
caaaaagcag
actgtgcaac
tttcagtcac
tgacccagte
aggcaagtga
ataagcttct
gcagtrggatc
gactctatta
tdgagatcaa
ctgggatatt
tgaggacttc
ggctggeaca
tgacaatctc
ctgcagatac
gccaagggac

Ala val ser

Ser val Asp
30

Pro Gly Gln
45

ser Gly Ile

60

Thr

Leu Asn

Cys GIn GlIn
Ile
110

ser

Lteu Glu

Glu
125
Cys

val

ser Ala

140

val Arg Gin

TYr Asp Gly

Thr Ile Ser

190

Page 33

gagggccacc
gaactggtac

tctagaatct
caacatccat
ggatccgtac
£ggaggcgag
gaaactctcg
gcaggeteca
tcactatcga
cctatacctg
agagactacg
tgtctectea
tccatctaat
gagcattagc
tatgtacgat
tggtacagat
ctgtcaacag
aggaggcgga
gcagcectee
tggtatgggt
catttggtgg
caaggatacc
tgccacatac
tctggtcact

L.eu
15
Phe

Gly
ASp
Pro Pro
Pro Ala
His
80

AsSn

Ile

ser
95
Lys Gly

Gly Gly

Ala Ser

Ala Pro
160
Gly Asp
175

Arg Asp

60
120

180
240
300
360
420
480
540
600
660
720
780
840
800
960
1020
1080
1140
1200
1260
1320
1380
1440
1464



Asn Ala Lys
195
Thr Ala
210

val

AsSp

Gly Met

225

Leu Gly Gly

Leu Asn Phe

Gly Pro Asp

275

Pro Gly Glu
290

LysS Tyr Leu

305

Leu

Met Tyr

ser Gly Ser
Glu
355

Thr

Glu Pro

Ala
370
Gly

Pro
ser Gly
385
Leu

Gln Pro

Ser Leu Arg

Gly Gly
435
ASh

Lys
Arg Tyr
450
Ser Ser
465

Thr

Asn

Ala Thr

Trp Gly Gln

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

<220>
<223>

100
1536
DNA

SEQ I

<400> 100
gacactgtgce
atctccigea
caacagaaac
gggatcccag
cctgtyggagy
acgttcggag
gtggagctag
tgtgcagect
acgacgggtc
gactccgtga
caaatggaca
ggaataccta
ctgggaggct
ctgctgaage
ftcltccatcta
gagagcatta

Ser ser

Thr Tyr

Asp Ala

Cys Gly
245
Asp Leu
260

val GTn

Ser val

Ala Trp
Gly
325
Ser

Asp

Gly
340
Asp Phe

Phe Gly

Gly Gly
Gln
405
Ser

Ser

Thr
420
Leu Glu

Pro Ala

Gln val

Tyr Tyr
485
Gly Thr

500

Leu
Tyr
Trp
230
Gly
Leu
Met
Ser
Tyr
310
Ser
Gly
Gly
ser
GIn
390
Thr
Gly
Trp
l.au
Phe
470
Cys

Leu

Tyr
Cys
215
Gly
Arg
Lys
Thr
Ile
295
Leu
Thr
Thr
Leu
Gly
375
val
Leu
Met
Leu
Lys
455
Leu
Ala

val

artificial Sequence

sequencelistingastiled

Leu
200
Ala
Gin
Ala
Leu
Gin
280
Asn
GIn
Leu
Asp
Tyr
360
Thr
Thr
Ser
Gly
Ala
440
Ser
Lys
Gin

Thr

Gin
Thr
Gly
LYS
Ala
265
Ser
Cys
Lys
Gin
Phe
345
Tyr
Lys
Ley
Ley
val
425
His
Arg
Ile
Ile

val
505

Met
Glu
val
Arg
250
Gly
Pro
Lys
Pro
ser
330
Thr
cys
Leu
Lys
Thr
410
Gly
Ile
Leu
Ala
Ash

490
Ser

Asp
Thr
ser
235
Ala
ASp
Ser
Ala
Gly
315
Gly
Leu
Gln
Glu
Glu
395
Cys
Trp
Trp
Thr
Ser
475
Pro

ser

tgacccaatc
aggccagecca
caggacagcc
ccaggtttag
aggaggatac
gggggaccaa
tggagtcigy
caggattcac
tggagtgggt
agggccgatt
gtctgaggte
caggtgttat
gcggcgggag
tggccggaga
atcttgetge
gcaagtattt

tcecagettet
aagtgttgat
acceaaacte
tgccagtggg
tgcaacctat
gctggaaata
gggaggctta
tttcagtgac
cgcatccatt
tactatttec
tgaggacacyg
ggatgcctgg
agctaagagg
cgtggagagc
ctectectgga
agccrggtat

ttggetgtgt
tttgatggty
ctcatctata
tctgggacag
tactgtcage
44aggaggcg
gtgcagcctg
tattacatgg
agttatgatg
agagataatg
gccacttatt
ggtcaaggag
gccectgtga
aaccccggec
gaaagrgttrt
ctacagaaac

Ser Leu
205

Gly

Arg

Thr Ile

220

val Thr val

Pro val Lys

val Glu Ser
270
Leu Ala
285

Glu

Asn

ser Ser

300

Lys Ala Asn

Ile Pro Ser

Thr Ile Arg
350
His Tyr
365
Lys

GIn

ile
380
ser

Gly

Gly Pro

Ser Phe Ser
Gln
430

Asp

ITe Arg

Trp Asp
445
Iie Ser
460

val

LyS

Asp Thr

Ala Trp Phe

Leu Gly Gly

510

ctectagggea
atagttttat
ctacatccaa
acttcaccct
aaagtaatga
gatccggagg
gaaggtccct
cctgggtecyg
gtggtgacac
caaaaagcag
actgrgcaac
trtcagtcac
agcagaccct
ccgatgtcca
ccatcaattg
ctgggaaagce

Page 34

ser Glu

Pro Thr

Ser Ser
240
GIn Thr
255
Asn Pro

Ala ser

Ile ser

Leu
320
Phe

Lys

Arg
335
ser Leu

Glu Tyr

Gly Gly
ITe
400
Phe

Gly

Gly
415
Pro Ser

AsSp Lys

Asp Thr

Ala Asp
480
Ala Tyr
495

Cys

covalent diabody polyprotein precursor (DNA sequence of
D NO. 99)

gagggecacce
gaactggtac
tctagaatct
caacatccat
ggatccgtac
cggaggcgag
gaaactctcg
gcaggctcca
tcactatcga
cctatacctyg
agagactacg
tgtctectca
gaacttcgac
gatgacccag
caaggcaagt
aaataagctt

60

120
180
240
300
360
420
480
540
600
660
720
780
840
900
960



sequencelistingasfiled

cttatgtacg atgggtcaac tttgcaatct ggaattccat cgaggttcag tggcagtgga
tctggtacag atticactct caccatcaga agcctggage ctgaagattt tggactctat
tactgtcaac agcattatga atatccagcc acgttcggtt ctgggaccaa getggagatc
aaaggaggcyg gatccggagg cggaggecag gttaccctga aagagtctgg ccctgggata
ttgcagecct cccagaccct cagtctgact tgttctttct ctgggtttic actgaggact
tctggratgg gtgtaggetg gattcgtcag ccttcaggga agggtctaga gtggetggea
cacatttggt gggatgatga caagcgctat aatccagccc tgaagagecg actgacaatc
tccaaggata cctccagcaa ccaggtattc ctcaaaatcg ccagtgtgga cactgcagat
actgccacat actactgtge tcaaataaac cccgcctggt ttgcttactg gggccaagog
actctggtca ctgtgagctc actgggaggc tgetag
<210> 101
<211> 239
<212> PRT
<213> Artificial seguence
<220>
<223> Diabody construct
<400> 101
Glu ITe val Leu Thr GIn Ser Pro Asp ige Gin Ser val Thr Pro Lys
1 5 15
Glu Lys val ggr Phe Thr Cys Arg ghr ser Glin Ser Ile ggy Thr Asn
5
ITe His ;gp Tyr GIn GIn Lys igo Asp GlIn Ser Pro Lgs Leu Leu Ile
4
Lys'ggu val ser Glu Ser Ile Ser Gly val Pro ggr Arg Phe Ser Gly
55
ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Asn Ser Leu Glu Ala
65 70 75 80
Glu Asp Ala Ala g?r Tyr Tyr Cys Gln ggn Ser Asn Thr Trp Sgo Phe
Thr phe Gly Gly Gly Thr Lys val Glu Ile Lys Gly Gly Gly Ser Gly
100 105 110
Gly Gly Gly GIn val Thr Leu Arg Glu Ser Gly Pro Ala Leu val Lys
115 120 125
pro Thr G1n Thr teu Thr Leu Thr Cys thr phe Ser Gly Phe Ser Leu
130 135 140
Ser Thr Ser Gly Met Gly val Gly Trp Ile Arg GIn Pro Pro Gly Lys
145 150 155 160
Ala Leu Glu Trp Leu Ala His Ile Trp Trp Asp Asp Asp Lys Arg Tyr
165 170 175
Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys
180 185 190
Asn Gin val val Leu Thr Met Thr Asn Met Asp Pro val Asp Thr Ala
195 200 205
Thr Tyr Tyr Cys Ala GIn Ile Asn Pro Ala Trp rhe Ala Tyr Trp Gly
210 215 220
Gin Gly Thr Leu val Thr val ser Ser Phe Asn Arg Gly Glu Cys
225 230 235
<210> 102
<211> 720
<212> DNA
<213> Artificial Sequence
<220>
«223> Diabody construct (DNA sequence of SEQ ID NO. 101)
<400> 102
gaaattgtgc tgactcagtc tccagacttt cagtctgtga ctccaaagga gaaagtcacc
ttcacctgeca ggaccagtca gagcattgge acaaacatac actggtacca gcagaaacca
gatcagtctc caaagctcct catcaaggag gtttctgagt ctatctctgg agtcccatceg
aggttcagtg gcagtggatc tgggacagat Ttcaccctca ccatcaatag cctggaaget
gaagatgctg caacgtatta ctgtcaacaa agtaatacct ggccgttcac gttcggcgga
gggaccaagg tggagatcaa aggaggcgga tccggaggcg gaggccaggt taccctgaga
gagrctggcc ctgegetggt gaageccaca cagaccctca cactgacttg taccttotet

Page 35

1020
1080
1140
1200
1260
1320
1380
1440
1500
1536

60

120
180
240
300
360
420



gggttttcac
gctctagagt
aagagccgac
aacatggacc
gcttactyggg

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

<220>
<223>

<400> 103
A;p Iie val
Glu

103
246
PRT

Arg Ala

Gly Ser
35

l.eu

Asp
Lys Leu
50
Arg pPhe Ser
65
ser

Leu GIn

Glu Asp Pro
ser
115

Lys

Gly Gly

va'l
130
Tyr

Glu
Gly Thr
145
Gly

Gin Gly

Pro Asn Tyr
Thr
195

Ala

val ser

Thr
210
Gly

Asp

ser
225
va'l

Met

Glu Pro

<210> 104
<211> 741
<212> DNA

tgagcacttc
ggctggeaca
tgacaatctc
ctgtggatac
gccaagggac

Met T?F
Thr Ile
20
Phe Met

Ile Tyr

Gly ser
Glu
&5
Thr

Ala

TYr
100
Gly Gly

Lys Pro

Phe Thr

Gln
Asn
Asn
Thr
oy
Asp
phe
Gly
Gly

Asn

sequencelistingasfiled .

tggtatgggt
catttggtyg
caaggatacc
tgccacatac
tctggtcact

Artificial Sequence

Diabody construct

Ser Pro

Cys Lys

Trp Tyr
40
Thr Ser
55
ser Gly

val Ala

Gly GlIn

Gin
120
Ser

Gly

Ala
135

Tyr Trp

150

Glu
165
Lys

Leu

Asn
180
Ser Thr

val Tyr

Asp Tyr

Trp
LyS
Ala
Tyr

Trp

Ile Gly

Phe Lys
Met
200
Ala

Tyr

Cys
215

Gly GlIn

230

Ser
245

LYS

Cys

<213> Artificial Sequence

<220>

gtaggctgga
gatgatgaca
tccaaaaacc
tactgtgete
gtgagctcat

ser Leu
10

Ser

ASD

Ala Gln

GIn GlIn Lys

Asn Leu Glu
Phe
75

Tyr

Thr Asp

val Tyr

Gly Thr
105
val

Lys

Gln Leu

val Lys val

Ile His Trp
155
Ile Asp
170

Arg

val
Gly val
185
Glu

Leu Arg

Arg Asn Gly
Thr

235

Gly Thr

ttcgteagece
agcgctataa
aggtagtcct
aaataaaccc
tcaacagggg

Ala val ser

ser val Asp

Pro Gly Gin

45
ser Gly val
60
Thr

teu Thr

Cys GIn Gin
Ile
110

Ser

Leu Glu

Glin
125
Cys

val

Ser
140
val

Lys

Arg Gin

Pro Ser Asp
Thr
190

Arg

Thr Met

Leu
205
ser

Ser

Asp
220
va'l

ASp

Thr val

teecegggaag
tccagecctg
cacaatgacc
cgcotggitt
agagtgttag

teu Gly

rhe Asp

Pro Pro

Pro Asp

Ile Ser
80
Ser Asn
95
Lys Gly

Gly Ala

Ala ser

Ala Pro
160
Thr Tyr
175
val val

ser Asp

TYr Tyr

Ser
240

ser

<223> Diabody construct (DNA sequence of SEQ ID NO. 103)

<400> 104
gacatcgtga
atcaactgca
caacagaaac
ggggtcccag
agcctgcagg
acgttcggac
gttcagctgg
tgcaaggctt

tgacccaatc
aggccageca
caggacagcec
acaggtttag
ctgaggatgt
aggggaccaa
tgcagtctgy
ctggttacac

tccagactcet
aagtgttgat
acccaaactc
tggcagtggyg
ggcagtttat
gcttgagatc
agctgaggrg
ctttaccaac

ttggctgtgt
tttgatggty
ctecatctata
tctgggacag
tactgtcagc
aaaggaggcqg
aagaagcctg
tactggatac

ctctagggga
atagttttat
ctacatccaa
acttcaccct
aaagtaatga
gatccggagg
gggcctcage

actgggtgceg

Page 36

gagggccacc
gaactggtac
tctagaatct
caccatcagce
ggatcecgtac
cggaggcceag
gaaggtctcc
acaggccect

480
540
600
660
720

60

120
180
240
300
360
420
480



ggacaagggc
aaaaagttca
gagctgagga
tccgattatt
gttgagccca

<210>
<Z211>
<Z212>
<213>

<220>
<223>

<400> 105
gacatcgtga

105
717
PNA

atcaactgca
caacagaaac
ggggtcccag
agcctgcagy
acgttcggac
gtccaactge
tgcaaggett
ggacaaggcec
caaatgttca
cagctcagca
tactgggytc
<210>
<211>
<212>
<213>

<220>
<223>

<400>

106
238
PRT

106

Asp I1e val et Thr Gln
1
Glu Arg Ala Thr ITe Asn
20
Gly Asp Ser Phe Met Asn
35
Lys Leu Leu Ile Tyr Thr
50

Arg Phe Ser Gly Ser Gly

ttgagtggat
agggcagagt
gcctgagatc
actctggtat
aatcttgtta

artificial

H3G8VL-CB3.1VH

tgacccaatc
aggccageca
caggacagcc
acaggtttag
ctgaggatgt
aggggaccaa
agcagectgyg
ctggctacac
ttgaatggat
aggacaaggce
gcctgacatce

aaggaaccte

artificial

H3GBVL~CB3.IVH

5

seguencelistingastiled
tggagtgatt gatccttctg atacttatcc
caccatgacc gtagtcgtat ccacgagcac
tgacgacacg gccgtgtatt actgtgegag
ggactactgg gggcaaggga ccacggtcac

9

tccagacict
aagtgttgat
acccaaactc
tggcagtggg
ggcagtttat
gcttgagatc
ggctgagetg
cttcaccagce
tggtatggtt
cacattgact
tgaggactct

agtcaccgtc

ser Pro

Cys Lys

Trp Tyr

40

Thr
55

ser

ser Gly

ttggctgtgt
tttgatggtg
ctcatctata
tctgggacag
tactgtcagc
aaaggaggceg
gtgaggcctg
tactggatga
gatccttcag
gttgacaaat
gcggtetatt

tcctcagttg

Ser Leu
10

Asp

Ala ser Glin

25

Gln Gln Lys

Leu Glu

Asn

Thr Asp Phe

ctctagggga
atagttttat
ctacatccaa
acttcaccct
aaagtaatga
gatccggagg
gggettcagt
actgggtgaa
acagtgaaac
cctecageac
actgtgcaag

agccgaaatc

Ala val ser

Ser val Asp

30

Pro Gly GiIn

45

Ser val

60

Gly

Thr teu Thr

Page 37

aaattacaat
agcctacatyg
aaacggtgat
cgtctectea

gagaggccacc
gaactggtac
tctagaatct
caccatcagce
ggatccgtac
cggaggccag
gaagctgtcec
gcagaggcect
teactacaat
agcctacatg
agctatgggc
ttgttag

L.eu Gly

15

Phe Asp

Pro Pro

Pro Asp

Ile Ser

540
600
660
720
741

60
120
180
240
300
360
420
480
540
600
660
717



65

Ser Leu Gin

GTu Asp Pro

Gly Ser

115

Gly

Glu Leu val

130

Gly Tyr Thr

Gly Gin Gly

Thr His Tyr

ser
195

Lys Ser

ser Ala

210

ASp

Gly Thr

225

Ser

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

<220>
<223>

<400> 107
gatgttagtga

1067
733
DNA
artif

atctcrtgta
ttgttacaga
tctggagtec
agcagagtgg
ctcacgttcg
caggttaccc

acttgtacct

70

Glu
85

Ala

Tyr Thr

100

Gly Gly

Pro

Arg

Phe Thr

Asp

Phe

Gly

Gly

ser

sequenceiiiggngasfi?ed

val
Gin

Gly

Gin
120

Gly

Ser

TYr Trp

150

Giu
165

L.eu

Asn GIn

180

ser Thr

vatl

Tyr

va'l Thr

Trp

Met

Ala

TYyr

val

Ile Gly

Phe Lys

Tyr Met

200

Cys Ala

215

Ser Ser

230

icial

CB3. IVL-h3G8VH

tgacccagac
agtcaagtca
ggccaggeca
ctgacaggtt
aggctgagga
gtgctgggac
tgagagagtc
tctctggygtt

tccacteact
gagcctetta
gtctccaaac
cactggcagrt
tttgggaatt
caagctggag
tggcectgeg

ttcactgage

Ala val

Gly

105

val

val

Met

Met

Asp

Gin

Arg

val

TYr
90

Tyr
Thr Lys
Gln Leu
Lys Leu

Asn

val
170

ASD

Lys Ala

Leu Sser

Ala Met

Glu Pro

235

ttgtcggtta
gatactgatg
cgcctaatct
ggatcaggga
tartattget
ctgaaaggag
ctggtgaage

acttctggta

cys GIn GIn

Ile
110

Leu Glu

Gin
125

Pro

Ser
140

Cys Lys

val Lys Gln

Pro Ser Asp

Thr
190

Thr Leu

ser Leu Thr

205

Gly Tyr Trp

Lys Ser Cys

acattggaca
gaaagacata
atctggtgtce
cagatttcac
ggcaaggtac
gcggatcegg

ccacacagac

tgggtgtagyg

Page 38

30

S5er Asn

85

Lys Gly

Gly Ala
Ala

sar

Pro
160

Arg

ser Glu

175

val Asp

Ser

Gly GIn

accagectec
tttgaattgg
taaactggac
actgaaaatc
acatttteeg
aggcggaggc
cctcacactg

ctggattegt

6G
120
180
240
300
360
420
480



sequencelistingastitled
cagcctcceg ggaaggctct agagtggcetg geacacattt

tataatccag ccctgaagag ccgactgaca atctccaagg

gtcctcacaa tgaccaacat ggaccctgtg gatactgeca

aaccccgect ggtttgetta ctggggecaa gggacteotgy

aggggagagt gttag

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

<220>

<223>
<400>

108
244
PRT
artificial

Asp val val Met

1

Gln

Asp

Pro

ASp

65

Ser

Thr

Gly

Pro

ser

145

Glin

ASp

Pro

Gly

Asn

50

Arg

Arg

His

Gly

Ala

130

Gly

Pro

Asp

Ala

LYsS

35

Arg

Phe

vatl

Phe

Phe

Pro

Lys

ser

20

Thr

Leu

Thr

Glu

Pro

100

Ser

val

Ser

Gly

CB3.1VL~-h3G8VH
108

Thr
5
Ile
Tyr
Ile
Gly
Ala
85
Leuy
Gly

Lys

Leu

Gin

ser

Leu

TYr

Ser

70

Glu

Thr

Gly

Pro

Ser

150

Ala

Asn

Thr

Cys

Asn

Leu

35

Gly

ASp

Phe

Gly

Thr

135

Thr

Leu

Pro

Pro
L.ys
Trp
40
val
Ser
Ley
Gly
Gly
1
Gin
Sar

Glu

Ala

Leu

Ser

25

Leu

Ser

Gly

Gly

Ala

105

Gln

Thr

Gly

Tro

Leu
185

Thr

10

Ser

Leu

Lvs

Thr

Ile

90

Gly

val

l.eu

Met

Leu
170

Leu

Gln

Gln

Leu

ASp

75

TYT

Thr

Thr

Thr

ggtgggatga tgacaagege
atacctccaa aaaccaggta
catactactg tgctcaaata

tcactgtgag ctcattcaac

Ser val Asn Ile Gly
15

Ser Leu Leu Asp Thr
30

Arg Pro Gly GlIn Ser
45

Asp Ser Gly val pro
60

Phe Thr Leu Lys Ile
80

Tyr Cys Trp GIn Gly
95

Lys Leu Giu Leu Lys
1190

Leu Arg Glu Ser Gly
L.eu Thr Cys Thr Phe
140

val Gly Trp Ile Arg

His Ile Trp Trp Asp

Lys Ser Arg Leu Thr ITe Ser

190

Page 39

540
600
660
720
735



Lys Asp Thr Ser Lys Asn Gin
195

sequencelistingasfiled

200

205

val val Leu Thr Met Thr Asn Met Asp

Pro val Asp Thr Ala Thr Tyr Tyr Cys Ala Gln Ile Asn Pro Ala Trp

210

225

Arg Gly Glu Cys

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

<220>
<223>

109
704
DNA

<400> 109
gacattcaga

ctcacttgtc
gatggaacta
aggttcagtg
gaagattttg
gggaccaagce
cagcetgggg
ggctacacct
gaatggattg
gaaaggccac
tgacatctga
gaacctcagt
<210>
<211>
<212>
<213>

<220>
<223>

<400>

110
234
PRT

110

artificial

8B5-CB3.1-VEPKSC

tgacacagte
gggcaagtca
ttaaacgcect
gcagtgagtc
cagactatta
tggagctgaa
ctgagctggt
tcaccagcta
gtatggttga
attgactgtt
ggactctgeg

caccgtcicc

artificial

215

tcecatectec
ggaaatragt
gatctacgcc
tgggtcagat
ctgtctacaa
aggaggcgga
gaggcctggg
ctggatgaac
tcetteagac
gacaaatcct
gtctattact

tcagttgagc

885-CB3.1-VEPKSC

235

ctacttgcgg
ggttacttaa
gcatccactt
tattctctea
tattttagtt
tccggagygcy
gcttcagtga
tgggtgaagce
agtgaaactc
ccagcacage
gtgcaagagc

ccaaatctty

220

phe Ala Tyr Trp Gly ggg Gly Thr Leu val Thr val Ser Ser phe Asn

cgctgggaga
gctggettca
tagatictgg
ccatcagcag
atcegetcac
gaggccaggt
agctgtcctg
agaggeetgy
actacaatca
ctacatgcag
tatgggctac
ttag

240

aagagtcagt
gcagaaacca
Lgtcccaaaa
tcttgagtcet
gttcggtget
ccaactgceag
caaggcttcet
acaaggcctt
aatgttcaag

ctcagcagcc

tggggtcaag

Asp Ile GIn Met Thr GIn Ser Pro Ser Ser Leu Leu Ala Ala ;gu Gly
1 5

10

Glu Arg val Ser Leu Thr Cys Arg %1a Ser Gln Glu Ile ggr Gly Tyr
20 5

Page 40

60
120
180
240
300
360
420
480
540
600
660
704



sequencelistingasfiled
Leu Ser ;rp Leu Gln GIn Lys Pso Asp Gly Thr Ile Lys Arg Leu Ile
5 4 45

Tyr Ala Ala Ser Thr Leu Asp Ser Gly val Pro L%S Arg Phe Ser Gly
50 55 6

Ser Glu Ser Gly Ser Asp Tyr Ser Leu Thr Ile Ser Ser Leu Glu Ser
65 70 75 80

Glu Asp Phe Ala Asp Tyr Tyr Cys Leu GIn Tyr Phe Ser Tyr Pro Leu
85 90 g5

Thr phe Gly Ala Gly Thr Lys teu Glu teu Lys Gly Gly Gly Ser Gly
160 105 110

Gly Gly Gly GIn val GIn teu Gln Gln Pro Gly Ala Glu Leu val Arg
115 120 125

Pro Gly Ala Ser val Lys Leu Ser Cys Lys Ala Ser Gly Tyr Thr phe
130 135 140

Thr Ser Tyr Trp Met Asn Trp val Lys GIn Arg Pro Gly Gln Gly Leu
145 150 155 160

Glu Trp Ile Gly Met val Asp Pro Ser Asp Ser Glu Thr His Tyr Asn
165 170 175

GIn Metr Phe Lys Asp Lys Ala Thr Leu Thr val Asp Lys Ser Ser Ser
180 185 190

Thr Ala Tyr Met GIn Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala val
195 200 205

Tyr Tyr Cys Ala Arg Ala Met Gly Tyr Trp Gly GIn Gly Thr Ser val
210 215 220

Thr val ser Ser val Glu Pro Lys Ser Cys
225 230

<210> 111
<211> 729
<2172> DNA
<213> artificial

<220>
<2723> CB3.1-8B5-FNRGEC

<400> 111
gatgttgtga tgacccagac tccactcact ttgtcggtta acattggaca accagectcc 60

atctcttgta agtcaagtca gagocictta gatactgaty gaaagacata ttigaattgg 120
ttgttacaga ggccaggeca grctccaaac cgcectaatct atctggtgte taaactggac 180

Page 41



sequencelistingasfiled

actgaaaatc
acattttccg
aggcggagge
catgaaactc
ccgtcagtct
fcatgcaaca
caaaagtagt
ctgtggggct

caacagggga

tctggagtcc ctgacaggtt cactggcagt ggatcaggga cagatttcac

agcagagtgg aggctgagga tttgggaatt tattattgct ggcaaggtac

ctcacgttcg gtgctgggac caagctggag ctgaaaggag geggatcegy

gaagtgaagc ttgaggagtc tggaggaggce ttggtgcaac ctggaggatc

tcttgtgaag cctctggatt cacttttagt gacgectgga tggactgggt

ccagagaagg ggcttgagtg ggttgctgaa attagaaaca aagctaaaaa

tactatgctg agtctgtgat agggaggttc accatctcaa gagatgatic

gtctacctgc aaatgaacag cttaagagct gaagacactyg gcatttatta

ctgggcctitg actactgggy ccaaggeacc actctcacag tcrcctogtt

gagtgttag

<210>- 112

<211> 242

<212> PRT

<213> artificial

<220>

<223> (B3.1-8B5-FNRGEC

<400> 117

Asp val val Met Thr GIn Thr Pro Leu Thr Leu Ser val Asn

1 5 10

GIn Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser Leu Leu
20 25 30

Asp Gly Lys Thr Tyr Leu Asn Trp Leu Leu Gin Arg Pro Gly

35 40 45
Pro Asn Arg Leu Ile Tyr Leu val Ser Lys Leu Asp Ser Gly
50 55 60

asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu

65 70 75

ser Arg val Glu Ala Glu Asp Leu Gly ITe Tyr Tyr Cys Trp

85 90

Thr His Phe Pro Leu Thr Phe Gly Ala Gly Thr Lys teu Glu
100 105 110

Gly Gly Gly ser Gly Gly Gly Gly Glu val Lys Leu Glu Glu

115 120 125
Gly Gly Leu val GIn Pro Gly Gly Ser Met Lys Leu Ser Cys
130 135 140
Ser Gly Phe Thr pPhe Ser Asp Ala Trp Met Asp Trp val Arg

Page 42

Ile

15

Asp

Gin

val

Lys

Gin

95

Leu

Ser

Glu

Gln

Gly

Thr

Ser

Pro

Ile

80

Gly

LYyS

Gly

Ala

ser

240
300
360
420
480
540
600
660
720
729



145 150 155
Pro Glu Lys Gly Leu Glu Trp val Ala Glu Ile Arg Asn Lys
165 170

Asn His Ala Thr Tyr Tyr Ala Glu Ser val Ile Gly Arg Phe
180 185 190

Ser Arg Asp Asp Ser Lys Ser Ser val Tyr teu GIn Met Asn

195 200 205
arg Ala Glu Asp Thr Gly Ile Tyr Tyr Cys Gly Ala Leu Gly
210 215 220

Tyr Trp Gly GIn Gly Thr Thr Leu Thr val Ser Ser Phe Asn

225 230 235

Glu Cys

<210> 113

<211> 699

<212> DNA

<213> artificial

<220>

<223> 8BS5VL-CB3.1vH-LGGC

<400> 113

gacattcaga tgacacagtc tccatcctce ctacttgegg cgetgggaga

ctcacttgtc gggcaagtca ggaaattagt ggttacttaa gctggcettca

gatggaacta ttaaacgcct gatctacgcc geatccactt tagattotgyg

aggttcagty gcagtgagtc tgggtcagat tattctctca ccatcageag

gaagattttg cagactatta ctgtctacaa tattttagtt atccgctcac

gggaccaage tggagcetgaa aggaggcgga tccggaggcg gaggecaggt

cagcctgggg ctgagetggt gaggectggg gettcagtga agetgtectg

ggctacacct tcaccagcta ctggatgaac tgggtgaagce agaggcctgg

gaatggattg gtatggttga tccttcagac agtgaaactc actacaatca

gacaaggcca cattgactgt tgacaaatcc tccagcacag cctacatgea

ctgacatctg aggactctgc ggtctattac tgtgcaagag ctatgggcta

ggaacctcag tcaccgicte ctcactggga ggctgctag

<210> 114

<211> 232

<212> PRT

<213> artificial

<220>

<223> B8B5VL-CB3.1VH-LGGC

sequencelistingasfiled

Page 43

160

Ala
175

LysS

Thr Ile

Ser Leu

Leu Asp

Arg Gly

aagagtcagt
gcagaaacca
tgtcccaaaa
tcttgagtct
gtteggtgcet
ccaactgcag
caaggcttct
acaaggcctt
aatgttcaag
gctcagcage

ctggggtcaa

60
120
180
240
300
360
420
480
540
600
660
699



<400>
Asp Tle GlIn

1

Glu

Leu

Tyr

Ser

65

Glu

Thr

Gly

Pro

Thr

145

Glu

Gin

Thr

Tyr

Thr
225

Arg

Ser

Ala

50

Glu

ASp

Phe

Gly

Trp

Met

Ata

Tyr

210

val

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

114

val

Trp

35

Ala

Ser

Phe

Gly

Gly

Ala

TYyr

Ile

phe

TVF

195

Cys

ser

115
723
DNA

Met

Ser

20

Leu

ser

Gly

Ala

Ala

100

Gin

Ser

Trp

Gly

Lys

180

Met

Ala

ser

Thr

Leu

Gln

Thr

Ser

Asp

85

Gly

va'l

val

Met

Met

165

Asp

Glin

Arg

l.eu

artificial

Gin

Thr

Gln

Leu

ASp

70

Tyr

Thr

Gln

LYyS

Asn

150

val

Lys

Leu

Ala

Gly

Ser

Cys

LYS

Asp

55

Tyr

Tyr

Lys

Leu

Leu

135

Trp

Asp

Ala

Ser

Met

215

Gly

sequencelistingasfiled

Pro Ser Ser lLeu Leu Ala Ala

Arg

Pro

40

Ser

Ser

Cys

Leu

Gn

120

ser

val

Pro

Thr

Ser

200

Gly

cys

Ala

25

Asp

Gly

Leu

Leu

Glu

105

Glin

Cys

Lys

Ser

Leu

185

Leu

Tyr

10

Ser

Gly

val

Thr

Gln

90

Leu

Ptro

Lys

GlIn

The

Trp

Gin

Thr

Pro

Ile

75

Tyr

Lys

Gly

Ala

val

ser

Gly

Glu

Ile

Phe

Gly

Ala

Ser

140

Pro

Glu

ASp

Glu

Gin
220

Page 44

Ile

Lys

Arg

Ser

Ser

Gly

Glu

125

Gly

Gly

Thr

Lys

ASp

205

Gly

ser

30

Arg

Phe

Leu

Tyr

Gly

110

Leu

Tyr

Gln

His

Ser

190

Ser

Thr

Leu

15

Gly

Leu

ser

Glu

Pro

a5

Ser

val

Thr

Gly

Tyr

175

Ser

Ala

Ser

Gly

TYr"

Ile

Gly

Ser

80

l.eu

Gly

Arg

Phe

Leu

160

Asn

Ser

val

val



<220>
<223> CR3.

<400> 115
gatgttgtga

atctcttgta
ttgttacaga
tctggagicc
agcagagtgg
ctcacgttcy
gaagtgaagc
tcttgtgaag
ccagagaagyg
tactatgctg
gtctacctgc
ctgggecttg
tag

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

<220>
<223>

<400>

116
240
PRT
arti

CB3.
116
Asp val val
1

Ala

Gln Pro

Asp Gly Lys

Pro Asn

50

Arg

ASp Phe

Arg
65

Ser Arg val

Thr Phe

1-8B5-LGGC

tgacccagac
agtcaagtca
ggccaggeca
ctgacagytt
aggctgagga
gtgctgggac
ttgaggagtc
cctetggatt
ggcttgagtg
agtctgtgat
aaatgaacag

actactgggg

ficial

1-8B5~LGGC

Met
5

Ser Ile

20

Thr Tyr

Leu Ile
Thr Gly

Ala
85

Glu

Pro Leu

100

Thr G1n

Ser

L.ey

Tyr

ser

70

Glu

Thr

sequencelistingasfiled

tccactcact
gagccrctta
gtctccaaac
cactggcagt
tttgggaatt
caagctggag
tggaggaggc
cacttttagt
ggttgctgaa
agggaggttc
cttaagaget

ccaaggcacc

Thr Pro

Cys Lys

Asn Trp

40

Leu
55

val
Gly ser
Asp

Leu

Phe Gly

ttgtcggtta
gatactgatg
cgcctaatcet
ggatcaggga
tattattgct
ctgaaaggag
ttagtgcaac
gacgcctgga
attagaaaca
accatctcaa
gaagacactg

actctcacag

Leu

Ser

25

t.eu

Ser

Gly

Gly

Ala
105

Thr
10

Leu

Ser Gin

Leu GIn

Lys Leu

Thr Asp

75

Ile
90

Tyr

Gly Thr

Page 45

acattggaca
gaaagacata
atctggtgtc
cagatttcac
ggcaaggtac
gcggatccegg
ctggaggatc
tggactgggt
aagctaaaaa
gagatgattc
geatttatta

tctccteget

Ser val Asn

Ser Leu lLeuy

30

Pro
45

Arg Gly

Asp Ser

Gly
60

Phe Thr Leu

Tyr Cys Trp

Glu
110

Lys Leu

accagcectcec
tttgaattgg
taaactggac
actgaaaatc
acattttccg
aggcggaggc
catgaaactc
ccgtcagtct
tcatgcaaca
caaaagtagt
ctgtgggyct
gggaggctge

Ile
15

Gly
Asp Thr
GIn ser
val

Pro

Ile
80

LYS

Gln
95

Gly

Leu Lys

60
120
180
240
300
360
420
480
>40
600
660
720
723



sequencelistingastiled

Gly Gly Gly ser Gly Gly Gly Gly Glu val Lys Leu Glu Glu Ser Gly
115 120 125

Gly Gly Leu val &1n Pro Gly Gly Ser Met Lys Leu Ser Cys Glu Ala
130 135 140

ser Gly pPhe Thr Phe Ser Asp Ala Trp Met Asp Trp val Arg Gln Ser
145 150 155 160

Pro Glu Lys Gly Leu Glu Trp val Ala Glu Ile Arg Asn Lys Ala Lys
165 170 175

Asn His Ala Thr Tyr Tyr Ala Glu Ser val Ile Gly Arg Phe Thr Ile
180 185 190

Ser Arg Asp Asp Ser Lys Ser Ser val Tyr Leu Gln Met Asn Ser Leu
195 200 205

Arg Ala Glu Asp Thr Gly Ile Tyr Tyr Cys Gly Ala Leu Gly Leu Asp
210 215 220

Tyr Trp Gly GIn Gly Thr Thr Leu Thr val Ser Ser Leu Gly Gly Cys
225 230 235 240

<210 117

<211> 47

<212> DNA

<213> artificial

<220>
<223> Primer Lgh628F

<400> 117
ggaggcggat ccggaggegg aggccaggic caactgceage agectgg

<210> 118

<211> 49

<212> DNA

<213> artificial

<220>
<223> Primer Lgh629R

<400> 118
tttgaattct aacaagattt gggctcaact gaggagacgg tgactgagd

<210> 119

<211> 45

<212> DNA

<213> artificial

<220>
<223> PpPrimer Lgh630R

<400> 119
gcctecgoct ccggatcege ctoctttcag ctecagettg gtecc

Page 46



<210>
<211>
<217>
<213>

<220>
<223>

<400>

120

47

DPNA
artificial

Primer Lgh631F
120

ggaggcggat <cggaggcgg

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

<220>
<Z223>

<400>

121

49

DNA
artificial

Primer Lgh640R
121

tttgaattct aacactctcc

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

<22(>
<223>

<400>

122

48

DNA
artificial

Primer Lgh644R
122

tttgtcgtca tcatcgtett

<210>
<211>
<212Z2>
<213>

<220>
<223>

<400>

123

42

DNA )
artificial

Primer Lgh646R
123

tttgaattct agcagectcc

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

<220>
<223>

<400>

124

45

DNA
artificial

Primer Lgh647F
124

caaagacgat gatgacgaca

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

<220>
<223>

125

43

DNA
artificial

Primer Lgh648R

sequencelistingastiled

aggcgaagtg aagcettgagg agtctdg

cctgttgaac gaggagactg tgagagtgg

tgtagtcgga gtggacacct gtggagag

cagtgaggag acggtgactg ag

aagacattca gatgacacag tctcc

Page 47

47

49

42

45



<400> 125

sequence’listingasfiled

tttgaattct agcagectec cagcgaggag actgtgagag tgg

<210
<211
<212>
<213>

<220>
<223>

<400> 126
gatgtccaga

126
1047
DNA
arti

atcaattgca
gggaaagcaa
aggttcagty
gaagattttg
gggaccaagc
gagtctggece
gggttitcac
ggtctagagt
aagagccgac
agtgtggaca
gctractgggy
agccgtacgg
tctggaactg
cagtggaagg
gacagcaagg
gagaaacaca
aagagcttca
127
348

PRT
artt

<210>
<Z211>
<212>
<213>

<220>
<223>

<460> 127

1

fHicial

tgacccagtc
aggcaagtga
ataagcttct
gcagtggatc
gactctatta
tggagatcaa
ctgggatatt
tgaggacttc
ggctggcaca
tgacaatctc
ctgcagatac
gccaagggac
tggctgcacc
cecteigtigt
tggataacgc
acagcaccta
aagtctacgc

acagggdgaga

ficial

2.4G2-3G8-hKappa

tccatctaat
gagcattagc
tatgtacgat
tggtacagat
ctgtcaacag
aggaggcgga
gcageectec
tggtatgggt
catttggtgg
caaggatacc
tgccacatac
tctggteact
atcggtettc
gtgcetgety
cctecaatey
cagcctcage
ctgcgaagtc

gtgttag

2.4G2-3G8~-hKappa

cttgctgect
aagtatttag
gggtcaactt
ttcactctca
cattatgaat
tceggaggeg
cagaccctca
gtaggctgga
gatgatgaca
tccageaace
tactgtgctce
gtgagctcac
atcttceege
aataacttct
ggtaactcec
agcaccctga

acccatcagg

ctcctggaga
cctggtatcet
tgcaatectgg
ccatcagaag
atccagcceac
gaggccaggt
gtctgacttg
ttegteagec
agcgctataa
aggtattect
aaataaaccc
tgggaggctg
catctgatga
atcccagaga
aggagagtot
cgcetgageaa

gcetgagetc

aagtgtttcc
acagaaacct
aattccatcg
cctggagect
gttcggttct
taccctgaaa
tterttctct
ttcagggaag
tccageectg
caaaatcgcec
cgcctggttt
c£ggcggagag
gcagttgaaa
ggccaaagta
cacagagcag
agcagactac

gecegtcaca

Asp val Gin Met Thr Gln Ser Pro Ser Asn Leu Ala Ala Ser Pgo Gly
5 1

Glu ser val Ser Ile Asn Cys Lys Ala Ser Glu Ser Ile gsr Lys Tyr

20

25
Page 48

43

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1047



sequencelistingasfiled

Leu Ala ggp Tyr Leu Gln Lys PEO Gly Lys Ala Asn Lys Leu Leu Met
4 45

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

Ser Gly Ser Gly Thr Asp Phe Thr teu Thr Ile Arg Ser Leu Glu Pro
65 70 75 80

Glu Asp Phe Gly Leu Tyr Tyr Cys Gln Gln His Tyr Glu Tyr Pro Ala
85 30 95

Thr pPhe Gly Ser Gly Thr Lys Leu Glu Ile Lys Gly Gly Gly Ser Gly
100 105 110

Gly Gly Gly GIn val Thr Leu Lys Glu Ser Gly Pro Gly Ile Leu Gin

Pro Ser Gin Thr Leu Ser Leu Thr Cys Ser Phe Ser Gly Phe Ser Leu
130 135 140

Arg Thr ser Gly Met Gly val Gly Trp Ile Arg GIn Pro Ser Gly Lys
145 150 155 160

Gly Leu Glu Trp Leu Ala His Ile Trp Trp Asp Asp Asp Lys Arg Tyr
165 170 175

Asn Pro Ala Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Ser
180 185 190

Asn GIn val phe Lteu tys Ile Ala ser val Asp Thr Ala Asp Thr Ala
195 200 205

Thr Tyr Tyr Cys Ala Gln Ile Asn Pro Ala Trp Phe Ala Tyr Trp Gly
210 215 220

Gin Gly Thr Leu val Thr val ser Ser Leu Gly Gly Cys Gly Gly Gly
225 230 235 240

Ser Arg Thr val Ala Ala Pro Ser val Phe ITe Phe Pro Pro Ser Asp
245 250 255

Glu GIn Leu Lys Ser Gly Thr Ala Ser val val Cys Leu Leu Asn Asn
260 265 270

phe Tyr Pro Arg Glu Ala Lys val GIn Trp Lys val Asp Asn Ala Leu
275 280 285

GIn Ser Gly Asn Ser Gln Glu Ser val Thr Glu GIn Asp Ser Lys Asp
290 295 300

Page 49



sequencelistingasfiled

Sser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr
310

305

Glu Lys His Lys val Tyr Ala Cys Glu val Thr His Glin Gly
325 330

Ser Pro val Thr Lys Ser Phe Asn
340

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

<220>
<223>

<400> 128
gacactgtgc

128
DNA

atctcectgea
caacagaaac
gggatcccag
cctgtggagg
acgttcggag
gtggagctag
tgtgcagcect
acgacggygtc
gactccgtga
caaatggaca
ggaataccta
cigggaggct
cectecteca
ttcecccgaac
ttcccggoetg
tccageaget
aaggtggaca
ccagcacctg
accctcatga
gaccctgagg
aagccgegygg

caccaggact

1737

3G8-

artificial

2.4G2-hG1

tgacccaate
aggccageca
caggacagcc
ccaggtttag
aggaggatac
gggggaccaa
tggagtctigg
caggattcac
tggagtgggt
agggcecgatt
gtctoaggrc
caggtgttat
gcggcggagy
agagcacctc
cggtgacggt
tcctacagtc
tgggceaccca
agagagttga
aactcctggg
tcteceggac
tcaagttcaa
aggagcagta
ggctgaatgg

tcecagettet
aagtgttgat
acccaaactc
tgccagtggg
tgcaacctat
gctggaaata
gggaggctta
tttcagtgac
cgcatccatt
tactatttce
tgaggacacg
ggatgcctgg
gagcgectec
tgggggcaca
gtegtggaac
ctcaggactc
gacctacatc
gcccaaatct
gggaccgtca
ccctgaggrc
ctggtacgtg
caacagcacg

caaggagtac

315

ttggetgtgt
tttgatggtg
ctcatctata
tctgggacay
tactgtcagce
aaaggaggcyg
gtgcagecty
tattacatgg
agttatgatg
agagataatg
gccacttatt

ggtcaaggag

accaagggec
gcggccctgg
tcaggegecec
tactccctca
tgcaacgtga
tgtgacaaaa
gtcttectcet
acatgcgrtyg
gacggcgtag
taccgtgtyg

aagtgcaagg

Arg Gly Glu Cys
345

ctctagggea
atagtrttat
ctacatccaa
acttcaccct
aaagtaatga
gatccggagg
gaaggtecct
cctgggtccyg
gtggtgacac
caaaaagcag
actgtgcaac
tttcagtcac
catcggtctt
gctgectggt
tgaccagcgg
gcagcgrtgot
atcacaagcc
ctcacacatg
tccccccaaa
tggtggacgt
aggtgcataa
tcagecgtect

tctccaacaa

Page 50

320

Leu Ser
335

gagggccacc
gaactagtac
tctagaatct
caacatccat
ggatccgtac
cggaggcgag
gaaactctcy
gcaggctcca
tcactatcga
cctatacctg
agagactacg
tgictcctca
ccecctggea
caaggactac
cgtgcacacc
gaccgtgecc
cagcaacacc
ceccaccgtyge
acccaaggac
gagccacgaa
tgccaagaca
caccgtcctg

agccctecca

60
120
180
240
300
360
420
480
540
600
660
720
780
840
200
960

1620
1080
1140
1200
1260
1320
1380



gccccca
accctgce
aaaggct
aactaca
ctcaccqg
gaggctc
<210>
<211>
<212>
<213>

<220>
<223>

<400>

tcg
ccc
Tct
aga
tgg
tgc
129

578
PRT

agaaaaccat
catcccggga
atcccagega
ccacgectee
acaagagcag

acaaccacta

artificial

3GB8-2.4G2-hG1

129

Asp Thr val Leu ghr GlIn
1

Gin Arg
Gly Asp
Lys lLeu
50
Arg Phe
65
Pro val
Glu Asp
Gly Gly
Gly Leu
130
Gly phe

Thr Thr

Thr His

Ala

Ser

35

Leu

ser

Glu

Pro

Sey

115

val

Thr

Gly

Tyr

Thr

20

rhe

Ite

Ala

Glu

Tyr

100

Gly

GIn

Phe

lLeu

Arg

Ile

Met

Tyr

ser

Glu

85

Thr

Gly

Pro

ser

Glu

165

Asp

Ser

ASn

Thr

Gly

70

Asp

Phe

Gly

Gly

Trp

Ser

Ser

cys

Trp

Thr

55

sSer

Thr

Gly

Gly

Tyr

val

val

sequencelistingastiled
aaagggcage

ctccaaagcec
tgagctgacc
catcgeegtyg
cgtgctggac
gtggcageag

cacgcagaag

Pro

Lys

Tyr

40

Ser

Gly

Ala

Gly

Glu

120

Ser

Tyr

Ala

Lys

aagaaccagg

gagtgggaga
tccgacgget

gggaacgtct

agcctctecc

Ala

Ala

25

GIn

Asn

Thr

Thr

Leu

Met

Ser

Gly

Ser Leu
10

Ser Gln

Gln Lys

Leu Glu

Asp Phe

75

Tyr Tyr
90

Thr Lys
Giu Leu
Lys Leu
Ala Trp
Ile ser
170

Arg Phe

¢ccgagaacc
tcagcctgac
gcaatgggca
ccttertect
tctcatgetce

tgtctccggg

Ala val ser

Ser val Asp
30

Pro Gly Gln
45

ser Gly Ile
60

Thr Leu Asn
Cys Gin Gln
Leu Glu Ile
110
val Glu Sser
sar Cys Ala
140
val Arg Gin

Tyr Asp Gly

Thr Ile Ser

Page 51

acaggtgtac
ctgeetggte
gccggagaac
ctacagcaag

cgtgatgecat

taaatga

Leu

15

Fhe

Pro

Pro

Ile

Ser

a5

Lys

Gly

aAla

Ala

Gly

Arg

Gly

Asp

Pro

Ala

His

80

Asn

Gly

Gly

ser

Pro

160

Asp

ASp

1440
1500
1560
1620
1680
1737



sequencelistingasfiled
180 185 190

Asn Ala Lys Ser Ser Leu Tyr Leu GIn Met Asp Ser Leu Arg Ser Glu
195 200 205

Asp Thr Ala Thr Tyr Tyr Cys Ala Thr Glu Thr Thr Gly ITe Pro Thr
210 215 220

Gly val Met Asp Ala Trp Gly GIn Gly val ser val Thr val Ser Ser
225 230 235 240

Leu Gly Gly Cys Gly Gly Gly Ser Ala Ser Thr Lys Gly Pro Ser val
245 250 255

Phe Pro Leu Ala Pro Ser ser Lys Ser Thr Ser Gly Gly Thr Ala Ala
260 265 270

Leu Gly Cys Leu val Lys Asp Tyr pPhe Pro Giu Pro val Thr val Ser
275 280 285

Trp Asn Ser Gly Ala Leu Thr Ser Gly val His Thr phe Pro Ala val
290 295 300

Leu GIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser val val Thr val Pro
305 310 315 320

Ser Sepr Ser Leu Gly Thr GIn Thr Tyr Ile Cys Asn val Asn His Lys
325 330 335

Pro Ser Asn Thr Lys val Asp Lvs Arg val Glu Pro Lys Ser Cys Asp
340 345 350

Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly
355 360 365

Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile
370 375 380

ser Arg Thr pro Glu val Thr Cys val val val Asp val Ser His Glu
385 390 395 400

Asp Pro Glu val Lys pPhe Asn Trp Tyr val Asp Gly val Glu val His
405 410 415

Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg
420 425 430

val val Sser val Leu Thr val Leu His Gln Asp Trp Leu Asn Gly Lys
435 440 445

Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu
Page 52



450

Thr Ile

lLeu Pro

Thr Cys Leu

Glu Asn

515

ser

Leu ser

530

Lys Ser

543

Arg

Glu Ala Leu

Gly Lys

130
723
DNA
arti

<210>
<21l>
<212>
<213>

<220>
<223> CDV79

<400> 130
gatgttgtga

atctcctgea
tttcagcaga
tctggggtec
agcagggtgg
ctcacgttcg
gaagtgaagc
tcttgtgaag
ccagagaagg
tactatgctg
gtctacctge

crgggecttg

ser Lys

Ala

455

Lys Gly

470

Pro Ser

485

val
500

Lys
Gly GlIn
Asp Gly

Trp Gln

Arg

Gly

Pro

Ser

Gln

Asp Glu

Phe Tyr

Glu Asn

520

Phe Phe

335

Gly Asn

550

His Asnh

565

ficial

VEL-CD32B8VH

tgactcagtce
agtcaagtca
ggccaggeca
cagacagatt
aggctgagga
gcggagggac
ttgaggagtc
cctetggatt
ggcttgagtg
agtctgtgat
aaatgaacag

actactgggg

His

Tyr Thr

tccactctec
gagcctctta
atctccaaac
cagcggcagt
tgttggggtt
caagcttgag
tggaggaggc
cacttttagt
ggttgctgaa
agggaggttc
cttaagagct

ccaaggcacce

Gin Pro Arg
475

Thr
490

Leu Lys

Pro ser

505

ASp

Asn Tyr Lys

Leu Tyr Ser

val phe ser

555

Gin ser

570

ctgccegtea
gatagtgatg
cgcctaattt
gggtcaggea
tattactgcect
atcaaaggag
ttggtgeaac
gacgcctgga
attagaaaca
accatctcaa
gaagacactg

actctcacag

sequencelistingasfiled
460

Glu Pro GlIn

Asn Gln val

val
510

ITe Ala

Thr
525

Thr Pro

Lys Thr

540

Leu

Cys Ser val

[.ey Ser Leu

ccettggaca
gaaagacata
atctggtgtc
ctgatttcac
ggcaaggtac
gcggatccgy
ctggaggatc
tggactgggt
aagctaaaaa
gagatgattc
gcatttatta

tectecteget

Page 53

val Tyr
480

Ser Leu

495

Glu Trp

Pro val
va'l

Asp

His
560

Met

Ser
575

Pro

gceggectee
tttgaattgg
taaactggac
actgaaaatc
acattttccg
aggcggaggc
catgaaactc
ccgtcagtct
tcatgcaaca
caaaagtagt
ctgtyggggct
gggaggctge

60
120
180
240
300
360
420
480
540
600
660
720



tag

<210>
<21i>
<212>
<213>

<220>
<223>

<400>

131
240
PRT

artificial

€Db79~-CD32BVH

131

Asp val val Met

L

GlIn

ASp

Pro

ASp

65

Ser

Thr

Gly

Gly

Ser

145

Pro

Ash

Ser

Arg

Pro
Gly
Asn
50

ATg

His

Gly

Gly

Gly

His

Arg

Ala
210

Ala

Lys

35

Arg

Phe

g val

Phe

Phe

Lys

Ala

Ser

20

Thr

Leu

ser

Glu

Pro

100

Ser

val

Thr

Gly

Thr

180

Asp

Asp

Thr

5

Ile

TYr

Ile

Gly

Ala

85

Leu

Gly

Gln

Phe

Leu

165

Tyr

Ala

Thr

Gln

Ser

L.eu

Tyr

ser

70

Glu

Thr

Gly

Pro

ser

150

Glu

Tyr

Lys

Ala

Ser

cys

Asn

Leu

55

Gly

Asp

Phe

Gly

Gly

ASp

Trp

Ala

Asn

val
215

sequencelistingasftiled

Pro

Lys

Trp

40

val

ser

val

Gly

Gly

Gly

Ala

val

Glu

Ser

200

Tyr

Leu

Ser

25

Phe

Ser

Gly

Gly

Gly

Glu

Ser

Trp

Ala

ser

185

Leu

Tyr

Ser

10

Ser

Gin

Lys

Thr

val

90

Gly

val

Leu

Met

Glu

170

val

Tyr

cys

Leu

Gin

Gin

Leu

AsSp

75

Tyt

Thr

Gin

Arg

ASD

Ile

Ile

Leu

Gly

Pro

Ser

Arg

Asp

60

Phe

Tyr

LysS

Leu

Leu

140

Trp

Arg

Gly

Gin

Ala
220

Page 54

val

Leu

Pro

45

Ser

Thr

cys

Leu

val

125

Ser

val

Asn

Arg

Met

205

Led

Thr

Leu

30

Gly

Gly

Leu

Trp

Glu

110

Glu

Cys

Arg

Lys

Phe

190

Asn

Gly

Leu

15

Asp

Gln

val

Lys

Gln

95

Ile

ser

Ala

Glin

Ala

175

Thr

Ser

Leu

Gly

Ser

ser

Pro

Ile

80

Gly

LYS

Gly

Ala

Ala

160

LysS

Ile

Leu

ASp

723



Tyr Trp Gly GIn Gly Thr Leu val Thr val Ser Ser Leu Gly Gly Cy
225

sequencelistingasfiled

230 235
<210 132
<211> 699
<212> DNA
<213> artificial
<220>
<223> CD3Z2BVL-CD79%VH-1
<400> 132
gacatccaga tgacccagtc tccatcctece ttatctgect
atcacttgtc gggcaagtca ggaaattagt ggttacttaa
ggcaaggeee ctagacgcect gatctacgec gecatccactt
aggrtcagtg gcagtgagtc tgggaccgag ttcaccctca
gaagattttg caacctatta ctgtctacaa tattttagtt
gggaccaagg tggaaataaa aggaggcgga tccggaggceg
cagtctggag ctgaggtgaa gaagcctggc goctcagtga
ggttacacct ttaccagcta ctggatgaac tgggtgegac
gagtggatcg gaatgattga tccttcagac agtgaaactc
gacagagtca ccatgaccac agacacatcc acgagcacag
ctgagatctg acgacacggce cgtgtattac tgtgcgagag
gggaccacgg tcaccgicte ctcactggga ggcotgetga
<210> 133
<211> 232
<212> PRT
<213> artificial
<220>
<223> CD3Z2BVL-CD79VH-1
<400> 133
Asp Ile GIn Met Thr GlIn Ser Pro Ser Ser Leu
1 5 10
asp Arg val Thr Ile Thr Cys Arg Ala Ser Gin

20 25
Leu Ser Trp Leu GIn GIn Lys Pro Gly Lys Ala
35 40
Tyr Ala Ala Ser Thr Leu Asp Ser Gly val Pro
50 55

ser Glu ser Gly Thr Glu Phe Thr Leu Thr Ile
65 70 75

Page 55

ctgtgggaga
gctggetgca
tagattctgg
ccatcageag
atcegetcac
gaggccaggt
aggtctecty
aggeeectyy
actacaatca
cctacatgga

ctatgggcta

Ser Ala Sser

Glu 1le ser

30

Pro Arg

45

APrg

Ser rhe

60

Arg

Ser Ser lLeu

5
240

tagagtcacc
gcagaaacca
tgtcccatec
ccttcagect
gttcggaggg
tcagctggty
caaggcettet
acaagggctt
aatgttcaag
gctgaggage
ctgggggcaa

val
15

Gly

Gly Tyr

Leu Iie

Ser Gly

Gin Pro

80

60
120
180
240
300
360
420
480
540
600
660
699



Glu Asp Phe

Thr Phe Gly

Gly Gly
Pro

Gly

Thr
145

ser Tyr

Glu Trp Ile

Gin Met Phe

Thr Ala Tyr

Tyr Tyr

Cys
210

Thr val

225

Ser

<210>
<211>
<Z212>
<213>

134
703
DNA
arti

<220>
«223>

<400> 134
gacatccaga

atcacttgtc
ggcaaggceec
aggttcagty
gaagattttg
gggaccaagg
cagtctggag
ggttacacct

gagtggatcg

Thr
B5

Gly
val
ser

val

Trp Met

Tyr

Thr

Gin

Lys

Asn

sequencelistingastiled

Tyr
val

Lys

val
120

Leu

val
135

sSer

Trp val

150

Gly met

165

LyS Asp

Met Glu

Ala Arg

Ser lLeu

ficial

tgacccagtc
gggcaagtca
ctagacgcct
gcagtgagtc
caacctatta
tggaaataaa
ctgaggtgaa
ttaccagcta

gaatgattga

Ile

Arg

Leu

Ala

Gly

ASp Pro

Thr

val

ser
200

Arg

Met
215

Gly

Gly Cys

CD32BVL-CD79vH-2

teceatectee
ggaaattagt
gatctacgceg
tgggaccgag
ctgtctacaa
aggaggcgga
gaagcctgge
ctggatgaac

tccttcagac

Glu

105

Gln

cys

Arg

ser

Met

185

Leu

Tyr

Ile Lys

ser Gly
Ala

Lys

Ala
155

GIn

Ser

Thr

Arg ser

Trp Gly

ttatctgect
ggttacttaa
gcatccactt
ttcaccctca
tattrttagtt
tccggaggcy
gcctcagtga
tgggtgcgac

agtgaaactc

Cys Leu Gln Tyr Phe Ser Tyr
: 90

Gly Gly Gly

110

Glu val

125

Ala

ser
140

Gly Tyr

Pro Gly G1In

Glu Thr His

Thr ser

190

Asp

Asp Asp Thr

205

Gin Thr

220

Gly

ctgtgggaga
gctggctgea
tagattctyg
ccatcageag
atccgcteac
gaggccaggt
aggtctectg
aggccectgy

actacaatca

rPage 56

Pro
95

Leu

ser Gly

LYysS Lys

Thr Phe

Gly Leu

160

Tyr
175

AsSh

Thr Ser

Ala val

Thr val

tagagtcacc
gcagaaacca
tgtcecatcec
ccttcagect
gttcggaggg
tcagetggty
caaggctrct
acaagggctt

aaagttcaag

60
120
180
240
300
360
420
480
540



ctgagatctg acgacacggc cgtgtattac tgtgcgagag ctatgggcta ctgggggeaa

sequencelistingasfiled
gacagagtca ccatgaccac agacacatcc acgagcacag cctacatgga gctgaggage

gggaccacgg tcaccgtctc ctcactggga ggctgotgaa ttc

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

<220>
<223>

<400>

135
232
PRT

artificial

CD32BVL-CD79VH-2

135

Asp Ile GIn Met ghr Glin
i

ASD

Leu

TYr

Ser

65

Glu

Thr

Gly

Pro

Thr

145

Glu

Glin

Thr

Arg

Ser

Ala

50

Glu

Asp

Phe

Gly

Gly

Ser

Trp

LYyS

Ala

val

Trp

35

Ala

ser

Phe

Gly

Tyr

Ile

Phe

Tyr

Thr

20

Leu

Ser

Gly

Ala

Gly

GIn

ser

Trp

Gly

Lys

Met

Ile

Gln

Thr

Thr

Thr

85

Gly

val

val

Met

Met

165

Asp

Glu

Thr

Gln

Leu

Glu

70

TYr

Thr

Gin

Lys

Asn

150

Iie

Arg

Leu

Ser
Cys
LYS
AsSp
55

Phe
Tyr
Lys
Leu
val
135
Trp
Asp

val

Arg

Pro

Arg

Pro

40

Ser

Thr

Cys

val

val

120

Ser

val

Pro

Thr

ser
200

ser

Ala

25

Gly

Gly

Leu

L.eu

Glu

105

Gln

Cys

Arg

Ser

Met

185

Leu

Ser Leu
10

Ser Gln

Lys Ala

val Pro

Thr Ile

75
Gln Tyr
90
Ile Lys
ser Gly
Lys Ala
Gin Ala

155

AsSp Ser

Thr Thr

ser

Glu

Pro

ser

60

ser

phe

Gly

Ala

ser

140

Pro

Glu

ASp

Arg Ser Asp

page 57

Ala

Ile

Arg

45

Arg

Ser

Ser

Gly

Glu

125

Gly

Gly

Thr

Thr

Asp
205

ser

Ser

30

Arg

rhe

leu

Tyr

Gly

val

TY"

Gin

His

ser

190

Thr

val

15

Gly

Leu

Ser

G1In

Pro

95

Ser

Lys

Thr

Gly

Tyr

175

Thr

Ala

Gly

Tyr

Ile

Gly

Pro

80

Leu

Gly

Lys

Phe

Leu

160

AsSn

ser

val

600
660
703



sequencelistingasfiled

Tyr Tyr Cys Ala Arg Ala Met Gly Tyr Trp Gly G1In Gly Thr Thr val
210 215 220

Thr val Ser Ser Leu Gly Gly Cys
225 230
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