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<110>

<120>

<130>

<160>

<170>

<210>

<211>

<212>

<213>

<220>
<221>

<223>
<400>

SEQUENCE LISTIJE
Micromet AG
Less immunogenic binding moTlecules
H3150 PCT
36
PatentIn version 3.1
1
318

DNA

artificial sequence

source
/note="Description of artificial sequence: OKT3 Tight chain"
1

gacatccaga tgacccagtc tecatcctcc ctgtctgcat ctgtaggaga cagagtcacc

atcacttgca gtgcaagttc aagcgtaagc tacatgaatt ggtatcagca gacaccaggg

aaagccccta agagatggat ctatgacaca tccaaattgg cttctggggt cccatcaagg

ttcagtggca gtggatctgg gacagattac actttcacca tcagcagtct gcaacctgaa

gatattgcaa. cttactactg tcaacagtygg agtagtaacc cttttacttt tggccaggag

accaagctgc agatcacc

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

<220>
<221>

<223>
<400

2
106
PRT

artificial sequence

source
/note="Description of artificial sequence: OKT3 wvL"

2

22-Feb-2007

60
120
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ﬁsp Ile GIn Met Thr

Asp Arg val Thr Ile

20

Asn Trp Tyr GIn Gin
35

Asp Thr Ser Lys Leu

50

Gly Ser Gly Thr Asp

65

Asp Ile Ala Thr Tyr

Phe Gly GIn §1y Thr

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

<220>
<221>

3
30
DNA

Gln
Thr
Thr
Ala
TYr
70

Tyr

LyS

ser

Cys

Pro

Ser

55

Thr

Cys

Leu

artificial seguence

source

Pro

Ser

Gly

40

Gly

Phe

Gln

Gln

ser

Ala

235

Lys

val

Thr

Gln

Ile
105

Ser
10

Ser
Ala
Pro
Ile
Trp
90

Thr

Leu

ser

Pro

Ser

Ser

75

ser

Ser

Ser

Lys

Arg

60

ser

Ser

22-Feb-2007

Ala ser val Gly
15

val ser Tyr Met
30

Arg Trp Ile Tyr
45
Phe Sser Gly Ser

teu GIn Pro Glu
80

Asn Pro Phe Thr
95

<223> /note="Description of artificial sequence: hum. CD3 CDRL1"

<400>

3

agagcaagtt caagcgtaag ctacatgaat

<210>
<211>
212>
<213>

<220>
<221>

<223>
<400>

1

4
10
PRT

artificial sequence

source

30

/note="Description of artificial sequence: hum. €D3 CDRL1"

4

Arg Ala Ser Ser ?er val Ser Tyr Met ?gn
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<210> 5 3

<211> 21

<212> DNA

<213> artificial sequence

<220>

<221> source

<223> /note="Description of artificial sequence: hum. CD3 CDRL2"
<400> 5

gacacatcca aagtggcttc t : 21
<210> ©

<211> 7

<212> PRT

<213> artificial sequence

<220>

<221> source .

<223> /note="Description of artificial sequence: hum. CD3 CDRL2"
<400> 6

éép Thr ser Lys ga1 Ala ser

<210> 7

<211> 27

<212> DNA

<213> artificial sequence

<223> /note="Description of artificial sequence: hum. CD3 CORL3"
EQQQthZga gtagtaaccc tctcact 27
<210> 8

<211> 9

<212> PRT

<213> artificial sequence



<220>
<221> source

<223> /note="Description of artificial sequence: hum. CD3 CDRL3"
<400> 8
§1n GIn Trp Ser ger Asn Pro Leu Thr

<210> 9
<211> 318
<212> DNA

<213> artificial sequence

<220>
<221> source

<223> /note="pescription of artificial sequence: hum. cb3 wvL"

<400> 9
gacatccaga tgacccagtc tccatcctcc ctgtctgcat ctgtaggaga cagagtcace

atcacttgca gagcaagttc aagcgtaagc tacatgaatt ggtatcagca gacaccaggg
aaagccccta agagatggat ctatgacaca tccaaagtgg cttctggggt cccatcaagg
ttcagtggca gtggatctgg gacagattac actttcacca tcagcagtct gcaacctgaa
gatattgcaa cttactactg tcaacagtgg agtagtaacc ctctcacttt tggccaggdg

accaagctgc agatcacc

<210> 10
<211> 106
<212> PRT

<213> artificial sequence

<220>
<221> source

<223> /note="Description of artificial sequence: hum. CD3 vL"
<400> 10

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

Asp Arg val Tgr Ile Thr Cys Arg gga Ser Ser Ser val ggr Tyr Met
2

Asn Trp ;gr GIn GIn Thr Pro ggy Lys Ala Pro Lys 2;9 Trp Ile Tyr

22-Feb-2007
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5
ASp Egr Ser Lys val Ala ggr Gly val Pro Ser Arg Phe Ser Gly Ser
60

g;y Ser Gly Thr Asp ;gr Thr Phe Thr Ile ;er Ser Leu Gln Pro Glu
5

Asp Ile Ala Thr ggr Tyr Cys GlIn GIn ggp Ser Ser Asn Pro Leu Thr
95

Phe Gly Gln Gly Thr Lys Leu GIn Ile Thr
100 10

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

11
357
DNA

<220>
<221>

<223>

<400> 11
caggtgcagc

tcctgtaagt
ccagggaagy
aatcagaagg
ctgcaaatgg
gatgatcatt

<210> 12

<211> 119
<212> PRT
<213>

<220>
<221>

<223>
<400> 12

5

artificial sequence

source

tggtgcagtc tgggggaggc gtggtccage
cttctggata cacctfcact aggtatacga

ggctggagtg gattggatac ataaatccta

tgaaggaccyg attcaccatc tccagagaca

acagcctgag acccgaggac acgggtgtgr
actgccttga ctactgggge cagggcacce

artificial sequence

source

/note="Description of artificial sequence: hum.

ctgggaggtc
tgcactgggt
gccgtggtta
actccaagaa
atttctgtge
Eggtcaccgt

CD3 vH"

cctgagacte
ccgccagget
tactaattat
cacggecttt
gagatattat

ctcctca

/note="Description of artificial sequence: hum. CD3 VH"

GIn val G1n Leu val Gln Ser Gly Gly Gly val val GIn Pro Gly Arg
1 5 10 15

Ser Leu Arg Eeu ser Cys Lys Ser ggr Gly Tyr Thr Phe ggr Arg Tyr
0 .

22-Feb-2007
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6

Thr Met g;s Trp val Arg Gln QAa Pro Gly Lys Gly Leu Glu Trp 1le
45

Gly Tyr Ile Asn Pro Ser Arg
50 55

Lys Asp Arg Phe Thr Ile ser

65 70

Leu GIn Met Asp ggr Leu Arg

Ala Arg Tyr Tyr Asp Asp His
100 P

Thr Pro val Thr val Ser Ser
115

<210> 13

<211> 729
<212> DNA
<213>

<220>
<221>

<223>

<400> 13
caggtgcagc

tcctgtaagt
ccagggaagg
aatcagaagg
ctgcaaatgg
gatgatcatt
gaaggtggaa
atgacccagt
agagcaagtt
aagagatgga
agtggatctg
acttactact

cagatcacc

<210> 14

source

tggtgcagtc
cttctggata
ggctggagtg
tgaaggaccy
acagcctgag
actgccttga
gtggaggttc
ctccatecte
caagcgtaag
tctatgacac
ggacagatta
gtcaacagtg

artificial sequence

tgggggaggc
caccrtcact

gattggatac
attcaccatc
accegaggac
ctattgggge
tggtggaagt
cctgtctgca
ctacatgaat
atccaaagtg
cactttcacc

gagtagtaac

gtggtccagce
aggtatacga
ataaatccta
tccagagaca
acgggrgtgt
cagggcaccc
ggaggttcag
tctgtaggag
tggtatcage
gcrrctgggy
atcagcagtc

cctctcactt

Gly Tyr Thr Asn Eﬁr Asn Gln

Arg Asp Asn ;gr Lys Asn Thr

/note="Description of artificial sequence: hum.

ctgggaggtc
tgcactgggt
gccgtggtta
actccaagaa
atttctgtge
cggtcaccgt
gtggagtgga
acagagtcac
agacaccagg
tcccatcaag
tgcaacctga

ttggccaggg

Lys val

Ala phe
80

Pro Glu Asp Thr Gly val Tyr Phe Cys
90 95

Tyr Cys Leu Asp Tyr Trp Gly Gln Gl
105 Py P 115 Y

CD3 VH-VL"

cctgagactc
ccgccagget
tactaattat
cacggecttt
gagatattat
ctcctcagte
cgacatccag
catcacttgce
gaaagcccct
gttcagtggc
agatattgca

gaccaagctg

22-Feb-2007

60
120

" 180

240
300
360
420
480
540
600
660
720
729



LRI Y A IRVEVTR VI

<211>
<212>
<213>

<220>
<221>

<223>
<400>

Gln val GIn Leu
1

Ser

Thr

Gly

Ala

Thr

Gly

Pro

145

Arg

Gly

Gcly

Phe

Leu

Met

Asp

Gin

Arg

Pro

ser

130

Ser

Ala

Lys

val

Thr

243
PRT

artificial sequence

source

/note="Description of artificial sequence: hum. CD3 vH-vL"

13

Arg

His

35

ITe

Arg

Met

TYyr

val

115

Gly

sSer

Ser

Ala

Pro

195

Ile

Leu

20

Trp

Asn

Phe

Asp

TVYr

100

Thr

Gly

Leu

ser

Pro

130

Ser

ser

val
5
Ser
val
Pro
Thr
Ser
85
Asp
val
Ser
Ser
Ser
165
Lys

Arg

Ser

Gln
cys
Arg
Ser
Ile
70

Leu
Asp
ser
Gly
Ala
150
val
Arg

Phe

Leu

ser Gly Gly Gly
10

Lys

Gln

Arg

55

ser

Arg

His

ser

Ser

Trp

Ser

Gln

ser
Ala
40

Gly

Arg

Pro

val
120
val
val
Tyr
Ile

Gly

Pro

ser
25

Pro
TYyr

Asp

Glu

AsD

Gly

Met

TYr

ser

Glu

Gly

Gly

Thr

Asn

Asp

90

Leu

Gly

AsSp

Asp

Asn

170

Asp

Gly

Asp

val

Tyr

Lys

ASN

Ser

75

Thr

Asp

Gly

Ile

Trp

Thr

ser

Ile

val

Thr

Gly

Tyr

60

Lys

Gly

Tyr

Ser

Gln

140

val

Tyr

Ser

Gly

Ala

Gln
Phe
Leu
45

Asn
Asn
val
Trp
Gly
Met
Thr
Gln
Lys
Thr

205

Thr

Pro

Thr
30

Glu
GlIn

Thr

Tyr

Gly

Thr

Ile

Gln

val

190

Asp

Tyr

22-Feb-2007

[ DR

Gly
15

Arg
Trp
Lys
Ala
Phe
95

GlIn
ser
GlIn
Thr
Thr
175
Ala

Tyr

Tyr

s
Tyr
Ile
val
e
Cys
G]y
Gly
Ser
Cys
Pro
sSer

Thr

Cys



22-Feb-2007

210 215 220
GIn GIn Trp Ser Ser Asn Pro Leu Thr Phe Gly GIn Gly Thr Lys Leu
225 230 235 240
GIn Ile Thr
<210> 15
<211> 372
<212> DNA

<213> artificial sequence

<220>
<221> source

<223> /note="Description of artificial sequence: Cpl9 VH"

<400> 15
caggtgcagc tgcagcagtc tggggetgag ctggtgaggc ctgggtcctc agtgaagatt 60

tcctgecaagg cttetggeta tgcattcagt agectactgga tgaactgggt gaagcagaqgy 120
cctggacagyg gtcttgagitg gattggacag atttggcectg gagatggtga tactaactac 180
aatggaaagt tcaagggtaa agccactctg actgcagacyg aatcctccag cacagcctac 240
atgcaactca gcagcctagc atctgaggac tctgcggtct atttctgtge aagacgggag 300
actacgacgg taggccgtta ttactatget atggactact ggggecaagg gaccacggtce 360
accgtctect cc 372

<210> 16
<211> 124
<212> PRT

<213> artificial sequence

<220>
<221> source

<223> /note="Description of artificial sequence: CD19 VH"

<400> 16 _
GIn val Gln Leu GIn GIn Ser Gly Ala Glu Leu val Arg Pro Gly Ser
1 5 10 15

ser val Lys %Be ser Cys Lys Ala ggr Gly Tyr Ala Phe ggr Ser Tyr

Trp Met Asn Trp val Lys GlIn Qgg Pro Gly Gin Gly kgu Glu Trp Ile
35



9

Gly §An Ile Trp Pro Gly ?gp Gly Asp Thr Asn Tyr Asn Gly Lys pPhe
60

Lys Gly Lys Ala Thr Leu Thr Ala Asp Glu Ser ser Ser Thr Ala Tyr
65 70 75 80

Met GIn Leu Ser ggr Leu Ala Ser Glu Agp Ser Ala val Tyr Phe Cys
9 95

Ala Arg Arg Glu fhr Thr Thr val Gly Arg Tyr Tyr Tyr Ala Met As
100 105 g yryr ity 110 p.

Tyr Trp Gly GIn Gly Thr Thr val Thr val ser. ser
115 120

17
333
DNA

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

<220>
<221>

<223>

<400> 17
gatatccagc

atctcctgca
caacagattc
gggatcccac
cctgtggaga
acgttcggtg

18
111
PRT

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

<220>
<221>

<223>

<400> 18

source

tgacccagtc
aggccagceca
caggacagcc
ccaggtttag
aggtggatgc
gagggaccaa

source

artificial sequence

tccagettet
aagtgttgat
acccaaactc
tggcagtoga
tgcaacctat

gctcgagatc

artificial sequence

ttggctgtgr
tatgatggtg
ctcatctatg
tctgggacag
cactgtcage

dda

/note="Description of artificial sequence: CD19

ctctagggea
atagttattt
atgcatccaa
acttcaccct

aaagtactga

VL i

gagggcceacc
gaactggtac
tctagtttct

caacatccat

ggatccgtog

/note="pescription of artificial sequence: CD19 VL"

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

22-Feb-2007

60
120
180
240
300
333



1

Gln Arg Ala zgr Ile Ser Cys Lys g;a ser Gln Ser val

Gly Asp ggr Tyr Leu

Lys Leu Leu
50

Arg Phe Ser Gly ser
65

bro val Glu
Glu Asp Pro
19

1494
DNA

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

<220>
<221>

223>

<400> 19
gatatccagc

sour

atctcctgeca
caacagattc
gggatcccac
cctgtggaga
acgttcggtg
tccggtgatg
gggtcctcag
aactgggtga
gatggtgata
tcctecagea

ttctgtgeaa

ggccaaggga

ITe Tyr

Lys val
85

Trp Thr
100

Ce

tgacccagtc
aggccagcca
caggacagcc
ccaggtttag
aggtggatgc
gagggaccaa
gtggttctca
tgaagatttc
agcagaggcc
ctaactacaa
cagcctacat
gacgggagac
ccacggteac

artificial sequence

tccagettct
aagtgttgat
acccaaactc
tggcagtggg
tgcaacctat
gctcgagatc
ggtgcagctg
ctgcaaggct
tggacagggt
tggaaagttc
gcaactcagc
tacgacggta

cgtctectce

10
10

Asn Trp Tyr Gln Gln Ile Pro Gly
40 45
Asp Ala Ser Asn Leu val Ser Gly
55 60
Gly Ser Gly Thr Asp Phe Thr Leu
70 75
Asp Ala Ala Thr ggr His Cys Gln

phe Gly Gly gg¥ Thr Lys Leu Glu

ttggctgtgt
tatgatggtg
ctcatctatg
tctgggacag
cactgtcagc
aaaggtggtg
cagcagtctg
tctggetaty
cttgagtgga
aagggtaaag
agcctageat
ggccgttatt
9gaggtggtg

ASp
30

Gln

Ile

Asn

Gin

Ile
110

ctctagggca
atagttattt
atgcatccaa
acttcaccct
aaagtactga
gtggttctgg
gggctgaget
cattcagtag
ttggacagat
ccactctgac
ctgaggactc
actatgctat

gctcccaggt

15

Tyr Asp
Pro Pro
Pro Pro
Ile His

80

ser Thr
95

Lys

gagggccacc
gaactggtac
tctagtttct
caacatccat
ggatccgtgg
<ggcggegyc
ggtgaggcct
ctactggatyg
ttggcctgga
tgcagacgaa
tgcggtctat
ggactactgg
gcagctggtg

22-Feb-2007

/note="Description of artificial sequence: anti-CD19xhum. anti-cp3"

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



cagtctggag
ggatacacct
gagtggattg
gaccgattca
ctgagacccg
cttgactatt
ggtictggtg
tcctecectgt
gtaagctaca
gacacatcca
gattacactt
cagtggagta

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

20
498
PRT

<220>
<221>

<223>

<400> 20

Asp Ite GIn Leu Thr GIn Ser Pro Ala Ser
1 . 5 10
Gin Arg Ala
Gly Asp Ser
35
Lys Leu Leu
50

Arg Phe Ser
65

Pro val Glu

Glu Asp Pro

gaggcgtggtr
tcactaggta
gatacataaa

ccatctccag

aggacacggg
ggggccaggg
gaagtggagg
ctgcatctgt
tgaattggta
aagtggcttc
tcaccatcag

gtaaccctct

squrce

Thr
20

Tyr
Ile
Gly

Lys

Trp
0

ccagcctggg
tacgatgcac
tcctageegt
agacaactcc
tgtgtatttc
caccecggte
ttcaggtgga
aggégacaga
tcagcagaca
tggggtccca
cagtctgcaa

cacttttggc

artificial sequence

/note="Description of artificial

Ile Ser Cys Lys Ala
25

Leu Asn Trp Tyr Gln
: 40

Tyr Asp Ala Ser Asn

55

ser Gly Ser Gly Thr
70

val Asp Ala Ala Thr

85

Thr Phe Gly Gly Gly
Y y 105

11
aggtccctga

tgggtccgec
ggttatacta
aagaacacgg
tgtgcgagat
accgtctect
gtggacgaca
gtcaccatca
ccagggaaag
tcaaggttca
cctgaagata

caggggacca

ser GIn

GIn Ile

Ley val

Phe

Asp
75

Tyr His

90

Thr Lys

gactctcctg
aggctccagg
attataatca
cctttctgea
attatgatga
cagtcgaagg
tccagatgac
cttgcagagce
ccectaagag
gtggcagtag
ttgcaactta
agctgcagat

Ser val

30

Pro Gly

45

Ser Gly

60

Thr Leu

Cys GiIn

Leu Glu

ASp

Gln

Ile

Asn

Gln

Ile

taagtcttct
gaaggggctg
gaaggtgaag
aatggacagc
tcattactgc
tggaagtgga
ccagtctcca
aagttcaagc
atggatctat
atctgggaca
ctactgtcaa

cacc

Leu Ala val Ser igu Gly

Tyr Asp
Pro Pro
Pro Pro
Ile His

BO
Ser Thr
95

Lys Gly

110

22-Feb-2007

840

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1494

sequence: anti-cpl9xhum. anti-Cp3"



Gly

Gln

Lys

Asn

Ile

Lys

Leu

Arg

Gly

val

Leu

Met

TYr

305

Asp

Glin

Arg

Pro

Gly Gly
Y 115

Leu
130
Ile
Trp
Trp
Ala
ser
210
Glu
Gln
Gin
Arg
His
290
Ile
Arg
Met

Tyr

val
370

GlIn

Ser

val

Pro

Thr

195

Ser

Thr

Gly

Leu

Leu

275

Trp

Asn

Phe

Asp

TYr

Thr

Ser

Gln

Cys

Lys

Leu

Thr

Thr

val

260

Ser

val

Pro

Thr

Ser

340

Asp

val

Gly

ser

Lys

GIn

165

Asp

Thr

Ala

Thr

Thr

245

Gln

Cys

Arg

Ser

Asp

Ser

Gly Gly Gly ser

120

Gly Ala GTu

Ala

150

Arg

Gly

Ala

Ser

val

230

val

Ser

Lys

Glin

Ar

31

Ser

Arg

His

Ser

135

Sar
Pro
Asp
AsSp
Glu
215
Gly
The
Gly
ser
Ala
295
Gly
Arg
Pro

Tyr

val
375

Gly

Gly

Thr

Glu

200

Asp

Arg

val

Gly

Sar

280

Pro

Tyr

ASp

Glu

360

Glu

Leu

TYr

Gln

Asn

185

ser

Ser

TYyr

Ser

Gly

Gly

Thr

Asn

Asp

345

Leu

Gly

12

Gly Gly Gly

val

Ala

Gly

Tyr

Ser

Ala

Tyr

Ser

250

val

Tyr

Lys

Ash

Ser

330

Thr

Asp

Gly

Arg

Phe
155

Leu

Asn

Ser

val

TYr

235

Gly

val

Thr

Gly

Tyr

315

Lys

Gly

TYr

Ser

Pro

140

Ser

Glu

Gly

Thr

TYF

220

Ala

Gly

Gln

Phe

Leu

300

Asn

Asn

val

Trp

Gly

Gl

12%
Gly
ser
Trp
Lys
Ala
205
Phe
Met:
Gly
Pro
Thr
285
Glu
Gln
Thr
Tyr

Gly

Gly

ser
Ser
Tyr
Ile
Phe
190
Tyr
Cys

Asp

Gly

.Tr'p
Lys
Ala
350

Gln

ser

Gln

Ser

Trp

LyS

Met

Ala

Tyr

Ser

255

Arg

Tyr

Ile

val

Phe

335

Cys

Gly

Gly

val

val

Met

160

Gln

Gly

Gln

Arg

Trp

Gln

Ser

Thr

Gly

Lys

320

Leu

Ala

Thr

Gly

22-Feb-2007



e we amw ey e

13
Ser Gly Gly Ser Gly Gly val Asp Asp Ile GIn Met Thr GIn Ser Pro
385 390 395 400
Ser Ser Leu ser Ala ser val Gly Asp Arg val Thr Ile Thr Cys Arg
405 410 415
Ala Ser Ser Ser val ser Tyr Met Asn Trp Tyr GIn GIn Thr Pro Gly
420 425 430
Lys Ala Pro Lys Arg Trp Ile Tyr Asp Thr Ser Lys val Ala Ser Gly
435 440 445
val Pro ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Tyr Thr Phe
450 455 460 '
Thr Ile Ser Ser Leu GIn Pro Glu Asp Ile Ala Thr Tyr Tyr Cys Gln
465 470 475 480
GIn Trp Ser Ser Asn Pro Leu Thr Phe Gly GIn Gly Thr Lys Leu GIn
485 490 495
Ile Thr
<210> 21
<211> 360
<212> DNA
<213> artificial sequence
<220>
<221> source
<223> /note="Description of artificial sequence: 5-10 vH"
<400> 21
gaggtgcagc tgctcgagca gtctggagct gagctggtaa ggcctgggac ttcagtgaag
atatcctgca aggcttctgg atacgecttc actaactact ggctaggttg ggtaaagcag
aggcctggac atggacttga gtggattgga gatattttcc ctggaagtgg taatatccac
tacaatgaga agttcaaggg caaagccaca ctgactgcag acaaatcttc gagcacagecc
tatatgcagc tcagtagcct gacatttgag gactctgectg tctatttctg tgcaagactg
aggaactggg acgagcctat ggactactgg ggcecaaggga ccacggtcac cgtctectec
<210> 22
<211> 120
<212> PRT
<213> artificial sequence

22-Feb-2007

60
120
180
240
300
360



<220>
<221>

<223>

<400> 22

1

Thr ser val

Leu

Tyr Trp
35

ITe Gly Asp
50

Phe Lys Gly
65

Tyr Met GlIn

Cys Ala Arg

Thr

Gly Thr
115

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

23
339
DNA

<220>
<221>

<223>

<400> 23
gagctcgtga

sour

atgagctgca
tggtaccagc
gaatctgggg
atcagcagtg

ccgetcacgt

source

Lys Ile Ser

20

Gly Trp val

Ile Phe Pro

Ala Thr

Lys
70

Leu Ser ser

85

Leu Arg Asn
100

val Thr val

ce

Cys

Lys

Gly

55

Leu

leu

Trp

Ser

artificial sequence

Lys

Gln

40

Ser

Thr

Thr

AsSp

Ser
120

/note="Description of artificial

Glu val GlIn Leu ;eu Glu Gln Ser Gly Q&a

Ala Ser

25

Arg Pro

Gly Asn

Ala Asp

rPhe Glu
90

Glu Pro
105

14

sequence:
Glu Leu val
Gly Tyr Ala
Gly His Gly
45
Ile His Tyr
60

Lys Ser Ser
75

Asp Ser Ala

Met Asp Tyr

Arg

phe
30

Leu

Asn.

ser

val

Trp
110

/note="Description of artificial sequence: 5-10

tgacacagtc tccatcctcc ctgactgtga cagcaggaga

agtccagtca gagtctgtta aacagtggaa atcaaaagaa

agaaaccagg gcagcctect aaactgttga tctactgggce

tccctgatcyg cttcacagge agtggatctg gaacagattt

tgcaggctga agacctggca gtttattact gtcagaatga

tcggtgctgg gaccaagctt gagatcaaa

22-Feb-2007

A mp E A e wmr s e

5-10 vH"

Pro Gly

Thr Asn
Glu Trp
Glu Lys

Ala
80

Thr

Tyr Phe

95

Gly Gln

VLU

gaaggtcact
ctacttgacc
atccactagg
cactctcacc

ttatagttat

60
120
180
240
300
339



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

<220>
<221>

<223>
<400>
Glu Leu
1

Glu Lys
Gly Asn
Pro Pro
50
Pro Asp
65
Ile Ser
Asp Tyr
Lys
<210>
<211>
- <212>

<213>

<220>
<221>

<223>
<400>

gaggtgcagc tgctcgagca gtctggagct gagctggtga aacctgggge ctcagtgaag
atatcetgca aggcttctgg atacgecttc actaactact ggotaggttg ggtaaagcag

24
113
PRT

artificial sequence

source

/note="Description of artificial

24
val Met

Thr
20

val

GIn

Lys
35

Lys Leu

Arg Phe

ser val

ser Tyr
100

25
360
DNA

Thr GIn
5

Met Ser

Asn Tyr

Leu ITe

Thr Gly

70

GIn Ala

85

Pro Leu

Ser

Cys

Leu

Tyr

55

ser

Glu

Thr

artificial sequence

source

Pro Ser
Lys ggr
Igr Trp
Trp Ala
Gly Ser
Asp Leu

phe Gly
105

15

Ser
10

ser GIn ser

Tyr GIn Gln

Ser Thr Arg
60

Gly Thr Asp
75

Ala

val Tyr
90

Ala Gly Thr

Leu

Phe

Tyr

Lys

Leu Thr val Thr

Leu

30

Pro

Ser

Thr

Cys

Leu
110

sequence: 5-10 vL"

Ala
15

Asn
Gly
Gly
Leu
Gln
95

Glu

/note="Description of artificial sequence: 3-1 vH"

25

Gly

ser

GIn

val

Thr
80

Asn

Ile

22-Feb-2007

60
120



1o

aggcctggac atggacttga gtggattgga gatcttttce ctggaagtgg taatactcac

tacaatgaga ggttcagggg caaagccaca ctgactgcag acaaatcctc gagcacagec

tttatgcage tcagtagcct gacatctgag gactctgctg tctatttctg tgcaagattg

aggaactggg acgaggctat ggactactgg ggccaaggga ccacggtcac cgtctcctce

26
120
PRT

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

<220>
<221

<223>
<400> 26
Glu val GIn
1

Ala ser val

Tyr Trp Leu

<35
ITe Gly Asp
50

-Phe
65

Arg Gly
Phe Met Gln
Cys Ala Arg

Gly Thr Thr
115

27
321
DNA

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

source

Leu

Leu

LyS

Leu

Leu

160

val

Leu Glu G1In Ser Gly Ala
5 10

Ile

Trp

Phe

Ala

Ser

85

Arg

Thr

ser

val

Pro

Thr

70

Ser

Asn

val

artificial sequence

Cys

Lys

Gly

55

Leu

Leu

Trp

Ser

artificial sequence

/note="pescription of artificial

Lys

GIn

40

Ser

Thr

Thr

Asp

Ser
120

Ala Ser
25

Gly Tyr

Arg Pro Gly His

Thr His

Gly Asn
60

Ala Asp Lys Ser
75

ser Glu
90

Asp Ser

u Ala

G Met Asp
105

Ala

Gly

45

Tyr

sSer

Ala

Tyr

sequence: 3-1 vhH"

Glu Leu val Lys Pro
15

rhe Thr
30

Leu GTu
Ash Glu
ser Thr

val Tyr
95

Trp Gly
110

Gly

Asn

Trp

Arg

Ala

80

Phe

22-Feb-2007

180
240
300
360



<220>

17

<221> source

<223> /note="pescription of artificial sequence: 3-1 vL"

<400> 27
gagctcgtca

attaattgca
gggaaaacta
aggttcagtg
gaagattttg
gggaccaagc

<210> 28
<211> 107
<«212> PRT

tgacccagte tccatcttat cttgctgcat ctcctggaga aaccattact
gggcaagtaa gagcattagc aaatatttag cctggtatca agagaaacct
ataagcttct tatctactct ggatccactt tgcaatctgg aattccatca
gcagtggatc tggtacagat ttcactctca ccatcagtag cctggagect
caatgtatta ctgtcaacag cataatgaat atccgtacac gttcggaggg

ttgagatcaa a

<213> artificial sequence

<220>

<221> source

<223> /note="pescription of artificial sequence: 3-1 vL"

<400> 28

1

Glu Leu val Met ;hr GIn Ser Pro Ser Igr Leu Ala Ala Ser Pro Gly

15

Glu Thr Ile ggr Ile Asn Cys Arg Ala Ser Lys Ser Ile ggr Lys Tyr

25

Leu Ala ;gp Tyr GIn Glu Lys Pro Gly Lys Thr Asn kgs Leu Leu Ile

40

Tyr sgr Gly Ser Thr Leu GlIn Ser Gly Ile Pro ggr Arg Phe Ser Gly
5

ser Gly Ser Gly Thr ?Sp Phe Thr Leu Thr ;;e Ser Ser Leu Glu Pro
65

55

20

Glu Asp Phe Ala ggt Tyr Tyr Cys GIn Gln His Asn Glu Tyr Pro Tyr

90 95

Thr Phe Gly ggg Gly Thr Lys Leu Glu Ile Lys

<210> 29
<21il> 372
<212> DNA

105

22-Feb-2007

60
120
180
240
300
321



<213>

<220>
<221>

<223>

<400> 29
gaggtgcagc

ctgtcctgea
aggcctggac
tacaatgaga
tccatggage
ggatcctacg
accgtctect

30
124
PRT

<210>
<211
<212>
<213>

<220>
<221>

<223>

<400> 30

Glu val G1n Leu

1

Ala Ser val Lys
20
Tyr Gly Leu Ser
35
I1e Gly Glu val
50

Phe Lys Gly Lys
65

ser Met Glu Leu

Cys Ala Arg Arg Gly Ser
108

.tgctcgagca gtctggagcet

/note="Description of artificial

18

artificial sequence

s¢urce

/note="pescription of artificial sequence: 4-7 vH"

gagctggega ggoectgggge ttcagtgaag
aggcttcetygg ctacaccttc acaaactatg gtttaagctg ggtgdaagcag
aggtccttga gtggattgga gaggtttatc ctagaattgg taatgcttac
agttcaaggg caaggccaca ctgactgcag acaaatcctc cagcacageg
tccgecagect gacctctgag gactetgegg totatttctyg tgcaagacgy
atactaacta cgactggtac ttcgatgtct ggggccaagg gaccacggtc

cc

artificial sequence

source

sequence: 4-7 vH"

Glu Leu Ala Pro

15

Leu Glu Gln Ser Gly Ala Arg Gly
5 10

Phe Thr

30

Leu Ser Cys Lys 9}a Ser Gly Tyr Thr Asn

Glin Glu

40

Trp val Lys Arg Pro Gly Gln X§1 Leu Trp

Tyr Pro ggg Ile Gly Asn Ala g%r Tyr Asn Glu Lys

Ala
80

Ala Thr Thr Ala Asp Ser Thr

70

Leu Lys Ser Ser
75

Leu Thr ser Glu Asp Ser Ala val Tyr Phe

Arg Ser
85 20 95

Thrr Asn Phe

105

Tyr Asp Tyr Asp Trp Tyr Asp

110

60
120
180
240

300

360
372

22-Feb-2007
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val Trp Gly GIn Gly Thr Thr val Thr val Ser Ser
115 120

<210> 31
<211> 336
<212> DNA

<213> artificial sequence

<220>
<221> source

22-Feb-2007

A M s mm sl A A e

<223>  /note="Description of artificial sequence: 4-7 vL"

<400> 31
gagctcgtga tgacccagac tccactetoe

atctcttgca gatctagtca gagccttgta
tacctgcaga agccaggcoca gtctccaaag
tctggggtce cagacaggtt cagtggcagt
agcagagtgg aggctgagga tctgggagtt
tacacgttcg gaggggggac caagcttgag

<210> 32
<211> 112
<212> PRT

<213> artificial sequence

<220>
<221> source

ctgcctgtca grtcttggaga
cacagtaatg gaaacaccta
ctcctgatct acaaagttte
ggatcaggga cagatticac
tatttctgct ctcaaagtac

atcaaa

tcaagcctecc
tttacattgag
caaccgattt
actcaagatc

acatgttccg

<223>  /note="Description of artificial sequence: 4-7 voL"

<400> 32

Glu Leu val Met Thr Gln Thr Pro Leu Ser Leu Pro val Ser &gu Gly
1 5

Asp G1n Ala Ser Ile Ser Cys Arg ggr Ser GIn Ser Leu val His Ser
20

Asn Gly Asn Thr Tyr Leu His IBP Tyr Leu GIn Lys zgo Gly Gln Ser
35

Pro Lys Leu Leu Ite Tyr %gs val ser Asn Arg gge Ser Gly val Pro
50

Asp Arg Phe ser Gly ser Gly ser Gly Thr Asp Phe Thr Leu Lys Ile

60
120
180
240
300
336



65

70

20
75

80

Ser Arg val Glu g}a Glu Asp Leu Gly VST Tyr Phe Cys Ser Gln Ser
9 95

Thr His val Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu ITe Lys
100 105 110

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

33

<220>
<221>

1470
DNA

source

artificial sequence

22-Feb-2007

<223> /note="Description of artificial sequence: anti-EpcaM (3-1)xhum.

anti-cp3"
<400> 33

gagctcgtca tgacccagtc tccatcttat cttgctgeat

attaattgca
gggaaaacta
aggttcagtg
gaagattttg
gggaccaagc
gattctgagg
gtgaagatat
aagcagaggc
actcactaca
acagccttra
agattgagga
tectecggag
ccrgggagyt
atgcactgag
agcegtggtt
aactccaaga
tatttctgtg
ccggtcacceg
ggtggagtgg
gacagagtca

gggcaagtaa
ataagcttct
gcagtagatc
caatgtatta
ttgagatcaa
tgcagctget
cctgcaaggce
ctggacatgg
atgagaggtt
tgcagctcag
actgggacga
gtggtggatc
ccctgagact
tccgecagge
atactaatta
acacggcctt
cgagatatta
tctcctecagt
acgacatcca

ccatcacttg

gagcattagc aaatatttag
tatctactct ggatccactt
tggtacagat ttcactctca
ctgtcaacag ‘cataatgaat
aggtggrogt ggttctggeg
cgagcégfét ggagctgage
ttctggatac gecttcacta
acttgagtgg attggagatc
caggggcaaa gccacactga
tagcctgaca tctgaggact
ggctatggac tactggggec
ccaggtgcag ctggtgcagt
ctcctgtaag tcttctggat
tccagggaag gggctggagt
taatcagaag gtgaaggacc
tctgcaaatg gacagcctga
tgatgatcat tactgccttg
cgaaggtgga agtggaggtt
gatgacccag tctccatcct

cagagcaagt tcaagcgtaa

ctcctggaga
cctggtatca
tgcaatctyg
ccatcagtag
atccgtacac
gcggeggetc
tggtgaaacc
actactggct

ttttcectgg

ctgcagacaa
ctgctgtcta
aagggaccac
ctgggggagy
acacctteac
ggattggata
gattcaccat
gacccgagga
actattgggy
ctggtggaag
ccetgtetgce

gctacatgaa

aaccattact
agagaaacct
aattccatca
cctggagcct
gttcggaggg
cggtagtggt
tggggcctca
aggttgggta
aagtggtaat
atcctcgagce
tttctgtgea
ggtcaccgtce
cgtggtccag
taggtatacg
cataaatecct
ctccagagac
cacgggtgtg
ccagggcacce
tggaggttca
atctgtagga
ttggtatcag

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

1020
1080
1140
1200
1260



cagacaccag ggaaagcccc taagagatgg atctatgaca catccaaagt ggettctgag
gtcccatcaa ggttcagtgg cagtggatct gggacagatt acactttcac catcagcagt

ctgcaacctg aagatattygc aacttactac tgtcaacagt ggagtagtaa ccctctcact

tttggccagy ggaccaagct gcagatcace

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

<220>
<221>

<223>
anti-cp3”

<400>
Glu Leu val
L

Glu
Leu
Tyr
ser
65
Glu
Thr
Gly
GlIn
%

Lys

Thr

Ala

ser

50

Gly

Asp

rhe

Gly

Ser

130

Lys

GIn

34
490
PRT

artificial sequence

source

34

Ile

Trp

35

Gly

Ser

Phe

Gly

Ala

Arg

Met

Thr

20

Tyr

Ser

Gly

Ala

Gly

Ala

Ser

Pro

Thr Gln
5

Ile Asn

GIn Glu

Thr Leu

Thr Asp
70

Met Tyr
85

Gly Thr
ser Gly
Glu Leu
Gly Tyr

150

Gly His

Ser

Cys

Lys

Gln

55

Phe

Tyr

Lys

Gly

val

135

Ala

Gly

Pro

Arg

Pro

40

Ser

Thr

Cys

Leu

Lys

Phe

Leu

Ser

Ala

25

Gly

Gly

Leu

Gln

Glu

105

Gly

Pro

Thr

Glu

Tyr
10

Ser
Lys
Ile
Thr
Gln
90

Ile
Ser

Gly

AsSn

21

Leu

Lys

Thr

Pro

Ile

75

His

Lys

Glu

Ala

Ala

ser

Asn

Ser

60

Ser

Asn

Gly

val

Ser

140

Tre

Gly

Ala

Ile

Arg

Ser

Glu

Gly

Gln

125

val

Leu

Asp

ser

ser

30

Leu

Phe

Leu

TYr

Gl

11

Leu

LyS

Gly

Leu

Pro

15

Lys

Leu

Ser

Glu

Pro

95

Gly

teu

Ile

Trp

Phe

Gly

TYr

Ile

Gly

Pro

80

Tyr

ser

Glu

Ser

val

160

Pro

22-Feb-2007

1320
1380
1440
1470

/note="Description of artificial sequence: anti-epCcam (3-1)xhum,



Gly
Leu
Leu
' Trp
Sarp
Gly
Gly
Gly
Thr
305
Asn
Asp
Leu
Gly
ASp
Asp

Asn

ASp

ser

Thr

Thr

210

AsSp

Ser

val

Tyr

Lys

Asn

Ser

Thr

Asp

Gly

Ile

Arg

Trp

Thr

Gly

Ala

195

ser

Glu

Gly

val

Thr

275

Gly

Tyr

Lys

Gly

Tyr

355

Ser

GlIn

val

Tyr

ser
435

AsSn

180

Asp

Glu

Ala

Gly

Gln

260

Phe

Leu

Asn

Asn

val

340

Trp

Gly

Met

Thr

Gin
420

LyS

165

Thr

Lys

Asp

Met

Gly

Pro

Thr

Glu

Gln

Thr

325

Tyr

Gly

Gly

Thr

Ile

405

Gin

val

His

Ser

Ser

Gly

Gly

Arg

Trp

Phe

GlIn

S5er

Gln

390

Thr

Thr

Ala

Tyr

Ser

Ala

215

Tyr

Ser

Arg

Tyr

Ile

295

val

Phe

Cys

Gly

Gly

Ser

Cys

Pro

ser

Asn

ser

200

val

Trp

G1In

Ser

Thr

280

Gly

Lys

Leu

Ala

Thr

360

Gly

Pro

Arg

Gly

Gly
440

Glu

185

Thr

Tyr

Gly

val

Leu

265

Met

Tyr

Asp

GIn

Arg

Pro

Ser

ser

Ala

Lys

val

170

22

Arg Phe Arg Gly Lys

Ala

Phe

Glin

Arg

His

Ile

Arg

Met

330

Tyr

val

Gly

Ser

Ser

410

Ala

Pro

Phe
Cys
Gly
Leu
Leuy
Trp
Asn
Phe
315
Asp
Tyr
Thr
Gly
Lay
395
ser

Pro

ser

Met

Ala

220

Thr

val

Ser

val

Pro

300

Thr

Ser

Asp

val

ser

380

ser

ser

Lys

Arg

GIn

205

Arg

Thr

Gin

Cys

Arg

285

Ser

Ile

Leu

ASp

ser

365

Gly

Ala

val

Arg

Phe
445

190

Leu
Leu
val
Ser
%
GIn
Arg
ser
Arg
His
350
Ser
Gly

ser

Ser

175

Ala

sSer

Arg

Ser

Ala

Gly

Arg

Pro

Tyr

val

val

val

Tyr

Ile

Gly

Thr
Ser
Asn
val
240
Gly
Ser

Pro

Tyr

Cys
Glu

Asp

Tyr

ser

22-Feb-2007
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22-Feb-2007

R T T R

Gly ser Gly Thr Asp Tyr Thr phe Thr ITe Ser Ser Leu Gln Pro Glu
450 455 460

Asp Ile Ala Thr Tyr Tyr Cys Gln GIn Trp Ser Ser Asn Pro Leu Thr
465 470 475

Phe Gly G1n Gly Igg Lys teu Gin ITe Thr

<210> 35
<i11>
<212>
<213>

DNA

<220>
<221>

1488

source

artificial sequence

490

480

<223> /note="Description of artificial sequénce: anti-EpCAM (5-10)xhum.

anti-cp3"

<400> 35
gagctcgtga

atgagctgca
tggtaccagc
gaatctgggg
atcagcagtg
ccygctcacgt
ggcggctccg
gtaaggcctg
tactggctag
ttcectggaa
gcagacaaat
gctgtctatt
gggaccacgg

g99g9gaggcyg
accttcacta

attggataca
ttcaccatct
cccgaggaca

tattggggcc

tgacacagtc
agtccagteca
agaaaccagg
tccetgateg
tgcaggctga
tcggtgetyg
gtggtggtag
ggacttcagt
gttgggtaaa
gtggtaatat
cttcgagcac
tctgtgcaag
tcaccgtctc
tggtccagee
ggtatacgat
taaatcctag
ccagagacaa
cgggtgtgta
agggecaccec

tccatectee
gagtctgtta
gcagcctect
cttcacagge
agacctggca
gaccaagctt
ttctgaggty
gaagatatce
gcagaggecct
ccactacaat
agcctatatg
actgaggaac
ctccggaggt
tgggaggtcc
gcactgggrc
ccgtggttat
ctccaagaac
tttctgtgeg
ggtcaccgtc

ctgactgtga
aacagtggaa
aaactgttga
agtggatctg
gtttattact
gagatcaaag
cagctgecteg
tgcaaggctt
ggacatggac
gagaagtica
cagctcagta
tgggacgagc
ggtggctece
ctgagactct
cgccaggcte
actaattata
acggccttte
agatattatg

tcctcagteg

cagcaggaga
atcaaaagaa
tctactgggc
gaacagattt
gtcagaatga
gtggtggtgg
agcagtctgg
ctggatacgc
ttgagtggat
agggcaaagc
gcctgacatt
ctatggacta
aggtgcagct
ccigtaagte
cagggaaggg
atcagaaggt
tgcaaatgga
atgatcatta

aaggtggaag

gaaggtcact
ctacttgacc
atccéctagg
cactctcacc
ttatagttat
ttctggedgc
agctrgagcetyg
cticactaac
tggagatatt
cacactgact
tgaggactct
ctggggccaa
ggtgcagtct
ttctggatac
gctggagtgg
gaaggaccga
cagcctgaga
ctgccttgac

tggaggttct

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

1020
1080
1140



ggtggaagtg
ctgtctgcat
tacatgaatt
tccaaagtgg
actttcacca

agtagtaacc

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

36
496.
PRT

<220>
221>

<223> /note="Description of artificial

anti-cp3”
<400> 36
Glu Leu val
1

GTu Lys val

GIn

Gly
35

Ash

Pro
50

Pro Lys

Pro

Asp
65

Arg

ITe Ser Ser

Asp Tyr Ser

Lys Gly

val
1390

Glu

Thr val

145

Ser

gaggttcagg
ctgtaggaga
ggtatcagca
cttctggggt
Tcagcagtct
ctctcacttt

source

Met Thr

Thr
20

Met
Lys Asn
Leu Leu
Phe Thr

Gin
85

val

Tyr Pro

100

Gly Gly

Leu

Leu

Lys Ile

Gin

Ser

Tyr

Ile

Gly

70

Ala

Leu

Ser

GTu

Ser
150

tggagtggac
cagagtcacc
gacaccaggg
cccatcaagg

gcaacctgaa

tggccaggod

artificial seguence

ser Pro

Cys Lys

Ser

Ser

24
gacatccaga

atcacttgca
aaagccccta
ttcagtggca
gatattgcaa

accaagctgce

Ser
10

Leu

Ser GIn

25

Thr
40

Leu

Tyr
55

Trp

Ser Gly

Glu Asp

Thr Phe

Gly

Gln
135

Cys Lys

Trp

Ala

ser

Leu

Gly

Gly

Gly Ala

Ala

Tyr GIn

ser Thr

Thr
75

Gly

Ala val

90

Ala Gly

Gly Ser
Glu

Ser Gly

155

tgacccagtc tccatcctec
gagcaagttc aagcgtaage
agagatggat ctatgacaca
gtoggatctgg gacagattac
cttactactg tcaacagtgg

agatcacc

Thr val Thr A1;

15

Gly

Ser Leu Leu Asn Ser

30

GIn Lys Pro Gly GIn

Arg Glu Ser Gly val

60

Thr
80

Asp Phe Thr Leu

GIn
95

Tyr Tyr Cys Asn

Thr Leu Glu Ile

Lys
110

Gly Gly Gly ser

Gly
125

Leu val Pro

140

Arg Gly

Tyr Ala Phe Thr Asn

160

22-Feb-2007

1200
1260
1320
1380
1440
1483

sequence: anti-EpCAM (5-10)xhum,



Ile

Phe

TYr

Cys

225

Gly

Leu

Leu

Trp

Asn

- 305

Phe

Asp

Tyr

Thr

Gly

Leu

Ser

Trp
Gly
Lys
Met
210
Ala
Thr
val

ser
val

290
Pro
Thr
Ser
AsSp
val

370
ser

ser

ser

Leu

Asp

Arg

Thr

GIn

Cys

275

Arg

Ser

Ile

Leu

Asp

355

Ser

Gly

Ala

val

Gly Trp val
165

Ile
180
Lys
Leu
Leu
val
Ser
260
Lys
Gln

Arg

ser

ser
Gly
ser

ser
420

Phe
Ala
ser

Arg

Pro

Thr

Ser

Asn

. 230

Thr
245
Gly

Ser

Ala

Gly Ty

Arg

Pro

Tyr

val

val

val
405

TYyr

val

Gly

Ser

Pro

310

Asp

Glu

Cys

Glu

Met

Lys

Gly

Leu

Leu

215

Trp

Ser

Gly

Gly

Gly

Thr

Asn

Asp

Leu

Gly

AsSp

Asp

Asn

Gin

Ser

Thr

200

Thr

Asp

ser

val

Tyr

280

Lys

Asn

Ser

Thr

Gly

Ile

Arg

Trp

Arg
Gly
Ala
Phe
Glu
Gly
val

265

Thr

Gly

Tyr

Lys

Gly

Tyr

ser

Glin

val

Tyr

25

Pro Gly His

170

Ash
Asp
Glu
Pro
Gly
Gln
i;he
Ley
Asn
330
val
Trp
Gly
Met
Thr

410

GlIn

ITe

Lys

ASp

Met

235

Gly

Pro

Thr

Glu

Gln

315

Thr

Tyr

Gly

Gly

Thr

395

Ile

Gln

His

Ser

Ser

220

Asp

Gly

Gly

Arg

Trp

Lys

Ala

Phe

Gln

Ser

380

GIn

Thr

Thr

Gly

Tyr

ser

205

Ala

Tyr

Ser

Arg

TYFPR

285

1le

val

Phe

Cys

Gly

Gly

Ser

cys

Pro

Leuw

Asn

190

Ser

val

Trp

Gln

Ser

270

Thr

Gly

Lys

Leu

Ala

350

Thr

Gly

Pro

Arg

Glu

175

Glu

Thr

Tyr

Gly

val

255

Leu

Met

Tyr

Asp

Gin

Arg

Pro

Ser

ser

Ala

415

Lys

22-Feb-2007

Trp

Lys

Ala

Phe

GIn

240

GlIn

Arg

His

Ile

Tyr

val

Gly

Ser

400

Ser

Ala



26
Pro Lys Arg Trp Ile Tyr Asp Thr Ser Lys val Ala Ser Gly val Pro
435 440 . 445

Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Tyr Thr phe Thr 1le
450 455 ' 460 .

Ser Ser Leu Gln Pro Glu Asp Xle Ala Thr Tyr Tyr Cys GIn Gln Trp
465 470 475 480

Ser Ser Asn Pro Leu Thr Phe Gly GIn Gly Thr Lys Leu Gln Ile Thr
485 490 495

22-Feb-2007



