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SEQUENCE LISTING

<110> Emergent Product Development Seattle, LLC
BTankenship, John Ww.

Tan,

Philip

<120> HETERODIMER BINDING PROTEINS AND USES

THEREOF
<130>

<140>
<141>

<150>
<151>

<150>
<151>

<150>
<151>

<150
<151>

<160>
<170>
<210> 1

<211> 2088
<212> DNA
<213>

<220>

882

12-29

12-29

07-22

2479.1040002/EIH/BNC

13/519,727
2010-

PCT/US2010/062436
2010-12-29

us 61/290,840
2009~

uUs 61/365,266
2010-07-16

Us 61/366,743
2010-

Artificial Sequence

FastSEQ for windows version 4.0

<223> nucleotide sequence of 2E12CHICH2CH3Ck (X0130)

<400> 1

caggtgcagc
acatgcaccg
ccaggaaagg
tcagctctca
aaaatgaaca
agtaactttc
tctgggggtyg
tctgacattg
accatctcct
taccaacaga
tctggggtcc
catcctgtgg
tggacgttcg
ccatcggtct
ggctgectgg
ctgaccagcg
agcagcgtgyg
aatcacaagc
gacaaaactc
tcagtcttcc
gtcacatgcg
gtggacggcg
acgtaccgtyg
tacaagtgca
gccaaagggc
accaagaacc
gtggagtggg
gactccgacyg

tgaaggagtc
tctcagggtt
grctggagty
aatccagact
gtctgcaaac
attactatgt
gaggctctgg
tgctcaccca
gcagagccag
aaccaggaca
ctgccaggtt
aggaggatga
gtggaggcac
tcceeetggce
tcaaggacta
gcgtgcacac
tgaccgtgec
ccagcaacac
acacatgccc
tcttcecccec
tggtggtaga
tggaggtgca
tggtcagecgt
aggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctccttctt

aggacctggc
ctcattaacc
gctgggaatg
atcgatcacc
tgatgacaca
tatggactac
tggcggtgga
atctccagct
tgaaagtgtt
gccacccaaa
tagtggcagt
tattgcaatg
caagctggaa
accctectec
cttccccgag
cttccecggcet
ctccagcagc
caaggtggac
accgtgccca
daaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgcctg
gcagccggag
cctctacagc

agcgtggcgce
ggctatggtg

atatggggtg
aaggacaact

gccagatact
tggggtcaag
tccggeggag
tctttggctg
gaatattatg
ctcctcatcet
gggtctggga
tatttctgte
atcaagtcct
aagagcacct
ccggtgacgg
gtcctacagt
ttgggcaccc
aagaaagttc
tccggagceac
gacaccctca
gaagaccctg
acaaagccgc
ctgcaccagg
ccagccccea
tacaccctgc
gtcaaaggct
aacaactaca
aagctcaccg

Page 1

cctcacagag
taaactgggt
atggaagcac
ccaagagcca
actgtgctcg
gaacctcagt
gtgggtcggg
tgtctctagg
tcacaagttt
ctgctgctag
cagactttag
agcaaagtag
cgagcgcctc
ctgggggcac
tgtcgtggaa
cctcaggact
agacctacat
gtacggagcc
ctgaactcct
tgatctceccg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
ccccatcccg
tctatccaag
agaccacgcc
tggacaagag

L TXT

cctgtccatc
tcgccagect
agactataat
agttttctta
ggatggttat
caccgtctcc
tggcggcgga
tcagagagcc
aatgcagtygg
caacgtagaa
cctcaacatc
gaaggttcca
caccaagggc
agcggcecctg
ctcaggcgcc
ctactccctc
ctgcaacgtg
caaatcttct
gggtggaccyg
gacccctgag
caactggtac
gtacaacagc
tggcaaggag
catctccaaa
ggatgagctg
cgacatcgcc
tcecegtgety
Caggtggcag

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680



caggggaacg
aagagcctct
ttcecgecat
aacttctatc
aactcccagg
accctgacgc
catcagggcc

<210> 2

<211> 696
<212> PRT
<213>

<220>
<223>

2479_1040002_sequenceIDListing ascii
tgcacaacca

tcttcteatg
ccctgtetec
ctgatgagca
ccagagaggc
agagtgtcac
tgagcaaagc
tgagctcgoe

ctccgtgatg
gggtaaatct
gttgaaatct
caaagtacag
agagcaggac
agactacgag
cgtcacaaag

Artificial Sequence

catgaggctc
agaactgtag
ggaactgcct
tggaaggtgg
agcaaggaca
aaacacaaag
agcttcaaca

ctgcaccatc
ctgttgtgtg
ataacgccct
gcacctacag
tctacgectg

ggggagag

amino acid sequence of 2E12CH1CH2CH3Ck (X0130)

LTXT

ctacacgcag
tgtcttcatc
cctgctgaat
ccaatcgggt
cctcagcagce
cgaagtcacc

<400> 2

Gln
1

ser
Gly
Gly
ser
65
Lys
Arg
Gln
Gly
Leu
145
Thr
Leu
Ile
Gly
Glu
225
Trp
ser
Thr
Pro
val
305
ser
Ile
val
Cys
Phe

385
val

val
Leu
val
Met

50
Arg

Met-

Asp
Gly
Gly
130
Thr
Ila
Met
ser
ser
210
Asp
Thr
Thr
ser

Glu
290

‘His

ser
Cys
Arg
Pro
370
Pro

Thr

Gln
ser
Asnh
35

ITe
Leu
Asn
Gly
Thr
115
Ser
Gln
sar
GlIn
Ala
195
Gly
Asp
Phe
Lys
Gly
275
Pro
Thr
val
Asn
Thr
355
Ser
Pro

Cys

Leuy
Ile
20

Trp
Trp
Ser
Ser
Tyr
100
Ser
Gly
ser
Cys
Trp
180
Ala
Ser
Ile
Gly
Gly
260
Gly
val
Phe
val
val
340
Glu
Gly
Lys

val

Lys
5
Thr
val
Gly
Ile
Leu
85
Ser
val
Gly
Pro
Arg
165
Tyr
Ser
Gly
Ala

Gly
245
Pro
Thr
Thr
Pro
Thr
325
Asn
Pro
Ala
Pro

val

Glu
Cys
Arg
Asp
Thr
70

Gln
Asn
Thr
Gly
Ala
150
Ala
Gln
Asn
Thr
Met
230
Gly
ser
Ala
val
Ala
310
val
His
Lys
Pro
Lys
390
val

Ser
Thr
Gln
Gly

- 55

Lys
Thr
Phe
val
Gly
135
Ser
ser
GIn
val
Asp
215
Tyr
Thr
val
Ala
Ser
295
val
Pro
Lys
ser
Glu
375
Asp

Asp

Gly
val
Pro
40

ser
Asp
Asp
His
Ser
120
ser
Leu
Glu
Lys
Glu
200
Phe
Phe
Lys
Phe
Leu
280
Trp
Leu
ser
Pro
Ser
360
Leu
Thr

val

Pro
ser
25

Pro
Thr
Asn
Asp
Tyr

105
Ser

_G1y

Ala
ser
Pro
185
Ser
Ser
Cys
Leu
Pro
265
Gly
Asn
Gln
ser
ser
345
Asp
Leu
Leu

ser

Gly
10

Gly
Gly
Asp
Ser
Thr
a0

Tyr
Gly
Gly
val
val
170
Gly
Gly
Leu
Gln
Glu
250
Leu
Cys
Ser
Ser
ser
330
Asn
Lys
Gly
Met

His

Page 2

ser
Phe
Lys
Tyr
Lys

75
Ala

val

Gly
Gly
Ser
155
Glu
Gln
val
Asn
GIn
235
Ile
ala
Leu
Gly
ser
315
Leu
Thr
Thr
Gly
Ile

395
Glu

val
ser
Gly

Asn
60

-Ser

Arg
Met
Gly
Gly
140
Leu
Tyr
Pro
Pro
Ile
220
ser
Lys
Pro
val
Ala
300
Gly
Gly
Lys
His
Pro
380
Ser

Asp

Ala
Leu

Leu
45

Ser.

Gln

Tyr

Asp
Gly
125
Ser
Gly
Tyr
Pro
Ala
205
His
Arg
Ser
Ser
Lys
285
Leu
Leu
Thr
val
Thr
365
Ser
Arg

Pro

Pro
Thr
Glu
Ala
val
Tyr
TYyr
110
ser
Asp
Gln
VaT

Lys
190

Arg’

Pro

-Lys

Ser
ser
270
ASD
Thr
fyr
Gln
AsSp
350
Cys
val
Thr

clu

Sar
Gly
Trp
Leu
Phe
Cys
a5

Trp
Gly
Ile
Arg
Thr
175
Leu
Phe
val
val
Ser
255
Lys
Tyr
Ser
ser
Thr
335
Lys
Pro
Phe
Pro

val

Gln
Tyr

Leu

Lys.

Leu
80

Ala
Gly
Gly
val
Ala
160
ser
Leu
ser
Glu

Pro

240

Ala
ser
Phe
Gly
Leu
320
Tyr
Lys
Pro
Leu
Glu

400
Lys

1740
1800
1860
1920
1980
2040
2088



Phe Asn

Pro Arg

Trp
Glu

2479_1040002_SequenceIDListing ascii .TXT

405
Tyr val
420

Glu Gln

435

val
450
Ser

Thr

val
465
Ala Lys

Arg Asp

Gly Phe

Leu
Asn
Gly
Glu
Tyr

His GIn

Lys Ala

Asp
Tyr
Asp

Leu

Gly val

Asn Ser
440
Trp Leu
455

Pro Ala

470

GIn Pro
485
Leu Thr
500

Pro Ser.

515

Glu
530
Phe

Pro

Ser
545
Gln Gly

His Tyr

val Ala

Ser
610
Glu

Lys

Arg
625
Asn Ser

Ser Leu

Lys val

Asn
Phe
Asn
Thr
Ala
595
Gly
Ala
Gln
ser

Tyr

Asn Tyr

Leu Tyr

Arg
Lys
Asp
Lys

Ser

Glu Pro

Asn Gln
Ala
520
Thr

Ile

Thr
535

Lys Leu

550

Phe
565
Lys

val

GIn
580
Pro ser

Thr Ala

Lys val

ser
Ser
val
ser

Gln

Ccys ser

Leu Ser

ITe
600
val

Phe

val
615

Trp Lys

630

Glu Ser
. 645
ser Thr
660 :

Ala Cys

675"

Thr Lys

690

<210> 3
<211> 2142
<212> DNA

ser

Phe Asn

val
Leu
Glu

Arg

Thr Glu

Thr Leu

Glu
425
Thr
Asn
Pro
GIn
val
505
val
Pro
Thr
val
Leu
585
Phe
Cys
val
Gln

ser

410
val His

Tyr Arg

Gly Lys
Glu
475
Tyr

Ile

val
490
Ser Leu

Glu Trp

Pro val

val Asp
555
Met His
570
Ser Pro

Pro Pro

Leu Leu

Asn
635
Ser

Asp

ASp
650

Lys Ala

665

Thr
680
Glu

‘val

Gly
695

<213> Artificial Sequence

<220>

His

GIn Gly

JAsn Ala Lys

430
val Ser
445

Tyr

val

GTu
460
Lys

Lys

Thr Ile

Thr Leu Pro

Thr Cys Leu

510

Glu Ser. Asn

525
Leu Asp Ser
540
Lys

Ser Arg

GTu Ala Leu
ser
590

Glu

Gly Lys

Ser Asp
605
Asn Asn Phe
620
Ala

Leu GIn

Lys Asp Ser
Glu
670

Ser

Asp Tyr

Leu Ser

685

<223> Nucleotide sequence of CKCH2CH3CH1-H68-2E12
(X0168)

<400> 3

actgtggctg
actgcctctg
aaggtggata
aaggacagca
cacaaagtct
ttcaacaggg
tgcccatccg
cccaaggaca
agccacgaag
gccaagacaa
accgtcctgce
gccctcccag
caggtgtaca
tgcctggtca
ccggagaaca
tacagcaagc
gtgatgcatg
aaatctagag
acctctgggg

caccatctgt
ttgtgtgcct
acgccctcca
cctacagect
acgcctgcga
gagagcgtac
gagcacctga
ccctcatgat
accctgaggt
agccgcggga
accaggactg
cccccatcga
ccctgeeece
aaggcttcta
actacaagac
tcaccgtgga
aggctctgcea
cctecaccaa
gcacagcggc

cttcatcttc
gctgaataac
atcgggtaac
cagcagcacc
agtcacccat
ggagcccaaa
actcctgggt
ctcccggacc
caagttcaac
ggagcagtac
gctgaatggc
gaaaaccatc
atcccgggat
tccaagcgac
cacgcctccc
caagagcagg
caaccactac
gggcccateg
cctgggetgce

ccgeccatctg
ttctatccca
tcccaggaga
ctgacgctga
caggacctga
tcttctgaca
ggaccgtcag
cctgaggtca
tggtacgtgg
aacagcacgt
aaggagtaca
tccaaagcca
gagctgacca
atcgccgtgg
gtgctggact
tggcagcagg
acgcagaaga
gtcttccecece
ctggtcaagg

Page 3

atgagcagtt:
gagaggccaa
gtgtcacaga
gcaaagcaga
gctcgecegt
aaactcacac
tcttcctctt
catgcgtggt
acggcgtgga
accgtgtggt
agtgcaaggt
aagggcagcc
agaaccaggt
agtgggagag
ccgacggctc
ggaacgtctt
gccteteect
tggcacccte
actacttccc

415
Thr Lys

val Leu

Cys Lys

ser Lys
480
Pro Ser

495 o
val Lys

Gly GIn

Asp Gly
G1n
560
Asn

Trp
His
575

Arg Thr

Gln Leu

Tyr Pro
Gly
640
Tyr

Ser

Thr
655
Lys His

Pro val

gaaatctgga. .
agtacagtgg
graggacagc
ctacgagaaa
cacaaagagc
atgcccaccy
ccccccaaaa
ggtggacgtg
ggtgcataat
cagcgtectce
ctccaacaaa
ccgagaacca
cagcctgacc
caatgggcag
cttcttcecte
ctcatgctee
gtctccgggt
ctccaagage

cgagceggty

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140



acggtgtcgt
cagtcctcag
acccagacct
gttaactcat
tctcaggtgce
atcacatgca
cctccaggaa
aattcagctc
ttaaaaatga
tatagtaact
tcctctgggy
ggatctgaca
gccaccatct
tggtaccaac
gaatctgggg
atccatcctg
ccatggacgt

<210> 4
<211> 713
<212> PRT
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ggaactcagg
gactctactc
acatctgcaa
tattcaacca
agctgaagga
ccgtctcagg
agggtctgga
tcaaatccag
acagtctgca
ttcattacta
gtggaggctc
ttgtgctcac
cctgcagagc
agaaaccagg
tccectgecag
tggaggagga
tcggtggagg

cgccctgacc
cctcagcagc
cgtgaatcac
agaagttcaa
gtcaggacct
gttctcatta
gtggctggga
actatcgatc
aactgatgac
tgttatggac
tggtggcogt
ccaatctcca
cagtgaaagt
acagccaccc
gtttagtggc
tgatattgca
caccaagctyg

agcggcgtgce
gtggtgaccg
aagcccagca
attcccttga
ggcagcgtgg
accggctatg
atgatatgag
accaaggaca
acagccagat
tactgggotce
ggatccggeg
gcttctttgg
gttgaatatt
aaactcctca
agtgggtctg
atgtatttct
gaaatcaagt

acaccttccce
tgccctccag
acaccaaggt
ccgaaagtta
cgccctcaca
gtgtaaactg
gtgatggaag
actccaagag
actactgtgc
aaggaacctc
gaggtgggtc
ctgtgtctct
atgtcacaag
tctctgetge
ggacagactt
gtcagcaaag
ga

LTXT

ggctgtccta
cagcttggge
ggacaagaaa
cagcccgaat
gagcctgtcce
ggttcgccag
cacagactat
ccaagttttc
tcgggatggt
agtcaccgtc
gggtggcaggce
aggtcagaga
tttaatgcag
tagcaacgta
tagcctcaac
taggaaggtt

<213> Artificial sSequence
<220>
<223> Amino acid sequence of CKCH2CH3CH1-H68-2E12
(X0168)

<400> 4

Thr
1

Leu
Pro
Gly
Tyr
65
His
val
Asp
Leu
Leu
145
Ser
Glu
Thr
Ash
Pro
225
Gln
val
val
Pro

Thr
305

val
Lys
Arg
Asn
50

ser
Lys
Thr
Lys
Gly
130
Met
His
val
Tyr
Gly
210
Ile
val
ser
Glu
Pro

290
val

Ala
Ser
Glu
35

ser
Leu
val
Lys
Thr
115
Gly
ITe
Glu
His
Arg
195
Lys
Glu
Tyr
Leu
Trp
275
val

Asp

Ala.
Gly
20
Ala
Gln -
ser
Tyr
ser
100
His
Pro
Ser
Asp
Asn
180
val
Glu
Lys
Thr
Thr
260
Glu
Leu

Lys

Pro
Thr
Lys
Glu
ser
Ala
85

Phe
Thr
ser
Arg
Pro
165
Ala
val
Tyr
Thr
Leu
245
Cys
ser
Asp

Ser

ser
Ala
val
ser

Thr
70

Cys

Asn
Cys
val
Thr
150
Glu
Lys

ser

LyS

Ile
230
Pro
Leu
Asn
ser

Arg
310

val
Ser
Gln
val
55

Leu
Glu
Arg
Pro
Phe
135
Pro
val
Thr

val

“Cys

215
ser

Pro
val
Gly

Asp
295
Trp

Phe
val
Trp
40

Thr
Thr
val
Gly
Pro
120
Leu
Glu
Lys
Lys
Leu
200
Lys
Lys
Ser
Lys

Gln
280

Gly

Gln

Ile
val
25

Lys
Glu
Leu
Thr
Glu
105
Cys
Phe

val

‘Phe

Pro
185
Thr
val
Ala
Arg
Gly
265
Pro
Ser

Gln

Phe
10

Cys
val
GIn
Ser
His
90

Arg
Pro
Pro
Thr
Asn
170
Arg
val
ser
Lys
Asp
250
Phe
Glu
Phe

Gly

Page 4

Pro
Leu
Asp
Asp
Lys
Gln
Thr
Ser
Pro
Cys
155
Trp
Glu
Leu
Asn
Gly
235
Glu
Tyr
Asn
Phe

Asn
315

Pro
Leu
Asn
Ser
60
Ala
Gly
Glu
Gly
Lys
140
val
Tyr
Glu
His
Lys
220
Gln
Leu
Pro
Asn
Leu

300
val

Ser
Asn
Ala
45

Lys
AsSp
Leu
Pro
Ala
125
Pro
val
val
Gln
Gln
205
Ala
Pro
Thr
ser
Tyr
285
Tyr
Phe

Asp
Asn
30

Leu
Asp
Tyr
ser
Lys
110
Pro
Lys
val
Asp
Tyr
190
ASp
Leu
Arg
Lys
ASp
270
Lys
Sar

Ser

GTu
Phe
GIn
ser
Glu
ser
95

ser
Glu
Asp
Asp
Gly
175
AsSn
Trp
Pro
Glu
Asn
255
Ile
Thr

Lys

Cys

Gln
Tyr
ser
Thr
Lys
80

Pro
Ser
Leu
Thr
val
160
val
ser
Leu
Ala
Pro
240
GIn
Ala
Thr
Leu

ser
320

1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2142



val
Leu
Pro
Gly
Asn
385
Gln
Ser
Ser
val
Leu
465
Ile
Trp
Trp
ser
Ser
545
Tyr
ser
Gly
ser
Cys
625
Trp
Ala
ser

Ile

Gly
705

Met
ser
Leu
cys
370
Ser
ser
Ser
Asn
Gln
450
Lys
Thr
val
Gly
Ile
530
Leu
Ser
val
Gly
Pro
610
Arg
Tyr
ser
Gly
Ala

690
Gly

<210> 5

<211>
<212>
<213>

<220>
<223>

<400> 5

His
Pro
Ala

355
Leu

Gly’

Ser
Leu
Thr
435
Ile
Glu
Ccys
Arg
Asp
515
Thr
Gln
Asn
Thr
Gly
595
Ala
Ala
Gln
Asn
Thr
675
Met

Gly

1770
DNA )
Artificial Sequence

Glu
Gly
340
Pro
val
Ala
Gly
Gly
420
Lys
Pro
Ser
Thr
Gln
500
Gly
Lys
Thr
Phe
val
580
Gly
ser
Ser
Gln
val
660
Asp
Tyr
Thr

Ala
325
Lys
ser
Lys
Leu
Leu
405
Thr
val
Leu
Gly
val
485
Pro
Ser
Asp
Asp
His
565
ser
ser
Leu
Glu
Lys
645
Glu

Phe

Phe

Lys

2479_1040002_sequenceIDListing ascii

Leu His Asn

Ser Arg Ala
ser
360

Phe

ser Lys

Asp Tyr
375
Thr Ser
390

Tyr

Gly

Ser Leu

GIln Thr Tyr

Asp Lys Lys
440
Glu ser
455

Gly

Thr

Pro
470
ser

sSer

Gly phe

Pro Gly Lys

Thr Asp Tyr
520
ser Lys
535

Thr

Asn

ASD Ala

550
Tyr

Tyr val

ser Gly Gly

Gly Gly Gly
600
val ser
615

val

Ala
ser Glu
630
Pro

Gly GIn

ser Gly val
Asn
680

Gln

Ser Leu

Gln
695
Glu

Cys

Leu Ile

710

His
Ser
345
Thr
Pro
val
ser
Ile
425
val
Tyr
val
ser
Gly
505
Asn
Ser
Arg
Met
Gly
585
Gly
Leu
Tyr
Pro
Pro
665
Ile
ser

Lys

Tyr Thr
330
Thr Lys

Ser Gly

Glu Pro

Thr
395
val

His

ser
410
Cys Asn

Asn Ser

Ser Pro

Ala Pro
475
Leu Thr
490
Leu Glu

Ser Ala

GIn val

Tyr Tyr
555
Asp Tyr
570
Gly Sser

ser Asp

Gly Gln

val
635
Lys

Tyr

Pro
650
Ala Arg

His Pro

Arg Lys

caggtgcagc
acatgcaccyg
ccaggaaagg
tcagcrctca
aaaatgaaca
agtaactttc

tctgggggtg

tgaaggagtc
tctcagggtt
gtctggagtg
aatccagact
gtctgcaaac
attactatgt

gaggctctgg

aggacctggc
ctcattaacc
gctgggaatg
atcgatcacc
tgatgacaca
tatggactac
tggcggtgga

agcgtggcgc
ggctatggtg

atatgggotg
aaggacaact

gccagatact
tggggtcaag
tceggcggag

Page 5

Gln Lys Ser

Gly Pro Sser
350
Thr Ala
365

Thr

Gly
val val
380
Phe

Pro Ala

val Thr val
His
430
AsSn

val Asn

Phe
445
ser

Leu
Asn Gln
460
Ser

Gln Ser

Gly Tyr Gly

teu Gly
510
ser

Trp
Leu Lys
525
Phe Leu
540

Cys

Lys

Ala Arg

Trp Gly Gln

Gly Gly Gly
590
val Leu
605

Ala

Ile
Arg Thr
620
Thr

Ser Leu

Leu Leu TIle

Phe Gly
670
Glu

ser

GTu
685
Pro

val

val
700

Trp

Nuc1eofide sequence of 2E12CHICH2CH3 (X0112)

cctcacagag
taaactgggt
atggaagcac
ccaagagcca
actgtgctcg
gaacctcagt
gtgggtcgyg

LTXT
Leu Ser
335
val Phe

Ala Leu

Ser Trp

val Leu
400
Pro ser
415
Lys Pro

GIn Glu

val Gln

ser
480
Asn

Leu

val
495
Met Ile

Arg Leu

Met Asn
Gly
560
Thr

ASp

Gly
575
Gly Ser

Thr GIn

ITe Ser

Gln
640
Ala

Met

Ser
655
Ser Gly

Asp Asp

Thr Phe

cctgtcecate
tcgeccagect
agactataat
agttttctta
ggatggttat
caccgtctcc

tggcggcgga

60

120
180
240
300
360
420



tctgacattg
accatctcct
taccaacaga
tctggggtcc
catcctgtgg
tggacgttcg
ccatcggtct
ggctgcctgg
ctgaccagcg
agcagcgtgg
aatcacaagc
gacaaaactc
tcagtcttcc
gtcacatgcg
gtggacggcg
acgtaccgtg
tacaagtgca
gccaaagggc
accaagaacc
gtggagtgag
gactccgacg

caggggaacg
aagagcctct

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

<220>
<223>

<400> 6
Gln val

6
589
PRT

Gln

2479_1040002_SequenceIDListing ascii

tgctcaccca
gcagagccag
aaccaggaca
ctgccaggtt
aggaggatga
gtggaggcac
tcccectgge
tcaaggacta
gcgtgcacac
tgaccgtgec
ccagcaacac
acacatgccc
tcttccccec
tggtggtgga
tggaggtgca
tggtcagcgt
aggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctccttctt
tcttctcatg
ccctgtetece

Leu

Lys Glu
5

atctccagct
tgaaagtgtt
gccacccaaa
tagtggcagt
tattgcaatg
caagctggaa
accctectece
cttcccegag
cttccegget
ctccagcage
caaggtggac
accgtgccca
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgcctg
gcagecggag
cctctacagc
ctcegtgatg
gggtaaatga

Artificial Ssequence

ser Gly

tctttggetg
gaatattatg
ctcctecatct
gggtctggga
tatttctgtc
atcaagtcct
aagagcacct
ccggtgacgg
gtcctacagt
ttgggcacecc
aagaaagttc
tccggagcac
gacaccctca
gaagaccctg
acaaagccgc
ctgcaccagg
ccagccecccea
tacaccctgce
gtcaaaggct
aacaactaca
aagctcaccyg
catgaggctc

Pro Gly Ser
10

tgtctctagg
tcacaagttt
ctgctgctag
cagactttag
agcaaagtag
cgagcgcctc
ctgggggcac
tgtcgtggaa
cctcaggact
agacctacat
gtacggagcc
ctgaactcct
tgatctceccg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
cccecatceccg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca

Amino acid sequence of 2E12CHLCH2CH3 (X0112)

val Ala

Pro

. TXT

tcagagagcc
aatgcagtgg
caacgtagaa
cctcaacatc
gaaggttcca
caccaaggqgc
agcggccctyg
ctcaggcgcec
ctactccctc
ctgcaacgtg
caaatcttct
gggtggaccg
gacccctgag
caactggtac
gtacaacagc
‘tggcaaggag
catctccaaa
ggatgagctg
cgacatcgcce
tccegtgetg
caggtggcag
ctacacgcag

Ser Gln

15

ser
Gly
Gly
ser
65

Lys
Arg
Gin
Gly
Leu
145
Thr
Leu
Ile
Gly
Glu
225
Trp
ser

Thr

Leu
val
Met
50

Arg
Met
ASp
Gly
Gly
130
Thr
Ile
Met
ser
ser
210
Asp
Thr
Thr

Ser

Ser
Asn
35

Ile
Leu
Asn
Gly
Thr
115
ser
Gln
ser
GIn
Ala
195
Gly
Asp
Phe
Lys
Gly

Ile
20

Trp
Trp
Ser
Ser
TYyr
100
Ser
Gly
Ser
Cys
Trp
180
Ala
Ser
ITe
Gly
Gly

260
Gly

Thr
val
Gly
Ile
Leu
85

ser
val
Gly
Pro
Arg
165
Tyr
Ser
Gly
Ala
Gly
245
Pro

Thr

Cys
Arg
AsSp
Thr
70

Gln
Asn
Thr
Gly
Ala
150
Ala
GTn
Asn
Thr
Met
230
Gly
Ser

Ala

Thr
GIn
Gly
55

Lys
Thr
Phe
val
Gly
135
ser
ser
GIn
val
Asp
215
Tyr
Thr
val

Ala

val
Pro
40

Ser
Asp
Asp
His
Ser
120
Ser
Leu
Glu
LYyS
Glu
200
Phe
Phe
Lys
Phe

l.eu

Ser
25

Pro
Thr
Asn
ASD
Tyr
105
Ser
Gly
Ala
Ser
Pro
185
Ser
Ser
Cys
Leu
Pro

265
Gly

Gly
Gly
Asp
Ser
Thr
90

Tyr
Gly
Gly
val
val
170
Gly
Gly
Leu
Gln
Glu
250
Leu

Cys

Page 6

Phe
Lys
Tyr
LYS
75

Ala
val
Gly
Gly
Ser
155
Glu
Gln
val
Asn
Gln
235
ITe
Ala

Leu

ser
Gly
Asn
60

ser
Arg
Met
Gly
Gly
140
Leu
Tyr
Pro
Pro
Ile
220
Ser
Lys
Pro

val

Leu
Leu
45

Ser
GIn
Tyr
Asp
Gly
125
Ser
Gly
Tyr
Pro
Ala
205
H1s
Arg
Ser
Ser

Lys

Thr
Glu
Ala
val
Tyr
Tyr
110
Ser
Asp
Gln
val
Lys
190
Arg
Pro
Lys
Ser
Ser

270
AsSp

Gly
Trp
Leu
Phe
Cys
95

Trp
Gly
Ile
Arg
Thr
175
Leu
Phe
val
val
Ser
255
Lys

Tyr

Tyr
Leu
Lys
Leu
80

Ala
Gly
Gly
val
Ala
160
ser
Leu
Ser
Glu
Pro
240
Ala
Ser

Phe

480
540
600
660
720
780
840
200
2960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1770



Pro
val
305
Ser
Ile
val
Cys
Phe
385
val
Phe
Pro
Thr
val
465
Ala
Arg
Gly
Pro
ser
545
Gln

His

Glu
290
His
ser
Cys
Arg
Pro
370
Pro
Thr
ASn
Arg
val
450
ser
Lys
Asp
Phe
Glu
530
Phe
Gly

Tyr

<210> 7
<211> 1026
<212> DNA

<213>

<220>

<223>

<400> 7

275
Pro

Thr
val
ASn
Thr
355
ser
Pro
Cys
Trp
Glu
435
Leu
Asn
Gly
Glu
Tyr
515
Asn
Phe
Asn

Thr

val
Phe
val
340
Glu
Gly
Lys
val

fyr

420

Glu
His
Lys
Gln
Leu
500
Pro
Asn
Leu

val

GlIn
580

Thr
Pro
Thr
325
Asnh
Pro
Ala
Pro
val
405
val
GIn
Gln
Ala
Pro
485
Thr
Ser
TYyr
Tyr
Phe

565
LYS

2479_1040002_sequenceIDListing ascii .TXT

val
Ala
310
val
His
Lys
Pro
Lys
390
val
Asp
Tyr
Asp
Leu
470
Arg
Lys
Asp
Lys
Ser
550
Ser

Ser

Ser
295
val
Pro
LyS
Ser
Glu
375
ASp
AsSp
Gly
Asn
Trp
455
Pro
Glu
Asnh
ITe
Thr
535
Lys
Cys

Leu

Artifticial Sequence

280
Trp

Leu
ser
Pro
Ser
360
Leu
Thr
val
val
ser
440
Leu
Ala
Pro
Gln
Ala
520
Thr
Leu
Ser

Ser

Asn
Gln
ser
Ser
345
Asp
Leu
Leu
Ser
Glu
425
Thr
Ash
Pro
GIn
val
505
val
Pro
Thr
val

Leu
585

ser
ser
ser
330
Asn
Lys
Gly
Met
His
410
val
Tyr
Gly
Ile
val
490
ser
Glu
Pro
val
Met

570
ser

Gly
ser
315
Leu
Thr
Thr
Gly
ITe
395
GTu
His
Arg
Lys
Glu
475
Tyr
Leu
Trp
val
ASp
555
His

Pro

Ala
300
Gly
Gly
Lys
His
Pro
380
ser
Asp
Asn
val
Glu
460
Lys
Thr
Thr
Glu
Leu
540
LysS
Glu

Gly

NucTleotide sequence of CkCH2CH3 (X(0113)

285
Leu

Leu
Thr
val

Thr
365
ser
Arg
Pro
Ala
val

445
Tyr
Thr
Leu
Cys
Ser
525
Asp
Ser
Ala

LyS

Thr
Tyr
GIn
Asp
350
Cys
val
Thr
Glu
Lys
430
ser
Lys
Ile
Pro
Leu
510
Asn
ser
Arg

Leu

actgtggctg
actgcctctg
aaggtggata
aaggacagca
cacaaagtct
ttcaacaggg
tgcccatecg
cccaaggaca
agccacgaag
gccaagacaa
accgtcctgce
gccctcccag
caggtgtaca
tgcctggtca
ccggagaaca
tacagcaagc
gtgatgcatg
aaatga

caccatrctgt
ttgtgtgcct
acgcccteca
cctacagect
acgcctgcga
gagagcgtac
gagcacctga
ccctcatgat
accctgaggt
agccgeggga
accaggactg
cccccatega
ccetgeeece
aaggcttcta
actacaagac
tcaccgtgga
aggctctgeca

cttcatctte
gctgaataac
atcgggtaac
cagcagcacc
agtcacccat
ggagcccaaa
actcctgggt
ctceccggace
caagttcaac
ggagcagtac
gctgaatggce
gaaaaccatc
atcccgggat
tccaagcgac
cacgcctecee
caagagcagg
caaccactac

ccgeccatctg
ttctatccca
tcccaggaga
ctgacgctga
cagggcctga
tcttctgaca
ggaccgtcag
cctgaggtca
tggtacgtgg
aacagcacgt
aaggagtaca
tccaaagceca
gagctgacca
atcgccgtgg
gtgctggact
tggcagcagg
acgcagaaga

Page 7

atgagcagtt
gagaggccaa
gtgtcacaga
gcaaagcaga
gctcgoeegt
aaactcacac
tcttecctott
catgcgtggt
acggcgtgga
accgtgtggt
agtgcaaggt
aagggcagcc
agaaccaggt
agtgggagag
ccgacggctc
ggaacgtctt
gcctctcoct

Ser Gly

LLeu
320
Tyr

Ser

Thr
335
Lys Lys

Pro Pro

Phe Leu

Glu
400
Lys

Pro

val
415
Thr Lys

val Leu

Cys Lys

ser Lys
480
Pro ser
495
val Lys

Gly GlIn

AsSp Gly

Gin
560
Asn

Trp

His
575

gaaatctgoga
agtacagtgg
gcaggacagc
ctacgagaaa
cacaaagagc
atgcccaccg
ccccccaaaa
ggtggacgtg
ggtgcataat
cagcgtcctc
ctccaacaaa
ccgagaacca
cagcctgacc
caatgggcag
cttcttcctce
ctcatgctcc
gtctccgggt

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1026
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<210> 8

<211> 341

<212> PRT

<213> Artificial Sequence

<220>
<223> Amino acid sequence of ckcH2CH3 (x0113)

<400> 8
Tgr val Ala Ala Pgo ser val pPhe Ile Ege Pro Pro Ser Asp Glu G1In
Leu Lys Ser gay Thr Ala ser val ga1 Cys Leu Leu Asn %gn Phe Tyr
5
Pro Arg g;u Ala Lys val G1n Trp Lys val Asp Asn Ala Leu Gln Ser
40 45
Gly ?3“ Ser GIn Glu Ser gg1 Thr Glu GTn Asp Ser Lys Asp Ser Thr
60
Tyr Ser Leu.Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
65 70 75 80
His Lys val Tyr g;a Ccys Glu val Thr His GIn Gly Leu Ser Sgr Pro
90
val Thr Lys Ser Phe Asn Arg Gly Glu Arg Thr Glu Pro Lys Ser Ser
100 105 110
Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ser Gly Ala Pro Glu Leu
115 - . 120 125 '
Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr
130 135 140
Leu Met Ile Ser Arg Thr Pro Glu val Thr Cys val val val Asp val
145 150 155 160
Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val Asp Gly val
165 170 175
Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser
180 185 190
Thr Tyr Arg val val ser val Leu Thr val Leu His GIn Asp Trp Leu
195 200 205 -
Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu Pro Ala
210 215 220
Pro Tle GTu Lys Thr Ile Ser Lys Ala Lys GIly Gln Pro Arg Glu Pro
225 230 235 240
Gln val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln
245 250 255
val ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp Ile Ala
260 265 270
val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr
275 280 285
Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu
290 295 300
Thr val Asp Lys Ser Arg Trp GIn GIn Gly Asn val Phe Ser Cys Ser
305 310 315 320
val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser
325 330 335
Leu Ser Pro Gly Lys
340

<210> 9

<211> 1839

<212> DNA

<213> Artificial Sequence

<220
<223> Nucleotide sequence of CK(YAE) Fc (N297A) ZE12
(x0244)

<400> 9

actgtggctg caccatctgt cttcatctte ccgccatctg atgagcagtt gaaatctgga 60

actgcctctg ttgtgtgcct getgaattac ttctatccca gagaggccaa agtacagtgg 120
Page 8



aaggtggata
aaggacagca
cacaaagtct
ttcaacaggg
tgcccatceg
cccaaggaca
agccacgaag
gccaagacaa
accgtcctgce
gccctceccag
caggtgtaca
tgcctggtcea
ccggagaaca
tacagcaagc
gtgatgcatg
aactcattat
caggtgcagc
acatgcaccg
ccaggaaagg
tcagctctca
aazatgaaca
agtaactttc
tctgggagtg
tctgacattg
accatctcct
taccaacaga
tctggggtec
catcctgtgg
tggacgttcg

<210> 10

<211> 612
<212> PRT
<213>

<220>
<223>

2479_1040002_sequenceIDListing ascii

acgccctcca
cctacagcct
acgcctgcga
gagagcgtac
gagcacctga
ccctcatgat
accctgaggt
agccgceggga
accaggactg
cccccatcga
ccctgecece
aaggcttcta
actacaagac
tcaccgtgga
aggctctgca
tcaaccaaga
tgaaggagtc
tctcagggtt
gtctggagtg
aatccagact
gtctgcaaac
attactatgt
gaggctctog
tgctcaccca
gcagagccag
aaccaggaca
ctgccaggtt
aggaggatga
gtggaggcac

(x0244)

<400> 10
Tgr val

Leu Lys
Pro Arg
35

Asn
50

Gly

Ala Ala
ser
Glu

Ser

Tyr
65

His
val
ASp
Leu
Leu
145
ser
Glu
Thr

Asn

ser
LysS
Thr
Lys
133
Met
His
val
Tyr

Gly
210

Leu
val
LYyS
Thr
115
Gly
Ile
Glu
His
Arg

195
Lys

Pro
Gly Thr
20
Ala Lys

Gln Glu

ser ser
Ala
85

Phe

Tyr

ser
100
His Thr

Pro ser

Ser Arg

ser
Ala
val

Ser

Glu
70

Cys
Asn
Cys
val

Thr

atcgggtaac
cagcagcgag
agtcacccat
dgagcccaaa
actcctgggt
ctcececggacc
caagttcaac
ggagcagtac
gctgaatggc
gaaaaccatc
atcccgggat
tccaagcgac
cacgcctecc
caagagcagg
caaccactac
agttcaaatt
aggacctggc
ctcattaacc
gctgggaaty
atrcgatcacc
tgatgacaca
tatggactac
tggcggtgga
atctccagct
tgaaagtgtt
gccacccaaa
tagtggcagt
tattgcaatg
caagctggaa

Artificial sequence

Amino acid sequence of Cck(YAE) Fc

val Phe

Ser val

Gln Trp
40
Ala Thr
55
Leu Thr

GTu val

Arg Gly

Pro Pro
120
pPhe Leu
135

Pro Glu

150

Pro
165
Ala

Asp

AsSn
180
val val

Glu Tyr

Glu
Lys
ser

Lys

val Lys

Thr Lys

val Leu
200
Cys Lys
215

tcccaggaga
ctgacgctga
cagggcctga
tcttctgaca
ggaccgtcag
cctgaggtca
tggtacgtgg
gccagcacgt
aaggagtaca
tccaaageca
gagctgacca
atcgeccgtgg
gtgctggact
tggcagcagg
acgcagaaga
cccttgacceg
agcgtggcge
ggctatggtg

atatggggtg
aaggacaact

gccagatact
tggggtcaag
tccggcggag
tctttggctg
gaatattatg
ctcctcatct
gggtctggga
tatttctgtc
atcaagtga

Phe
10
Cys

Ile Pro

val
25
Lys

Leu

val Asp

Glu GIn Asp

(N2974)

Leu
Thr
Glu
105
Cys
Phe
val
Phe
Pro
185
Thr

val

Ser lys
75
His Gln
90
Arg Thr

Pro Sser

Pro Pro

Thr Cys
155
Asn Trp
170
Arg Glu

val Leu
Ser Asn

Page 9

gtgccacaga
gcaaagcaga
gctcgeccegt
aaactcacac
tcttecctett
catgcgtggt
acggcgtgga
accgtgtggt
agtgcaaggt
aagggcagcc
agaaccaggt
agtgggagag
ccgacggctc
ggaacgtctt
gcctctccct
aaagttacag
cctcacagag
taaactgggt
atggaagcac
ccaagagcca
actgtgctcg
gaacctcagt
gtgggtcagg
tgtctctagg
tcacaagttt
ctgctgctag
cagactttag
agcaaagtag

2E12

Pro Ser

Leu Asn
30
Ala
45
Lys

AsSn

Ser
60
Ala Asp

Gly Leu

Glu Pro

Asp
Tyr
Leu

Asp

LTXT

gcaggacagc
ctacgagaaa
cacaaagagc
atgcccaccg
CcCCccccaaaa
ggtggacgtg
ggtgcataat
cagcgtecctce
ctccaacaaa
ccgagaacca
cagcctgacc
caatgggcag
cttcttcctc
ctcatgctcce
gtctccgggt
cccgaattet
cctgtccatc
tcgccagect
agactataat
agttttcrta
ggatggttat
caccgtctec
tggcggcgga
tcagagagcc
aatgcagtog
caacgtagaa
cctcaacatc
gaaggttcca

Glu G1n
15
Phe Tyr

GIn ser

ser Thr

Tyr
ser

Lys

Glu

Ser
95
Ser

110

Ala
125
Pro

Gly

Lys
140
val val

Tyr val

Glu GIn

Gln
205
Ala

His

Lys
220

Pro
Lys
val
Asp
Tyr
190
Asp

Leu

Glu
Asp
ASp
Gly
175
Ala
Trp

Pro

Lys
80

Pro
ser
Leu
Thr
val
160
val
Ser
Leu

Ala

180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1839



Pro
225
G1n
val
val
Pro
Thr
305
val
Leu
Thr
Pro
ser
385
Pro
Thr
Ash

Asp

Ile
val
ser
Glu
Pro
290
val
Met

Ser

Glu-

Gly
370

Gly
Gly

Asp
Ser

Thr

- 450

TYr
465
ser
Gly
Ala
Ser
Pro
545
Ser
ser
Cys

Leu

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

Tyr
Gly
Gly
val

val
530

Gly:

Gly
Leu
GIn

Glu
610

<220>

<223>

<400>

Glu
Tyr
Leu
Trp
275
val
ASD
His
Pro
Ser
355
ser
Phe
Lys
Tyr
LyS
435
Ala
val

Gly

Gly

Ser
515
Glu
G1n
val
Asn
Gin

595
Ile

11

1770
DNA
Artificial Sequence

Lys
Thr
Thr
260
Glu
Leu
Lys
Glu
Gly
340
Tyr
‘val
Ser
Gly
Asn
420
Ser
-Arg
Met
Gly
Gly
500
Leu
Tyr
Pro
Pro
Ile
580
Ser

LysS

(X0245)

11

Thr
Leu
245
Cys
Ser
Asp
Ser
Ala
325
Asn
Ser
Ala
Leu
Leu
405
ser
Gln
Tyr

Asp T

Gly
485
Ser
Gly
Tyr
Pro
Ala

565
His

‘Arg

2479_1040002_sequenceIDListing ascii

ITe
230
Pro
Leu
AsnN
ser
Arg

310
Leu
ser
Pro
Pro
Thr
390
Glu
Ala
val
Tyr

b

470
Ser
Asp
Gln
val
Lys
550
Arg

Pro

Lys

Ser
Pro
val
Gly
i3
Trp
His
Leu

Asn

ser
375

Gly

Trp
Leu
Phe
Cys
455

r Trp

Gly
Ile
Arg
Thr
535
Leu
Phe

val

‘val

Lys
sSer
Lys
Gln
280
Gly
Gln
Asn
Phe
Ser
360
Gln
Tyr
Leu
Lys
Leu
440
Ala
Gly
Gly
val
Ala
520
Ser
Leu
ser

Glu

"Pro

600

Ala Lys

Arg
Gly
265
Pro
ser
GIn
His
ASn
345
Gln
ser
Gly
Gly
ser
425
Lys
Arg
GIn
Gly
Leu
505
Thr
Leu

Ile

Gjy

Glu
585
Trp

Gly
235

Asp Glu

250
Phe

Glu
Phe
Gly
Tyr
330
GlIn
val
Leu
val
Met
410
Arg

Met

Asp

Gly
Gly
490
Thr
Ile
Met
ser
ser
570
Asp

Thr

Tyr
Asnh
Phe
Asn

315
Thr

Glu

Gln
ser
Asn
395
Ile
Leu

Asn

Thr
475
ser
GlIn
Ser
GIn
Ala
555
Gly
AsSp

Phe

GlIn
Leu
Pro
Asn
Leu
300
val
Glin
val
Leu
Ile
380
Trp
Trp
Ser

ser

Gly Tyr

Y
460
ser
Gly
ser
Cys
Trp
540
Ala
ser
ITe

Gly

Nucleotide sequence of 2E12 CH1 Fc (N297A)

Pro
Thr
Ser
Tyr
285
TYyr
Phe
Lys
GIn
Lys
365
Thr
val
Gly
Ile
Leu
445
Ser
val
Gly
Pro
Arg

525
Tyr

ser

Gly
Ala

Gly
605

Arg
Lys
Asp

270
Lys
Ser
Ser
ser
Ile
350
Glu
Cys
Arg
Asp
Thr
430
Gln
Asn
Thr
Gly
Ala
510
Ala
GIn
Asn
Thr
Met

590
Gly

Glu
Asn
255
Ile
Thr
LYysS
Cys
Leu
335
Pro
ser
Thf
GIn
Gly
415
Lys
Thr
Phe
val
Gly
495
ser
Ser
Glin
val
Asp
575
Tyr

Thr

LTIXT

Pro
240
GIn
Ala
Thr
Leu
ser
320
Ser
Leu
Gly
val
Pro
400
Ser
Asp
ASp
His
ser
480
Ser
Leu
Glu
Lys
Glu
560
Phe
Phe

Lys

. caggtgcagc
acatgcaccg
ccaggaaagg
tcagctctca
aaaatgaaca
agtaactttc

tgaaggagtc
tctcaggott
gtctggagtg
aatccagact
gtctgcaaac
attactatgt

aggacctggc
ctcattaacc
gctgggaatg
atcgatcacc
tgatgacaca
tatggactac

agcgtggegc
ggctatggtg

atatggggtg
aaggacaact

gccagatact
tggggtcaag

cctcacagag
taaactgggt
atggaagcac
ccaagagcca
actgtgctcg
gaacctcagt

Page 10

cctgteccate 60
tcgccagect 120
agactataat 180
agttttctta 240

3060

ggatggttat
caccgtctcc 360



2479_1040002_sequenceIDListing ascii .TXT

Page 11

tctgggggtg gaggctctgg tggcggtgga tccggcggag gtgggtcggg tggeggegga
tctgacattg tgctcaccca atctccagct tctttggectg tgtctctagg tcagagagec
accatctcct gcagagccag tgaaagtgtt gaatattatg tcacaagttt aatgcagtog
taccaacaga aaccaggaca gccacccaaa ctcctcatct ctgetgctag caacgtagaa
tctggggtcc ctgeccaggtt tagtggcagt gggtctggga cagactttag cctcaacatc
catcctgtgg aggaggatga tattgcaatg tatttctgtc agcaaagtag gaaggttcca
tggacgttcg gtggaggcac caagctggaa atcaagtcct cgagcgcctc caccaagggce
ccatcggtct tcccectgge accctcctce aagagcacct ctgggggeac agcggecctg
ggctgcctgg tcaaggacta cttccccgag ccggtgacgg tgtcgtggaa ctcaggcegcec
ctgaccagcg gcgtgcacac cttcccgget gtcctacagt cctcaggact ctactccctce
agcagcgtgg tgaccgtgee ctccagcage ttgggcacce agacctacat ctgcaacgtg
aatcacaagC ccagcaacac caaggtggac aagaaagttc gtacggagcc caaatcttct
gacaaaactc acacatgccc accgtgccca tccggagcac ctgaactcct gggtggaccg
tcagtcttce tcttccccece aaaacccaag gacaccctca tgatctcccg gacccctgag
gtcacatgcg tggtggtgga cgtgagccac gaagaccctg aggtcaagtt caactggtac
- gtggacggcg tggaggtgca taatgccaag acaaagccgc gggaggagca gtacgccagce
acgtaccgtg tggtcagcgt cctcaccgtc ctgcaccagg actggctgaa tggcaaggag
tacaagtgca aggtctccaa caaagccctc ccagccccca tcgagaaaac catctccaaa
gccaaagggc agccccgaga accacaggtg tacaccctgc ccccatcccg ggatgagctg
accaagaacc aggtcagcct gacctgcctg gtcaaaggct tctatccaag cgacatcgec
gtggagtggyg agagcaatgg gcagccggag aacaactaca agaccacgcc tcccgtgctg
gactccgacg gctccttctt cctctacage aagctcaccg tggacaagag caggrggceag
caggggaacg tcttctcatg ctcegtgatg catgaggctc tgcacaacca ctacacgcag
aagagcctct ccctgtctcc gggtaaatga

<210> 12

<211> 589

<212> PRT

<213> Artificial Sequence

<220>

<223> Amino acid sequence of 2E12 CHLl Fc (N297Aa)

(x0245)
<400> 12
Gln val GIn Leu Lys Glu Ser Gly Pro Gly Ser val Afa Pro igr Gln
5 10
Ser Leu Ser ﬁge Thr cys Thr val ggr Gly Phe Ser Leu ggr Gly Tyr
Gly val égn Trp val Arg GIn Pro Pro Gly Lys Gly kgu Glu Trp Leu
: 40
Gly ggt Ile Trp Gly Asp g;y Ser Thr Asp Tyr ggn Ser Ala Leu Lys
ser Arg Leu Ser Ile Thr Lys Asp Asn Ser Lys Ser GIn val Phe Leu
65 70 735 80
Lys Met Asn Ser ggu Gln Thr Asp Asp ggr Ala Arg Tyr Tyr ggs Ala
Arg Asp Gly Tyr Ser Asn Phe His Tyr Tyr val Met Asp Tyr Trp Gly
100 105 110
GIn Gly Thr ser val Thr val Ser Ser Gly Gly Gly Gly Ser Gly Gly
115 120 125
Gly Gly ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Asp Ile val
130 135 140
Leu Thr GIn Ser Pro Ala Ser Leu Ala val Ser Leu Gly Gln Arg Ala
145 150 155 160
Thr Ile Ser Cys aArg Ala Ser Glu Ser val Glu Tyr Tyr val Thr Ser
165 170 175
Leu Met GIn Trp Tyr GIn GIn Lys Pro Gly GIn Pro Pro Lys Leu Leu
180 185 1380
Ile Ser Ala Ala Ser asn val Glu Ser Gly val Pro Ala Arg Phe Ser
195 200 205
Gly Ser Gly Ser Gly Thr Asp Phe Ser Leu Asn Ile His Pro val Glu
210 215 220
GTu Asp Asp Ile Ala Met Tyr Phe Cys GIn GIn Ser Arg Lys Val Pro
225 230 235 240
Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys Ser Ser Ser Ala
245 250 255
Ser Thr Lys Gly Pro ser val Phe Pro Leu Ala Pro Ser Ser Lys Ser

420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1770



Thr
Pro
val
305
ser
Ile
val
Cys
Phe
385
val
Phe
Pro
Thr
vall
465
Ala
Arg
Gly
Pro
Ser
545
Gln

His

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

ser
Glu
290
His
ser
Cys
Arg
Pro
370
Pro
Thr
Asn
Arg
val
450
Ser
Lys
Asp
Phe
Glu
530
Phe
Gly

Tyr

13

Gly
275
Pro
Thr
val
Asn
Thr
355
Ser
Pro
Cys
Trp
Glu
435
Leu
Ash
Gly
Glu
Tyr
515
Asn
Phe
Ash

Thr

1749
DNA

260
Gly

val
Phe
val
val
340
Glu
Gly
Lys
val
Tyr
420
Glu
His
Lys
Gln
Leu
500
Pro
Asn
Leu
val

Gln
580

Thr
Thr
Pro
Thr
325
Asn
Pro
Ala
Pro
val
405
val
Gln
Gln
Ala
Pro
485
Thr
ser
Tyr
Tyr
Phe

565
Lys

2479_1040002,_seguceIbPtisting ascii .TXT
6% ' 270

Ala
val
Ala
310
val
His
Lys
Pro
Lys
390
val
Asp
TYr
Asp
Leu
470
Arg
Lys
Asp
LyS
Ser
550
ser

Ser

Ala
ser
295
val
Pro
Lys
ser
Glu
375
Asp
ASp
Gly
Ala
Trp
455
Pro
Glu
Asn
Ile
Thr
535
Lys
Cys

Leu

Leu
280
Trp
Leu
Ser
Pro
ser
360
Leu
Thr
val
val
Ser
440
Leu
Ala
Pro
Gln
Ala
520
Thr
Leu
Ser

Ser

Gly
Asn
Gln
ser
Ser
345
Asp
Leu
Leu
Ser
Glu
425
Thr
Asn
Pro
G1n
val
505
val
Pro
Thr
val

Leu
585

Cys
ser
ser
Ser
330
Asn
Lys
Gly
Met
His
410
val
Tyr
Gly
Ile
val
490
sSer
Glu
Pro
val
Met

570
Ser

Leu
Gly
ser
315
Leu
Thr
Thr
Gly
Tle
395
Glu
His
Arg
Lys
Glu
475
TVYr
Leu
Trp
val
Asp
555
His

Pro

val
Ala
300
Gly
Gly
Lys
His
Pro
380
ser
Asp
Asn
val
Glu
460
Lys
Thr
Thr
Glu
Leu
540
Lys
Glu

Gly

Lys
285
Leu
Leu
Thr
val
Thr
365
ser
Arg
Pro
Ala
val
445
Tyr
Thr
Leu
Cys
Ser
525
ASp
sSer
Ala

Lys

Asp

Thr.

Tyr
G1n
Asp
350
Ccys
val
Thr
Glu
Lys
430
ser
Lys
Ile
Pro
Leu
510
Asn
Ser
Arg

Leu

<220>
<223>

{x0246)

<400> 13

gatattgtga
atctcctgta
tttctgcaga
tcaggagtct
agtagagtga
tggacgttcg
ggatccggtg
cctggagaga
atgcactggg
gagactggtg
acttctgcca
tatttttgta
agcactgtgg
ggaactgcct
tggaaggtyg

tgatccagga
ggtctagtaa
gaccaggaca
cagaccggtt
aggctgagga
gtggaggcac
gcggeggetc
cagtcaagat
tgaggcaggc
agccaacata
gcactgccta
cctggtctge
ctgcaccatc
ctgttgtgtg
ataacgccecct

Aartificial Seguence

tgaactctece
gagtctccta
atctcctcag
tagtggcagt
tgtgggtgtg
caagctggaa
tcagatccag
ctcctgeaag
tccaggaaag
tgcagatgac
tttgcagatc
ttactggggce
tgtettcate
cctgctgaat
ccaatcgggt

aatcctgtca
gataaggaag
ctcctgatct
gggtcaggaa
tattactgtc
atcaaaggtg
ttggtgcagt
gcttctggtt
ggtttaaagt
ttcaggggac
aacaacctca
caagggactc
ttcccgecat
tacttctatc
aactcccagg

Nucleotide sequence of P2C2 Ck(YAE) Fc (N297A)

grtctggaga
ggaagacata
atctgatgtc
cagatttcac
aacaacttgt
gcggtggetc
ctggacctga
ataccttcac
ggatgggctg
ggtttgcctt
aaaatgagga
tggtcactgt
ctgatgagca
ccagagaggc
agagtgccac

Page 12

Tyr Phe

Ser Gly

Leu
320
Tyr

ser

Thr
335
Lys LyS

Pro Pro

Phe Leu

Glu
400
Lys

Pro

val
415
Thr Lys

val Leu

Cys Lys

ser Lys
480
Pro Sser
495
val Lys

Gly GlIn

Asp Gly

Gln
560
Asn

Trp

His
575

atcagtttcc
cttgaattgg
catgcgtgaa
cctggaaatc
agagtatccg
tggcggaggt
gctgaagaag
agacttttca
gataaacact
ctctttggaa
cacggctaca
ctctgecteyg
gttgaaatct
caaagtacag
agagcaggac

60

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



agcaaggaca
aaacacaaag
agcttcaaca
ccgtgcccat
aaacccaagg
gtgagccacg
aatgccaaga
ctcaccgtcc
aaagccctcc
ccacaggtgt
acctgcctgg
cagccggaga
ctctacagca
tccgtgatgce
ggtaaatga

<210> 14
<211> 582
<212> PRT

2479_1040002_sequenceIDListing ascii

gcacctacag
tctacgecty
ggggagagcg
ccggagcacc
acaccctcat
aagaccctga
caaagccgeg
tgcaccagga
cagcccccat
acaccctgcc
tcaaaggctt
acaactacaa
agctcaccgt
atgaggctct

cctcagecagce
cgaagtcacc
tacggagccc
tgaactcctg
gatctccegg
ggtcaagttc
ggaggagcag
ctggctgaat
cgagaaaacc
cccatccegg
ctatccaagc
gaccacgcct
ggacaagagc
gcacaaccac

<213> Artificial sequence

<220>

<223> amino acid sequence

(xX0246)

<400> 14
AsSp
1
Glu
Glu Gly

35
GIn

50
Arg

Pro

Asp
65
Ser Arg

val Glu

Gly Gly

Gln
130
Lys

Ile

val
145
Met His

Trp Ile

Ile val
ser val
Lys
Leu
Phe
val
TYr
Gly
115
Leu
Ile
Trp

Asn

Gly
Gln
Trp
225
ser
GlIn
Tyr
Ser
Thr

305
Lys

Arg
ITe
210
Ser
Thr
Leu
Pro
Gly
290
Tyr

His

Phe
195
Asn
Ala
val
Lys
Arg
275
AsSn
Ser

Lys

Met
Ser Ile
20
Thr Tyr

Leu Ile

Ser Gly
Ala
85

Trp

Lys

Pro
100
Gly ser

val G1n

ser Cys

val Arg
165
Thr Glu
180
Ala Phe

Asn Leu

Tyr Trp

Ile GIn
5
Ser
Leu
Tyr
Ser
70
Glu
Thr
Gly
Ser
Lys
150
GIn

Thr

Ser
Lys
Gly

Asp Glu

Cys Arg

Asn Trp
40
Leu Met
55
Gly Ser

Asp val

Phe Gly

Gly Gly
120
Gly Pro
135
Ala ser

Ala Pro

Gly GTu
Glu
200
Glu

Leu

Asn
215

Gln Gly

230

Ala
245
Gly

Ala

Ser
260
Glu Ala

ser Gln

Leu Ser

Pro
Thr
Lys
Glu

Ser

ser val

Ala ser
GIin
280
Ala

val

Ser
295

Glu Leu

310

val Tyr

325

Ala

Cys Glu

Gly

Gly
Gly
Glu
Gly
Gly

Thr
Asp
Thr

val
Trp
Thr
Thr
val

gagctgacgce
catcagggcc
aaatcttctg
ggtggaccgt
acccctgagg
aactggtacg
tacgccagcea
ggcaaggagt
atcrtccaaag
gatgagctga
gacatcgccg
ccegtgetgg
aggtggcagc
tacacgcaga

ser Asn
10
ser

Leu

ser Lys

Phe Leu GlIn

Ser Met Arg

Thr Asp
75
val Tyr
90

Gly

Gly

Thr
105
ser Gly

Leu Lys
Thr
155
Gly

Tyr

Lys
170
Pro Thr

185

Tyr

Ser Ala

Thr Ala

val
235
Phe

Leu

Ile
250
val

Phe

Cys
265
Lys val

Glu G1n

ser
315
His

Leu

Thr
330

tgagcaaagc
tgagctcgcec
acaaaactca
cagtcttect
tcacatgegt
tggacggcgt
cgtaccgtgt
acaagtgcaa
ccaaagggca
ccaagaacca
tggagtggga
actccgacgg
aggggaacgt
agagcctctc

of P2c2 ck(yAE) Fc (N287A)

Pro val

Ser Leu

Pro
45
Ser

Arg

Glu
60
Phe Thr

Tyr Cys

Lys Leu

Ser
Leu
Gly
Gly
Leu
GIn
Glu

LTXT

agactacgag
cgtcacaaag
cacatgccca
cttccecccea
ggtggtggac
ggaggtgcat
ggtcagcgtc
ggtctccaac
gccccgagaa
ggtcagcctg
gagcaatggg
ctcettettc
cttctcatgc
cctgtctcocg

ser Gly
15
ASp Lys

Gln ser

val ser

Ie
80
Ley

Glu

Gln
95

Ile Lys

110

Gly Gly
125
LyS Pro
140

Phe Thr

Leu Lys

Ala Asp

Gly
Gly
Asp
Trp

ASp

ser Gln

Glu Thr

Phe Ser
160
Met Gly
175

Phe Arg

190

Thr
205
Tyr

Ser

Thr
220
Thr val

Pro Pro

Leu Leu

Ala
Phe
Ser
Ser

ASn

Tyr Leu

cys Thr

Ala Sser
240
Asp Glu
255

Tyr Phe

270

Asn
285
Ser

Asp

ASp
300
Lys Ala

Gln Gly

Page 13

Ala
Lys
Asp

Leu

Leu GlIn

AsSp Ser
Glu
320
Ser

TYyr

ser
335

960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
17490
1749



Pro
ser
Leu

Thr
385

val-

val
Ser
Leu
Ala
465
Pro
GIn
Ala
Thr
Leu

545
Ser

val
Asp
Leu
370
Leu
Ser
Glu
Thr
Asn
450
Pro
GIn
val
val
Pro
530
Thr

val

Thr
Lys
355
Gly
Met
His
val
Tyr
435
Gly
Ile
val
ser
Glu
515
Pro
val

Met

Lys
340
Thr
Gly
Ile
Glu
His
420
Arg
Lys
Glu
Tyr
Leu
500
Trp
val
ASP

His

Ser
His
Pro
ser
ASp
405
Asn
val
Glu
Lys
Thr
485
Thr
Glu
Leu
Lys
Glu

2479_1040002_SequenceIDListin

Phe
Thr
Ser
Arg
390
Pro
Ala
val
Tyr
Thr
470
Leu
Cys
Ser
Asp
Ser

550
Ala

Asn
Cys
val
375
Thr
Glu
Lys
Ser
Lys
455
Ile
Pro
Leu
AsSn
ser
535
Arg

Leu

Arg
Pro
360
Phe
Pro
val
Thr
val
440
Cys
ser
Pro
val
Gly
520
ASp
Trp

His

Gly
345
Pro
Leu
Glu
Lys
Lys
425
Leu
Lys
Lys
Ser
Lys
505
Gln
Gly
Gln

Asn

Glu
Cys
Phe
val
Phe
410
Pro
Thr
val
Ala
Arg
490
Gly
Pro
Ser
Gln

His

Arg
Pro
Pro
Thr
395
Asn
Arg
val
Ser
Lys
475
Asp
Phe
Glu
Phe

Gly
555

Thr
ser
Pro
380
Cys
Trp
Glu
Leu
Asn
460
Gly
Glu
Tyr
ASn
Phe
540
Asn

Thr

Glu
Gly
365
Lys
val
Tyr
Glu
His
445
Lys
Gln
Leu
Pro
Asn
525
Leu
val

Gln

ascii

Pro
350
Ala
Pro
val
val
Gln
430
Gln
Ala
Pro
Thr
Ser
510
Tyr
Tyr

Phe

Lys
Pro
Lys
val
ASp
415
Tyr
ASp
Leu
Arg
Lys
493
Asp
Lys
sSer

Ser

Ser

L TXT

ser
Glu
ASD
Asp
400
Gly
Ala
Trp
Pro
Giu
480
Asn
Ile
Thr
Lys
Cys

560
Leu

Ser Leu

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

<220>
<223>

15
2583
DNA

2E12

<400> 15

caggtgcage
acatgcaccg
ccaggaaagg
tcagctctca
aaaatgaaca
agtaactttc
tctgggggtg
tctgacattg
accatctcct
taccaacaga
tctggggtcc
catcctgtgg
tggacgttcg
ccatcggtct
ggctgcctgg
ctgaccagcg
agcagcgtag
aatcacaagc
gacaaaactc
tecagtcttce
gtcacatgcg
gtggacggcg
acgtaccgtg
tacaagtgca

Ser

565
Pro Gly

580

(xX0247)

tgaaggagtc
tctcagggtt
gtctggagtg
aatccagact
gtctgcaaac
attactatgt
gaggctctgg
tgctcaccca
gcagagccag
aaccaggaca
ctgccaggtt
aggaggatga
gtggaggcac
tccecectgge
tcaaggacta
gcgtgcacac
tgaccgtgcce
ccagcaacac
acacatgccc
tcttcececcce
tggtggtgga
tggaggtgca
tggtcagcgt
aggtctccaa

LysS

artificial sequence

aggacctggc
Cctcattaacc
gctgggaatg
atcgatcacc
tgatgacaca
tatggactac
tggcggtgga
atctccagct
tgaaagtgtt
gccacccaaa
tagtggcagt
tattgcaatg
caagctggaa
accctectec
cttccccgag
cttcccgget
ctccagcagce
caaggtggac
accgtgccca
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctc

Tyr
570

agcgtggegce
ggctatggtg

atatggggtg
aaggacaact

gccagatact
tggggtcaag
tccggceggag
tctttggctg
gaatattatg
ctcctcatct
gggtctggga
tatttctgtc
atcaagrcct
aagagcacct
ccggtgacgg
gtcctacagt
ttgggcaccc
aagaaagttc
tccggageac
gacaccctca
gaagaccctg
acaaagcecgce
ctgcaccagg
ccagececceca

Lys

Nucleotide sequence of 212 CH1 Fc (N297A) H68

cctcacagag
taaactgggt
atggaagcac
ccaagagcca
actgtgctcg
gaacctcagt
gtgggtcggg
tgtctctagg
tcacaagttt
ctgctgctag
cagactttag
agcaaagtag
cgagcgectc
ctgggggcac
tgtcgtggaa
cctcaggact
agacctacat
gtacggagcc
ctgaactcct
tgatctcecyg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac

Page 14

575

cctgtccatc
tcgccagcect
agactataat
agttttctta
ggatggttat
caccgtctcce
tggcggcgga
tcagagagcc
aatgcagtog
caacgtagaa
cctcaacatc
gaaggttcca
caccaagggce
agcggccctg
ctcaggcgcc
ctactccctce
ctgcaacgtg
caaatcttct
gggtggaccg
gacccctgag
caactggtac
gtacgccagc
tggcaaggag
catctccaaa

60
120
180
240
300
360
420
480
540
600
660
720
780
340
900
960
1020
1080
1140
1200
1260
1320
1380
1440



gccaaagggc
accaagaacc
gtggagtggg
gactccgacg
caggggaacg
aagagcctct
accgaaagtt
gcgcectcac
ggtgtaaact
ggtgatggaa
aactccaaga
tactactgtg
caaggaacct
ggaggtgggt
gctgtgtctce
tatgtcacaa
atctctgctg
dgggacagact
tgtcagcaaa
tga

<210> 16
<211> 860
<212> PRT

2479_1040002_sequenceIDListing ascii

agccccgaga
aggtcagcct
agagcaatgg
gctccttett
tcttetcatg
cectgteted
acagcccgaa
agagcctgte
gggttcgcca
gcacagacta
gccaagtttt
ctcgggatgg
cagtcaccgt
cgggtggegg
taggtcagag
gtttaatgca
Cctagcaacgt
ttagcctcaa
gtaggaaggt

accacaggtg
gacctgcctg
gcagccggag
cctctacagce
ctccgtgatyg
gggtaactca
ttctcaggtg
catcacatgc
gcctccagga
taattcagct
cttaaaaatg
ttatagtaac
ctcctctggg
cggatctgac
agccaccatc
gtggtaccaa
agaatctggg
catccatcct
tccatggacg

tacaccctgc
gtcaaaggct
aacaactaca
aagctcaccg
catgaggctc
ttattcaacc
cagctgaagg
accgtctcag
aagggtctgg
ctcaaatcca
aacagtctgc
tttcattact
ggtggaggct
attgtgctca
tcctgcagag
cagaaaccag
gtccctgeca
gtggaggagg
ttcggtggag

ccccatcecg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
aagaagttca
agtcaggacc
ggttctcatt
agtggctggg
gactatcgat
aaactgatga
atgttatgga
ctggtggcgg
cccaatctcc
ccagtgaaag
gacagccacc
ggtttagtgg
atgatattgc
gcaccaagct

LTXT

ggatgagctg
cgacatcgcc
tcccgtgetg
caggtggcag
ctacacgcag
aattcccttg
tggcagcgtg
aaccggctat
aatgatatgg
caccaaggac
cacagccaga
ctactggagt
tggatceggc
agcttctttg
tgttgaatat
caaactcctc
cagtgggtct
aatgtatttc
ggaaatcaag

<213> Artificial Sequence

<220>

<223> Aamino acid sequence of 2E12 CH1 Fc (N297A) H68

1

2E12 (X0247)

<400> 16
Gin val GIn Leu

Ser Leu Ser

Gly
Gly
ser
65

Lys
Arg
Gln
Gly
Leu
145
Thr
Leu
Ile
Gly
Glu
225
Trp
ser
Thr

Pro

val
Met
50

Arg
Met
Asp
Gly
Gly
130
Thr
Ile
Met
Ser
Ser
210
Asp
Thr
Thr
ser

Glu

Asn
35

Ile
Leu
Asn
Gly
Thr
115
ser
G1n
ser
Gln
Ala
195
Gly
Asp
Phe
Lys
Gly

275
Pro

Ile
20

Trp
Trp
ser
ser
Tyr
100
Ser
Gly
ser
Cys
Trp
180
Ala
Ser
Ile
Gly
Gly
260
Gly

val

Lys
5

Thr
val
Gly
Ile
Leu
85

Ser
val
Gly
Pro
Arg
165
Tyr
Ser
Gly
Ala
Gly
245
Pro
Thr

Thr

Glu
Cys
Arg
ASp
Thr
70

Gln
Asn
Thr
Gly
Ala
150
Ala
Gln
Asn
Thr
Met
230
Gly
Ser

Ala
val

ser
Thr
GlIn
Gly
55

Lys
Thr
Phe

val

Gly
135
ser
ser
Gln
val
ASD
215
Tyr
Thr
val
Ala

Ser

Gly
val
Pro
40

Ser
AsD
ASp
His
Ser
120
Ser
Leu
Glu
LYyS
Glu
200
Phe
Phe
Lys
Phe
Leu

280
Trp

Pro
ser
25

Pro
Thr
Asn
Asp
Tyr
105
Ser
Gly
Ala
Ser
Pro
185
Ser
Ser
Cys
Leu
Pro
265
Gly

Asn

Gly
10

Gly
Gly
Asp
ser
Thr
90

Tyr
Gly
Gly
val
val
170
Gly
Gly
Leu
GIn
Glu
250
Leu
Cys

ser

Ser
Phe
Lys
Tyr
Lys
75

Ala
val
Gly
Gly
ser
155
Glu
GIn
val
Asn
Gln
235
Ile
Ala
Leu

Gly

val
ser
Gly
Asn
60

ser
Arg
Met
Gly
Gly
140
Leu
Tyr
Pro
Pro
Ile
220
Ser
Lys
Pro
val

Ala

Page 15

Ala
Leu
Leu
45

ser
Gln
TYr
Asp
Gly
125
Ser
Gly
Tyr
Pro
Ala
205
His
Arg
Ser
ser
Lys
285
Leu

Pro
Thr
Glu
Ala
val

Tyr
Tyr
110
ser
Asp
Gln
val

Lys
190
Arg
Pro
Lys
Ser
Ser
270
Asp

Thr

ser
Gly
Trp
Leu
Phe
Cys
95

Trp
Gly
Ile
Arg
Thr
175
Leu
Phe
val
val
Ser
255
Lys
Tyr

Ser

GIn
Tyr
Leu
Lys
Leu
Ala
Gly
Gly
val
Ala
160
ser
Leu
Ser
Glu
Pro
240
Ala
Ser

Phe

Gly

1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220 .
2280
2340
2400
2460
2520
2580
2583



val
305
Ser
Ile
val
Cys
Phe
385
val
Phe
Pro
Thr
val
465
Ala
Arg
Gly
Pro
Ser
545
GIn
His
AsSn
Gln
Ser
625
Gly
Gly
Ser
Lys
Arg
705
Gln
Gly
Leu
Thr
Leu
785
Ile
Gly

Glu

290
His

ser
cys
Arg
Pro
370
Pro
Thr
AsSn
Arg
val

450
Ser
Lys
Asp
Phe
Glu
530
Phe
Gly
Tyr
Gln
val

610
Leu
val

Met
Arg
Met
690
Asp
Gly
Gly
Thr
Ile
770
Met
ser

ser

Asp

Thr
val
Asn
Thr
355
ser
Pro

Cys

Trp

Glu
435
Leu
Asn
Gly
Glu
Tyr
515
Asn
Phe
Asn
Thr
Glu
595
Gln
ser
Asn
Ile
Leu
675
Asn
Gly
Thr
Ser
GlIn
755
ser
Gln
Ala
Gly

Asp

Phe
val
val
340
Glu
Gly
Lys
val
TYr
420
Glu
His
Lys
Gln
Leu
500
Pro
Asn
Leu
val
Gln
580
Va}
Leu
Ile
Trp
Trp
660
sar
Ser
Tyr
ser
Gly
740
ser
Cys
Trp
Ala
ser

820
ITle

Pro
Thr
325
Asn
Pro
Ala
Pro
val
405
val
Gln

GIn

‘Ala

Pro
485
Thr
Ser
Tyr
Tyr
Phe
565
Lys
Gln
Lys
Thr
val
645
Gly
Ile
Leu
Ser
val
725
Gly
Pro
Arg
Tyr

Ser
805

Gly

Ala

2479_1040002_seguenceIDListing ascii .TXT
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Ala

310

val
His
LysS
Pro
LYS
390
val
ASp
Tyr
Asp
Leu
470
Arg
Lys
Asp
Lys
sSer
550
ser
Ser
ITe
Glu
Cys
630
Arg
Asp
Thr
GIn
Asn
710
Thr
Gly
Ala
Ala
Gln
790
Asn
Thr

Met

val
Pro
Lys
Ser
Glu
375
Asp
Asp
Gly
Ala
Trp
455
Pro
Glu
Asn
Ile
Thr
535
Lys
Cys
Leu
Pro
ser
615
Thr
GIn
Gly
Lys
Thr
695
Phe
val
Gly
ser
ser
775
GIn
val
Asp

TYr

Leu
ser
Pro
Ser
360
Leu
Thr
val
val
ser
440
Leu
Ala
Pro
Gln
Ala
520
Thr
Leu

Ser

_Ser

Leu
600
Gly
val
Pro
Ser
Asp
680
Asp
His
ser
ser
Leu
760
Glu
Lys
Glu
Phe

Phe

Gln
Ser
Ser
345
Asp
Leu
Leu
Ser
Glu
425
Thr
Asn
Pro
GIn
val
505
val
Pro
Thr
val
Leu
585
Thr
Pro
ser
Pro
Thr
665
AsSD
Asp
TYr
ser
Gly
745
Ala
ser
Pro
ser
ser

825
Cys

Ser
Ser
330
Asn
Lys
Gly
Met
His
410
val
Tyr
Gly
Ile
val
490
ser
Glu
Pro
val
Met

570
Ser

Glu

Gly
Gly
Gly
650
Asp
ser
Thr
Tyr
Gly
730
Gly
val
val
Gly
Gly
810
Leu

Gln

ser
315
Leu
Thr
Thr
Gly
Ile
395
Glu
His
Arg
Lys
Glu

475
Tyr

‘Leu

Trp
val
Asp
555
His
Pro
ser
ser
Phe
635
LysS
Tyr
Lys
Ala
val
715
Gly
Gly
Ser
Glu
Gln
795
val
Asn

GlIn

Gly
Gly
Lys
His
Pro
380
ser
Asp
Asn
val
Glu
460
Lys
Thr
Thr
Glu
Leu
540
Lys
Glu
Gly
Tyr
val
620
Ser
Gly
Asn
ser
Arg
700
Met
Gly
Gly
Leu
Tyr
780
Pro
Pro
Ile

Ser

Page 16

Leu
Thr
val

Thr
365
Ser
Arg
Pro
Ala
val

445
Tyr
Thr
Leu
Cys
ser
525
Asp
ser
Ala
Asn
ser
605
Ala
Leu
Leu
ser
GIn
685
Tyr
Asp
Gly
Ser
Gly
765
Tyr
Pro
Ala
His

Arg

Tyr
GIn
Asp
350
Cys
val

Thr
Glu
Lys
430
ser
Lys
ITe
Pro
Leu
510
Asn
ser
Arg
Leu
ser
590
Pro
Pro
Thr
Glu
Ala
670
val

Tyr
Tyr
Ser
Asp
750
Gln
val
Lys
Arg
Pro

830
Lys

ser
Thr
335
Lys
Pro
Fhe
Pro

val
415

Thr-

val
Cys
ser
Pro
495
val
Gly
Asp
Trp
His
575
Leu
Asn
ser
Gly

Trp
655

Leu

Phe
Cys
Trp
Gly
735
Ile
Arg
Thr
Leu
Phe
815
val

val

Leu
320
Tyr
Lys
Pro
Leu
Glu
400
Lys -
Lys-
Leu
Lys
Lys
480
Ser
Lys
Gln
Gly
Gln
560

Asn
Phe

Ser

GIn

Tyr
640
Leu
LysS
Leu
Ala
Gly
720
Gly
val
Ala
Ser
Leu
800
Ser
Glu

Pro




835
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84

Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu ITe
850 855

17
2547
DNA

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

<220>
<223>

A2 (XD248)

<400> 17

gatattgtga
atctcctgta
tttctgcaga
tcaggagtct
agtagagtga
tggacgttcg
ggatccggtg
cctggagaga
atgcactggg
gagactggtg
acttctgceca
tatttttgta
agcactgtgg
ggaactgcct
tggaaggtgg
agcaaggaca
aaacacaaag
agcttcaaca
ccgtgcccat
aaacccaagg
gtgagccacg
aatgccaaga
ctcaccgtcc
aaagccctcc
ccacaggtgt
acctgcctgg
cagccggaga
ctctacagca
tccgtgatgce
ggtaactcat
tctgaagttc
ctttcttgcg
gctcctggta
tatgctgact
tacttgcaga
ctagggtacg
gtctcaagcg
gctttgacte
agtggaaccg
ggcaaggcec
cgtttctctg
gaggacgagg
actgggacca

<210> 18

<211> 848
<212> PRT
<213>

<220>
<223>

tgatccagga
ggtctagtaa
gaccaggaca
cagaccggtt
aggctgagga
gtggaggcac
gcggcggcetc
cagtcaagat
tgaggcaggc
agccaacata
gcactgccta
cctggtctgce
ctgcaccatc
ctgttgtgtg
ataacgeccect
gcacctacag
tctacgectg
ggggagagcg
ccggagcacce
acaccctcat
aagaccctga
caaagccgcg
tgcaccagga
cagcccccat
acaccctgcc
tcaaaggctt
acaactacaa
agctcaccgt
atgaggctct
tattcaacca
aattgttaga
ctgcttecgg
aaggtttgga
ccgttaaagg
tgaacagctt
gcagtagctg
gtggcagcgy
agcctgectc
acagtgacgt
ccaaactcat
gctccaagtc
ctgattatta
aggtcaccgt

AZ (X0248)

artificial Ssequence

tgaactctcce
gagtctccta
atctcctcag
tagtggcagt
tgtgggtgtg
caagctggaa
tcagatccag
ctcctgeaag
tccaggaaag
tgcagatgac
tttgcagatc
ttactggggc
tgtcttcatc
cctgctgaat
ccaatcgggt
cctcagcagc
cgaagtcacc
tacggageccc
tgaactcctg
gatctcccgg
ggtcaagttc
ggaggagcag
ctggctgaat
cgagaaaacc
cccatcccgyg
ctatccaagc
gaccacgcct
ggacaagagc
gcacaaccac
agaagttcaa
grcrggtggce
attcactttc
gtgggtttct
tcgcttcact
aagggctgag
gtactacttt
ttcggggggt
cgtgtctggg
tagtggttat
aatttatgat
tggcaacacg
ctgcagctca
cctatga

Artificial Sequence

aatcctgtca
gataaggaag
ctcctgatct
gggtcaggaa
tattactgtc
atcaaaggtg
ttggtgcagt
gcttctggtt
ggtttaaagt
ttcaggggac
aacaacctca
caagggactc
ttcccgeecat
tacttctatc
aactcccagg
gagctgacgc
catcagggcc
aaatcttctg
ggtggaccgt
acccctgagg
aactggtacg
tacgccagca
ggcaaggagt
atctccaaag
gatgagctga
gacatcgccg
cccgtgetgg
aggtggcagc
tacacgcaga
attcccttga
ggtcttgttc
tctttttacc
ggtatctatc
atctctagag
gacactgcag
gactactgag
ggcggaagtg
tctcctggac
aaccatgtct
gtcgatcatc
gcctecctga
tatagaagcg

845
LyS
860

gttctggaga
ggaagacata
atctgatgtc
cagatttcac
aacaacttgt
gcggtggctc
ctggacctga
ataccttcac
ggatgggctg
ggtttgcctt
aaaatgagga
tggtcactgt
ctgatgagca
ccagagaggc
agagtgccac
tgagcaaagc
tgagctcgcee
acaaaactca
cagtcttcct
tcacatgcegt
tggacggcgt
cgtaccgtgt
acaagtgcaa
ccaaagggca
ccaagaacca
tggagtggga
actccgacdg
aggggaacgt
agagcctctc
ccgaaagtta
agcctggtgg
agatgcattg
cttctggtgg
acaactctaa
tctactattg
gccagggaac
gaggtggagg
agtcgatcac
cctggtacca
ggccctcaag
ccatctctgg
gtagcactta

Page 17

ng ascii

LTXT

Nucleotide sequence of P2C2 CK(YAE) Fc (N297A) H68

atcagtttcc
cttgaattgg
catgcgtgaa
cctggaaatc
agagtatccg
tggcggaggt
gctgaagaag
agacttttca
gataaacact
ctctttggaa
cacggctaca
ctctgcctcg
gttgaaatct
caaagtacag
agagcaggac
agactacgag
cgtcacaaag
cacatgccca
cttcccecca
ggtggtggac
ggaggtgcat
ggtcagcgtc
ggtctccaac
gccccgagaa
ggtcagcctg
gagcaatggg
ctccttcttc
cttctcatgc
cctgtctcecg
cagcccgaat
ttctttacgt
ggttcgccaa
Ctatactaag
gaatactctc
tgcgagagat
cctyggtcacce
gagtcagagc
catctcctgc
acaacaccca
gatctctaac
gctccaggcet
tgtcttcgga

Amino acid sequence of P2C2 CK(YAE) Fc (N297A) H68

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2547



<400> 18

Asp
1

Glu
Glu
Pro
Asp
65
ser
val
Gly
Ile
val
145
Met
Trp
Gly
Gln
Trp
225
ser
Gln
Tyr
Ser
Thr
305
Lys
Pro
ser
Leu
Thr
385
val
val
ser
Leu
Ala
465
Pro
Gln
Ala

Thr

Ile
Ser
Gly
GlIn
50
Arg
Arg
Glu
Gly
Gln
130
Lys
His
Ile
Arg
Ile
210
Ser
Thr
Leu
Pro
Gly
290
Tyr
His
val
Asp
Leu
370
Leu
ser
Glu
Thr
Asn
450
Pro
Gln
val
val

Pro

val
val
Lys
35

Leu
Phe
val
Tyr
Gly
115
Leu
Ile
Trp
Asn
Phe
195
ASn
Ala
val
Lys
Arg
275
Asn
ser
Lys
Thr
Lys
355
Gly
Met
His
val
TYyr
435
Gly
Ile
val
Ser
Glu

515
Pro

Met
ser
Thr
Leu
ser
Lys
Pro
100
Gly
val
ser
val
Thr
180
Ala
Asn
Tyr
Ala
ser
260
Glu
Ser
Leu
val
Lys
340
Thr
Gly
Ile
Glu
His
420
Arg
Lys
Glu
Tyr
Leu
500
Trp

val

Ile
Ile
Tyr
Ile
Gly
Ala
85

Trp
Ser
Gln
Cys
Arg
165
Glu
Phe
Leu
Trp
Ala
245
Gly
Ala
GIn
ser
Tyr
325
ser
His
Pro
ser
Asp
405
ASn
val
Glu
Lys
Thr
485
Thr
Glu

Leu

2479_1040002_sequenceIDListing ascii .TXT

Gln
ser
Leu
Tyr

ser
70

Glu’

Thr
Gly
Ser
Lys
150
GIn
Thr
ser
Lys
Gly
230
Pro
Thr
Lys
GTu
Ser
310
Ala
Phe
Thr
ser
Arg
390
Pro
Ala
val
Tyr
Thr
470
Leu
Cys
Ser

Asp

ASp
Cys
Asn
Leu
55
Gly
Asp
Phe
Gly
Gly
135
Ala
Ala
Gly
Leu
AsSn
215
Gln
ser
Ala
val
Ser
295
Glu
Cys
Asn
Cys
val
375
Thr
Glu
Lys
ser
Lys
455
Ile
Pro
Leu
Ash

Ser

Glu
Arg
Trp
40

Met
Ser
val
Gly
Gly
120
Pro
ser
Pro
Glu
Glu
200
Glu
Gly
val
ser
G1In
280
Ala
Leu
Glu
Arg
Pro
360
rhe
Pro
val
Thr
val
440
Cys
ser
Pro
val
Gly

520
Asp

Leu
Ser
25

Phe
Ser
Gly
Gly
Gly
105
Gly
Glu
Gly
Gly
Pro
185
Thr
Asp
Thr
Phe
val
265
Trp
Thr
Thr
val
Gly
345
Pro
Leu
Glu
Lys
LyS
425
Leu
LyS
Lys
ser
Lys
505
Gln

Gly

Ser
10

ser
Leu
Met
Thr
val
a0

Gly
Ser
Leu
Tyr
Lys
170
Thr
Ser
Thr
Leu
Ile
250
val
Lys
Glu
Leu
Thr
330
Glu
Cys
Phe
val
Phe
410
Pro
Thr
val
Ala
Arg
490
Gly
Pro

ser

Asn
Lys
Gln
Arg
ASp
75

Tyr
Thr
Gly
LyS
Thr
155
Gly
Tyr
Ala
Ala
val
235
Phe
Cys
val
Gln
Ser
315
His
Arg
Pro
Pro
Thr
395
Asn
Arg
val
Sser
Lys
475
ASp
Phe
Glu

Phe

Pro

Ser

Arg

Glu
60

Phe
Tyr
Lys
Gly
Lys
140
Phe
Leu
Ala
Ser
Thr
220
Thr
Pro
Leu
AsSp
Asp
300
Lys
Gln
Thr
Ser
Pro
380
Ccys
Trp
Glu
Leu
Asn
460
Gly
Glu
Tyr
Asn

Phe

Page 1B

val
Leu
Pro
45

ser
Thr
Cys
Leu
Gly
125
Pro
Thr
Lys
Asp
Thr
205
Tyr
val
Pro
Leu
Asn
285
ser
Ala
Gly

Glu

Gly
365
Lys
val
Tyr
Glu
His
445
Lys
GIn
Leu
Pro
AsSn

525
Leu

Ser
Leu
30

Gly
Gly
Leu
Gin
Glu
110
Gly
Gly
ASp
Trp
Asp
190
Ala
Phe
Ser
ser

Asn

270

Ala
Lys
Asp
Leu
Pro
350
Ala
Pro
val
val
Gln
430
GIn
Ala
Pro
Thr
Ser
510
TYyr

Tyr

Ser
15
ASp
Gln
val
Glu
Gln
95
Ile
sSer
Glu
Phe
Met
175
Phe
TYr
cys
Ala
ASp
255
Tyr
Leu
Asp
Tyr
ser
335
Lys
Pro
Lys
val
ASp
415
Tyr
Asp
Leu
Arg
Lys
495
Asp
Lys

ser

Gly
LYs
ser
Ser
Ile
80

Leu
Lys
Gln

Thr

ser
160
Gly
Arg
Leu
Thr
ser
240
Glu
Phe
Glin
ser
Glu
320
ser
Ser
Glu
ASp
Asp
400
Gly
Ala
Trp
Pro
Glu
480
Asn
Ile
Thr

Lys



Leu
545
ser
ser
Leu
Gly
Ala
625
Ala
Gly
Arg
Ala
Ser
705
val
Gly
Gly
Gly
Lys
785
Arg
Gly

Ser

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

530
Thr

val
Leu
Thr
Gly
610
ser
Pro
Tyr
AsSp
Glu
690
Ser
Ser
Ser
Gln
Tyr
770
Leu
Phe

Leu

Gly

19
DN

<220>

val

Met

ser

Glu
595
Gly
Gly
Gly
Thr
Asn
675
ASp
Trp
sar
GIn
Ser
755
Asn
Ile
Ser
GIn

Ser
835

2427

A

Asp
His
Pro
580
ser
Leu
Phe
Lys
Lys
660
ser
Thr
Tyr
Gly
sSer
740
Ile
His
Ile
Gly
Ala

820
Thr

Lys
Glu
565
Gly
TYr
val
Thr
Gly
645
Tyr
Lys
Ala
Tyr
Gly
725
Ala
Thr
val
Tyr
ser
805
Glu

Tyr

2479_1040002_SequenceIDLgiging ascii

Ser
550
Ala
Asn
ser
GIn
Phe
630
Leu
Ala
Asn
val
Phe
710
Gly
Leu
Ile
ser
Asp
790
Lys
ASp

val

535
Arg

Leu
ser
Pro
Pro
615
ser
Glu
ASp
Thr
Tyr
695
Asp
Gly
Thr
Ser
Trp
775
val
Ser

Glu
Phe

Artificial Seguence

Trp
His
Leu
Asn
600
Gly
Phe
Trp
ser
Leu
680
Tyr
Tyr
sSer
Gln
Cys
760
TYr
ASp
Gly
Ala

Gly
840

Gln
Asn
Phe
585
Ser
Gly
Tyr
val
val
665
Tyr
Cys
Trp
Gly
Pro
745
Ser
GIn
His
Asn
Asp

825
Thr

Gln Gly
555
His Tyr
570
Asn GIn

Glu val

Ser Leu

GIn Met
635
Ser Gly
650
Lys Gly

Leu GIn

Ala Arg
GIn
715
Gly

Gly

Gly
730
Ala Ser

Gly Thr

GIn His

Arg Pro
795
Thr Ala
810
Tyr Tyr

Gly Thr

Asn
Thr
Glu
Gln
Arg
620
His
Ile
Arg
Met
Asp
700
Gly
Gly
val
Asp
Pro
780
ser
Ser
Cys
Lys

val
Gln
val
Leu
605
Leu
Trp
Tyr
Phe
Asn
685
Leu
Thr
Ser
ser
ser
765
Gly
Gly
Leu
ser

val
845

Phe
Lys
Gln
590
Leu
ser
val
Pro
Thr
670
Ser
Gly
Leu
Gly
Gly
750
Asp
Lys
Ile
Thr
ser

830
Thr

2E1

<223>

<400> 19

ttattcacag
ctggaatgca
caaaaggtgg
ctgcececttag
taccaatgca
aaagcttcct
gagctcacct
gttcctgcca
ctgcgcctaa
agggaactta
acctcgagceg
acctctgggg
acggtgtcgt
cagtcctcag
acccagacct
gttcgtacgg
gcacctgaac

Nucleotide se
(x0249)

tgacagtccc
actttgacac
aaaatgatac
ggaaggccrc
taatcatcta
acaggaaaat
gccaggetac
acaccagcca
ageccagcccee
ctttggccag
cctccaccaa
gcacagcgge
ggaactcagg
gactctactc
acatctgcaa
agcccaaatc

tcctgggtgg

taaggaactyg
tggaagtcat
atccccacac
gttccacata
tggggtrcgcec
aaacactcac
aggttatcct
ctccaggacc
tggcagaaac
cattgacctt
gggcccatcg
cctgggetge
cgccctgacc
cctcagcagc
cgtgaatcac
ttctgacaaa
accgtcagtc

guence of PDL2-CHL Fc(N297A) H68

tacataatag
gtgaaccttg
cgtgaaagag
cctcaagtec
tgggactaca
atcctaaagg
ctggcagaag
cctgaaggcc
ttcagctgtg
caaagtcaga
gtcttcececce
ctggtcaagg
agcggegtgce
gtggtgaccg
aagcccagca
actcacacat
ttectettee

agcatggcag
gagcaataac
ccactttgct
aagtgaggga
agtacctgac
ttccagaaac
tatcctggece
tctaccaggt
tgttctggaa
tggaacccag
tggcaccctc
actacttccc
acaccttecc
tgccctecag
acaccaaggt
gcccaccgtg
ccccaaaacce

Page 19

TXT
Ser Cys
560
ser Leu
575
Ile Pro

Glu Ser

Cys Ala
GIn
640
Gly

Arg

ser
655
Ile Ser

Leu Arg

Tyr Gly
Thr
720
Gly

val

Gly
735
Ser Pro

val Gly

Ala Pro

Asn
800
ser

Ser

Ile
815
Tyr Arg

val Leu

2

caatgtgacc
agccagtttg
ggaggagcag
cgaaggacag
tctgaaagtc
agatgaggta
aaacgtcagc
caccagtgtt
tactcacgtg
gacccatcca
ctccaagagc
cgagccggtg
ggctgtccta
cagcttgggc
ggacaagaaa
cccatccgga
caaggacacc

60
120
180
240
300
360
420
480
540
600
660
720
780
340
900
960
1020



ctcatgatct
cctgaggtca
ccgcgggagyg
caggactggc
cccatcgaga
ctgcccccat
ggcttctatc
tacaagacca
accgtggaca
gctctgcaca
aaccaagaag
aaggagtcag
Tcagggttct
ctggagtggc
tccagactat
ctgcaaactg
tactatgtta
ggctctggtg
ctcacccaat
agagccagtg
ccaggacagc
gccaggttta
gaggatgata
ggaggcacca

<210> 20

<211> 808
<212> PRT
<213>

<220>
<223>

2479_1040002_sequenceIDListing ascii

cccggaccec
agttcaactg
agcagtacgc
tgaatggcaa
aaaccatctc
cccgggatga
caagcgacat
cgcctceegt
agagcaggtg
accactacac
ttcaaattcc
gacctggcag
cattaaccgg
tgggaatgat
cgatcaccaa
atgacacagc
tggactactg
gcggtggatc
ctccagcttc
aaagtgttga
cacccaaact
gtggcagtgg
ttgcaatgta
agctggaaat

(X0249) -

<400> 20

tgaggtcaca
gtacgtggac
cagcacgtac
ggagtacaag
caaagccaaa
gctgaccaag
cgccgtggag
gctggactec
gcagcagggg
gcagaagagc
cttgaccgaa
cgtggegcecc
ctatggtgta
atggggtgat
ggacaactcc
cagatactac
gggrcaagga
cggcggaggt
tttggctgtg
atattatgtc
cctcatctet
gtctgggaca
tttctgtcag
caagtga

Artificial Sequence

tgcgtggtgy
ggcgtggagg
cgtgtggtca
tgcaaggtct
gggcagcecce
aaccaggtca
tgggagagca
gacggctcct
aacgtcttct
ctctcectgt
agttacagcc
tcacagagcc
aactgggttc
ggaagcacag
aagagccaag
tgtgctcggg
acctcagtca
gggtcgggtg
tctctaggtc
acaagtttaa
gctgctagcea
gactttagcc
caaagtagga

Amino acid sequence of PDL2-CHL Fc(N297A)

tggacgtgag
tgcataatgc
gcgtecteac
ccaacaaagc
gagaaccaca
gcctgacetg
atgggcagcc
tcttecctcta

catgctccgt

ctccgggtaa
cgaattctca
tgtccatcac
gccagcctee
actataattc
Ttttcttaaa
atggttatag
ccgtctectc
gcggeggatc
agagagccac
tgcagtggta
acgtagaatc
tcaacatcca
aggttccatg

H68

L TXT

ccacgaagac
caagacaaag
cgtcctgcac
cctcccagcec
ggtgtacacc
cctggtcaaa
ggagaacaac
cagcaagctc
gatgcatgag
ctcattattc
ggtgcagctg
atgcaccgtc
aggaaagggt
agctctcaaa
aatgaacagt
taactttcat
tgggggtgga
tgacattgtg
catctcctgc
Ccaacagaaa
tggggtccct
tcctgtggag
gacgttcggt

2E12

Leu
1

ser
Leu
Pro
Lys
65

Tyr
Thr
Lys
Tyr
Thr
145
Leu
Asn
Gln
Pro
Thr
225
Thr

Pro

Phe
Asn
Gly
His
50

Ala
Gln
Leu
val
Pro
130
ser
Arg
Thr
Met
ser
210
Ala
val

Ala

Thr

val
Ala
35

Arg
ser
Cys
Lys
Pro
115
Leu
His
Leu
His
Glu
195
val
Ala
ser

val

val
Thr
20

Ile
Glu
Phe
Tle
val
100
Glu
Ala
Ser
Lys
val
180
Pro
Phe
Leu
Trp

Leu

Thr
5
Leu
Thr
Arg
His
Ile
85
Lys
Thr
Glu
Arg
Pro
165
Arg
Arg
Pro
Gly
Asn

245
Gln

val

Glu

Ala
Ala
Ile
70

Ile
Ala
ASp
val
Thr
150
Pro
Glu
Thr
Leu
Cys
230
ser

ser

Pro
Cys
Ser
Thr
55

Pro
Tyr
Ser
Glu
Ser
135
Pro
Pro
Leu
His
Ala
215
Leu
Gly

Ser

Lys
Asn
Leu
40

Leu
GIn
Gly
Tyr
val

120
Trp

Glu

Gly
Thr
Pro
200
Pro
val
Ala

Gly

Glu
Phe
25

Gln
Leu
val
val
Arg
105
Glu
Pro
Gly
Arg
Leu
185
Thr
Ser
Lys
Leu

Leu

Leu
10
Asp

Tyr
Thr
Lys val
Glu Glu
val

75
Trp

GIn

Ala
90
Lys Ile

Leu Thr

Asn val

Leu Tyr
155
Asn Phe
170
Ala ser

Ser Ser

Ser Lys

Asp Tyr
235
Thr ser
250

Tyr Ser

Ile
Gly
Glu
GIn
60

Arg
Asp
Asn
Cys
ser
140
Gln
Ser
Ile
Ala
Ser
220
Phe
Gly

Leu

Page 20

Ile
ser
Asn
45

Leu
ASp
Tyr
Thr
Gln
125
val
val
Cys
Asp
ser
205
Thr
Pro
val

Ser

Glu
His
30

AsSp
Pro
Glu
Lys
His
110
Ala
Pro
Thr
val
Leu
190
Thr
Ser
Glu
His

Ser

His
val
Thr
Leu
Gly
Tyr
ITe
Thr
Ala
Ser
Phe
175
Gln
Lys
Gly
Pro
Thr

255
val

Gly
Asn
ser
Gly
GIn
80

Leu
Leu
Gly
Asn
val
160
Trp
ser
Gly
Gly
val
240
Phe

val

1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2427



Thr
Asn
Pro
305
Ala
Pro
val

val

Gln
385
Gln
Ala
Pro
Thr
Ser
465
TYr
Tyr
Phe
Lys
Gln
545
Lys
Thr
val

Gly
Ile
625
Leu
Ser
val

Gly
Pro
705

Arg
Tyr
Ser
Gly
Ala

785
Gly

val
His
290
Lys
Pro
Lys
val
Asp
370
TYr
Asp
Leu
Arg
Lys
450
Asp
Lys
ser
Ser
Ser
530
Ile
Glu
Cys
Arg
ASp
610
Thr
Gln
AsSn
Thr
Gly
690
Ala
Ala
Gln
Asn
Thr
770
Met

Gly

Pro
275
Lys
ser
Glu
Asp
Asp
355
Gly
Ala
Trp
Pro
Glu
435
Asn
Ile
Thr
Lys
Cys
515
Leu
Pro
Ser
Thr
GIn
595
Gly
Lys
Thr
Phe
val
675
Gly
Ser
ser
Glin
val
755
Asp
Tyr
Thr

260
ser

Pro
ser
Leu
Thr
340
val
val

Ser

Leu

Ala
420
Pro
Glin
Ala
Thr
Leu
500
Ser

Ser

Leu

Gly
va'l
580
Pro
Ser
Asp
ASp
His
660
Ser
Ser
Leu
Glu
Lys
740
Glu
Phe
Phe

Lys

ser
ser
Asp
Leu
325
Leu
Ser
Glu
Thr
AsSn
405
Pro
Gln
val
val
Pro
485
Thr
val
Leu
Thr
Pro
565
ser
Pro
Thr
Asn
Asp
645
Tyr
ser
Gly
Ala
ser
725
Pro
Ser
Ser
Cys

Leu

2479_1040002_gequenceIDListing ascii
265

ser
Asn
Lys
310
Gly
Met
His
val
Tyr
390
Gly
Ile
val
ser
Glu
470
Pro
val
Met
ser
Glu
550
Gly
Gly
Gly
Asp
ser
630
Thr
Tyr
Gly
Gly
val
710
val
Gly
Gly
Leu
Gln

790
Glu

Leu
Thr
295
Thr
Gly
Ile
Glu
His
375
Arg
Lys
Glu
Tyr
Leu
455
Trp
val
Asp
His
Pro
535
ser
ser
Phe
Lys
TYr
615
Lys
Ala
val
Gly
Gly
695
Ser
Glu
Gln
val
Asn
775
Gin

Ile

Gly
280
Lys
His
Pro
ser
Asp
360
Asn
val
Glu
Lys
Thr
440
Thr
Glu
Leu
Lys
Glu
520
Gly
Tyr
val
ser
Gly
600
Asn
ser
Arg
Met
Gly
680
Gly
Leu
Tyr
Pro
Pro
760
Ile
Ser

Lys

Thr
val
Thr
Ser
Arg
345
Pro
Ala
val
Tyr
Thr
425
Leu
Cys
Ser
Asp
Ser
505
Ala
Asn
Ser
Ala
Leu
585
Leu
ser
Gln
Tyr
Asp
665
Gly
ser
Gly
Tyr
Pro
745
Ala
His

Arg

Gln
Asp
Cys
val
330
Thr
Glu
Lys
Ser
Lys
410
Tle
Pro
Leu
Asn
ser
490
Arg
Leu
Ser
Pro
Pro
570
Thr
Glu
Ala
val
Tyr
650
Tyr
Ser
Asp
Gln
val
730
Lys
Arg
Pro

Lys

Thr
Lys
Pro
315
Phe
Pro
val
Thr
val
395
Cys
Ser
Pro
val
Gly
475
Asp
Trp
His
Leu
Asn
555
Ser
Gly
Trp
Leu
Phe
635
Cys
Trp
Gly
Ile
Arg
715
Thr
Leu
Phe
val

val
795

Tyr
Lys
300
Pro
Leu
Glu
Lys
Lys
380
Leu
Lys
Lys
ser
Lys
460
Gin
Gly
Glin
Asn
Phe
540
sSer
Gln
Tyr
Leu
Lys
620
Leu
Ala
Gly
Gly
val
700
Ala
ser
Leu
ser
Glu

780
Pro

Page 21

Ile
285
val
Cys
Phe
val
Phe
365
Pro
Thr
val
Ala
Arg
445
Gly
Pro
Ser
Gln
His
525
Asn
GlIn
Ser
Gly
Gly
605
Ser
Lys
Arg
Gln
Gly
685
Leu
Thr
Leu
Ile
Gly
765
Glu

Trp

270
Ccys

Arg
Pro
Pro
Thr
350
Asn
Arg
val
Ser
Lys
430
Asp
Phe
Glu
Phe
Gly
510
Tyr
Gln
val
Leu
val
590
Met
Arg
Met
Asp
Gly
670
Gly
Thr
Ile
Met
Ser
750
Ser
Asp

Thr

LTIXT

Asn
Thr
Ser
Pro
335
Cys
Trp
Glu
Leu
Asn
415
Gly
Glu
Tyr
Asn
Phe
495
Asn
Thr
Glu
Gln
Ser
575
Asn
Ile
Leu
Asn
Gly
655
Thr
ser
Gln
Ser
Gln
735
Ala
Gly
Asp

Phe

val

Glu
Gly
320
Lys
val

Tyr
Glu
His

400
Lys
GIn
Leu
Pro
Asn
480
Leu
val

Gln
val

Leu
560
Ile
Trp
Trp
ser
ser
640
Tyr
Ser
Gly
ser
Ccys
720
Trp
Ala
Ser
Ile

Gly
800



<210> 21
<211> 2331
<212> DNA

BOS5

<213> Artificial Sequence

<220>

<223> Nucleotide seguence of monoIL10 ck(YAE) FC(N297A)

H68 3D1 (X0281)

<400> 21

agcccaggcc
aacatgcttc
gatcagctgg
ggttgccaag
gagaaccaag
ctcaggctga
ggcggtaaga
ggcatctaca
acaatgaaga
tctgatgagc
cccagagadg
gagagtgcca
ctgagcaaag
ctgagctcgc
gacaaaactc
tcagtcttcc
gtcacatgcg
gtggacggcg
acgtaccgtg
tacaagtgca
gccaaagggc
accaagaacc
gtggagtggg
gactccgacg
caggggaacg
aagagcctct
accgaaagtt
aggcctggag
gctatacagt
atttactatg
gacaaatcct
atctattact
accgtctect
ggcggcggat
gagaaggtca
aactacttgg
gcatccacta
ttcactctca
tcttataatc

<210> 22

<211> 776
<212> PRT
<213>

<220>
<223>

agggcaccca
gagatctccg
acaacttgtt
ccttgtctga
acccagacat
ggctacggcg
gcaaggccgt
aagccatgag
tacgaaactc
agttgaaatc
ccaaagtaca
cagagcagga
cagactacga
ccgtcacaaa
acacatgccc
tcttcceccec
tggtggtgga
tggaggtgca
tggtcagcgt
aggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctccttctt
tcttctcatg
ccctgtetcec
acagcccgaa
aatcagtgaa
gggtgaagca
ataatacaaa
ccagcacagc
gtgcaagagc
€agggggtgg
ctgacattgt
ctatgagctg
cttggtacca
gggaatctgg
ccatcagcag
tttacacgtt

H68 3D1 (X02B81)

<400> 22

gtctgagaac
agatgccttc
gttaaaggag
gatgatccag
caaggcgcat
ctgtcatcga
ggagcaggtg
tgagtttgac
gagcactgtg
tggaactgcc
gtggaagatyg
cagcaaggac
gaaacacaaa
gagcttcaac
accgtgecca
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgcctg
gcagccggag
cctctacagc
ctcegtgatg
gggtaactca
ttctcaggtc
gatttcctge
gagtcatgca
ctacaaccag
ctatatggaa
ggcctggtat
aggctctggt
gctgtcacag
caaatccagt
gcagaaacca
ggtccctgat
tgtgcaggct
€ggagggagy

artificial sequence

agctgcaccc
agcagagtga
tccttgetgg
ttttacctgg
gtgaactccc
tttcttccct
aagaatgcct
atcttcatca
gctgcaccat
tctgttgtgt
gataacgccc
agcacctaca
gtctacgect
aggggagagc
tccggagceac
gacaccctca
gaagaccctg
acaaagccgce
ctgcaccagg
ccagccccca
tacaccctgce
gtcaaaggct
aacaactaca
aagctcaccg
catgaggctc
ttattcaacc
cagctgcagc
aagggttccg
aagagtctag
aagtttaagg
cttgccagat
atggactact
ggcggtgget
tctccatcct
cagagtctgce
gggcagtctc
cgcttcacag
gaagacctgg
accaagctgg

2479_1040002_SequenceIDListing ascii

acttcccagg
agactttctt
aggactttaa
aggaggtgat
tgggggagaa
gtgaaaacgg
ttaataagct
actacataga
ctgtcttcat
gcctgctgaa
tccaatcggg
gcctcagcag
gcgaagtcac
gtacggagcc
ctgaactcct
tgatctceeg
aggtcaagtt
gggaggagca
actggctgaa
‘tcgagaaaac
ccccatceeg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
aagaagttca
agtctgggcc
gctacacatt
agtggattgg
gcaaggccac
tgacatctga
ggggtcaagg
ctggcggagg
ccctggetgt
tcaacagtag
ctaaactgct
gcagtggatc
cagtttatta
aaataaaata

Amino acid sequence of monoIL10 Ck(YAE) Fc(N297A)

L TXT

caacctgcect
tcaaatgaag
gggttacctyg
gccccaagcet
cctgaagacc
tggtggatcc
ccaagagaaa
agcctacatt
cttccecgeca
ttacttctat
taactcccag
cgagctgacg
ccatcagggc
caaatcttct
gggtggaccg
gacccctgag
caactggtac
gtacgccagc
tggcaaggag
catctccaaa
ggatgagctg
cgacatcgcc
tccecgtgctg
caggtggcag
ctacacgcag
aattcccttg
tgagctggtg
cactgattat
agttattaat
aatgactgta
ggattctgec
aacctcagtc
tggatccggt
gtcagcagga
aacccgagag
gatctactgg
tgggacagat
ctgcacgcaa
a

Sir Pro Gly Gln G1y Thr 61n Ser Glu Asn Ser Cys Thr His Phe Pro
10

15

Gly Asn Leu Pro Asn Met Leu Arg Asp Leu Arg Asp Ala ;Be Ser Arg
2 25

0
val Lys Thr Phe Phe GIn Met Lys Asp Gln Leu Asp Asn Leu lLeu Leu
Page 22

60
120
180
240
300
360
420
480
540
600
660 |,
720
780
340
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2331




Lys
Leu
Glu
Asn
Pro
Gln
Ala
145
Thr
Ile
val

Lys
Glu
225
Leu
Thr
Glu
Cys
Phe
305
val

Phe
Pro
Thr
val

385
Ala
Arg
Gly
Pro
Ser

465
GIn

ASn
Gln
Ser
545
Ala

Gly

Glu
50
Ser
Asn
Leu
Cys
val
130
Met
Met
Phe
Cys
val
210
Gln
ser
His
Arg
Pro
290
Pro
Thr
Asn
Arg
val
370
sSer
Lys
Asp
Phe
Glu
450
Phe
Gly
Tyr
Gln
val
530
val
Ile

val

35
Ser

Glu
G1n
Lys
Glu
115
Lys
Ser
Lys
Pro
Leu
195
ASp
Asp
Lys
Gln
Thr
275
sSer
Pro
Cys
Trp
Glu
355
Leu
Asn
Gly
Glu
Tyr
435
Asn
Phe
Asn
Thr
Glu
515
Gln
Lys
Gln

Ile

Leu
Met
ASp
Thr
1.00
Asn
Asn
Glu
Ile
Pro
180
Leu
Asn
ser
Ala
Gly
260
Glu
Gly
Lys
val

Tyr
340
Glu
His
Lys
Gln
Leu
420
Pro
Asn
Leu
va’l

Gln
500
val

Leu
Ile
Trp

Asn

Leu
Ile
Pro
85
Leu
Gly
Ala
Phe
Al
165
Ser
Asn
Ala
Lys
AsSp
245
Leu
Pro
Ala
Pro
val
325
val
G1n
GlIn
Ala
Pro
405
Thr
ser
Tyr
Tyr
Phe
485
Lys
GIn
Gln
ser
val

565
ITe

2479._1040002_sequenceIDListing ascii
40 45

Glu
Gln
70

ASp
Arg
Gly
Phe

ASD
150

g Asn

Asp
Tyr
Leu
Asp
230
Tyr
ser
Lys
Pro
Lys
310
val
Asp
Tyr
ASp
Leu
390
Arg
Lys
Asp
Lys
ser
470
sar
Ser
Ile
Gln
Cys
550
Lys

Tyr

Asp
55

Phe
Ile
Leu
Gly
Asn
135
Ile
Ser
Glu
Phe
Gln
215§
Ser
Glu
ser
ser
Glu
295
Asp
Asp
Gly
Ala
Trp
375
Pro
Glu
Asn
Ile
Thr
455
Lys
Cys
Leu
Pro
Ser
535
Lys
Gln

Tyr

Phe
Tyr
Lys
Arg
Ser
120
Lys
Phe
ser
Gln
Tyr
200
Ser
Thr
Lys
Pro
ser
280
Leu
Thr
val
val
ser
360
Leu
Ala
Pro
GlIn
Ala
440
Thr
Leu
sar
ser
Leu
520
Gly
Gly
Ser

Asp

LysS
Leu
Ala
Leu
105
Gly
Leu
Ile
Thr
Leu
185
Pro
Gly
Tyr
His
val
265
Asp
Leu
Leu
Ser
Glu
345
Thr
Asn
Pro
Gln
val
425
val
Pro
Thr
val
Leu
505
Thr
Pro
ser
His

Asn

Gly
Glu
His
a0

Arg
Gly
Gln
Asn
val
170
Lys
Arg
AsSn
sSer
Lys
250
Thr
Lys
Gly
Met
His
330
val
Tyr
Gly
Ile
val
410
Ser
Glu
Pro
val
Met
490
ser
Glu
Glu
Gly
Ala

570
Thr

Tyr
Glu
75

val
Arg
Lys
Glu
Tyr
155
Ala
ser
Glu
Ser
Leu
235
val
Lys
Thr
Gly
Ile
315
Glu
His
Arg
Lys
Glu
395
Tyr
Leu
Trp
val
Asp
475
His
Pro
ser
Leu
Tyr
555
Lys

Asn

Leu
60
val
Asn
Cys
ser
Lys
140
Ile
Ala
Gly
Ala
GIn
220
ser
Tyr
Ser
His
Pro
300
Ser
ASp
Asn
val
Glu
380
Lys
Thr
Thr
Glu
Leu
460
Lys
Glu
Gly
Tyr
val
540
Thr
ser

Tyr

Page 23

Gly
Met
Ser
His
Lys
125
Gly
Glu
Pro
Thr
Lys
205
Glu
ser
Ala
Phe
Thr
285
Ser
Arg
Pro
Ala
val
365
Tyr
Thr
Leu
Cys
Ser
445
ASD
Ser
Ala
Asn
ser
525
Arg
Phe
Leu

Asn

Cys

Pro

Leu.

AT
110
Ala
Ile
Ala
ser
Ala
190
val
ser
Glu
Cys
Asn
270
Cys
val
Thr
Glu
Lys
350
ser
Lys
Ile
Pro
Leu
430
AsSn
ser
Arg
Leu
ser
510
Pro
Pro
Thr
Glu

GIn

. TXT

GIn
GTn

Gly
95

g Phe

val

Tyr
Tyr
val

175
Ser
Gln
Ala
Leu
Glu
255
Arg
Pro
Phe
Pro
val

335
Thr
val

Cys
Ser
Pro
415
val

Gly
ASp
Trp
His
495
Leu
Asn
Gly
Asp
Trp

575
Lys

Ala
Ala
80
Glu
Leu
Glu
Lys
Ile
160
Phe
val
Trp
Thr
Thr
240
val
Gly
Pro
Leu
Glu
320
Lys
Lys
Leu
Lys
Lys
400
ser
Lys
Gln
Gly
Gln
480
Asn
Phe
Ser
Glu
Tyr
560
Ile

Phe



Lys Gly Lys
595
Glu
610

Arg

Met

Ala
625
Thr val

Gly Gly

ser Sser

675
Ser Gln
690

Tyr

Ser
Trp Gln
705
Ala ser

Ser Gly
val
755
Thr

Leu Ala

Gly Gly
770

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

<220>
<223>

23
2330
DNA

301 (

<400> 23

agcccaggcc
aacatgcttc
gatcagctgyg
ggttgccaag
gagaaccaag
ctcaggctga
ggcggtaaga
ggcatctaca
acaatgaaga
tctgatgagc
cccagagaggd
gagagtgtca
ctgagcaaag
ctgagctcgc
gacaaaactc
tcagtcttcec
gtcacatgcg
gtggacggcg
acgtaccgtg
tacaagtgca
gccaaagggc
accaagaacc
9tggagtggg
gactccgacg
caggggaacg
aagagcctct
accgaaagtt
aggcctagag
gctatacagt
atttactatg
gacaaatcct

Leu
Ala
ser
Ser

Leu

Thr
Thr

2479_1040002_SequenceIDListing ascii

580
Ala Thr

Ala Arg

Ala Trp

ser Gly
645
Gly Gly
660
Ala val

S5er Leu

Gln Lys
Glu
725
Phe

Arg

Asp
740
Tyr Tyr

Lys Leu

X0282)

agggcaccca
gagatctccg
acaacttgtt
ccttgtctga
acccagacat
ggctacggcg
gcaaggccgt
aagccatgag
tacgaaactc
agttgaaatc
Ccaaagtaca
cagagcagga
cagactacga
ccgtcacaaa
acacatgccc
tcttececeee
tggtggtgga
tggaggtgca
tggtcagcgt
aggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gcteccttett
tcttctcatg
ccctgtetec
acagcccgaa
aatcagtgaa
gggtgaagca
ataatacaaa
ccagcacagc

Met
Leu
Tyr
630
Gly
Gly
ser
Leu
Pro
710
Ser
Thr

Cys

585
val Asp
600

ser

Thr Lys Ser

Thr Glu
615
Met

Asp Ser
Gly
635
Gjy

Asp Tyr Trp
Gly
650

Ile

Gly Gly ser

Gly Ser Asp val

665
Ala Gly Glu val
680

Ser

Lys
Asn Thr
695
Gly

Arg Arg

Gln Ser Pro Lys

715
Gly val Pro Asp Arg
730
ITe ser
745

Ser

Leu Thr ser

Thr Gin Tyr Asn

Glu

760
Ile Lys

775

artificial Sequence

gtctgagaac
agatgccttc
gttaaaggag
gatgatccag
caaggcgeat
ctgtcatcga
ggagcaggtg
tgagtttgac
gagcactgtg
tggaactgcc
gtggaaggtg
cagcaaggac
gaaacacaaa
gagcitcaac
accgtgccca
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgcctg
gcagcceggag
cctctacagce
ctccgtgatg
gggtaactca
ttctcaggtc
gatttcctgc
gagtcatgca
ctacaaccag
ctatatggaa

agctgcaccc
agcagagtga
tccttgetog
ttttacctgg
gtgaactccc
tttcttcect
aagaatgcct
atcttcatca
gctgcaccat
tctgttgtgt
gataacgccc
agcacctaca
gtctacgcct
aggggagagc
tccggagcac
gacaccctca
gaagaccctg
acaaagccgc
ctgcaccagg
ccagccccca
tacaccctgce
gtcaaaggct
aacaactaca
aagctcaccyg
catgaggctc
ttattcaacc
cagctgcagc
aagggttccg
aagagtctag
aagtttaagg
cttgccagat

590
Ser Thr
605

Ile

Ser

Ala
620
GIn

Tyr

Gly Thr

Gly Gly Ser
GIn
670

sSer

Leu Ser

Thr Met
685
Glu Asn
700

Leu

Tyr

Leu Ile

Phe Thr Gly
Ala
750

Thr

val G1n

Leu Tyr

765

Nucleotide sequence of monoIllOCkwtFc(N297A)HE8

acttcccagg
agactttctt
aggactttaa
aggaggtgat
tgggggagaa
gtgaaaacgg
ttaataagct
actacataga
ctgtcttcat
gcctgectgaa
tccaatcggy
gcctcagcag
gcgaagtcac
gtacggagcc
ctgaactcct
tgatctcceg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
ccccatececg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
aagaagttca
agtctgggcc
gctacacatt
agtggattgg
gcaaggccac
tgacatctga

Page 24

L TXT

Ala Tyr

TYr Cys
val
640
Gly

ser

Gly
655
Ser Pro

Cys Lys

Leu Ala
Trp
720
Gly

TYyr

Ser
735
Glu Asp

Phe Gly

caacctgcct
tcaaatgaag
gggttacctg
gccccaagct
cctgaagacc
tggtggatcc
ccaagagaaa
agcctacatt
cttcccgeca
taacttctat
taactcccag
caccctgacg
ccatcagggc
caaatcttct
gggtggaccyg
gacccctgag
caactggtac
gtacgccagc
tggcaaggag
catctccaaa
ggatgagctg
cgacatcgcc
tccecgtgetg
caggtggcag
ctacacgcag
aattcccttg
tgagctggtg
cactgattat
agttattaat
aatgactgta
ggattctgcc

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860



atctattact
accgtctcct
ggcggcggat
gagaaggtca
aactacttgg
gcatccacta
ttcactctca
tcttataatc

<210> 24

<211> 776
<212> PRT
<213>

<220>

2479_1040002_sequenceIDListing ascii

gtgcaagagc
cagggggtygg
ctgacattgt
ctatgagctg
cttggtacca
gggaatctgg
ccatcagcag
tttacacgtt

ggcctggtat
aggctctggt
gctgtcacag
caaatccagt
gcagaaacca
ggtccctgat
tgtgcaggct
€ggagggggg

Artificial sequence

atggactact
ggcggtgget
tctccatect
cagagtctgc
gggcagtcte
cgcttcacag
gaagacctgg
accaagctgd

ggggtcaagg
ctggcggagg
ccctggctgt
tcaacagtag
ctaaactgct
gcagtggatc
cagtttatta
aaataaaata

<223> Aamino acid sequence of monoIllOCkwtFc(N297A)HGS
3D1 (x0282)

<400> 24
Ser
1
Gly Asn
val Lys

35
Glu
50
Ser

Lys

Leu
65
Glu Asn

Asn Leu

Pro Cys
val
130
Met

Gln

Ala
145
Thr Met

Ile Phe

val Cys
val
210
Gln

Lys

Glu
225
Leu Ser

Thr His

Glu Arg
Pro
290
Pro

Cys

Phe
305
val Thr

Phe Asn

Pro Arg
val
370
Ser

Thr
val

Pro Gly
Leu
Thr
ser
Glu
Gln
Lys
Glu
115
Lys
ser
Lys
Pro
Leu
195
Asp
ASp
LysS
Gln
Thr
275
ser
Pro
Cys
Trp
Glu
355

Leu

Asn

GIn Gly
5
Pro Asn
20
Phe Phe

Leu Leu

Met Ile

AsSp Pro
85

Thr Leu
100
Asn Gly

Asn Ala

Glu Phe

Thr
Met
Gln
Glu
Gln
70

Asp
Arg
Gly
Phe

Asp

Gln Ser

Leu Arg

Met Lys

Asp Phe
55
Phe Tyr

Ile Lys

Leu Arg

ser
120
Lys

Gly

Asn
135

ITe pPhe

150

Ile Arg
165
Pro ser
180

Leu Asnh

Ashn Ala

Ser Lys

Asn
Asp
Asn
Leu

ASp

Ser Ser

Glu GIn

Phe Tyr
200
Gln Ser
215

ser Thr

230

Ala Asp
245
Gly Leu
260

Glu Pro

Gly Ala

Lys Pro

Tyr
ser
Lys
Pro

Lys

GIu Lys

Ser Pro

ser ser
280
Glu Leu
295

Asp Thr

310

val
325
val

val

Tyr
340
Glu GIn

His Gln

Lys Ala

val
Asp
Tyr
ASp

Leu

Asp val

Gly val

Ala Ser
360
Trp Leu
375

Pro Ala

Glu Asn Ser
10

ASp Leu

25

AsSp

Arg

GIn Leu

Lys Gly Tyr

Leu Glu Glu

His val
90
Arg

Ala

Leu
105
Gly

Arg

Gly Lys

Leu Gln Glu

Ile Asn Tyr
155
val
170

Lys

Thr
Leu Ser
185
Pro

Arg Glu

Gly Asn Ser
Leu
235

val

Tyr ser

His Lys
250
val Thr
265

Asp

Lys

Lys Thr

Leu Gly

Leu Met

315
His Glu
330
val

Ser

Glu His

345

Thr Tyr Arg

Asn Gly Lys

Pro Ile

Ala

Gly

Ile

Glu

Cys Thr

Asp Ala
30
Asn
45
Gly

ASp

Leu
60
val met

Asn Ser

Cys His

His
Phe
Leu
Ccys
Pro
Leu

Arg

. TXT

aacctcagtc
tggatccggt
gtcagcagga
aacccgagag
gatctactgg
tgggacagat
ctgcacgcaa

Phe
15
ser

Pro
Arg
Leu Leu
Gln Ala
Ala

80
Glu

Gln
Gly

Phe Leu

110

ser Lys
125
Lys Gly
140

Ile Glu

Ala Pro

Gly Thr

Ala
Ile
Ala
Ser

Ala

val Glu

Tyr Lys
Ile
160
Phe

Tyr

val
175

Ser val

190

Ala Lys
205
GIn Glu
220
ser Sser

Tyr Ala

Ser Phe

val
ser
Thr
cys

Asn

Gln Trp

val Thr

Thr
240
val

Leu

Glu
255

Arg Gly

270

Thr
285
ser

His

Pro
300
Ser Arg

Asp Pro

Asn Ala

Cys
val
Thr
Glu

LysS

Pro Pro

Phe Leu

Glu
320
Lys

Pro

val
335

Thr Lys

350

val
365
TYr

val

Glu
380

Lys Thr

Page 25

ser
LyS
Ile

val Leu

Cys Lys

Ser Lys

1920
1980
2040
2100
2160
2220
2280
2330




385
Ala

- Arg
Gly
Pro
ser
465
GIn
His
Asn
Gln
Ser
545
Ala
Gly
Lys
Met
Ala
625
Thr
Gly
Ser
ser
Trp
705
Ala
Ser

Leu

Gly

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

Lys Gly

Asp Glu
Phe Tyr

435
Glu Asn
450
Phe Phe

Gly Asn

Tyr Thr
Glu
515
Gln

Gln

val
530
val Lys

Ile GIn

val Ile

Gly Lys
595
Glu Leu
610
Arg Ala

val Ser

Gly Ser
Leu
675
Gln

Ser

ser
690
Tyr GIn

Ser Thr

Gly Thr
val
755
Thr

Ala

Gly
770

25
1806
DNA

<220>

<223>

(anti-c-Met) scFv, human IgGl SCC-P

IgGl

<400> 25

atggaagcac
gacatccaga
atcacttgtc
gggaaagccc
aggttcagtg
gaagattttg

2479_1040002_SsequenceIDListing ascii

380

GIln Pro
405
Leu Thr
420

Pro Ser

Asn Tyr

Leu Tyr

Arg
Lys
ASp
Lys

Ser

Glu
Asn
Ile
Thr

455
Lys

470

Phe
485
Lys

val

Gin
500
val Gln

Leu GIn

Ile Ser

val
565
Ile

Trp

Asn
580
Ala Thr

Ala Arg

Ala Trp

Ser
Ser
Ile
G1n
Cys
550
Lys
Tyr
Met
Leu

TYr

Cys
Leu
Pro
Ser
535
Lys
Gln
Tyr
Thr
Thr

615
Met

630

ser Gly
645
Gly Gly
660
Ala val

Ser Leu

Gln Lys

Gly
Gly
Ser
Leu

Pro

Gly
Gly
Ala
Asn

695
Gly

710

Glu
725
Phe

Arg

Asp
740
Tyr Tyr

Lys Leu

CHZ2, human

cagcgcagcet
tgacccagtc
gggcaagtca
ctaagctcct
gcagtggatc
caacttacta

ser
Thr
Cys
Giu

Gly
Leu
Thr

Ile
775

Artificial Sequence

Pro
GIn
Ala
440
Thr
Leu
ser
ser
Leu
520
Gly
Gly
Sar
Asp
val
600
ser
ASp
Gly
ser
Gly
680
Ser
Gln
val
Thr
Gin

760
Lys

GIn
val
425
val
Pro
Thr
val
Leu
505
Thr
Pro
ser
His
Asn
585
Asp
Glu
Tyr
ser
Asp
665
Glu
Arg
Ser
Pro
Ile

745
Ser

val
410
ser
Glu
Pro
val
Met
490
Ser
Glu
Glu
Gly
Ala
570
Thr
LYS
ASp
Trp
Gly

650
Ile

LysS

Thr
Pro
Asp
730
Ser

Tyr

395
TYr

Leu
Trp
val
Asp
475
His

Pro

Ser

Leu
TYr
555
Lys
Asn
ser
ser
Gly
635
Gly
val
val
Arg
Lys
715
Arg

Ser

Asnh

Thr
Thr
Glu
Leu
460
Lys
Glu
Gly
Tyr
val
540
Thr
ser
Tyr
Ser
Ala
620
GIn
Gly
Leu
Thr
Glu
700
Leu
Phe
val

Leu

Leu
Cys
ser
445
Asp
sSer
Ala
Asn
Ser
525
Arg
Phe
Leu
ASn
Ser
605
Ile
Gly
Gly
Ser
Met
685
Asn
Leu
Thr

GIn

TYr
765

Pro
Leu
430
Asn
ser
Arg
Leu
Ser
510
Pro
Pro
Thr
Glu
Gln
590
Thr
Tyr
Thr
Ser
Gln
670
ser
Tyr
Ile
Gly
Ala

750
Thr

Nucleotide sequence for ORN116 comprising MET021

hinge,

human

TgGl CH3 and human CH1

tctettocte
tccatcctec
gagcattagg
gatctatgct
tgggacagac
ctgtcaacag

ctgcractct
ctgtctgceat
aactatttaa
gcatccagtt
ttcattctca
agttacgtta

ggctcccaga
ctgtaggaga
attggtatca
tgcaaagtgg
ccatcagcag
ccccgeteac

Page 26

LTIXT
400
Pro ser
415
val Lys

Gly Gln

Asp Gly
GIn
480
Asn

Trp

His
495
Leu Phe

Asn Ser

Gly Glu

Asp Tyr
560
Trp ITe
575
Lys Phe

Ala Tyr

Tyr Cys
val
640
Gly

Ser

Gly
655
Ser Pro

Cys Lys

Leu Ala

Trp
720
Gly

Tyr

ser
735
Glu Asp

Phe Gly

taccaccggt
cagagtcacc
gcaggaacca
ggtcccatca
tctgcagect
tttcggcgga

60

120
180
240
300
360



gggaccaagg

ggatccggtg
cctggtggtt
atgctttggg
tctggtggcec
aactctaaga
tattactgtg
atggtcaccg
tgcccatccyg
cccaaggaca
agccacgaag
gccaagacaa
accgtcctgc
gccetceecag
caggtgtaca
tgcctggtca
ccggagaaca
tacagcaagc
gtgatgcatyg
daatctagag
acctctygggg
acggtgtcgt
cagtcctcag
acccagacct
gtttga

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

<220>
<223>

26
1797
DNA

2479_1040002_sequenceIDListing ascii

tggagatcaa
gcggeggetce
ctttacgtct
ttcgccaagce
ttactgagta
atactctcta
cgagacgggc
tctcctcgag
gagcacctga
ccctcatgat
accctgaggt
agccgeggga
accaggactg
cccccatcga
ccctgccccce
aaggcttcta
actacaagac
tcaccgtgga
aggctctgca
cctccaccaa
gcacagcggce
ggaactcagg
gactctactc
acatctgcaa

agggggtgga
tgaagttcaa
ttcttgeget
tcctggtaaa
tgctgactecc
cttgcagatg
tccceggtec
cgagcccaaa
actcctgggt
ctcccggacce
caagttcaac
ggagcagtac
gctgaatggce
gaaaaccatc
atcccgggat
tccaagcgac
cacgcctecce
caagagcagg
caaccactac
gggcccateg
cctgggetgce
cgccctgacce
cctcagcagce
cgtgaatcac

Artificial Sequence

ggctctggtg
ttgttagagt
gcttccggat
ggtttggagt
gttaaaggtc
aacagcttaa
ctttcttttg
tcttctgaca
ggaccgtcag
cctgaggtca
tggtacgtgg
aacagcacgt
aaggagtaca
tccaaagcca
gagctgacca
atcgeccgtag
gtgctggact
tggcagcagg
acgcagaaga
gtcticcccc
ctggtcaagg
agcggegrgc
gtggtgaccg
aagcccagca

gcggtggetc
ctggtggcgg
tcactttctc
gggtttctta
gcttcactat
gggctgagga
atatctgggg
aaactcacac
tcttectott
catgcgtggt
acggcgtgga
accgtgtogt
agtgcaaggt
aagggcagcce
agaaccaggt
agtgggagag
ccgacggctc
ggaacgtctt
gcctcteect
tggcacccte
actacttccce
acacctteccc
tgccetccag
acaccaaggt

Nucleotide sequence for ORN145 comprising : 4C04
(anti-RON} scFv, human IgGl SCC-P-hinge,

human

IgGl CHZ, human IgGl CH3 and human CH1l

<400> 26

atggaagcac
gacattcaga
atcacatgecc
gggaaatctc
aggttcagtg
gaagattttg
ggcaccaagc
ggctctcaga
aagatatcct
cagaagcctg
agatacaatyg
gcctacatgc
tccgectact
gtctcctcga
ggagcacctg
accctcatga
gaccctgagg
aagccgcggg
caccaggact
gceccecatcg
accctgececec
aaaggcttct
aactacaaga
ctcaccgtgg
gaggctctgc
gcctccacca
ggcacagcgg
tggaactcag
ggactctact
tacatctgca

cagcgcagct
tgacccagtc
tggcaagtca
ctcagctcct
ctagtggatc
taagttatta
tggaaatcaa
tccagctgea
gcaaggcttc
gacagggact
agaaattcag
agctcagcag
atggtaacta
gcgagcccaa
aactcctggg
tcteceggac
tcaagttcaa
aggagcagta
ggctgaatgg
agaaaaccat
catcccggga
atccaagcga
ccacgcectcc
acaagagcag
acaaccacta
agggcccatc
ccctgggetg
gcgccctgac
ccctcageag
acgtgaatca

tctettecte
tcctgectec
gaccattggr
gatttatgct
tggcacaaaa
ctgtcaacaa
aggtggcggt
gcagrctgga
tgactacaca
tgagtggatt
ggacaaggcc
cctgacatca
cgttgctatg
atcttctgac
tggaccgtca
ccctgaggtc
ctggtacgtg
caacagcacg
caaggagtac
ctccaaagcc
tgagctgacc
catcgccgtg
cgtgctggac
gtggcagcag
cacgcagaag
ggtcttcecec
cctggtcaag
cagcggcgtg
cgtggtgacc
caagcccagc

ctgctactct
cagtctgcat
acatggttag
gcaaccagct
ttrtcttitca
ctttacaata
ggctctggeg
cctgagctgg
ctcactgact
gggaggattt
atactgaccg
gaggacactg
gactactggg
aaaactcaca
gtcttcctet
acatgcgtgg
gacggcgtag
taccgtgtgg
aagtgcaagg
aaagggcagc
aagaaccagg
gagtgggaga
tccgacggct
gggaacgtct
agcctctecce
ctggcaccct
gactacttcc
cacaccttec
gtgccecteca
aacaccaagg

ggctcccaga
ctctgggaga
catggtatca
tggcagatgg
agatcgacag
ctcegtggac
gaggtggatc
tgaagcctgg
tctatatgaa
atcctggaac
tggacacgtc
ctgtctattt
gtcaaggaac
catgcccacc
tccccccaaa
tggtggacgt
aggtgcataa
tcagcgtcct
tctccaacaa
cccgagaacc
tcagcctgac
gcaatgggca
ccttcttcct
tctcatgctc
tgtctccgyg
cctccaagag
ccgagccggt
cggctgtcct
gcagcttggg
tggacaagaa

Page 27

IXT

tggcggaggt
tcttgtteag
taagtacgat
tatctatcct
ctctagagac
cacggccgtg
ccaagggaca
atgcccaccg
ccccccaaaa
ggtggacgtg
ggtgcataat
cagcgtcctc
ctccaacaaa
ccgagaacca
cagcctgacc
caatgggcag
cttecttecte
ctcatgctcc
gtctccgggt
ctccaagagc
cgagcecggty
ggctgtccta
cagcttgggc
ggacaagaaa

taccaccggt
aagtgtcacc
gcagaaacca
ggtcccatca
cctacagtct
gttcggtgga
cggtggcggc
gacttcagtg
ctgggtgagg
cgataaaact
ctccagcaca
ctgtgcaaga
ctcagtcacc
gtgcccatcc
acccaaggac
gagccacgaa
tgccaagaca
caccgtcctg
agccctceccca
acaggtgtac
ctgcctggtc
gccggagaac
ctacagcaag
cgtgatgcat
taaatctaga
cacctctggg
gacggtgtcg
acagtcctca
cacccagacc
agtttga

420
480
540
600
660
720
780
840
900
360
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1806

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1797



27
1818
DNA

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

<220>
<223>

CH2,

<400> 27

atggaagcac
gacattcaga
atcacatgcc
gggaaatctc
aggttcagtg
gaagattttg
ggcaccaagc
ggctctcaga
aagatatcct
cagaagcctyg
agatacaatg
gcctacatgce
tccgectact
gtctcctcga
ggagcacctg
accctcatga
gaccctgagyg
dagccgcgygg
caccaggact
gccececatceg
accctgceccc
aaaggcttct
aactacaaga
Cctcaccgtgg
gaggctctgc
actgtggctg
actgcctctg
aaggtggata
aaggacagca
cacaaagtct
ttcaacaggg

<210> 28

<211> 1806
<212> DNA
<213>

<220>
<223>

CHZ2,

<400> 28

atggaagcac
gacatccaga
ctcacttgtc
gatggtacta
aggttcagtg
gaagattttg
ggcaccaagc
ggctctcagg
aagatgtcct
gagaggcctg
gagtccaatc
gcctacatgc
ctacggccct
gagcccaaat

2479_1040002_sequenceIDListing ascii .TXT

Artificial sequence

NucTeotide sequence for ORN146 comprising :
(anti-RON) scFv, human IgGl SCC-P

human cH3, and human Ck(YAE)

cagcgcaget
tgacccagtc
tggcaagtca
ctcagctecet
ctagtggatc
taagttatta
tggaaatcaa
tccagctgea
gcaaggcttc
gacagggact
agaaattcag
agctcagcag
atggtaacta
gcgagcccaa
aactcctggg
tctecccggac
tcaagttcaa
aggagcagta
ggctgaatgg
agaaaaccat
catcccggga
atccaagcga
ccacgcctce
acaagagcag
acaaccacta
caccatctgt
ttgtgtgect
acgccctcca
cctacagcct
acgecctgega
gagagtga

tctettectc
tcctgectee
gaccattggt
gatttatgct
tggcacaaaa
ctgtcaacaa
aggtggcggt
gcagtctgga
tgactacaca
tgagtggatt
ggacaaggcc
cctgacatca
cgrtgctatg
atcttctgac
tggaccgtca
ccctgaggtc
ctggtacgtg
caacagcacd
caaggagtac
ctccaaagcc
tgagctgacc
catcgcegtg
cgtgctggac
gtggcagcag
cacgcagaag
cttcatcttc
gctgaattac
atcgggtaac
cagcagcgag
agtcacccat

Artificial Sequence

ctgctactct
cagtctgcat
acatggttag
gcaaccagct
ttttctttca
ctttacaata
ggctctggeg
cctgagctgg
ctcactgact
gggaggatrt
atactgaccg
gaggacactg
gactactggg
aaaactcaca
gtcttcctct
acatgegtgg
gacggcgtgg
taccgtgtag
aagtgcaagg
aaagggcagc
aagaaccagg
gagtgggaga
tccgacgget
gggaacgtct
agcctctecc
ccgecatctg
titctatccca
tcccaggaga
ctgacgctga
cagggcctga

human CH3, and human Ck(YAE)

cagcgcagcet
tgacccagtc
gggcaagtca
ttaaacgcct
gcagtaggtc
tagactatta
tggaaatcaa
tccagctteca
gcaagtcttc
gacagggtct
agaagttcaa
aactgagcag
ggtacttcga
cttctgacaa

tctcttectc
tccatcctec
ggacattggt
gatctactcc
ggggtcagat
ctgtctacaa
aggtggcggt
gcagtctggg
tggctacacc
ggaatggatt
ggacaaggcc
cctgacatct

tgtctggggc
dactcacaca

ctgctactct
ttatctgcct
agtagcttaa
acatccagtt
tattctctca
tatgctagtt
ggctetggeg
gctgaactgg
tttactagct
ggatacattt
acattgactg
gaggactctg
gcagggacca
tgcccaccgt

4¢c04

inge, human

ggctcccaga
ctctgggaga
catggtatca
tggcagatgg
agatcgacag
ctccgtggac
gaggtggatc
Ttgaagcctgg
tctatatgaa
atcctggaac
tggacacgtc
ctgtctattt
gtcaaggaac
catgcccacc
tcccecccaaa
tggtggacgt
aggtgcataa
tcagcgtect
tctccaacaa
cccgagaacc
tcagcctgac
gcaatgggca
ccttcttcct
tectcatgctc
tgtctccggdg
atgagcagtt
gagaggccaa
gtgccacaga
gcaaagcaga
gctcgeecegt

inge, human

ggctcccaga
ctctgggaga
gctggcttca
tagattctgg
ccatcagceag
ctccgtggac
gaggtggatc
caaaacctgg
actggataca
atcctaccac
cagacaaatc
cagtctatta
cggtcaccgt
gcccatcegg

Page 28

taccaccggt
aagtgtcacc
gcagaaacca
ggtcccatca
cctacagtct
gttcggtgga
cggtggcggc
gacttcagtg
ctgagtgagg
cgataaaact
ctccagcaca
ctgtgcaaga
ctcagtcacc
gtgcccatcc
acccaaggac
gagccacgaa
tgccaagaca
caccgtcctg
agccctceca
acaggtgtac
ctgcctggtc
gcecggagaac
ctacagcaagd
cgtgatgcat
taaatctaga
gaaatctgga
agtacagtgg
gcaggacagc
ctacgagaaa
cacaaagagc

Nucleotide sequence for ORN148 comﬁrising : 11H09
(anti-RON) scFv, human IgGl SCC-P

taccaccggt

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1818

60

aagagtcagt 120
gcaggaacca 180
tgtccccaaa 240
ccttgagtct 300
gttcggtgga 360
cggtggcgge 420
ggcctcagtg 480
ctggotaaaa 540
tggttatact 600
ctccagcaca 660
ctgtttccta 720
ctcctecgage 780
agcacctgaa 840



ctcctgggtg
tceccggaccc
aagttcaact
gagcagtaca
ctgaatggca
aaaaccatct
tcccgggatg
ccaagcgaca
acgcctcccg
aagagcaggt
aaccactaca
ccatctgtct
gtgtgectygc
-gccctecaat
tacagcctca
gcctgegaag

2479_1040002_sequenceIDListing ascii

gaccgtcagt
ctgaggtcac
ggtacgtgga
acagcacgta
aggagtacaa
ccaaagccaa
agctgaccaa
tcgccgtgga
tgctggactc
ggcagcaggg
cgcagaagag
tcatcttccecc
tgaattactt
cgggtaactc
gcagcgagct
tcacccatca

cttcctcttc
atgcgtggtg
cggcgtggag
ccgtgtogtc
gtgcaaggtc
agggcagccc
gaaccaggtc
gtgggagagc
cgacggctcc
gaacgtcttc
cctctcectyg
gccatctgat
ctatcccaga
ccaggagagt
gacgctgage
gggcctgage

cccccaaaac
gtggacgtga
gtgcataatg
agcgtcctca
tccaacaaag
cgagaaccac
agcctgacct
aatgggcagc
ttcttectct
tcatgctccg
tctccgggta
gagcagttga
gaggccaaag
gccacagagc
aaagcagact
tcgccegtca

ccaaggacac
gccacgaaga
ccaagacaaa
ccgtcctgea
cccteocage
aggtgtacac
gcctggtcaa
cggagaacaa
acagcaagct
tgatgcatga
aatctagaac
aatctggaac
tacagtggaa
aggacagcaa
acgagaaaca
caaagagctt

gagtga

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

<220>
<223>

<400>
Asp
1
Asp
Leu
Tyr
Ser
65
Glu
Thr
Gly
val
.Leu
145
Met:
Tyr
Gly
Gln

Arg val
Asn
Ala
50
Gly
Asp
Phe
Gly
Gln
130
Arg
Leu
Ile
Arg

Met

29
581
PRT

Artificial Sequence

ORN116 mature protein comprising MET021
(anti-c-Met) scFv, human IgGl SCC-P hinge, human

IgGl CH2,
29

ITe Gln Met

Thr
20
Trp Tyr
35
Ala Ser

ser Gly

Phe Ala

Gly Gly
100
Gly Gly
115
Leu Leu

Leu Ser

Trp val
Pro
180
Thr

Tyr

Phe
195

Asn 5er

210

Arg
225
Met
Thr
Ser

Arg

Arg
val
Cys
val
Thr

Ala Pro

Thr val
Pro
260
Leu

Pro

Phe
275

Pro Glu

290

Pro

Glu

val Lys

human IgGl cH3 and human CH1

Thr GIn Ser Pro Ser Ser Leu Ser Ala
5

Ala Gln Ile
25

Gly

Ile Thr Cys Arg Ser Ser

30

GIn GIn Glu Pro Ala Pro

40
Ser

Lys Lys
45
GIn val Arg
55

Phe

Ser
60
ser

ser Leu Gly Pro
Ile
75

Ser

Thr Asp Ile Leu Thr ser

70
Tyr GIn val
90

Ile

Thr Gln
85

Gly

Tyr Cys Tyr
Glu
105

Gly

Thr Lys val Lys Gly Gly

Gly
125
Pro

ser Gly Gly Gly ser

120
Gly

Gly Gly
GlIn
140
Phe

Glu Ser Gly Leu val

135
Ala

Gly

Thr
155
Gly

Ala Phe
150

Gln

Cys Ser Gly ser

Arg Ala Pro Gly Leu Glu

165
ser

Lys
170
Thr Glu Ala
185

Asn

Gly Gly Leu Tyr Asp

Thr
205
Tyr

Ile ser Arg Asp ser Asn

200
Glu

Lys

val
220
Trp

Ala Thr Ala
215

Leu

Leu Arg Asp
Ile
235

Ser

ser Ser Phe
230

Ser

Arg Asp Gly

Ser Ser Glu Pro ser

245
Cys

Lys
250
Pro

Asp

Ala Glu
265

Pro Lys

Pro Ser Gly Leu Leu

Phe Thr Leu
285

Ser

Pro Pro Lys
280

val

ASp

val

300

Asp Gly val
Page 29

val Thr Cys val val

295
Trp

Asp

Phe Asn Tyr val Glu

Ser
Arg
Leu
Phe
Leu
Thr
Gly
110
Gly
Gly
Lys
Trp
Ser
190
Leu
Tyr
GIn
Lys
Gly
270
Met
His

val

L TXT

cctcatgatc
ccctgaggtc
gccgcggoag
ccaggactgg
ccccatcgag
cctgececcca
aggcttctat
ctacaagacc
caccgtggac
ggctctgcac
tgtggctgca
tgcctctgtt
ggtggataac
ggacagcacc
caaagtctac
caacagggga

val
15
Asn

Gly
Tyr

Leu Ile

ser Gly

GIn Pro
80
Pro Leu
95
Gly Ser

ser Glu

Gly ser

Tyr Asp
160
val ser
175
val Lys

Tyr Leu

Cys Ala
Thr
240
His

Gly

Thr
255
Gly Pro

ITe Ser

Glu Asp

His Ash

900

960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1806



305
Ala

val
Tyr
Thr
Leu
385
Cys
ser
Asp
Ser
Ala
465
Lys
ser
Lys
Leu
Leu
545
Thr

val

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

Lys
ser
LysS
Ile
370
Pro
Leu
Asn
ser
Arg
450
Leu
ser
sSer
Asp
Thr
530
Tyr
G1n

Asp

<220>

<223>

Asp
1
Glu
Leu
Tyr
ser
65
Glu
Thr
Gly

Ser

Lys
145

Thr
val
Cys
355
ser
Pro
val
Gly
Asp
435
Trp
His
Arg
Lys
Tyr
515
Ser
ser
Thr

Lys

30
578
PRT
Artificial sequence

scFv,
human

<400> 30

Ile
ser
Ala
Ala
50

Gly
Asp
Phe
Gly
Gly

130
Ala

Gln
val
Trp
35

Ala
ser
Phe
Gly
Gly
115
Pro

Ser

Lys
Leu
340
Lys
Lys
ser
Lys
Gln
420
Gly
Gln
Asn
Ala
Ser
500
Phe
Gly
Leu
Tyr

Lys
580

Pro
325
Thr
val

Ala
Arg
Gly
405
Pro
ser
Gln
His
ser
485
Thr
Pro
val

ser
Ile

565
val

2479_1040002_SequenceIDListing ascii

310
Arg

val
ser
Lys
Asp
390
Phe
Glu
Phe

Gly

Tyr

470
Thr

Ser
Glu
His
ser

550
Cys

Glu
Leu
AsSn
Gly
375
Glu
Tyr
Asn

Phe

Asn
433

‘“Thr

Lys
Gly
Pro
Thr
535
val

Asn

Glu
His
Lys
360
GlIn
Leu
Pro
Asn
Leu
440
val
Gln
Gly
Gly
val
520
Phe
val

val

Gin
GIn
345
Ala
Pro
Thr
Ser
Tyr
425
Tyr
Phe
Lys
Pro
Thr
505
Thr
Pro
Thr

Asn

TYyr
330
Asp
Leu
Arg
Lys
Asp
410
Lys
Ser
Ser
ser
ser
490
Ala
val
Ala
val

His
570

ORN145 mature protein comprising :

315
Asn

Trp
Pro
Glu
Asn
395
Ile
Thr
Lys
Cys
Leu
475
val

Ala
Ser
val

Pro

555
Lys

4c04 (anti-

ser
Leu
Ala
Pro
380
GIn
Ala
Thr
Leu
ser
460
ser
Phe
Leu
Trp
Leu
540
Ser

Pro

Thr
Asn
Pro
365
Gln
val
val
Pro
Thr
445
val
Leu
Pro
Gly
Asn
525
Gln
Ser

ser

human IgGl SCC-P hinge, human IgGl CH2,
IgGl CH3 and human CH1l

Met Tgr Gln

Thr
20

Tyr
Thr
Gly
val
Gly
100
Gly
Glu

ASp

ITe
GIn
Ser
Thr
Ser
85

Gly
Ser
Leu

Tyr

Thr
Gln
Leu
LyS
70

Tyr
Thr
Gly
val

Thr
150

Ser
Cys
Lys
55
Phe
Tyr
Lys
Gly
Lys

135
Leu

Pro
Leu
Pro
40

Asp
Ser
Cys
Leu
Gly
120
Pro

Thr

Ala
Ala
25

Gly
Gly
Phe
Gln
Glu
105
Gly
Gly

Asp

Ser
10

ser
Lys
val
Lys
Gln
90

Ile
Ser
Thr

Phe

Gln
Gln
Ser
Pro
Ile
75

Leu
Lys
Gln
Ser

Tyr
155

Ser
Thr
Pro
Ser
60

AsD
Tyr
Gly
Ile
val

140
Met

Page 30

Ala
Ile
Gln
45

Arg
Ser
Asn
Gly
Gln
125
LyS

Asn

Tyr
Gly
350
Ile
val
Ser
Glu
Pro
430
val
Met
ser
Leu
Cys
510
ser
Ser
ser

Asn

RON)

Ser
Gly
30

Leu
Phe
Leu
Thr
Gly
110
Leu
Ile

Trp

L TXT

Arg
335
Lys
Glu
Tyr
Leu
Trp
415
val
Asp
His
Pro
Ala
495
Leu
Gly
Ser
Leu

Thr
575

Leu
Thr
Leu
Ser
Gln
Pro
Gly
Gln
ser

val

320
val

Glu
Lys
Thr
Thr
400
Glu
Leu
Lys
Glu
Gly
480
Pro
val
Ala
Gly
Gly

560
Lys

Gly
Trp
Ile
Ala
ser
80

Trp
ser
Gln
Cys

Arg
160



2479_1040002_sequenceIDListing ascii .TXT
GIn Lys Pro Gly GIn Gly Leu Glu Trp Ile Gly Arg Ile Tyr Pro Gly
165 170 175
Thr Asp Lys Thr Arg Tyr Asn Glu Lys Phe Arg Asp Lys Ala Ile Leu
180 185 190
Thr val Asp Thr Ser Ser Ser Thr Ala Tyr Met GIn Leu Ser Ser Leu
195 200 205
Thr ser Glu Asp Thr Ala val Tyr Phe Cys Ala Arg Ser Ala Tyr Tyr
210 215 220
Gly Asn Tyr val Ala Met Asp Tyr Trp Gly GIn Gly Thr Ser val Thr
225 230 235 240
val Ser Ser Ser Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro
245 250 255
Pro Cys Pro Ser Gly Ala Pro Glu Leu Leu Gly Gly Pro Ser val pPhe
260 265 270
Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro
275 280 285
Glu val Thr cys val val val Asp val Ser His GIu Asp Pro Glu val
290 295 300 o
Lys Phe Asn Trp Tyr val Asp Gly val Glu val His Asn Ala Lys Thr
305 310 315 320
Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg val val Ser val
325 330 335
Leu Thr val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys
: 340 345 350
Lys val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser
355 360 365
Lys Ala Lys Gly Gln Pro Arg Glu Pro GIn val Tyr Thr Leu Pro Pro
370 375 380
Ser Arg Asp Glu Leu Thr Lys Asn GIn val Ser Leu Thr Cys Leu val
3853 390 395 400
Lys Gly Phe Tyr Pro Ser Asp Ile Ala val Glu Trp Glu Ser Asn Gly
405 410 415
Gln Pro GIu Asn Asn Tyr Lys Thr Thr Pro Pro val Leu Asp Ser Asp
420 425 430
Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr val Asp Lys Ser Arg Trp
435 440 445
GIn GIn Gly Asn val Phe Ser Cys Ser val Met His Glu Ala Leu His
450 455 460
Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys Ser Arg
465 470 475 480
Ala ser Thr Lys Gly Pro Ser val pPhe Pro Leu Ala Pro Ser Ser Lys
485 490 495
Ser Thr ser Gly Gly Thr Ala ala Leu Gly Cys Leu val Lys Asp Tyr
500 505 510
Phe Pro Glu Pro val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser
515 520 525
Gly val His Thr phe Pro Ala val Leu GIn Ser Ser Gly Leu Tyr ser
530 535 540 .
Leu Ser Ser val val Thr val Pro Ser Ser Ser Leu Gly Thr GIn Thr
545 550 555 560
Tyr ITe Cys Asn val Asn His Lys Pro Ser Asn Thr Lys val Asp Lys
‘ 565 570 575
Lys val

<210> 31

<211> 585

<212> PRT

<213> Artificial Sequence

<220>

<223> ORN146 mature protein comprising : 4C04 (anti-RON)
SCcFv, human IgGl SCC-P hinge, human CH2, human
CH3, and human Ck(YAE)

<400> 31
Asp ITe GIn Met Thr Gln Ser Pro Ala Ser Gln Ser Ala Ser lLeu Gly
Page 31



Ser
Lys
145
Gln
Thr
Thr
Thr
Gly
225
val

Pro

Leu’

Glu
Lys
305
Lys
Leu
Lys
Lys
ser
385
Lys
Gln
Gly
Gln
Asn
465
Thr
Leu
Pro
Gly

TYr

ser
Ala
Ala
50

Gly
Asp
Phe
Gly
Gly
130
Ala
Lys
Asp
val

Ser
210
Asn
ser
Cys
Phe
val

290
Phe
Pro
Thr
val

Ala
370
Arg
Gly
Pro
Ser
GIn
450
His
val

Lys

Arg

Asn

530
Ser

val
Trp
35

Ala
Ser
Phe
Gly
Gly
115
Pro
Ser
Pro
Lys
ASp
195
Glu
TYyr
ser
Pro
Pro
275
Thr
Asn
Arg
val
ser
355
LYs
ASp
Phe
Glu
Phe
435
Gly
Tyr
Ala
Ser
Glu
515
Ser

Leu

Thr
20

Tyr
Thr
Gly
val
Gly
100
Gly
Glu
Asp
Gly
Thr
180
Thr
Asp
val
Ser
ser
260
Pro
Cys
Trp
Glu
Leu
340
Asn
Gly
Glu
Tyr
Asn
420
Phe
Asn
Thr
Ala
Gly
500
Ala
GIn

Ser

Ile
GIn
Ser
Thr
Ser
85

Gly
Ser

Leu

Tyr

Gln
165
Arg
ser
Thr
Ala
Glu
245
Gly
Lys
val
Tyr
Glu
325
His
Lys
Gln
Leu
Pro
405
Asn
Leu
val
Gln

Pro

485 -

Thr
LYS
Glu

Ser

2479_1040002_sequenceIDListing ascii .TXT
10

Thr
Gln
Leu
Lys
70

Tyr
Thr
Gly
val
Thr
150
Gly
Tyr
Ser
Ala

Met

- 230

Pro
Ala
Pro
val
val
310
Gln
Gln
Ala
Pro
Thr
390
ser
Tyr
TYr
Phe
Lys
470
Ser
Ala
val
ser

Glu

Cys
Lys
Ala
55

Phe
Tyr
Lys
Gly
Lys
135
Leu
Leu
Asn
ser
val
215
Asp
LYS
Pro
Lys
val
295
AsSp
Tyr
Asp
Leu
Arg
375
Lys
Asp
LyS
Ser
Ser
455
Ser
val
ser
GIn
Ala

535
Leu

Leu
Pro
40

Asp
Ser
Cys
Leu
Gly
120
Pro
Thr
Glu
Glu
Thr
200
Tyr
Tyr
Ser
Glu
Asp
280
ASp
Gly
Asn
Trp
Pro
360
Glu
Asn
Ile
Thr
Lys
440
Cys
Leu
Phe
val
Trp
520
Thr

Thr

Ala
25

Gly
Gly
Phe
GlIn
Glu
105
Gly
Gly
AsSp
Trp
Lys
185
Ala
Phe
Trp
ser
Leu
265
Thr
val
val
ser
Leu
345
Ala
Pro
Gln
Ala
Thr
425
Leu
Ser
Ser
Ile
val
505
Lys
Glu

Leu

ser
Lys
val
Lys
GIn
90

Ile
Ser
Thr
Phe
Ile
170
Phe
Tyr
Cys
Gly
ASp
250
Leu
Leu
ser
Glu
Thr
330
Asn
Pro
Glin
val
val
410
Pro
Thr
val
Leu
Phe
490
Ccys
val
Gln

Ser

GIn Thr Ile

Ser
Pro
Ile
75

Leu
Lys
Gln
Sser
Tyr
155
Gly
Arg
Met
Ala
Gln
235
Lys
Gly
Met
His
val
315
Tyr
Gly
Ile
val
Ser
395
Glu
Pro
val
Met
Ser
475
Pro
Leu
ASp
Asp

Lys

Pro
ser
60

Asp
Tyr
Gly
Ile
val
140
Met
Arg
AsSp
Gln
Arg
220
Gly
Thr
Gly
ITle
Glu
300
His
Arg
Lys
Glu
Tyr
380
Leu
Trp
val
ASD
His
460
Pro
Pro
Leu
Ash
ser

540
Ala
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Gln
45

Arg
Ser
Asn
Gly
Gln
125
Lys
Asn
Ile
Lys
Leu
205
Ser
Thr
His
Pro
Ser
285
ASp
Asn
val
Glu
Lys
365
Thr
Thr
Glu
Leu
LyS
445
Glu
Gly
ser
Asn
Ala
525
Lys

ASp

Gly
30

Lau
Phe
Leu
Thr
Gly
110
Leu
Ile
Trp
Tyr
Ala
190
ser
Ala
Ser
Thr
Ser
270
Arg
Pro
Ala
val
Tyr
350
Thr
Leu
Cys
ser
Asp
430
Ser
Ala
Lys
Asp
TYr
510
Leu
Asp

Tyr

15
Thr

Leu
ser
Gln
Pro
95

Gly
Gln
ser
val
Pro
175
Ile
Ser
Tyr
val
Cys
255
val
Thr
Glu
Lys
Ser
335
Lys
Ile
Pro
Leu

Asn
415

Ser

Arg
Leu
ser
Glu
495
Phe
GlIn
ser

Glu

Trp
Ile
Ala
Ser
80

Trp
ser
GIn
Cys
Arg
160
Gly
Leu
Leu
Tyr
Thr
240
Pro
Phe
Pro
val
Thr
320
val
Cys
ser
Pro
val
400
Gly
Asp
Trp
His
Arg
480
Gln
Tyr
ser

Thr
LYS



545

2479_1040002_sequenceIDListing ascii .TXT

550

555

His Lys val Tyr Ala Cys Glu val Thr His GIn
565

val Thr Lys Ser Phe Asn Arg Gly Glu
580

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

<220>

<223>

<400>

ASp
1

Glu
Leu
Tyr
ser
65

Glu
Thr
Gly
ser
Lys
145
Glu
Thr
Thr
Thr
Tyr
225
Glu
Gly
Lys
val
Tyr
305
Glu
His
Lys
Gin

Leu
385

32

581
PRT
Artificial Sequence

585

ORN148 mature protein comprising :
(anti-RON) scFv, human IgGl SCC-P

570

CHZ2, human CH3, and human Ck(YAE)

Ile
Arg
sSer
Ser
50-

Arg
Asp
Phe
Gly
Gly
130
Ser
Arg
Gly
Ala
Ser
210
Phe
Pro
Ala
Pro
val
290
val
Gln
GIn
Ala
Pro

370
Thr

32

GIn
val
Trp
35

Thr
ser
Phe
Gly
Gly
115
Ala
Ser
Pro
Tyr
Asp
195
Glu
AsSp
Lys
Pro
Lys
275
val
Asp
TyYr
Asp
Leu
355
Arg

Lys

Met
Ser
20
Leu
ser
Gly
val
Gly
100
Gly
Glu
Gly
Gly
Thr
180
Lys
Asp
val
Ser
Glu
260
Asp
Asp
Gly
Asn
Trp
340
Pro
Glu

Asn

Thr
5

Leu
Gln
sSer
ser
ASp
85

Gly
ser
Leu
Tyr
Gln
165
Glu
ser
Ser
Trp
ser
245
Leu
Thr
val
val
Ser
325
Leu
Ala
Pro

Gln

Gln
Thr
GIn
Leu
ASp
70

Tyr
Thr
Gly
Ala
Thr
150
Gly
ser
ser
Ala
Gly
230
Asp
Leu
Leu
Ser
Glu
310
Thr
Asn
Pro
Gln

val
390

ser
Cys
Glu
Asp
55

Tyr
Tyr
Lys
Gly
Lys
135
Phe
Leu
Asn
ser
val
215
Ala
Lys
Gly
Met
His
295
val
Tyr
Gly
Ile
val

375
Ser

Pro
Arg
Pro
40

Ser
ser
Cys
Leu
Gly
120
Pro
Thr
Glu
GIn
Thr
200
Tyr
Gly
Thr
Gly
Ile
280
Glu
His
Arg
Lys
Glu
360
TYr

Leu

Ser
Ala
25

ASp
Gly
Leu
Leu
Glu
105
Gly
Gly
ser
Trp
LyS
185
Ala
Tyr
Thr
His
Pro
265
Ser
Asp
Asn
val
Giu
345
Lys
Thr

Thr

Ser Leu
10
Ser Gln

Gly Thr
val Pro

Thr Ile
75

Gln Tyr

90

Ile Lys

ser Gln
Ala ser

Tyr Trp
155

Ile Gly

170

Phe Lys

Tyr Met
Cys Phe
Thr val
235
Thr Cys
250
Ser val
Arg Thr
Pro Glu
Ala Lys
315
val Ser
330
Tyr Lys
Thr Ile
Leu Pro

Cys Leu
395

Gly Leu Ser

11HO09
hinge, human

ser
Asp
Ile
Lys
60

ser
Ala
Gly
val
val

140
ITe

Tyr

Asp
Gln
Leu
220
Thr
Pro
Phe
Pro
val
300
Thr
val
Cys
Ser
Pro

380
val

Page 33

Ala
ITe
Lys
45

Arg
Ser
Ser
Gly
Gln
125
Lys
His
Ile
Lys
Leu
205
Leu
val
Pro
Leu
Glu
285
Lys
Lys
Leu
Lys
Lys
365
Ser

Lys

ser
Gly
30

Arg
Phe
Leu
ser
Gly
110
Leu
Met
Trp
Tyr
Ala
190
ser
Arg
ser
Cys
Phe
270
val
Phe
Pro
Thr
val
350
Ala
Arg

Gly

Ser

575

Leu
15
Ser
Leu
Ser
Glu
Pro
Gly
Gln
ser
val
Pro
175
Thr
ser
Pro
Ser
Pro
255
Pro
Thr
Asn
Arg
val
335
ser
Lys
ASD
Phe

560
Pro

Gly
Ser
Ile
Gly
Ser
80

Trp
Ser
GIn
Cys
Lys
160
Thr
Leu
Leu
Trp
Ser
240
Ser
Pro
Cys
Trp
Glu
320
Leu
ASn
Gly
Glu

Tyr
400



Pro

Ash Tyr

Leu Tyr
Phe
450
Lys

val

GIn
465
Pro ser
Thr Ala
Lys val
Glu ser
530

sar Glu
545
Ala Cys

Phe Asn

Ser.

ASp
Lys
Ser
435
ser
ser
val
Ser

G1n

515

Ala
Leu
Glu

Arg

Ile
Thr
420
Lys
Cys
Leu
Phe
val
500
Trp

Thr

Thr-

val
Gly

Ala
405
Thr
Leu
ser
Ser
Ile
485
val
Lys
Glu
Leu
Thr

565
Glu

2479_1040002_SequenceIDListin

val
Pro
Thr
val
Leu
470
Phe
cys
val
Gln
ser

550
His

Glu
Pro
val
Met
455
ser
Pro
Leu
ASp
Asp
535
Lys
GIn

Trp
val
ASD
440
His
Pro
Pro
Leu
AsSn
520
ser
Ala

Gly

Glu
Leu
425
Lys
Glu
Gly
Ser
Asn
505
Ala
Lys
Asp

Leu

ser
410
ASp
Ser
Ala
LyS
Asp
490
Tyr
Leu
Asp
Tyr

ser
570

Asn
Ser
Arg
Leu
ser
475
Glu
Phe
Gln
ser
Glu

355
ser

Gly
Asp
Trp
His
460
Arg
Gln
Tyr
ser
Thr
540
Lys

Pro

Gln
Gly
GlIn
445
Asn
Thr
Leu

Pro

Gly
525
TYr
His

val

ascii

Pro
ser
430
GIn
His
val
Lys
Arg
510
Asn
ser
Lys
Thr

L TXT

Glu
415
Phe
Gly
TYr
Ala
ser
495
Glu
Ser
Leu
val

Lys

575

Asn
Phe
Asn
Thr
Ala
480
Gly
Ala

Gln

Ser

Tyr
560
Ser

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

<220>
<223>

33-
1809
DNA

(anti-c-Met) scFv,

580

Artificial Sequence

Nucleotide sequence for ORN16Q comprising-: 5D5
human IgGl SCC-P hinge, human

IgGl CH2, human IgGl CH3, and human CH1

<400> 33
atggaagcac
gactttatga
gtgagctgca
tggtaccagc
gaatctgggg
atcaccagtg
ccgtggacgt
ggtggatccg
aggcctgggg
tggttgcact
ccttccaata
gacagatctt
gtctattact
acctcagtca
ccgtgcecccat
aaacccaagg
gtgagccacg
aatgccaaga
ctcaccgtcc
aaagccctcec
ccacaggtgt
acctgcctgg
cagccggaga
ctctacagca
tccgtgatge
ggtaaatcta
agcacctctg
gtgacggtgt
Ctacagtcct
ggcacccaga
aaagtttga

cagcgcagct
tgtcacagtc
agtccagtca
agaaaccagg
tccectgatcg
tgaaggctga
tcggtggagg
gtggcggcgg
cttcagtgaa
gggttaaaca
gtgacactag
ccaacacagc
gtgccacata
ccgtectectce
ccggagcacc
acaccctcat
aagaccctga
caaagccgcg
tgcaccagga
cagcccccat
acaccctgcc
tcaaaggctt
acaactacaa
agctcaccgt
atgaggctct
gagcctccac
ggggcacagc
cgtggaactc
caggactcta
cctacatctg

tctettecte
tccatcctece
gtccctttta
tcagtctcct
cttcacaggc
cgacctggca
caccaagttg
ctctcaggtc
gatgtcctgce
gaggcctgga
gtttaatccg
ctacatgctg
tggtagctac
gagcgagccc
tgaactcctg
gatctcecgg
ggtcaagttc
ggaggagcag
ctggctgaat
cgagaaaacc
cccatccegg
ctatccaagc
gaccacgcct
ggacaagagc
gcacaaccac
caagggccca
ggcectggyce
aggcgccctg
ctccctcage
caacgtgaat

ctgctactct
ctaactgtgt
tatactagca
aaactgctga
agtggatctg
gtitattact
gagctcaaag
caactgcagc
agggcttcgg
caaggccttg
aacttcaagg
ctcagcagcc
gtttcccctc
aaatcttctg
ggtggaccgt
acccctgagg
aactggtacg
tacaacagca
ggcaaggagt
atctccaaag
gatgagctga
gacatcgccg
ccegtgetgg
aggtggcagc
tacacgcaga
tcggtertcc
tgcctggtea
accagcgacg
agcgtggtga
cacaagccca

ggctcccaga taccaccggt
cagttggaga gaaggttact
gtcagaagaa ctacttggcc
tttactgggc atccactagg
ggacagattt-cactctcacc
gtcagcaata ttatgcctat
gtggcggtgg ctctggcgga
agtctgggcc tgagctggtg
gctatacctt caccagctac
agtggattgg catgattgat
acaaggccac attgaatgta
tgacatctgc tgactctgca
tggactactg gagtcaagga
acaaaactca cacatgccca
cagtcttcct cttccccccea
tcacatgegt ggtggtggac
tggacgocgt ggaggtgcat
cgtaccgtgt ggtcagcgtc
acaagtgcaa ggtctccaac
Ccaaagggca gccccgagaa
ccaagaacca ggtcagcctg
tggagtggga gagcaatggg
actccgacgg ctccttcttc
aggggaacgt cttctcatgc
agagcctctc cctgtctccg
ccctggcace ctcctccaag
aggactactt ccccgagccg
tgcacacctt cccggcetgtce
ccgtgeccte cagcagcettg
gcaacaccaa ggtggacaag

Page 34

60

180
240
300-
360
420
480
340
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
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34
1821
DNA

<210>
<211
<212>
<213>

<220>
<223>

2479_1040002_sequenceIDListing ascii

Artificial Sequence

Nucleotide sequence for TSCO0Ll comprising :

HD37

(anti1-¢p39), human IgGl SCC-P hinge, human IgGl
CH3 and human CH1

CH2,

<400> 34

atggaagcac
gacattgtgc
atctcctgca
caacagattc
gggatcccac
cctgtggaga
acgttecggtg
tcgggtggceyg
cctgggtcct
atgaactggg
ggagatggtg
gaatcctcca
tatttctgtg
tggggtcaag
cacacatgcc
ctcttceccee
gtggtggtag
gtggaggtgc
gtggtcagcg
aaggtctcca
cagccccgag
caggtcagcc
gagagcaatg
ggctccttct
gtcttctcat
tccctgtctc
ccctcecteca
ttccccgagce
ttcccggcetg
tccagcaget
aaggtggaca

<210> 35

<211> 1800
<212> DNA
<213>

<220>
<223>

human IgGl

cagcgcagct
tgacccaatc
aggccagcca
caggacagcc
ccaggtttag
aggtggatgc
gaggcaccaa
gcggagctag
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
caagacggga
gaacctcagt
caccgtgccc
caaaacccaa
acgtgagcca
ataatgccaa
tcctecaccgt
acaaagcect
aaccacaggt
tgacctgcct
ggcagccgga
tcctctacag
gctccgtgat
cgggtaaatc
agagcacctc
cggtgacggt
tcctacagtc
tgggcaccca
agaaagtttg

tctcttccte
tccagettet
aagtgttgat
acccaaactc
tggcagtggg
tgcaacctat
gctggaaatc
ccaggttcag
ttcetgeaag
gcctggacag
caatggaaag
catgcaactc
gactacgacg
caccgtctcc
atccggagca
ggacaccctc
cgaagaccct
gacaaagccg
cctgcaccag
cccagceecece
gtacaccctg
ggtcaaaggc
gaacaactac
caagctcacc
gcatgaggct
tagagcctcc
tgggggcaca
gtcgtggaac
ctcaggactc
gacctacatc
a

Artificial Sequence

ctgctactct
ttggctgtgt
tatgatggtg
ctcatctatg
tctgggacag
cactgccagc
aaaggtggcg
ctgcagcagt
gcttctggcet
ggtcttgagt
ttcaagggta
agcagcctag
gtaggccgtt
tcgagcgagc
CcCtgaactcc
atgatctccc
gaggtcaagt
cgggaggagc
gactggctga
atcgagaaaa
cccecatcec
ttctatccaa
aagaccacgc
gtggacaaga
ctgcacaacc
accaagggcc
gcggecctgg
tcaggcgeccc
tactccctea
tgcaacgtga

ggctcccaga
ctctagggca
atagttattt
atgcatccaa
acttcaccct
aaagtactga
gtggttcggg

ctggggctoga
atgcattcag

ggattggaca
aagccactct
catctgagga
attactatgc
ccaaatcttc
tgggtggacc
ggacccctga
tcaactggta
agtacaacag
atggcaagga
ccatctccaa
gggatgagct
gcgacatcgc
ctceegtget
gcaggtggca
actacacgca
catcggtctt
gctgcctggt
tgaccagcgg
gcagcgtggt
atcacaagcc

Nucleotide sequence for TSC002 comprising : 2H7

{anti-Cb20) scFv, human IgGl SCC-P hinge, human
IgGl CcH2, human IgGl cH3 and human CHL

<400> 35

atggaagcac
caaattgttc
atgacttgca
tccteeccca
ttcagtggca
gatgctgcca
accaagctag
gctagccagg
aagatgtcct
cagacaccta
tcctacaate
gcctacatge
gtagtgtact

cagcgcaget

tcteccagtce

gggccagctc
aaccctggat

gtgggtctgg
cttattactg

agctgaaaga

cttatctaca

gcaaggcttc
gacagggcct
agaagttcaa

agctcagcag
atagtaactc

tctettecte
tccagcaatc
aagtgtaagt
ttatgcccea
gacctcttac
ccagcagtgg
tggcggrggce
gcagtctggg
tggctacaca
ggaatggatt
gggcaaggcec
cctgacatct
ttactggtac

ctgctactct
ctgtctgcat
tacatgcact
tccaacctgg
tctctcacaa
agttttaacc
tcgggcggtg
gctgagtcgg
tttaccagtt
ggagctattt
acactgactg
gaagactctg
ttcgatgtct

ggcteccaga
ctccagggga
ggtaccagca
cttctggagt
tcagcagagt
cacccacgtt
gtggatctgg
tgaggcctgg
acaatatgca
atccaggaaa
tagacaaatc
cggtctattt

gggdcacagg

pPage 35

L TXT

taccaccggt
gagggccacc
gaactggtac
tctagtttct
caacatccat
ggatccgtgg
€ggtggtggg
gctggtgagg
tagctactgg
gatttggcct
gactgcagac
ctctgeggtc
tatggactac
tgacaaaact
gtcagtcttc
ggtcacatgc
cgtggacggc
cacgtaccgt
gtacaagtgc
agccaaagygg
gaccaagaac
cgtggagtgg
ggactccgac
gcaggggaac
gaagagcctce
ccccctggcea
caaggactac
cgtgcacacc
gaccgtgccc
cagcaacacc

taccaccggt
gaaggtcaca
gaagccagga
ccctgctegce
ggaggctgaa
cggtgctggg
a4ggaggtggg
ggcctcagtg
ctgggtaaag
tggtgatact
ctccagcaca
ctgtgcaaga
gaccacggtc

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1821

60

120
180
240
300
360
420
480
340
600
660
720
780



accgtctcect
tccggagceac
gacaccctca
gaagaccctg
acaaagccgc
ctgcaccagg
ccagccccca
tacaccctgc
gtcaaaggct
aacaactaca
aagctcaccg
catgaggctc
agagcctccea
gggggcacag
tcgtggaact
tcaggactct
acctacatct

<210> 36

<211> 1851
<212> DNA
<213>

<220>
<223>

IgGl

<400> 36

atggaagcac
gaggtccagc
tcctygcaagg
catggaaaga
aaccagaaat
atggagctcc
tactatggtg
tcaagcggtg
atccagatga
agttgcaggg
ggaactgtta
ttcagtggca
gatattgcca
accaaactgg
ccacctaccc
tcagtcttce
gtcacatgcg
gtggacggcg
acgtaccgtg
tacaagtaca
gccaaagqgc
accaagaacc
gtggagtggg
gactccgacg
caggggaacg
aagagcctct
ttccecgececat
tacttctatc
aactcccagg
gagctgacgc
catcagggcc

<210> 37
<211> 1812
<212> DNA

2479_1040002_SequenceIDListing ascii

cgagcgagcc
ctgaactcct
tgatctcccg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
cccecatcecg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
ccaagggcce
cggccctggg
caggcgcecct
actccctcag
gcaacgtgaa

CH2, human

cagcgcagct
tgcaacagtc
cctctggtta
accttgagtg
tcaagggcaa
tcagtctgac
actcggactg
gcggagggtc
cacagactac
caagtcagga
aactcctgat
gtgggtctgg
cttacttttg
taaccaaacg
catctccctc
tctteccccecc
tggtggtgga
tggaggtgca
tggtcagcgt
aggtctccaa
agccccecgaga
aggtcagcct
agagcaatgg
gctccttcett
tcttctcatg
ccctgtctee
ctgatgagca
ccagagaggc
agagtgccac
tgagcaaagc
tgagctcgcc

Caaatcttct
gggtggaccg
gacccctgag
caactggtac
gtacaacagc
tggcaaggag
catctccaaa
ggatgagctg
cgacatcgcc
tccegtgetg
caggtggcag
ctacacgcag
atcggtcttc
ctgcctggtc
gaccagcggc
cagcgtggtg
tcacaagecc

Artificial sequence

gacaaaactc
tcagtcttcce
gtcacatgcg
gtggacggcg
acgtaccgtg
tacaagtgca
gccaaagggc
accaagaacc
gtggagtggg
gactccgacg
caggggaacg
aagagcctct
cccctggcac
aaggactact
gtgcacacct
accgtgccct
agcaacacca

Nucleotide sequence for TSC003 comprising :
{anti-CDp3) scFv, altered human IgAl hinge,

acacatgccc
tctteccecce
tggtggtgga
tggaggtgca
tggtcagcgt
aggtctccaa
agccccgaga
aggtcagect
agagcaatgg
gctccttett
tctteteatg
ccctgtetee
cctcctecaa
tccccgaged
tcceggetgt
ccagcagctt
aggtggacaa

IgGl CH3, and human Ck(YAE)

tctcttectc
tggacctgaa
ctcattcact
gattggactt
ggccacatta
atctgaagac
gtacttcgat
tgggggtggc
atcctcecctg
cattcgcaat
ctactacaca
aacagattat
ccaacagggt
ctcgagcecccc
atgcccaccg
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctce
accacaggtg
gacctgcctg
gcagccggag
cctctacagc
ctccgtgatg
dgggtaaatct
gttgaaatct
caaagtacag
agagcaggac
agactacgag
cgtcacaaag

<213> Artificial Sequence

<220>

ctgctactet
ctggtgaagc
ggctacatcg
attaatccat
actgtagaca
tctgecagtcet
gtctggggceg
ggatccggag
tctgcectcetce
tatttaaact
tcaagattac
tctctcacca
aatacgcttc
tcaactccac
tgcccagcac
gacaccctca
gaagaccctg
acaaagccgc
ctgcaccagg
ccagcececca
tacaccctgc
gtcaaaggct
aacaactaca
aagctcaccg
catgaggctc
agaactgtagg
ggaactgcct
tggaagytgg
agcaaggaca
aaacacaaag
agcttcaaca

ggctcccaga
ctggagcttc
tgaactggct
acaaaggtct
agtcatccag
attactgtgc
cagggaccac
gtggtggctc
tgggagacag
ggtatcagca
actcaggagt
ttgccaacct
cgtggacgtt
ctaccccatc
ctgaactcct
tgatctceeg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
ccccatcecyg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
ctgcaccatc
ctgttgtgtg
ataacgccct
gcacctacag
tctacgcctg

ggggagagtg

Page 36

Gl9-4
human

LTXT
accgtgccca
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgcctg
gcagccggag
cctctacagc
ctccgtgatg
gggtaaatct
gagcacctct .
ggtgacggtg
cctacagtcc
gggcacccag
gaaagtttga

taccaccggt
aatgaagatt
gaagcagagc
tactacctac
cacagcctac
aagatctggg
ggtcaccgtc
tgcacaagac
agtcaccatc
gaaaccagat
cccatcaagg
gcaaccagaa
cggtggaggc
tccctcaact
gggtggaccg
gacccctgag
caactggtac
gtacaacagc
tggcaaggag
catctccaaa
ggatgagctg
cgacatcgcc
tccegtgctg
caggtggcag
ctacacgcag
tgtcttcatc
cctgctgaat
ccaatcgggt
cctcagcagce
cgaagtcacc
a

840

900

960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
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. 2479_1040002_SequenceIDListing ascii
<223> Nucleotide sequence for TSCO004 comprising :

(anti-CD3) scFv, altered human IgAZ hinge, human
IgGl CH3, and human CK(YAE)

IgGl

<400> 37

atggaagcac
gaggtccagc
tcctgcaagg
catggaaaga
aaccagaaat
atggagctcc
tactatggtg
tcaagcggtg
atccagatga
agttgcaggg
ggaactgtta
ttcagtggca
gatattgcca
accaaactgg
cctgaactcc
atgatctccc
gaggtcaagt
cgggaggagc
gactggctga
atcgagaaaa
cccececatecec
ttctatccaa
dagaccacgc
gtggacaaga
ctgcacaacc
gctgcaccat
tctgttgtgt
gataacgccc
agcacctaca
gtctacgcct

aggggagagt

<210> 38

<211> 1842
<212> DNA
<213>

<220>
<223>

CH2, human

cagcgcagcet
tgcaacagtc
cctctggtta
accttgagtg
tcaagggcaa
tcagtctgac
actcggactg
gcggagggtc
cacagactac
caagtcagga
aactcctgat
gtgggtctgg
cttacttttg
taaccaaacg
tgggtggacc
ggacccctga
tcaactggta
agtacaacag
atggcaagga
ccatctccaa
gggatgagct
gcgacatcgc
ctcecegtgct:
gcaggtggca
actacacgca
ctgtcttcat
gcctgetgaa
tccaatcggg
gcctcagecag
gcgaagtcac
ga

tctettecte
tggacctgaa
ctcattcact
gattggactt
ggccacatta
atctgaagac
gtacttcgat
tgggggtggce
atcctcectg
cattcgcaat
ctactacaca
aacagattat
ccaacagggt
ctcgagceccce
gtcagtcttc
ggtcacatgc
cgtggacggc
cacgtaccgt
gtacaagtgc
agccaaaggyg
gaccaagaac
cgtggagtgg
ggactccgac
gcaggggaac
gaagagcctc
cttccecgceca
ttacttctat
taactcccag
cgagctgacg
ccatcagggc

Aartificial sequence

ctgctactcet
ctggtgaagc
ggctacatcy
attaatccat
actgtagaca
tctgcagtet
gtctggogcg

ggatccggag
tctgecetete

tatttaaact
tcaagattac
tctctcacca
aatacgcttc
ccaccteccec
ctctteccece
gtggtggtgg
gtggaggtgc
gtggtcagcg
aaggtctcca
cagccccgad
caggtcagcc
gagagcaatyg
ggctccttct
gtcttctcat
tcectgtete
tctgatgagc
cccagagagg
gagagtgcca
ctgagcaaag
ctgagctcgc

Nucleotide sequence for TSC005 comprising :

ggctcccaga
ctggagcttc
tgaactggct
acaaaggtct
agtcatccag
attactgtgc
cagggaccac
gtggtggctc
tgggagacag
ggtatcagca
actcaggagt
ttgccaacct
cgtggacgtt
catgcccacc
caaaacccaa
acgtgagcca
ataatgccaa
tcctcaccgt
acaaagccct
aaccacaggt
tgacctgect
ggcagccgga
tcctctacag
gctccgtgat
cgggtaaatc
agttgaaatc
ccaaagtaca
cagagcagga
cagactacga
ccgtcacaaa

(anti-CD3) scFv, altered human IgG3 hinge, human
IgGl CH2, human IgGl cH3, and human Ck(YAE)

<400> 38

atggaagcac
gaggtccagc
tcctgcaagg
catggaaaga
aaccagaaat
atggagctcc
tactatggtg
tcaagcggtg
atccagatga
agrtgcaggg
ggaactgtta
ttcagtggca
gatattgcca
accaaactgg
ccacggtccc
ctecttecccee
gtggtggtag
gtggaggtgc
gtggtcagcg
aaggtctcca

cagcgcagct
tgcaacagtc
cctctggtta
accttgagtg
tcaagggcaa
tcagtctgac
actcggactg
gcggagggtc
cacagactac
caagtcagga
aactcctgat
gtgggtctgg
cttacttttg
taaccaaacg
catgcccacc
caaaacccaa
acgtgagcca
ataatgccaa
tcctcaccgt
acaaagccct

tctettecte
tggacctgaa
ctcattcact
gattggactt
ggccacatta
atctgaagac
gtacttcgat
tgggggtggc
atcctcectyg
cattcgcaat
ctactacaca
aacagattat
ccaacagggt
ctcgagcegag
gtgcccagca
ggacacccte
cgaagaccct
gacaaagccg
cctgcaccag
ceceageeccc

ctgctactct
ctggtgaagc
ggctacatcg
attaatccat
actgtagaca
tctgcagtct

gtctggggeg,

ggatccggag
tctgectcete

tatttaaact
tcaagattac
tctctcacea
aatacgcttc
cccaaatcta
cctgaactcec
atgatctccc
gaggtcaagt
€gggaggagc
gactggctga
atcgagaaaa

ggctcccaga
ctggagcttc
tgaactggct
acaaaggtct
agtcatccag
attactgtgce
cagggaccac
gtggtggctc
tgggagacag
ggtatcagca
actcaggagt
ttgccaacct
cgtggacgtt
gcgacacacc
tgggtggacc
ggacccctga
tcaactggta
agtacaacag
atggcaagga
ccatctccaa

Page 37

G19-4

G19-4

LTXT

taccaccggt
aatgaagatt
gaagcagagc
tactacctac
cacagcctac
aagatctggg
ggtcaccgtc
‘tgcacaagac
agtcaccatc
gaaaccagat
cccatcaagg
gcaaccagaa
cggtggaggc
gtgcccagca
ggacaccctc
Ccgaagaccct
gacaaagccg
cctgcaccag
cccagcecce
gtacaccctg
ggtcaaaggc
gaacaactac
caagctcacc
gcatgaggct
tagaactgtg
tggaactgcc
gtggaaggtg
cagcaaggac
gaaacacaaa
gagcttcaac

taccaccggt
aatgaagatt
gaagcagagc
tactacctac
cacagcctac
aagatctggg
ggtcaccgtc
tgcacaagac
agtcaccatc
gaaaccagat
cccatcaagg
gcaaccagaa
cggtggaggc
tccoccaage
gtcagtcttc
ggtcacatgc
cgtggacggc
cacgtaccgt
gtacaagtgc
agccaaaggg

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1812

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200



cagccccgag
caggtcagcc
gagagcaatg
ggctccttct
gtcttctcat
tccctgtctc
tctgatgagc
cccagagagg
gagagtgcca
ctgagcaaag
- ¢tgagctcgce

<210> 39

<211> 1899
<212> DNA
<213>

<220
<223>

2479_1040002_sequenceIDListing ascii

aaccacaggt
tgacctgcct
ggcagccgga
tcctctacag
gctccgtgat
cgggtaaatc
agttgaaatc
ccaaagtaca
cagagcagga
cagactacga
ccgtcacaaa

gtacaccctg
ggtcaaaggc
gaacaactac
caagctcacc
gcatgaggct
tagaactgtg
tggaactgcc
gtggaaggtg
cagcaaggac
gaaacacaaa
gagcttcaac

Artificial Sequence

cccecatecc
ttctatccaa
aagaccacgc
gtggacaaga
ctgcacaacc
gctgcaccat
tctgttgtgt
gataacgccc
agcacctaca
gtctacgcect

aggggagagt

Nucleotide sequence far TSC006 comprising

gggatgagct
gcgacatcgce
ctccegtgect
gcaggtggca
actacacgca
ctgtcttcat
gcctgetgaa
tccaatcggg
gcctcagcag
gcgaagtcac
ga

(anti-Cbp3) scFv, altered human IgD hinge, human
IgGl CH2, human IgGl CH3, and human Ck(YAE)

<400> 39

atggaagcac
gaggteccagce
tcctgcaagy
catggaaaga
aaccagaaat
atggagctcc
tactatggtg
tcaagcggtg
atccagatga
agttgcaggg
ggaactgtta
ttcagtggca
gatattgcca
accaaactgg
actgcacaac
cgtaacacat
ttcceccccaa
gtggtggacg
gaggtgcata
gtcagcgtcc
gtctccaaca
ccccgagaac
gtcagcctga
agcaatgggc
tccttcttec
ttctcatgct
ctgtctccgy
gatgagcagt
agagaggcca
agtgccacag
agcaaagcag
agctcgcccg

<210> 40

<211> 1842
<212> DNA
<213>

<220>
<223>

cagcgcagct
tgcaacagtc
cctctggtta
accttgagtg
tcaagggcaa
tcagtctgac
actcggactg
gcggagggtc
cacagactac
caagtcagga
aactcctgat
gtgggtctgg
cttacttttg
taaccaaacg
cccaagcaga
gcccaccgtg
aacccaagga
tgagccacga
atgccaagac
tcaccgtect
aagccctccc
cacaggtgta
cctgecctggt
agccggagaa
tctacagcaa
ccgtgatgea
gtaaatctag
tgaaatctag
aagtacagtg
agcaggacag
actacgagaa
tcacaaagag

tctettecte
tggacctgaa
ctcattcact
gattggactt
ggccacatta
atctgaagac
gtacttcgat
tgggggtggc
atcctccctg
cattcgcaat
ctactacaca
aacagattat
ccaacagggt
ctcgagcgag
gggcagecctc
cccagcacct
caccctcatg
agaccctgag
aaagccgcag
gcaccaggac
agcccceatc
caccctgccc
caaaggcttc
caactacaag
gctcaccgty
tgaggctctg
aactgtggct
aactgectcet
gaaggtggat
caaggacagc
acacaaagtc
cttcaacagg

artificial sequence

ctgctactct
ctggtgaagc
ggctacatcg
attaatccat
actgtagaca
tctgcagtct
gtctggggcg

ggatccggag
tctgectctc

tatttaaact
tcaagattac
tctctcacca
aatacgcttc
tctccaaagg
gccaaggcaa
gaactcctgg
atctcccgga
gtcaagttca
gaggagcagt
tggctgaatg
gagaaaacca
ccatcccggg
tatccaagcg
accacgcctc
gacaagagca
Ccacaaccact
graccatctg
gttgtgtgcc
aacgccctec
acctacagcc
tacgcctgeg
ggagagtga

Nucleotide sequence for TSC007 comprising :
(anti-CD3) scFv, altered human IgGl

ggctcccaga
ctggagcttc
tgaactggct
acaaaggtct
agtcatccag
attactgtgc
cagggaccac
gtggtggctc
tgggagacag
ggtatcagca
actcaggagt
ttgccaacct
cgtggacgtt
cacaggcctc
ccacagcccc
gtggaccgtc
cccctgaggt
actggtacgt
acaacagcac
gcaaggagta
tctccaaagce
atgagctgac
acatcgccgt
ccgtgctgga
ggtggcagca
acacgcagaa
tcttecatctt
tgctgaatta
aatcgggtaa
tcagcagcga
aagtcaccca

IgGl cH2, human IgGl CH3, and human Ck(YAE)

<400> 40

TXT

gaccaagaac
cgtggagtaqg
ggactccgac
gcaggggaac
gaagagcctc
cttcccgeca
ttacttctat
taactcccag
cgagctgacg
ccatcagggc

: G19-4

taccaccggt
aatgaagatt
gaagcagagc
tactacctac
cacagcctac
aagatctgag
ggtcaccgtc
tgcacaagac
agtcaccatc
gaaaccagat
cccatcaagg
gcaaccagaa
cggtggaggc
ctccgtgece
agccaccacc
agtcttcctc
cacatgcgtg
ggacggcgtg
gtaccgtgtg
caagtgcaag
caaagggcag
caagaaccag
ggagtgggag
ctccgacggc
ggggaacgtc
gagcctctcec
ccecgecatct
cttctatccc
ctcccaggag
gctgacgctg
tcagggcecetyg

S G19-4
hinge, human

1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1842

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1899

atggaagcac cagcgcagct totcttcctc ctgctactct ggctcccaga taccaccggt 60
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gaggtccagc
tcctgcaagg
catggaaaga
aaccagaaat
atggagctcc
tactatggtg
tcaagcggtg
atccagatga
agttgcaggg
ggaactgtta
ttcagtggca
gatattgcca
accaaactgg
ccaccgagec
ctcttcceceg
gtggtggtgg
gtggaggtgc
gtggtcagcg
aaggtctcca
cagccccgag
caggtcagcc
gagagcaatg
ggcteccttct
gtcttctcat
tccectgtcte
tctgatgagc
cccagagagg
- gagagtgcca
ctgagcaaag
ctgagctcgce

<210> 41
<211> 2115
<212> DNA

2479_1040002_SequenceIDPListing ascii

tgcaacagtc
cctctggtta
accttgagtg
tcaagggcaa
tcagtctgac
actcggactg
gcggagggtc
cacagactac
caagtcagga
aactcctgat
gtgggtctgg
cttacttttg
taaccaaacd
catgcccacc
caaaacccaa
acgtgagcca
ataatgccaa
tcctcaccgt
acaaagccct
aaccacaggt
tgacctgect
ggcagccgga
tcctctacag
gctccgtgat
cgggtaaatc
agttgaaatc
ccaaagtaca
cagagcagga
cagactacga
ccgtcacaaa

tggacctgaa
ctcattcact
gattggactt
ggccacatta
atctgaagac
gtacttcgat
tgggggtggc
atcctcectg
cattcgcaat
ctactacaca
aacagattat
ccaacagggt
ctcgagegag
gtgcccagca
ggacaccctc
cgaagaccct
gacaaagccg
cctgeaccag
cccageecec
gtacaccctg
ggtcaaaggc
gaacaactac
caagctcacc
gcatgaggct
tagaactgtg
tggaactgcc
gtggaaggtg
cagcaaggac
gaaacacaaa
gagcttcaac

<213> Artificial Sequence

<220>

<223> Nucleotide sequence for TSCO08 comprising

ctggtgaaac
ggctacatcg
attaatccat
actgtagaca
tectgecagtct
gtctggggcg

ggatccggag
tctgcctete

tatttaaact
tcaagattac
tctctcacca
aatacgcttc
cccaaatctt
cctgaactcc
atgatcteccc
gaggtcaagt
cgggaggage
gactggctga
atcgagaaaa
cceccecatccec
ttctatccaa
aagaccacgc
gtggacaaga
ctgcacaacc
gctgcaccat
tctgttgtgt
gataacgccc
agcacctaca
gtctacgect

aggggagagt

ctggagcttc
tgaactggct
acaaaggtct
agtcatccag
attactgtgc
cagggaccac
gtggtggctc
tgggagacag
ggtatcagca
actcaggagt
ttgccaacct
cgtggacgtt
ctgacaaaac
tgggtggacc
ggacccctga
tcaactggta
agtacaacag
atggcaagga
ccatctccaa
gggatgagct
gcgacatcgc
ctccegtget
gcaggtggca
actacacgca
ctgtcttcat
gcctgctgaa
tccaatcggg
gcctcagcag
gcgaagtcac
ga

(anti-cD3) scFv, altered human IgE CHZ hinge,
human IgGl CH2, human IgGl

<400> 41

atggaagcac
gaggtccagc
tcctgcaagg
catggaaaga
aaccagaaat
atggagctcc
tactatggtg
tcaagcggtg
atccagatga
agttgcaggg
ggaactgtta
ttcagtggca
gatattgcca
accaaactgg
ttacagtcgt
gtctctgggt
gacgtggact
gagctcaccc
tatcaaggtc
gcacctgaac
ctcatgatct
cctgaggtca
€cgcgggagg
caggactggc
cccatcgaga
ctgcccceat

cagcgcagct
tgcaacagtc
cctctggtta
accttgagtg
tcaagggcaa
tcagtctgac
actcggactg
gcggagggtc
cacagactac
caagtcagga
aactcctgat
gtgggtctgg
cttacttttg
taaccaaacg
ccagcgacgg
acaccccagg
tgtccaccegc
tcagccagaa
acacctttga
tcctgggtgg
cccggacccce
agttcaactyg
agcagtacaa
tgaatggcaa
aaaccatctc
cccgggatga

tctecttecte
tggacctgaa
ctcattcact
gattggactt
ggccacatta
atctgaagac
gtacttcgat
tgggggtggc
atcctccctg
cattcgcaat
ctactacaca
aacagattat
ccaacagggt
ctcgagctcce
cggcgggcac
gactatcaac
ctctaccacg
gcactggctg
ggacagcacc
accgtcagtc
tgaggtcaca
gtacgtggac
cagcacgtac
ggagtacaag
caaagccaaa
gctgaccaag

CH3, and human Ck({YAE)

ctgctactct
ctggtgaagc
ggctacatcg
attaatccat
actgtagaca
tctgcagtct
gtctggggey

ggatccggag
tctgectcetc

tatttaaact
tcaagattac
tctctcacca
aatacgcttc
agggacttca
ttcceeccecga
atcacctggc
caggagggtg
tcagaccgca
aagaagtctg
ttcctcttcc
tgcgtggtgg
ggcgtggagg
cgtgtggtca
tgcaaggtct
gggcagcccec
aaccaggtca

ggctcccaga
ctggagcttc
tgaactggct
acaaaggtct
agtcatccag
attactgtgc
cagggaccac
gtggtggctc
tgggagacag
ggtatcagca
actcaggagt
ttgccaacct
cgtggacgtt
cceegeccac
ccatccaget
tggaggacgg
agctggcctc
cctacacctyg
catgcccace
ccccaaaacc
tggacgtgag
tgcataatgc
gcgtcctcac
ccaacaaagc
gagaaccaca
gcctgacctg
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! G19-4

CTXT

aatgaagatt
gaagcagagc
tactacctac
cacagcctac
aagatctggg
ggtcaccgtc
tgcacaagac
agtcaccatc
gaaaccagat
cccatcaagg
gcaaccagaa
cggtggaggc
tcacacaagc
gtcagtcttc
ggtcacatgc
cgtggacggc
cacgtaccgt
gtacaagtgc
agccaaaggg
gaccaagaac
cgtggagtgg
ggactccgac
gcaggggaac
gaagagcctc
cttcccgeca
ttacttctat
taactcccag
cgagctgacg
ccatcagggc

taccaccggt
aatgaagatt
gaagcagagc
tactacctac
cacagcctac
aagatctggg
ggtcaccgtc
tgcacaagac
agtcaccatc
gaaaccagat
cccatcaagg
gcaaccagaa
cggtggaggc
cgtgaagatc
cctgtgcctce
gcaggtcatg
cacacaaagc
ccaggtcacc
gtgctccgga
caaggacacc
ccacgaagac
caagacaaag
cgtcctgecac
cctececagee
ggtgtacacc
cctggtcaaa

120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1842

60
120
180
240
300
360
420
480
540
600
660
720
780
340
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560



ggcttctatc
tacaagacca
accgtggaca
gctctgcaca
grggctgcac
gcctetgttg
gtggataacg
gacagcacct
aaagtctacg
aacaggggag

<210> 42
<211> 2136
<212> DNA

2479_1040002_SequenceIDListing ascii

caagcgacat
cgcctceegt
agagcaggtg
accactacac
catctgtctt
tgtgcctgct
ccctecaatc
acagcctcag
cctgcgaagt
agtga

cgccgtggag
gctggactec
gcagcagggg
gcagaagagc
catcttcecg
gaattacttc
gggtaactcc
cagcgagctg
cacccatcag

<213> Artificial Sequence

<220>

<223> Nucleotide sequence for TSCO09 comprising : G19-4

tgggagagca
gacggctcct
aacgtcttct
ctcteectgt
ccatctgatg
tatcccagag
caggagagtg
acgctgagca
ggcctgaget

atgggcagcc
tcttectcta
catgctccgt
ctccgggtaa
agcagttgaa
aggccaaagt
ccacagagca
aagcagacta
cgcccgtcac

{anti-Cb3) scFv, altered human IgM CHZ hinge,

human IgGl CH2, human IgGl CH3, and human Ck(YAE)

<400> 42

atggaagcac
gaggtccagc
tcctgecaagg
catggaaaga
aaccagaaat
atggagctcc
tactatggtg
tcaagcggtyg
atccagatga
agttgcaggg
ggaactgtta
ttcagtggca
gatattgcca
accaaactgg
gtcccacccc
acgggtttca
tctggcgtca
aaggtgacca
tgccgegtgg
tgcccaccgt
cccccaaaac
gtggacgtga
gtgcataatg
agcgtcctea
tccaacaaag
Cgagaaccac
agccrgacct
aatgggcagc
ttcttectet
tcatgctccyg
tctecegggta
gagcagttga
gaggccaaag
gccacagagc
aaagcagact
tcgececcgtcea

<210> 43

<211> 1839
<212> DNA
<213>

<220>
<223>

cagcgcagct
tgcaacagtc
cctctggtta
accttgagtg
tcaagggcaa
tcagtctgac
actcggactg
gcggagggtc
cacagactac
caagtcagga
aactcctgat
gtgggtctgg
cttacttttg
taaccaaacg
gcgacgygctt
gtccccecggea
ccacggacca
gcacactgac
atcacagggg
gcccatccgg
ccaaggacac
gccacgaaga
ccaagacaaa
ccgtcctgca
ccctcccagc
aggtgtacac
gcctggtcaa
cggagaacaa
acagcaagct
tgatgcatga
aatctagaac
aatctggaac
tacagtggaa
aggacagcaa
acgagaaaca
caaagagctt

tctcttectc
tggacctgaa
ctcattcact
gattggactt
ggccacatta
atctgaagac
gtacttcgat
t0ggggtggce
atcctecectg
cattcgcaat
ctactacaca
aacagattat
ccaacagggt
ctcgagcatt
cttcggcaac
gattcaggtg
ggtgcaggct
catcaaagag
cctgaccttc
agcacctgaa
cctcatgatc
ccctgaggtc
gccgegggag
ccaggactgg
ccccatcgag
cctgececca
aggcttctat
ctacaagacc
caccgtggac
ggctcetgeac
tgtggctgca
tgcctctgtt
ggtggataac
ggacagcacc
caaagtctac
caacagggga

Artificial sequence

ctgctactct
ctggtgaagc
ggctacatcg
attaatccat
actgtagaca
tctgcagtct
gtctggggceg

ggatccggag
tctgectctc

tatttaaact
tcaagattac
tctctcacca
aatacgcttc
gccgagctgc
ccccgcaagt
tcctggetgc
gaggccaaagd
agcgactggc
cagcagaatg
ctcctgggtg
tceceggaccec
aagttcaact
gagcagtaca
ctgaatggca
aaaaccatct
tcccgggatg
ccaagcgaca
acgcctceccg
aagagcaggt
aaccactaca
ccatctgtct
gtgtgcctgc
gccctccaat
tacagcctca
gcctgcgaag
gagtga

Nucleotide sequence for TSCOL0 comprising :
(anti-CD19) scFv, altered human IgAl hinge, human

ggctcccaga
ctggagcttc
tgaactggct
acaaaggtct
agtcatccag
attactgtgc
cagggaccac
gtggtggctc
tgggagacag
ggtatcagca
actcaggagt
ttgccaacct
cgtggacgtt
ctcccaaagt
ccaagctcat
gcgaggggaa
agtctgggcec
tcagccagag
cgtcctccat
gaccgtcagt
ctgaggtcac
ggtacgtgga
acagcacgta
aggagtacaa
ccaaagccaa
agctgaccaa
tcgceegtgga
tgctggactc
ggcagcaggg
cgcagaagag
tcatcttece
tgaattactt
cgggtaactc
gcagcgagcet
tcacccatca

HD37

IgGl CH2, human IgGl CH3, and human CH1
Page 40

LTXT

ggagaacaac
cagcaagctc
gatgcatgag
atctagaact
atctggaact
acagtggaag
ggacagcaag
cgagaaacac
aaagagcttc

taccaccggt
aatgaagatt
gaagcagagc
tactacctac
cacagcctac
aagatctggg
ggtcaccgtc
tgcacaagac
agtcaccatc
gaaaccagat
cccatcaagg
gcaaccagaa
cggtggaggc
gagcgtcttc
ctgccaggcc
gcaggtgggg
cacgacctac
catgttcacc
gagtgtcccc
cttcctcrte
atgcgtggtg
cggcgtggag
ccgtgtgatc
gtgcaaggtc
agggcagecc
gaaccaggtc
gtgggagagc
cgacggctcc
gaacgtcttc
cctctcectg
gccatctgat
ctatcccaga
ccaggagagt
gacgctgagc
gggcctgage

1620
1680
1740
1800
1860
1920
1980
2040
2100
2115

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2136



<400> 43

atggaagcac
gacattgtgc
atctcctgca
caacagattc
gggatcccac
cctgtggaga
acgttcggtyg
tcgggtggcg
cctgggtcect
atgaactggg
ggagatggtg
gaatcctcca
tatttctgtg
tggggtcaag
ccctcaactc
ggtggaccgt
acccctgagg
aactggtacg
tacaacagca
ggcaaggagt
atctccaaag
gatgagctga
gacatcgccg
ccecgtgctgg
aggtggcagc
tacacgcaga
tcggtcttcc
tgcctggtca
accagcggcyg
agcgtggtga
cacaagcceca

<210> 44

<211> 1800
<212> DNA
<213>

<220>
<223>

2479_1040002_sequenceIDListing ascii

cagcgcaget
tgacccaatc
aggccagceca
caggacagcc
ccaggtttag
aggtggatgc
gaggcaccaa
gcggagctag
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
caagacggga
gaacctcagt
cacctacccc
cagtcttcct
tcacatgcgt
tggacggcgt
cgtaccgtgt
acaagtgcaa
ccaaagggca
ccaagaacca
tggagtggga
actccgacgg
aggggaacgt
agagcctcte
ccctggcacc
aggactactt
tgcacacctt
ccgtgecctc
gcaacaccaa

tctcttectc
tccagetrct
aagtgttgat
acccaaactc
tggcagtggg
tgcaacctat
gctggaaatc
ccaggttcag
ttcctgecaad
gcctggacag
caatggaaag
catgcaactc
gactacgacg
caccgtctcc
atctccctca
cttccecececa
ggtggtggac
ggaggtgcat
ggtcagcgtc
ggtctccaac
gcecccgagaa
ggtcagcctg
gagcaatggg
ctccttctrce
cttctcatgc
cctgtctecg
ctcctccaag
cccecgagecg
cccggetgte
cagcagcttg
ggtggacaag

Artificial sequence

ctgctactct
ttggctgtgt
tatgatggtg
ctcatctatg
tctgggacag
cactgccagc
aaaggtggcyg
ctgcagcagt
gcttctgget
ggtcttgagt
ttcaagggta
agcagcctag
gtaggccgtt
tcgageccct
tgcccaccgt
aaacccaadg
gtgagccacg
aatgccaaga
ctcaccgtece
aaagccctcce
ccacaggtgt
acctgcctgg
cagccggaga
ctctacagca
tccgtgatgce
ggtaaatcta
agcacctctg
gtgacggtgt
ctacagtcct
ggcacccaga
aaagtttga

NucTeotide sequence for TSCOll comprising :

ggctcccaga
ctctagggca
atagttattt
atgcatccaa
acttcaccct
daagtactga
grggtrtcggg
ctggggctga
atgcattcag
ggattggaca
aagccactct
catctgagga
attactatgc
caactccacc
gcccagcacc
acaccctcat
aagaccctga
caaagccgeg
tgcaccagga
cagccccecat
acaccctgcc
tcaaaggctt
acaactacaa
agctcaccgt
atgaggctct
gagcctccac
ggggcacagc
cgtggaactc
caggactcta
cctacatctg

HD37

LIXT

taccaccggt
gagggccacc
gaactggtac
tctagtttct
caacatccat
ggatccgtgg
cggtggtgag
gctggtgagg
tagctactgg
gatttggcct
gactgcagac
ctctgeggtc
tatggactac
taccccatct
tgaactcctg
gatctccecgg
ggtcaagttc
ggaggagcag
ctggctgaat
cgagaaaacc
cccatcccgg
ctatccaagce
gaccacgcect
ggacaagagc
gcacaaccac
caagggccca
ggccctggge
aggcgcectg
ctccctcagce
caacgtgaat

(anti-cpl9) scFv, altered human IgA2 hinge, human
CH2, human IgGl CH3, and human CH1

IgGl

<400> 44

atggaagcac
gacattgtgc
atctcctgca
caacagattc
gggatcccac
cctgtggaga
acgttcggtg
tcgggtggeg
cctgggtect
atgaactggg
ggagatggtg
gaatcctcca
Tatttctgtg
tggggtcaag
tgcccageac
gacaccctca
gaagaccctg
acaaagccgc
ctgcaccagg
ccagccecca
tacaccctge
gtcaaaggct
aacaactaca

cagcgcagct
tgacccaatc
aggccagceca
caggacagcc
ccaggtttag
aggtggatgc
gaggcaccaa
gcggagctag
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
caagacggga
gaacctcagt
ctgaactcct
tgatctcccg
aggtcaagtt
9ggaggagca
actggctgaa
tcgagaaaac
ccccatccoccg
tctatccaag
agaccacgcc

tctcttectce
tccagcttct
aagtgttgat
acccaaactc
tggcagtggg
tgcaacctat
gctggaaatc
ccaggttcag
ttcctgcaag
gcctggacag
caatggaaag
catgcaactc
gactacgacg
caccgtctcc
gggtggaccg
gacccctgag
caactggtac
gtacaacagc
tggcaaggag
catctccaaa
ggatgagctg
cgacatcgcc
tcccgtgctg

ctgctactct
ttggctgtgt
tatgatggtg
ctcatctatg
tctgggacag
cactgccagc
aaaggtggcg
ctgcagcagt
gcttctggct
ggtcttgagt
ttcaagggta
agcagcctag
gtaggccgtt
tcgagccccc
tcagtctice
gtcacatgcg
gtggacggcg
acgtaccgtg
tacaagtgca
gccaaagggc
accaagaacc
gtggagtggqg
gactccgacg

ggctcccaga
ctctagggea
atagttattt
atgcatccaa
acttcaccct
aaagtactga
gtggttcggg

ctggggctga
atgcattcag

ggattggaca
aagccactct
catctgagga
attactatgc
caccteccecce
tcttceccecce
tggtggtgga
tggaggtgca
tggtcagcgt
aggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctcecttett
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taccaccggt
gagggccace
gaactggtac
tctagtttct
caacatccat
ggatccgtgg
cggtggtggg
gctggtgagg
tagctactgg
gatttggect
gactgcagac
ctctgeggtc
tatggactac
atgcccaccg
aaaacccaag
cgtgageccac
taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgcctg
gcagccggag
cctctacage

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1839

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380



aagctcaccg
catgaggctc
agagccteca
gggggcacag
tcgtggaact
tcaggactct
acctacatct

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

<220>
<223>

45
1830
DNA

2479_1040002_SequenceIDListing ascii

tggacaagag
tgcacaacca
ccaagggccc
cggccctggg
caggcgccct
actccctcag
gcaacgtgaa

caggtggcag
ctacacgcag
atcggtcttc
ctgcctggtce
gaccagcggc
cagcgtggtg
tcacaagccc

Artificial Sequence

caggggaacg
aagagcctct
cccctggcac
aaggactact
gtgcacacct
accgtgccct
agcaacacca

Nucleotide sequence for TSCOl2 comprising :
(anti-CDpl9) scFv, altered human IgGl hinge,

tcttctecatg
ccctgtctec
cctectccaa
tccecgagec
tcccggetgt
ccagcagctt
aggtggacaa

HD37

IgGl CH2, human IgGl CH3, and human CH1

<400> 45

atggaagcac
gacattgtgc
atctcctgeca
caacagattc
gggatcccac
cctgtggaga
acgttcggtg
tcgggtggcy
cctgggtcct
atgaactggg
ggagatggtg
gaatcctcca
tatttctgtyg
tggggtcaag
cacacaagcc
tcagtcttec
gtcacatgcg
gtggacggcg
acgtaccgtg
tacaagtgca
gccaaagggc
accaagaacc
gtggagtggg
gactccgacg
caggggaacg
aagagcctct
cccetggeac
aaggactact
gtgcacacct
accgtgccct
agcaacacca

<210> 46

<211> 1830
<212> DNA
<213>

<220>
<223>

IgGl

<400> 46

atggaagcac
gacattgtgc
atctecctgca
caacagattc
gggatcccac

cagcgcagcet
tgacccaatc
aggccagcca
caggacagcc
ccaggtttag
aggtggatgc
gaggcaccaa
gcggagctag
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
caagacggga
gaacctcagt
caccgagccc
tcttceccecee
tggtggtgoa
tggaggtgca
tggtcagcgt
aggtctccaa
agccccegaga
aggtcagect
agagcaatgg
gctccttctt
tcttctecatg
ccctgtctcece
cctcctccaa
tcccecgagcec
tcccggctgt
ccagcagctt
aggtggacaa

CH2, human

cagcgcagcet
tgacccaatc
aggccageca
caggacagcc
ccaggtttag

tctcttectc
tccagcttct
aagtgttgat
acccaaactc
tggcagtgygg
tgcaacctat
gctggaaatc
ccaggttcag
ttcctygcaag
gcetggacag
caatggaaag
catgcaactc
gactacgacg
caccgtctec
atgcccaccyg
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgectg
gcagccggag
cctctacagce
ctccgtgatg
gggtaaatct
gagcacctct
ggtgacggtg
cctacagtcc
gggcacccag
gaaagtttga

Artificial Sequence

ctgctactct
ttggctgtgt
tatgatggtg
Cctcatctatg
tctgggacag
cactgccagc
aaaggtggcy
ctgcagcagt
gcttctggct
ggtcttgagt
ttcaagggta
agcagcctag
gtaggccgtt
tcgagcgagc
tgcccageac
gacaccctca
gaagaccctg
acaaagccgc
ctgcaccagg
ccagccccca
tacaccctgc
gtcaaaggct
aacaactaca
aagctcaccg
catgaggctc
agagcctcca
gggggcacag
tcgtggaact
tcaggactct
acctacatct

Nucleotide sequence for TSCO013 comprising :
(anti-Cb19) scFv, altered human IgG3 hinge, human

ggctcccaga
ctctagggca
atagttattt
atgcatccaa
acttcacecct
aaagtactga
gtggttcgag

ctggggctga
atgcattcag

ggattggaca
aagccactct
catctgagga
attactatgc
ccaaatcttc
ctgaactcct
tgatctcccg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
ccccatcccg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
ccaagggccc
€ggcectggy
caggcgccct
actcectcag
gcaacgtgaa

HD37

IgGl CH3, and human CHL

tctcttectc
tccagcttct
aagtgttgat
acccaaactc
tggcagtggg

ctgctactct
ttggctgtgt
tatgatggtg
ctcatctatg
tctgggacag

ggctcccaga
ctctagggca
atagttattt
atgcatccaa
acttcaccct

Page 42

LTXT

ctccgtgaty
gggtaaatct
gagcacctct
ggtgacggtg
cctacagtcc
gggcacccag
gaaagtttga

human

taccaccggt
gagggceacce
gaactggtac
Tctagtttcet
caacatccat
ggatccgtag
cggtggtggg
gctggtgagg
tagctactgg
gatttggcct
gactgcagac
ctctgecggtc
tatggactac
tgacaaaact
gggtggaccg
gacccctgad
caactggtac
gtacaacagc
tggcaaggag
catctccaaa
ggatgagctg
cgacatcgee
tcccgtgetg
caggtggcag
ctacacgcag
atcggtcttc
ctgectggte
gaccagcggc
cagcgtggtg
tcacaagcecec

taccaccggt
gagggccacc
gaactggtac
tctagtttct
caacatccat

1440
1500
1560
1620
1680
1740
13800

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1830

60

120
180
240
300



cctgtggaga
acgttcggtg
tcgggtageg
cctgggtcct
atgaactggg
ggagatggtyg
gaatcctcca
tatttctgtg
tggggtcaag
cccccaagec
tcagtcttee
gtcacatgcg
gtggacggcg
~acgtaccgtg
tacaagtgca
gccaaagggc
accaagaacc
gtggagtggg
gactccgacg
caggggaacg
aagagcctct
cccetggeac
aaggactact
gtgcacacct
accgtgcect
agcaacacca

<210> 47

<211> 1887
<212> DNA
<213>

<220>
<223>

2479_1040002_sSequenceIDListing ascii

aggtggatgc
gaggcaccaa
gcggagctag
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
caagacggdga
gaacctcagt
cacggtecccce
tcttcecececc
tggtggtgga
tggaggtgca
tggtcagcgt
aggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctccttctt
tcttctcatyg
ccctgtctec
cctcctccaa
tcccegagcec
tcceggetgt
ccagcagctt
aggtggacaa

tgcaacctat
gctggaaatc
ccaggttcag
ttcctgcaag
gcctggacag
Caatggaaag
catgcaactc
gactacgacg
caccgtctcc
atgcccaccg
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgcctg
gcagccggag
cctctacagc
ctccgtgatg
gggtaaatct
gagcacctct
ggtgacggtg
cctacagtcc
gggcacccag
gaaagtttga

Artificial Sequence

cactgccage
aaaggtggcg
ctgcagcagt
gcttctggct
ggtcttgagt
ttcaagggta
agcagcctag
gtaggccgtt
Tcgagcgage
tgcccageac
gacaccctca
gaagaccctyg
acaaagccgc
ctgcaccagg
ccagccccca
tacaccctgce
gtcaaaggct
aacaactaca
aagctcaccg
catgaggctc
agagcctcca
gggggcacag
tcgtggaact
tcaggactct
acctacatct

Nucleotide sequence for TSC014 comprising :

aaagtactga

gtggttcggg
ctggggctga
atgcattcag
ggattggaca
aagccactct
catctgagga
attactatgc
ccaaatctag
ctgaactcct
togatctcccg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
ccccatccecg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
ccaagggccc
cggcecctggg
caggcgecct
actccctcag
gcaacgtgaa

HD37

(anti-cD19) scFv, altered human IgD hinge, human
IgGl CHZ2, human Ig9Gl CH3, and human CH1

<400> 47

atggaagcac
gacattgtgc
atctcctgeca
caacagattc
gggatcccac
cctgtggaga
acgttcggtg
tcgggtggeg
cctgggtcect
atgaactggg
ggagatggtg
gaatcctcca
tatttctgtg
tggggtcaag
tcecgtygceccea
gccaccaccce
gtcttcctct
acatgcegtgg
gacggcgtgg
taccgtgtygg
aagtgcaagyg
aaagggcagc
aagaaccagg
gagtgggaga
tccgacggcet
gggaacgtct
agcctctccc
ctggcaccct
gactacttcc
cacaccttcc

cagcgcagct
tgacccaatc
aggccagcca
caggacagcc
ccaggtttag
aggtggatgc
gaggcaccaa
gcggagctag
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
caagacggga
gaacctcagt
ctgcacaacc
gtaacacatg
tccecccaaa
tggtggacgt
aggtgcataa
tcagcgtect
tctccaacaa
cccgagaacc
tcagcctgac
gcaatgggca
ccttcttect
tctcatgctc
tgtctccggg
cctccaagag
ccgagccggt
cggctgtcct

tctecttccte
tccagcttct
aagtgttgat
acccaaactc
tggcagtggg
tgcaacctat
gctggaaatc
ccaggttcag
ttecctgeaag
gcctggacag
caatggaaag
catgcaactc
gactacgacg
caccgtctcc
ccaagcagag
cccaccgtgc
acccaaggac
gagccacgaa
tgccaagaca
caccgtectg
agccctcecca
acaggtgtac
ctgcectggte
gccggagaac
ctacagcaag
cgtgatgcat
taaatctaga
cacctctggg
gacggtgtcg
acagtcctca

ctgctactct
ttggctgtgt
tatgatggty
ctcatctatg
tctgggacag
cactgccagce
aaaggtggcg
ctgcagcagt
gcttctgget
ggtcttgagt
ttcaagggta
agcagcctag
gtaggccgtt
tcgagegagt
ggcagcctcg
ccagcacctg
accctcatga
gaccctgagg
dagccgcggqg
caccaggact
gccecccateg
accctgeccce
daaggcttct
aactacaaga
ctcaccgtgg
gaggctctgc
gcetecaccea
ggcacagcgg
tggaactcag
ggactctact

Page 43

ggctcccaga
ctctagggca
atagttattt
atgcatccaa
acttcaccct
aaagtactga
gtggttcggg

ctggggctga
atgcattcag

ggattggaca
aagccactct
catctgagga
attactatgc
ctccaaaggc
ccaaggcaac
aactcctggg
tctcccggac
tcaagttcaa
aggagcagta
ggctgaatgg
agaaaaccat
catcceggga
atccaagcga
ccacgcctcc
acaagagcag
acaaccacta
agggcccatce
ccctgggcetg
gcgecctgac
ccctcagceag

LTXT

ggatccgtgg
cggtggtggg

.gcrggrgagg

tagctactgg
gatttggcct
gactgcagac
ctctgcggtc
tatggactac
cgacacacct
gggtggaccg
gacccctgag
caactggtac
gtacaacagc
tggcaaggag
catctccaaa
ggatgagctg
cgacatcgcc
tccecgtgcetg
caggtggcag
ctacacgcag
atcggtcttc
ctgcctggtc
gaccagcggc
cagcgtggtg
tcacaagccc

taccaccggt
gagggccacc
gaactggtac
tctagtttct
caacatccat
ggatccgtgg
cggtggtggg
gctggtgagg
tagctactgg
gatttggcct
gactgcagac
ctctgcggtc
tatggactac
acaggcctcc
cacagcccca
tggaccgtca
ccctgaggrtc
ctggtacgtg
caacagcacg
caaggagtac
ctccaaagcc
tgagctgacc
catcgccgtg
cgtgctggac
gtggcagcag
cacgcagaag
ggtcttccecc
cctggtcaag
cagcggcgtg
cgtggtgacc

360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1830

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800



2479_1040002_SequenceIDListing ascii

LTXT

gtgccctcca gragettggg cacccagacc tacatctgca acgtgaatca caagcccagce 1860
aacaccaagg tggacaagaa agtttga

<210> 48

<211> 2103

<212> DNA

<213> Artificial Sequence

<220>

<223> Nucleotide sequence for TSC015 comprisinﬁ : HD37
- -- (anti-cpl9) scFv, altered human IgE CH2 hinge,

human IgGl CH2, human IgGl CH3, and human CH1l

<400> 48
atggaagcac
gacattgtgc
atctcctgca
caacagattc
gggatcccac
cctgtggaga
acgttcggtg
tcgggtggeg
cctgggtcct
atgaactgag
ggagatggta
gaatcctcca
tatttctgtg
tggggtcaag
- gtgaagatct
ctgtgccteg
caggtcatgg
acacaaagcg
caggtcacct
tgctccggag
aaggacaccc
cacgaagacc
aagacaaagc
gtcctgcacc
ctcccagecc
gtgtacaccc
ctggtcaaag
gagaacaact
agcaagctca
atgcatgagg
tctagagect
tctgggggca
gtgtcgtgga
tcctcaggac
cagacctaca
tga

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

<220>
<223>

49
2124
DNA

cagcgcagct
tgacccaatc
aggccagcca
caggacagcc
ccaggtttag
aggtggatgc
gaggcaccaa
gcggagcetag
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
caagacggga
gaacctcagt
tacagtcgtc
tctctgggta
acgtggactt
agctcaccct
atcaaggtca
cacctgaact
tcatgatctc
ctgaggtcaa
cgcgggagga
aggactggct
ccatcgagaa
tgcccccatc
gcttctatcc
acaagaccac
ccgtggacaa
ctctgcacaa
ccaccaaggg
cagcggccct
actcaggcgc
tctactccct
tctgcaacgt

tctcttecte
tccagcttct
aagtgttgat
acccaaactc
tggcagtggg
tgcaacctat
gctggaaatc
ccaggttcag
ttcctgcaag
gcctggacag
caatggaaag
catgcaactc
gactacgacg
caccgtctec
cagcgacggc
caccccaggg
gtccaccgec
cagccagaag
cacctttgag
cctgggtgga
ccggacccct
gttcaactgg
gcagtacaac
gaatggcaag
aaccatctcc
ccgggatgag
aagcgacatc
gcctcecgtg
gagcaggtag
ccactacacg
cccatcggtc
gggctgecty
cctgaccagc
cagcagcgtyg”
gaatcacaag

Artificial sequence

ctgctactct
ttggctgtgt
tatgatggtg
ctcatctatg
tctgggacag
cactgccagc
aaaggtggcg
ctgcagcagt
gcttctggct
ggtcttgagt
ttcaagggta
agcagcctag
gtaggccgtt
tcgagctcca
ggcgggcact
actatcaaca
tctaccacgc
cactggctgt
gacagcacca
ccgtcagtct
gaggtcacat
tacgtggacyg
agcacgtacc
gagtacaagt
aaagccaaag
ctgaccaaga
gccgtdggagt
ctggactccg
cagcagggga
cagaagagcc
ttccccctgg
gtcaaggact
ggcgtgcaca
gtgaccgtgc
cccagcaaca

Nucleotide sequence_for TSC016 comprisin
(anti-Cpl9) scFv, altered human IgM CH2

ggctcccaga
ctctagggca
atagttattt
atgcatccaa
acttcaccct
aaagtactga
gtggttcgag

ctggggctga
atgcattcag

ggattggaca
aagccactct
catctgagga
attactatgc
gggacttcac
tcceecccgac
tcacctggct
aggagggtga
cagaccgcac
agaagtctgc
tcctcttecce
gcgtggtggt
gcgtggaggt
gtgtggtcag
gcaaggtctc
ggcagcccceg
accaggtcag
gggagagcaa
acggctcctt
acgtcttctc
tctecctgtc
caccctectc
acttccececga
ccttecegge
cctccagcag
ccaaggtgga

: 37
ﬂingg?

human IgGl CH2, human IgGl CH3, and human CH1

<400> 49

atggaagcac
gacattgtgc
atctcctgca
caacagattc
gggatcccac
cctgtggaga

cagcgcagct
tgacccaatc
aggccagcca
caggacagcc
ccaggtttag
aggtggatgc

tctcttectc
tccagcttct
aagtgttgat
acccaaactc
tggcagtggg
tgcaacctat

ctgctactct
tTtggctgtgt
tatgatggtyg
ctcatctatg
tctgggacag
cactgccagc

ggctcccaga
ctctagggca
atagttattt
atgcatccaa
acttcacect
aaagtactga
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taccaccggt
gagggccace
gaactggtac
tctagtttct
caacatccat
ggatccgtgg
cggtggtggg
gctagtgagg
tagctactgg
gatttggcect
gactgcagac
ctctgcggtc
tatggactac
cccgeeecace
catccagctc
ggaggacggg
gctggcectcc
ctacacctgc
atgcccaccyg
cccaaaaccc
ggacgtgagc
gcataatgcc
cgtcctcacc
caacaaagcc
agaaccacag
cctgacctgc
tgggcagccg
cttcctctac
atgctccgty
tccgggtaaa
caagagcacc
gcecggtgacg
tgtcctacag
cttgggcacc
caagaaagtt

taccaccggt
gagggccacc
gaactggtac
tctagtttct
caacatccat

ggatccgtgg

887

60

180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2103

60

120
180
240
300
360



acgttcggtg
tcgggtggcg
cctgggtcct
atgaactggg
ggagatggtg
gaatcctcca
tattictgtyg
tggggtcaag
agcgtcttcg
tgccaggcecea
. caggtagggt
acgacctaca
atgttcacct
agtgtccect
ttcectcttece

.. -tgcgtggtgg

ggcgtggagg
cgtgtggtca
tgcaaggtct
gggcagcccc
aaccaggtca
tgggagagca
gacggctcct
aacgtcttcet
ctctccctgt
gcaccctcct
tacttccceg
accttceccgg
ccctccagea
accaaggtgg

<210> 50

<211> 1788
<212> DNA
<213>

<220>
<223>

2479_1040002_sSequenceIDListing ascii .TXT

gaggcaccaa
gcggagctag
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
caagacggga
gaacctcagt
‘tcceaccceceg
cgggtttcag
ctggcgtcac
aggtgaccag
gccgegtgga
gcccaccgtyg
ccecaaaace
tggacgtgag
tgcataatgc
gcgtcctcac
ccaacaaagc
gagaaccaca
gcctgacctg
atgggcagcc
tcttcctcta
catgctccgt
ctccgggtaa
ccaagagcac
agccggtgac
ctgtcctaca
gcttgggcac
acaagaaagt

gctggaaatc
ccaggttcag
ttcctgcaag
gcctggacag
caatggaaag
catgcaactc
gactacgacg
caccgtctcc
cgacggcttc
tccecggeag
cacggaccag
cacactgacc
tcacaggggc
cccatccgga
caaggacacc
ccacgaagac
caagacaaag
cgtcctgeac
cctcccagcec
ggtgtacacc
cctggtcaaa
ggagaacaac
cagcaagctc
gatgcatgag
atctagagcc
ctctgggggce
ggtgtcgtgg
gtcctcagga
ccagacctac
ttga

Artificial sequence

aaaggtggceg
ctgcagcagt
gcttctggcet
ggtcttgagt
ttcaagggta
agcagcctag
gtaggccgtt
tcgagcattg
ttcggcaacc
attcaggtgt
gtgcaggctg
atcaaagaga
ctgaccttcc
gcacctgaac
ctcatgatct
cctgaggtca
ccgcgggagg
caggactggc
cccatcgaga
ctgcccecat
ggcttctatc
tacaagacca
accgtggaca
gctctgcaca
tccaccaagg
acagcggccc
aactcaggcg
ctctactccc
atctgcaacg

Nucleotide sequence for TSC01l7? comprising :

gtggttcggg
ctggggctga
atgcattcag
ggattggaca
aagccactct
catctgagga
attactatgc
ccgagetgec
cccgcaagtc
cctggctgceg
aggccaaaga
gcgactgget
agcagaatgc
tcctgggtgg
cccggaccee
agttcaactg
agcagtacaa
tgaatggcaa
aaaccatctc
cccgggatga
caagcgacat
cgectceegt
agagcaggtg
accactacac
gcccatoggt
tgggctgect
ccctgaccag
tcagcagcgt
tgaatcacaa

P2C2

(anti-Cb79b) scFv, human IgGl SCC-P hinge, human
IgGl CH3 and human CH1l

IgGl

<400> 50

atggaagcac
gatattgtga
atctcctgta
tttctgeaga
tcaggagtct
agtagagtga
tggacgttcyg
ggatccggtg
cctggagaga
atgcactggg
gagactggtg
acttctgcca
tatttttgta
agcgagccca
gaactcctgy
atctcccgga
gtcaagttca
gaggagcagt
tggctgaatg
gagaaaacca
ccatcccggg
tatccaagcg
accacgecetc
gacaagagca
cacaaccact
aagggcccat

CHZ2, human

cagcgcagct
tgatccagga
ggtctagtaa
gaccaggaca
cagaccggtt
aggctgagga
gtggaggcac
gcggcggctc
cagtcaagat
tgaggcaggc
agccaacata
gcactgccta
cctggtctge
datcttctga
gtggaccgtc
cccctgaggt
actggtacgt
acaacagcac
gcaaggagta
tctccaaage
atgagctgac
acatcgccgt
ccgtgctgga
ggtggcagca
acacgcagaa
cggtcttccc

tctecttecte
tgaactctcc
gagtctccta
atctcctcag
tagtggcagt
tgtgggtgtg
caagctggaa
tcagatccag
ctcctgcaag
tccaggaaag
tgcagatgac
tttgcagatc
ttactggggc
caaaactcac
agtcttcctc
cacatgcgtg
ggacggcgtg
gtaccgtgtg
caagtgcaag
caaagggcag
caagaaccag
ggagtgggag
ctccgacggc
ggggaacgtc
gagcctcree
cctggcacce

ctgctactct
aatcctgtca
gataaggaagd
ctcctgatct
gggtcaggaa
tattactgtc
atcaaaggtg
ttggtgcagt
gcrtctggtt
ggtttaaagt
ttcaggggac
aacaacctca
caagggactc
acatgcccac
ttccecccaa
gtggtggacg
gaggtgcata
gtcagcgtcc
gtctccaaca
ccecgagaac
gtcagcctga
agcaatgggc
teccttcttcc
ttctcatgcet
ctgtctcecgg
tcctccaaga

ggctcccaga
gttctggaga
ggaagacata
atctgatgtc
cagatttcac
dacaacttgt
gcggtggctc
ctggacctga
ataccttcac
ggatgggctg
ggtttgcctt
aaaatgagga
tggtcactgt
cgtgeccatc
aacccaagga
tgagccacga
atgccaagac
tcaccgtcct
aagcccteec
cacaggtgta
cctgectggt
agccggagaa
tctacagcaa
ccgtgatgca
gtaaatctag
gcacctctgg
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cggtggtggg
gctggtgagg
tagctactgg
gatttggcct
gactgcagac
ctctgcggtc
tatggactac
tcccaaagtg
caagctcatc
cgaggggaag
gtctgggcecc
cagccagagc
gtcctccatg
accgtcagtc
tgaggtcaca
gtacgtggac
cagcacgtac
ggagtacaag
caaagccaaa
gctgaccaag
cgccgtggag
gctggactcc
gcagcagggg
gcagaagagc
cttcccectg
ggtcaaggac
cggcgtgcac
ggtgaccgtg
gcccagcaac

taccaccggt
atcagtttcc
cttgaattgg
catgcgtgaa
cctggaaatc
agagtatccg
tggcggaggt
gctgaagaag
agacttttca
gataaacact
ctctttggaa
cacggctaca
ctctgecteg
cggagcacct
caccctcatg
agaccctgag
aaagccgcgy
gcaccaggac
agcecceccate
caccctgcecc
caaaggcttc
caactacaag
gctcaccgtg
tgaggctctg
agcctccacc
gggcacagcg

420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2124

60

120
180
240
300
360
420
480

600
660
720
780
840
300
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560



gccctggget

aacgtgaatc

<210> 51

<211> 1812
<212> DNA
<213>

<220>
<223>

2479_1040002_SequenceIDListing ascii

LTXT

gcctggtcaa ggactacttc cccgagccgg tgacggtgtc gtggaactca 1620
ggcgccctga ccagcggcgt gcacacctte ccggctgtcc tacagtcctc aggactctac 1680
. tcecctcageca gegtggtgac cgtgeccctcc agcagcttgg gcacccagac ctacatctge 1740
acaagcccag caacaccaag gtggacaaga aagtttga

Artificial sequence

Nucleotide sequence for TSCO18 comprising
(anti-HLA-DR) scFv, human IgGl sSCC-P hinge, human

IgGl CH2, human IgGl CH3, and human CH1

<400> 51

atggaagcac
gacatccaga
atcacttgcc
gggaaagccc
aggttcagtg
gaagattttg
gggaccaaag
ggatccggtg
cctggtggtt
atgtcttggg
tctggtggct
dactctaaga
tattactgtg
ggccaaggga
ccaccgtgcc
ccaaaaccca
gacgtgagcc
cataatgcca
gtcctcaccg
dacaaagccc
gaaccacagg
ctgacctgcc
gggcagccgy
ttcctctaca
tgctccgtga
ccgggtaaat
aagagcacct
ccggtgacgg
gtcctacagt
ttgggcaccc
aagaaagttt

<210> 52

<211> 1833
<212> DNA
<213>

<220>
<223>

CHZ,

<400> 52

atggaagcac
gaggtccagc
tcctgcaagg
catggaaaga
aaccagaaat
atggagctcc
tactatggty
tcaagcggtyg
atccagatga

cagcgcagct
tgacccagtc
gggccagtca
ctaagctect
gcagtggatc
ccacttacta
tggatatcaa
gcggeggcetc
ctttacgtct
ttcgeccaagce
ttactgctta
atactctcta
cgagagacgg
ccacggtctc
catccggagce
aggacaccct
acgaagaccc
agacaaagcc
tcctgcacca
tcccageecec
tgtacaccct
tggtcaaagg
agaacaacta
gcaagctcac
tgcatgaggce
ctagagcctc
ctgggggcac
tgtcgtggaa
cctcaggact
agacctacat

ga

tctcttecte
tccttccace
gagtattagt
ggtctattct
cgggacagat
ctgtcaacag
agggggtgga
tgaagttcaa
ttcttgcgcet
tcctggtaaa
tgctgactcc
ctitgcagata
gtgggttggt
ctcgagcgag
acctgaactc
catgatctcc
tgaggtcaag
gcgggaggag
ggactggctg
catcgagaaa
gccccecatec
cttctatcca
caagaccacg
cgtggacaag
tctgcacaac
caccaagggc
agcggceccctg
ctcaggcgcc
ctactececte
ctgcaacgtg

Artificial sequence

ctgctactct
ctgtctgcat
agctggttgg
gtttccagtt
ttcactctca
agttacagta
ggctctggtg
ttgttagagt
gcttccggat
ggrttggagt
gttaaaggtc
aacagcttaa
agcgagaact
cccaaatctt
ctgggtggac
cggacccctg
ttcaactggt
Cagtacaaca
aatggcaagg
accatctcca
cgggatgagc
agcgacatcg
cctcecegtgc
agcaggtggc
cactacacgc
ccatcggtct
ggctgcctgg
ctgaccagcg
agcagcgtgg
datcacaagc

Nucleotide sequence for TSCO019 comprising :
(anti-CD3) scFv, human IgGl SCC-P

human CH3, and human Ck(YAE)

cagcgcagcet
tgcaacagtc
cctctggtta
accttgagtg
tcaagggcaa
tcagtctgac
actcggactg
gcggagggtc
cacagactac

tctcttecte
tggacctgaa
ctcattcact
gattggactt
ggccacatta
atctgaagac
gtacttcgat

tgggggtggce
atcetcecty

ctgctactct
ctggtgaagc
ggctacatcg
attaatccat
actgtagaca
tctgcagtct
gtctggggcg
ggatccggag
tctgectctc

ggctcccaga
ctgtaggaga
cctggtatca
tgcaaagtyg
ccatcaacad
ccccattcac
gcggtggetc
ctggtggcgg
tcactttctc
gggtttctta
gcttcactat
gggctgagga
actccggtat
ctgacaaaac
cgtcagtctt
aggtcacatg
acgtggacgg
gcacgtaccg
agtacaagtg
aagccaaagg
tgaccaagaa
ccgtggagtg
tggactccga
4gcaggggad
agaagagcct
tccecectgge
tcaaggacta
gcgtgcacac
tgaccgtgcc
ccagcaacac

ggctcccaga
ctggagcttc
tgaactggct
acaaaggtct
agtcatccag
attactgtgc
cagggaccac
gtggtggctc
tgggagacag

Page 46

1 M0042

taccaccggt
cagagtcacc
gcagaaacca
ggtcccatca
tctgcaacct
tttcggecect
tggcggaggt
tcttgttcag
tcattactat
tatcggtect
ctctagagac
cacggccgtg
ggacgtctgg
tcacacatgc
cctcttccecce
cgtggtggtyg
cgtggaggtg
tgtggtcagc
caaggtctcc
gcagccccga
ccaggtcagce
ggagagcaat
cggctccttc
cgtcttctca
ctccctgtet
accctcctcec
cttccccgag
cttcccggcet
ctccagcagc
caaggtggac

G19-4
inge, human

taccaccggt
aatgaagatt
gaagcagagc
tactacctac
cacagcctac
aagatctggg
ggtcaccgtc
tgcacaagac
agtcaccatc

1788

60
120
180
240
300
360
420
480
540
600
660
720
780
840
9200
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1812

60

120
180
240
300
360
420
480
540



agttgcaggqg
ggaactgtta
ttcagtggca
gatattgcca
accaaactgg
ccaccgtgec
ccaaaaccca
gacgtgagcc
cataatgcca
gtcctcaccg
aacaaagccc
gaaccacagg
ctgacctgece
gggcagccgg
ttcctctaca
tgctccgtga
ccgggtaaat
cagttgaaat
gccaaagtac
acagagcagg
gcagactacg
cccgtcacaa

<210> 53

<211> 582
<212> PRT
<213>

<220>
<223>

2479_1040002_sequenceIDListing ascii

caagtcagga
aactcctgat
gtgggtctgg
cttacttttg
taaccaaacg
catccggagce
aggacaccct
acgaagaccc
agacaaagcc
tcctgeacea
tcccagecce
tgtacaccct
tggtcaaagg
agaacaacta
gcaagctcac
tgcatgaggc
ctagaactgt
ctggaactgce
agtggaaggt
acagcaagga
agaaacacaa
agagcttcaa

cattcgcaat
ctactacaca
aacagattat
ccaacagggt
ctcgagcgag
acctgaactc
catgatctcc
tgaggtcaag
gcgggaggag
ggactggctg
catcgagaaa
gcccccatcec
cttctatcca
caagaccacg
cgtggacaag
tctgcacaac
ggctgcacca
ctctgttgtg
ggataacgcc
cagcacctac
agtctacgcec

caggggagag

Artificial Sequence

ORN160 mature protein comprising :

tatttaaact
tcaagattac
tctctcacca
aatacgcttc
cccaaatctt
ctgggtggac
cggacccctg
ttcaactggt
cagtacaaca
aatggcaagg
accatctcca
cgggatgagc
agcgacatcg
cctceegtgc
agcaggtggc
cactacacgc
tctgtcttca
tgcctgctga
ctccaategg
agcctcagea
tgcgaagtca
tga

5D5

ggtatcagca
actcaggagt
ttgccaacct
cgtggacgtt
ctgacaaaac
cgtcagtctt
aggtcacatg
acgtggacag
gcacgtaccg
agtacaagtg
aagccaaagg
tgaccaagaa
ccgtggagtg
tggactccga
agcaggdagaa
agaagagcct
tcttcecgec
attacttcta
gtaactccca
gcgagctgac
cccatcaggg

(anti-c-Met) scFv, human IgGl SCC-P hinge, human

IgGl

<400> 53

cH2,

human IgGl CH3, and

human CH1

LIXT

gaaaccagat
cccatcaagg
gcaaccagaa
cggtggaggc
tcacacatgc
cctcttcecc
cgtggtggtg
cgtggaggtg
tgtggtcagc
caaggtctcc
gcagccccga
ccaggtcagc
dggagagcaat
cggctccttce
cgtcttctca
ctccctgtct
atctgatgag
tcccagagag
ggagagtgcc
gctgagcaaa

cctgagctcg

Asp
1

Glu
ser
ser
Pro
65

ITe
Tyr
Lys
Gln
Ser
145
Trp
Gly
Lys
Met
Ala
225
Thr

His

Phe
Lys
ser
Pro
50

Asp
Thr
Tyr
Gly
val
130
val
Leu
Met
Asp
Leu
210
Thr
ser

Thr

Met
val
Gln
35

Lys
Arg
Ser

Ala

Met
Thr
20

Lys
Leu
Phe
val

Tyr

- 100

Gly
115
GIn

LyS

Ile
Lys
195
Leu
Tyr
val

Cys

Gly
Leu
Met
Trp
Asp
180
Ala
Ser
Gly
Thr

Pro
260

Ser Gln Ser Pro

5
val

Asn
Leu
Thr
Lys
85

Pro
Gly
G1n
ser
val
165
Pro
Thr
ser
Ser
val

245
Pro

ser
Tyr
Ile
Gly
70

Ala
Trp
ser
Gln
Ccys
150
Lys
Ser
Leu
Leu
TYr
230
Ser

Cys

Cys
Leu
Tyr
55

ser
ASp
Thr
Gly
ser
135
Arg
Gln
Asn
Asnh
Thr
215
val
ser

Pro

Lys
Ala
40

Trp
Gly
Asp
Phe
Gly
120
Gly
Ala
Arg
Ser
val
200
Ser
Ser
ser

Ser

Ser
Ser
25

Trp
Ala
ser
Leu
Gly
105
Gly
Pro
ser
Pro
Asp
185
Asp
Ala
Pro
Glu

Gly
265

Ser Leu Thr val

10
ser

Tyr
Ser
Gly
Ala
a0

Gly
Gly
Glu
Gly
Gly
170
Thr
Arg
Asp
Leu
Pro

250
Ala

GIn
GIn
Thr
Thr
75

val
Gly
Ser
Leu
Tyr
155
GIn

Arg

-5er

ser
Asp
235
LYysS

Pro

Ser
GIn
Arg
60

Asp
TYyr
Thr
Gly
val
140
Thr
Gly
Phe
sar
Ala
220
Tyr
ser

Glu

Page 47

Leu
Lys
45

Glu
Phe
Tyr
Lys
Gly
125
Arg
Phe
Leu
Asn
Asn
205
val
Trp
ser

Leu

ser
Leu
30

Pro
Ser
Thr
Cys
Leu
110
Gly
Pro
Thr
Glu
Pro
190
Thr
Tyr
Gly
AsSp

Leu
270

val
15
Tyr
Gly
Gly
Leu
Gln
95
Glu
Gly
Gly
Ser
Trp
175
Asn
Ala
Tyr
GIn
Lys

255
Gly

Gly
Thr
Gln
val
Thr
80

Gln
Leu
Ser
Ala
Tyr
160
Ile
Phe
Tyr
Cys
Gly
240
Thr

Gly

600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1833



2479_1040002_SequenceIDListing ascii

Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu

Ser Arg Asp
290 295 300
Asp Pro Glu val Lys Phe Asn Trp Tyr val Asp Gly val Glu

305

Asn Ala Lys Thr

275 280 285
Thr Pro Glu val Thr Cys val val val val ser

310 315
Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr
325 330

val val Ser val Leu Thr val Leu His GIn Asp Trp Leu Asn

340 345 350

Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu Pro Ala Pro

355 360 365

Lys Thr ITe Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro Gln
370 375 380

Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr

385

Lys Asn GIn val
390 395

Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Vval

405 410

Glu ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro

420 425 430

Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr

435 440 445

Lys Ser Arg Trp GIn GIn Gly Asn val Phe Ser Cys Ser val
450 455 460
Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu

465

470 475

Gly Lys Ser Arg Ala Ser Thr Lys Gly Pro Ser val Phe Pro

485 490

" Pro ser ser Lys ser Thr ser Gly Gly Thr Ala Ala Leu Gly

500 505 510

val Lys Asp Tyr Phe Pro Glu Pro val Thr val Ser Egg AsSN

515 520

Ala Leu Thr Ser Gly val His Thr Phe Pro Ala val Leu GIn
530 535 540
Gly Leu Tyr Ser Leu Ser Ser val val Thr val Pro Ser Ser

545

550 555

Gly Thr G1n Thr Tyr Ile Cys Asn Val Asn His Lys Pro Ser

565 570

Lys val Asp Lys Lys val

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

<220>
<223>

<400>

580

54 .
586
PRT
Artificial Sequence

TSCO01 mature protein comprising : HD37
(anti-cp39), human IgGl SCC-P hinge, human IgGl
CH2, human IgGl CH3 and human CH1

54

Aip Ile val Leu Thr Gln Ser Pro Ala Ser Leu Ala val Ser

5 10

Gln Arg Ala Thr Ile Ser Cys Lys Ala Ser Gln Ser val Asp

20 25 30

Gly Asp Ser Tyr Leu Asn Trp Tyr Gin GIn Ile Pro Gly GIn

35 40 45

Lys ggu Leu Ile Tyr Asp Ala Ser Asn Leu val ggr Gly Ile
55
Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Asn

65

70 75

Pro val Glu Lys val Asp Ala Ala Thr Tyr His Cys Gln Gln

35 90

Glu Asp Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile

100 105 110

Gly Gly Gly ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ala

Page 48

LTXT

Met
His
val
Tyr
335
Gly
Ile
val
Ser
Glu
415
Pro
val
Met
Ser
Leu
495
Cys
ser
Ser

Ser

Asn
575

Leu
15

Tyr
Pro
Pro
Ile
Sar
95

Lys

Ser

Ile
Glu
His
320
Arg
LYS
Glu
Tyr
Leu
400
Trp
val
Asp
His
Pro
480
Ala
Leu
Gly
Ser
Leu

560
Thr

Gly
Asp
Pro
Pro
His
Thr
Gly
Gln



val
val
145
Met
GIn
Gly
GlIn
Arg
225
Trp
Ser
Leu
Thr
val
305
val
ser
Leu
Ala
Pro
385
GIn
Ala
Thr
Leu
ser
465
ser
Phe
Leu
Trp
Leu
545
ser

Pro

<210> 55

Gln
130
Lys
Asn
Ile
Lys
Leu
210
Arg
Gly
AsSp
Leu
Leu
290
ser
Glu
Thr
Asn
Pro
370
GlIn
val

val

Pro
Thr
450
val

Leu
Pro
Gly
Asn
530
G1n
ser

Ser

115
Leu

Ile
Trp
Trp
Ala
195
ser
Glu
Gln
Lys
Gly
275
Met
His
val

Tyr
Gly
355
Ile
val

ser
Glu
Pro
435
val

Met
ser
Leu
Cys
515
Ser
Ser
ser

ASn

<211> 579
<212> PRE.
<213> Artificial sequence

<220>
<223> TSC002 mature protein

Gln
ser
val
Pro
180
Thr
ser
Thr
Gly
Thr
260
Gly
Ile
Glu
His
Arg
340
Lys
Glu
Tyr
Leu
Trp
420
val
Asp
His
Pro
Ala
500
Leu
Gly
ser
Leu

Thr
580

GlIn
Cys
Lys
165
Gly
Leu
Leu
Thr
Thr

245
H1s

Pro

Ser
ASp
Asn
325
val
Glu
Lys
Thr
Thr
405
Glu
Leu
Lys
Glu
Gly
485
Pro
val
Ala
Gly
Gly

565
Lys

2479_1040002_sequenceIDListing ascii
120

ser
Lys
150
GIn
AsSp
Thr
Ala
Thr
230
Ser
Thr
Ser
Arg
Pro
310
Ala
val
Tyr
Thr
Leu
390
Cys
Ser
ASp
Ser
Ala
470
Lys
Ser
Lys
Leu
Leu
550
Thr

val

Gly
135
Ala
Arg
Gly
Ala
Ser
215
val
val
cys
val
Thr
295
Glu
Lys
Ser
LysS
Ile
375
Pro
Leu
Asn
Ser
Arg
455
Leu
Ser
ser
ASp
Thr
535
Tyr
Gln

ASp

Ala
ser
Pro
Asp
AsSp
200
Glu
Gly
Thr
Pro
Phe
280
Pro
val
Thr
val
Cys
360
ser
Pro
val
Gly
Asp
440
Trp
His
Arg
Lys
Tyr
520
ser
Ser
Thr

Lys

comprising :

Glu
Gly
Gly
Thr
185
Glu
Asp
Arg
val
Pro
265
Leu
Glu
LYS
Lys
Leu
345
Lys
Lys
Ser
Lys
Gln
425
Gly
Gln
Asn
Ala
Ser
505
Phe
Gly
Leu
Tyr

Lys
585

Leu
Tyr
Gln
170
ASN
ser
ser
Tyr
Ser
250
Cys
Phe
val
Phe
Pro
330
Thr
val
Ala
Arg
Gly
410
Pro
sSer
Gln
His
ser
490
Thr
Pro
val
Ser
Ile

570
val

val
Ala
155
Gly
Tyr
ser
Ala
Tyr
235
ser
Pro
Pro
Thr
AsSn
315
Arg
val
ser
Lys
Asp
395
Phe
Glu
Phe
Gly
Tyr
475
Thr
Ser
Glu
His
ser

555
Cys

Arg
140
Phe
Leu
ASnN
ser
val
220
Tyr
Ser
ser
Pro
Cys
300
Trp
Glu
Leu
Asn
Gly
380
Glu
Tyr
Asn
Phe
Asn
460
Thr
LyS
Gly
Pro
Thr
540
val

Asn

125
Pro

Ser
Glu
Gly
Thr
205
Tyr
Ala
Glu
Gly
Lys
285
val
TYr
Glu
His
Lys
365
GIn
Leu
Pro
Asn
Leu
445
val
Gln
Gly
Gly
val
525
Phe
val

val

Gly
Ser
Trp
Lys
190
Ala
Phe
Met
Pro
Ala
270
Pro
val
val
GIn
Gln
350
Ala
Pro
Thr
ser
Tyr
430
Tyr
Phe
Lys
Pro
Thr
510
Thr
Pro

Thr

Asn

L TXT

Ser
Tyr
Ile
175
Phe
Tyr
Cys
Asp
Lys
255
Pro
Lys
val

ASp
Tyr
335
Asp
Leu
Arg
Lys
Asp
415
Lys
Ser
Ser
ser
Ser
495
Ala
val

Ala
val

His
575

2H7 (anti-CD2Q)
Page 49

ser
Trp
160
Gly
Lys
Met
Ala
Tyr
240
ser
Glu
AsSD
ASp
Gly
320
Asn
Trp
Pro
Glu
Asn
400
Ile
Thr
LYys
Cys
Leu
480
val
Ala
ser
val
Pro

560
Lys



Gln
1

Glu
His
Ala
Gly
65

Asp
Phe
Gly
Ser
Lys
145
Gin
Asn
Thr
Thr
Ser
225
Thr
Pro
Phe
Pro
val
305
Thr
val
Cys
Ser
Pro
385
val
Gly
Asp
Trp
His
465
Arg

Lys

SCFvV,
human

<400> 55

Ile
Lys
Trp

Pro’

50
Ser

Ala
Gly
Gly
Gly
130
Ala
Thr
Gly
val
ser
210
Asn
val
Pro
Leu
Glu
290
Lys
Lys
Leu
Lys
Lys
370
ser
Lys
Gln
Gly
GIn
450
Asn
Ala

Sar

val
val
TYr
35

ser
Gly
Ala
Ala

Gly
115

Ala

ser
Pro
Asp
185
Glu
ser
ser
Cys
Phe

275
val

.Phe

Pro
Thr
val
355
Ala
Arg
Gly
Pro
ser
435
GlIn
His
ser

Thr

2479_1040002_sequenceIDListing ascii

human IgGl SCC-P hinge, human IgGl CHZ,
IgGl CH3 .and human CH1

Leu

Thr

20

Gln

Asn

Thr
Thr
Gly
100
ser
Glu
Gly
Arg
Thr
130
Lys
Asp
Tyr
ser
Pro
260
Pro
Thr
Asn
Arg
val

340
ser
Lys
Asp
Phe
Glu
420
Phe
Gly
Tyr
Thr

ser
500

Sser GIn
Mzt Thr
-GTn Lys
Leu Ala

ser Tyr

70
TYr Tyr
85

Thr Lys
Gly Gly
Ser val

Tyr Thr
150

Gln Gly

165

ser Tyr

Ser-ser
Ser Ala

Trp Tyr
230

ser Glu

245

Ser Gly

Pro Lys
Cys val

Trp . Tyr
310
Glu Glu
325
Leu«His

Asn Lys
Gly GIn

Glu Leu
390

Tyr Pro

405

Asn Asn

Phe Leu
Asn val

Thr G1n
470

Lys -Gly

485

Gly Gly

Ser Pro Ala

Cys
Pro
Ser
55

ser
Cys
Leu
Gly
Arg
135
Phe
Leu
Asn
ser
val
215
Phe

Pro

A1q

Pro
val
295
val
Gln
GlIn
Ala
Pro
375
Thr
ser
TYyr
Tyr
Phe
455
Lys
Pro

Thr

Arg
Gly
40

Gly
Leu
Gln
Glu
Gly

120
Pro

Thr

Glu
GIn
Thr
200
Tyr
Asp
Lys
Pro
LYyS
280
val
Asp
Tyr
Asp
Leu
360
Arg
Lys
Asp
Lys
Ser
440
Ser
Ser
Ser

Ala

Ala
25

Ser
val
Thr
Gln
Leu
105
Ala

Gly

Ser

Trp
Lys
185
Ala
Phe
val
Ser
Glu
265
Asp
Asp
Gly
Asn
Trp
345
Pro
Glu
Asn
Ile
Thr
425
Lys
Ccys
Leu
val

Ala
505

Ile Leu
10
ser Ser

ser Pro
Pro Ala

Ile ser
75

Trp Ser

90

Lys Asp

ser GIn
Ala ser

Tyr Asn
155

Ile Gly

170

Phe Lys

Tyr Met
Cys Ala

Trp Gly
235

Ser Asp

250

Leu Leu

Thr Leu
val ser
val Glu

315

ser Thr
330

Leu ‘Asn’

Ala Pro
Pro Gin

Gln val
395
Ala val
410
Thr Pro

Leu Thr
ser val

Ser Leu
475

Phe Pro

490

Leu Gly

Ser
Ser
Lys
Arg
60

Arg
Phe
Gly
Ala
val
140
Met
Ala
Gly
GIn
Arg
220
Thr
Lys
Gly
Met
His
300
val
Tyr
Gly
Ile
val
380
ser
Glu

Pro

val:

Met
460
Ser
Leu

Cys

Page 50

Ala
val
Pro
45

Phe
val
Asn
Gly
Tyr
125
Lys
His
Ile
Lys

Leu
205

“val

Gly
Thr
Gly
Ile
285
Glu
His
Arg
Lys
Glu
365
Tyr
Leu
Trp
val
Asp
445
His
Pro
Ala

Leu

ser
Ser
30
Trp
ser
Glu
Pro
Gly
110
Leu
Met
Trp
TYyr
Ala
190
ser
val
Thr
His
Pro
270
Ser
Asp
ASn
val
Glu
350
Lys
Thr
Thr
Glu
Leu
430
Lys
Glu
Gly
Pro

val
510

L TXT

Pro
15
Tyr
Ile
Gly
Ala
Pro
95
Ser
GlIn
ser
val
Pro
175
Thr
ser
Tyr
Thr
Thr
255
ser
Arg
Pro
Ala
val
335
Tyr
Thr
Leu
Cys
ser
415
ASp
ser
Ala
Lys
ser

495
Lys

Gly
Met

Tyr

Ser

Glu
80
Thr
Gly
Gln
Cys
Lys
160
Gly
Leu
Leu
Tyr
val
240
Cys
val
Thr
Glu
LyS
320
ser
Lys
Ile
Pro
Leu
400
Asn
Ser
Arg
Leu
ser
480
Ser

Asp



Tyr Phe Pro Glu Pro

515 520
Ser Gly val His Thr Phe Pro Ala
530 535
Ser Leu Ser Ser val val Thr val
545 550
Thr Tyr ITe Cys Asn val Asn His
) 565
Lys Lys val
<210> 56
<211> 596
<212> PRT
<213> Artificial Sequence -
<220>
<223> TSC003 mature protein com

<400>

Glu val
1

ser
Ile
Gly
LysS
65
Met
Ala
Gly
Gly
Gln
145
Sar
Gln
Ley
Asp
Tyr
225
Thr
ser
Ala
Pro
val
305
val
Gln

Gln

Met
val
Leu
50

Gly
Glu
Arg
Ala
G1
13
Thr
Cys
Lys
His
Tyr
210
Phe
Lys
Pro
Pro
Lys
290
val
Asp
Tyr

Asp

(anti-cDp3) scFv, altered
IgGl CH2, human IgGl CH3,

36

GIn Leu ng Gln ser
Ile
20

Trp

Lys Ser Cys Lys

Asn Leu Gln
35

Ile

Lys

Asn Pro Tyr Lys

55

Lys Ala Thr Leu Thr

70
Leu ser Leu Thr
85

Tyr

Leu
Ser Gly
100
Thr

Tyr Gly

Gly Thr val Thr

115
y Gly
0
Thr

ser Gly Gly Gly

135
Leu Ser
150

GlIn

Ser Ser

Ala Ser
165

Gly

Arg Asp

Pro Asp Thr val

180
Gly val ser

Ser Pro

195
ser Ala
215

Asn

Leu Thr Ile

Cys GIn GIn Gly
230
Thr Lys
245

Pro

Leu val Arg

Thr Thr
260

Leu

Ser Pro

Glu
275
Asp

Leu Gly Gly
Ile
295

Glu

Thr Leu Met
His
310
val

Asp val ser

Glu His
325
Thr

Gly val

ser
340
Leu

Asn Tyr Arg

Trp Asn Gly Lys

Gly
Ala
Ser
40

Gly
val
ser
Asp
val
120
Gly
Ala
Ile
Lys
Arg
200
Asn
Thr
sSer
Pro
Pro
280
Ser
Asp
Asn
val

Glu

2479_1040002_SequenceIDListin? ascii
val Thr val Ser Trp Asn Ser Gly

Ala
: 525

val Leu Gln Ser Ser

540
Pro Ser Ser Ser Leu
555

Lys Pro Ser Asn Thr

570

Gly
Gly

Lys

rising : G19-4
uman IgAl hinge,
and human Ck{YAE)

human

Glu val
10

Gly

Pro Leu Lys Pro
Thr
30

Glu

ser Ser Phe
25

His

Tyr

Leu
45
Asn

Gly Lys Asn

Leu Thr Thr Tyr Gln

60
Ser Ser Ser Thr
75

ser

Asp Lys

Glu Asp Ala val

90
Asp

TYr

ser Phe
105

Ser

Trp Tyr Asp
110
Gly Gly
125

Ile

ser Gly Gly

Ser Ala Gln Asp Gln

140
Gly Asp val
155

Tyr

Ser Leu Arg

Asn Leu Asn

170
Leu

Arg Trp
Thr
190
Ser

Leu Ile
185

Phe

Tyr Tyr

Ser Gly ser Gly

205
Glu Asp Ile
220

Thr

Leu Gln Pro

Leu Pro Trp Phe Gly

235

Pro Ser Thr Pro Pro

250
Pro

Ser

Pro
270
Pro

Ser Pro
265

Ser

ser Cys
Phe
285
val

val Phe Leu

Glu Thr
300

Lys

Arg Thr Pro

val Phe
315
Thr

Pro Glu Ash

Ala Lys Pro
330

ser

Lys Arg
val
350
Ser

val vai Thr
345

Tyr

Leu

Lys Cys val

Page 51

Lys

L TXT

Leu
Leu
Thr

val
575

Gly
15

Gly
Trp
Lys
Ala
Tyr
95

val
Ser
Met
Thr
Tyr
175
Ser
Gly
Ala
Gly
Thr
255
Ccys
Pro
Cys
Trp
Glu
335
Leu

ASnN

Thr
Tyr
Gln

560
Asp

Ala
Tyr
Ile
Phe
Tyr
80

Cys
Trp
Gly
Thr
Ile
160
GIn
Arg
Thr
Thr
Gly
240
Pro
Pro
Lys
val
Tyr
320
Glu
His

Lys



Ala
Pro
385
Thr
Ser
Tyr
Tyr
Phe
465
Lys
Ser
Ala
val
Ser
545
Glu
Cys

Asn

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

Leu
370
Arg
Lys
Asp
Lys
Ser
450
Ser
Ser
val
Ser
Gin
530
Ala
Leu
Glu

Arg

<220>

<223>

<400>

355
Pro

Glu
ASn
Ile
Thr
435
Lys
Cys
Leu
Phe
val
515
Trp
Thr
Thr
val

Gly
595

57

583
PRT
Aartificial Sequence

Ala
Pro
Gln
Ala
420
Thr
Leu
ser
Ser
ITle
500
val
Lys
Glu
Leu
Thr

580
Glu

IgGl CH2,

57.

Glu val Gln
1

ser
Ile
Gly
Lys
65

Met
Ala
Gly
Gly
GIn
145
Ser

Gin

Met
val
Leu
50

Gly
Glu
Arg
Ala

Gly
130

Thr

Cys

Lys

Lys
Asn
35

Ile
Lys
Leu
ser
Gly
115
Gly
Thr
Arg

Pro

Leu
Ile
20

Trp
Asn
Ala
Leu
Gly
100
Thr
ser
ser
Ala

Asp
180

Pro
G1n
val

405
val

Pro
Thr
val

Leu
485
Phe
Cys
val

Gln
ser

565
His

2479_1040002_sequenceIDListing ascii
360 365

Ile
val
390
Ser
Glu
Pro
val
Met
470
ser
Pro
Leu
ASp
Asp
550
LyS

Gln

Glu
375
Tvyr
Leu
Trp
val
ASp
455
His
Pro
Pro
Leu
Asn
535
Ser
Ala

Gly

Lys Thr
Thr Leu
Thr cys
Glu Sser
425
Leu Asp
440
Lys Ser
Glu Ala
Gly Lys
Ser Asp
505
Asn Tyr
520
Ala Leu
Lys Asp
Asp Tyr

Leu ser
585

human IgGl CH3, and

Gln G1n Ser Gly Pro
5

ser
Leu
Pro
Thr
Sar
85

Tyr
Thr
Gly
ser
Ser

165
Gly

Cys
LYyS
Tyr
Leu
70

Leu
TVYr
val
Gly
Leu
150
Gln

Thr

Lys
GIn
Lys
55

Thr
Thr
Gly
Thr
Gly
135
sSer
Asp

val

Ala ser
25

Ser His

40

Gly Leu

val Asp
ser Glu
Asp Ser
105
val Ser
120
Gly Ser
Ala ser
Ile Arg

Lys Leu
185

Ile
Pro
Leu
410
Asn
Ser
Arg
Leu
Ser
490
Glu
Phe
Gln
Ser
Glu

570
ser

TSC004 mature protein comprising :
(anti-Ccp3) scFv, altered

Ser
Pro
395
val
Gly
ASp
Trp
His
475
Arg
Gin
Tyr
ser
Thr
555
Lys

Pro

Lys
380
ser
Lys
Gln
Gly
Gln

460
Asn

Thr
Leu
Pro
Gly
540
Tyr
His

val

G19-4

Ala
Arg
Gly
Pro
Ser
445
Gln
Hjs

val

Lys

Arg
525
Asn
ser
Lys

Thr

human Ck(YAE)

Glu
10

Gly
Gly
Thr
Lys
Asp
90

Asp
ser
Ala
Leu
Asn

170
Leu

Leu val Lys

Tyr
Lys
Thr
Ser
75

Ser
Trp
Gly
GlIn
Gly
155
Tyr

ITle

Ser
Asn
Tyr
60

Ser
Ala
Tyr
Gly
ASp
140
ASp
Leu

Tyr

Page 52

Phe
Leu
45

Asn
ser
val
Phe
Gly
125
Ile
Arg
Asn

Tyr

Lys
Asp
Phe
Glu
430
Phe
Gly
Tyr
Ala
Ser
510
Glu
ser
Leu
val

Lys
590

uman IgAZ hinge, human

Pro
Thr
Glu
Gln
Thr
Tyr
Asp
110
Gly
Gln
val
Trp

Thr
190

LIXT

Gly
Glu
Tyr
415
Asn
Phe
Asn
Thr
Ala
495
Gly
Ala
Gln
sSer
TYr
575
ser

Gly
Gly
Trp
Lys
Ala
TYr
val
Ser
Met
Thr
Tyr

175
Ser

GIn
Leu
400
Pro
Asn
Leu
val
Gln
480
Pro
Thr
Lys
Glu
Ser
560
Ala

Phe

Ala
Tyr
Ile
Phe
Tyr
80

Cys
Trp
Gly
Thr
Ile
160
GlIn

Arg



2479_1040002_sequenceIDListing ascii .TXT
Leu His ser Gly val Pro Ser arg Phe Ser Gly Ser Gly Ser Gly Thr
195 200 205

Tyr Ser Leu Thr ITe Ala Asn Leu GIn Pro Glu Asp ITe Ala Thr
210 215 220

Tyr Phe Cys GIn GIn Gly Asn Thr Leu Pro Trp Thr Phe Gly Gly Gly
225 230 235 240
Thr Lys Leu val Thr Lys Arg Ser Ser Pro Pro Pro Pro Pro Cys Pro

245 250 255

Asp

Pro Cys Pro Ala Pro Glu Leu teu'Gly Gly Pro ser val Phe Leu Phe -- -

260 265 270
Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val
275 280 285
Thr cys val val val Asp val Ser His Glu Asp Pro Glu val Lys Phe
290 295 300
Asn Trp Tyr val Asp Gly val Glu val His Asn Ala Lys Thr Lys Pro
305 310 315 320
Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg val val Ser val Leu Thr
325 330 335
val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val
340 345 350
Sser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala
355 360 365
Lys Gly GIn Pro Arg Glu Pro GIn val Tyr Thr Leu Pro Pro Ser Arg
370 375 380
Asp Glu Leu Thr Lys Asn GIn val Ser Leu Thr Cys Leu val Lys Gly
385 390 395 400
Phe Tyr Pro Ser Asp Ile Ala val Glu Trp Glu Ser Asn Gly GIn Pro
405 410 415
Glu Asn Asn Tyr Lys Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser
420 425 430
Phe Phe Leu Tyr Ser Lys Leu Thr val Asp Lys Ser Arg Trp GIn Gln
435 440 445
Gly Asn val Phe Ser Cys Ser val Met His Glu Ala Leu His Asn His
450 455 460
Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys Ser Arg Thr val
465 470 475 480
Ala Ala Pro ser val Phe ITe Phe Pro Pro Ser Asp Glu GIn Leu Lys
485 490 495
ser Gily Thr aAla Ser val val Cys Leu Leu Asn Tyr Phe Tyr Pro Arg
500 505 510
Glu Ala Lys val GIn Trp Lys val Asp Asn Ala Leu GIn Ser Gly Asn
- 515 520 525
ser GIn Glu ser Ala Thr Glu Gln Asp Ser Lys Asp
530 : 535 540
Leu Ser Ser Glu Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys
545 550 555 560
val Tyr Ala cys Glu val Thr His &1n Gly Leu Ser Ser Pro Val Thr

Ser Thr Tyr Ser

565 570 575
Lys Ser Phe Asn Arg Gly Glu :
580
<210> 58
<211> 593
<212> PRT

<213> Artificial sequence

<220>

<223> TSCO05 mature protein comprising : G19-4
(anti-cD3) scFv, altered human IgG3 hinge, human
IgGl CH2, human IgGl CH3, and human Ck(YAE)

<400> 58
Glu val GIn Leu GIn G1n Ser Gly Pro Glu Leu val Lys Pro Gly Ala
1 5 10 15

Ser Met Lys gge Sser Cys Lys Ala ser Gly Tyr Ser pPhe TBr Gly Tyr
25 3

ITe val Asn Trp Leu Lys GIn Ser His Gly Lys Asn Leu Glu Trp Ile
Page 53



Gly
Lys
65
Met
Ala
Gly
Gly
GlIn
145
ser
GIn
Leu
Asp
TYr
225
Thr
Pro
Leu
Thr
val
305
val
Ser
Leu
Ala
Pro
385
Gln
Ala
Thr
Leuy
Ser
465
ser
Ile
val
Lys
Glu
545
Leu

Thr

Leu
50
Gly
Glu
Arg
Ala
Gly
130
Thr
Cys
Lys
His
Tyr
210
Phe
Lys
Pro
Leu
Leu
290
Ser
Glu
Thr
Asn
Pro
370
G1n
val
val
Pro
Thr
450
val
Leu
Phe
Cys
val
530
GlIn
Ser

His

35
Ile

Lys
Leu
ser
Gly
115
Gly
Thr
Arg
Pro
ser
195
ser
Cys
Leu
Pro
Gly
275
Met
His
val
Tyr
Gly
355
Ile
val
ser
Glu
Pro
435
val
Met
ser
Pro
Leu
515
Asp
Asp
Lys

Gln

Asnh
Ala
Leu
Gly
100
Thr
ser
ser
Ala
ASp
180
Gly
Leu
GlIn
val

ser
260
Gly
ITe
Glu
His
Arg
340
Lys
Glu
TYr
Leu
Trp
420
val

Asp
His

Pro
Pro
500
Leu
Ash
Ser
Ala

Gly

Pro
Thr
ser
85

Tyr
Thr
Gly
ser
ser
165
Gly
val
Thr
GIn
Thr
245
Pro
Pro
ser
Asp
Asn
325
val
Glu
Lys
Thr
Thr
405
Glu
Leu
Lys
Glu
Gly
485
ser
ASN
Ala
Lys
ASp

565
Leu

2479_1040002_sSequenceIDListing ascii .TXT
40 - 45

TYFr
Leu
70

Leu
Tyr
val
Gly
Leu
150
Gln
Thr
Pro
Ile
Gly
230
Lys
Arg
Ser
Arg
Pro
310
Ala
val
Tyr
Thr
Leu
390
Cys
sSer
Asp
Ser
Ala
470
Lys
AsSp
Tyr
Leu
Asp
550
Tyr

ser

Lys
55

Thr
Thr
Gly
Thr
Gly
135
ser
Asp
val
Ser
Ala
215
Asn
Arg
Ser
val
Thr
295
Glu
Lys
ser
Lys
Ile
375
Pro
Leu
Asn
Ser
Arg
455
Leu
Ser
Glu
Phe
GlIn
535
sSer
Glu

ser

Gly
val

ser

Asp

val
120
Gly
Ala
Ile
Lys
Arg
200
Asn
Thr
Ser
Pro
Prhe
280
Pro
val
Thr
val

cys
360

ser.

Pro
val
Gly
ASp
440
Trp
His
Arg
Gln
Tyr
520
ser
Thr
Lys

Pro

Leu
ASp
Glu
ser
105
sSer
ser
ser
Arg
Leuy
185
Phe
Leu
Leu
Ser
cys
265
Leu
Glu
Lys
Lys
Leu
345
Lys
Lys
Ser
Lys
Gln
425
Gly
Gln
Asn
Thr
Leu
505
Pro
Gly
Tyr
His

val

Thr
Lys
Asp
90

Asp
Ser
Ala
Leu
Asn
170
Leu
ser
GIn
Pro
Glu
250
Pro
Phe
val
Phe
Pro
330
Thr
val
Ala
Arg
Gly
410
Pro
ser
Gln
His
val
490
Lys
Arg
Asn
ser
Lys

570
Thr

Thr
ser
75

ser
Trp
Gly
Gln
Gly
155
Tyr
Ile
Gly
Pro
Trp
235
Pro
Pro
Pro
Thr
AsSn
315
Arg
val
ser
Lys
Asp
395
Phe
Glu
Phe
Gly
Tyr
475
Ala
ser
Glu
ser
Leu
555
val

Lys

Tyr
60
Ser
Ala
Tyr
Gly
ASD
140
ASD
Leu
Tyr
ser
Glu
220
Thr
Lys
Cys
Pro
Cys
300
Trp
Glu
Leu
Asn
Gly
380
Glu
Tyr
AsSn
Phe
Asn
460
Thr
Ala
Gly
Ala
GIn-
540
ser
Tyr

Ser
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Asn
ser
val

Phe
Gly
125
Ile
Arg
Asn
Tyr
Gly
205
ASp
Phe
ser
Pro
Lys
285
val

Tyr
Glu
His
Lys
365
Gln
Leu
Pro
Asn
Leu
445
val

GIn
Pro
Thr
Lys
525
Glu
ser
Ala

Phe

Gln
Thr
Tyr
Asp
110
Gly
Gln
val
Trp
Thr
190
ser
Ile
Gly
Ser
Ala
270
Pro
val
val
Gln
Gln
350
Ala
Pro
Thr
ser
Tyr

430
Tyr

Phe.

Lys
ser
Ala
510
val
ser
Glu
Cys

Asn

Lys
Ala
Tyr
95

val
ser
Met
Thr
Tyr
175
sSer
Gly
Ala
Gly
Asp
255
Pro
Lys
val
Asp
Tyr
335
Asp
Leu
Arg
Lys
Asp
415
Lys
Ser
Ser
ser
val
495
ser
GIn
Ala
Leu
Glu

575
Arg

Phe
Tyr
80

Cys
Trp
Gly
Thr
ITe
160
Gln
Arg
Thr
Thr
Gly
240
Thr
Glu
AsSp
Asp
Gly
320
AsSn
Trp
Pro
Glu
Asn
400
Ila
Thr
Lys
Cys
Leu
480
Phe
val
Trp
Thr
Thr
560
val

Gly



Glu

2479_1040002_sSequenceIDListing ascii
580 585 590

<210> 59

<211> 612

<212> PRT

<213> Artificial Sequence

<220>
<223> TSCO06 mature protein comprising : G19-4

(anti-cD3) scFv, altered human IgD hinge, human
IgGl CH2, human IgGl cH3, and human CK{YAE)

<220>

<221> VARIANT

<222> 375

<223> Xaa = Any Amino Acid

<400> 59

Glu
1

ser
Ile
Gly
Lys
65
Met
Ala
Gly
Gly
Gln
145
ser
G1n
Leu
Asp
Tyr
225
Thr
Ser
Ala
Ala
Pro
305
val
val
Glin

Gln

val GIn Leu ng GIn Ser Gly Pro Glu Leu val Lys Pro

Met Lys I%e Ser Cys Lys Ala Ser Gly Tyr Ser Phe ;Br
2 25
val Asn Trp Leu Lys Gln Ser His Gly Lys Asn Leu Glu
35 40 45
ggu Ile Asn Pro Tyr Lys Gly Leu Thr Thr_T%r Asn GIn
: 55 b
Gly Lys Ala Thr %gu Thr val Asp Lys ?gr ser Ser Thr
Glu Leu Leu ggr Leu Thr Ser Glu Sgp ser Ala val Tyr
Arg Ser Gly Tyr Tyr Gly Asp Ser Asp Trp Tyr Phe Asp
100 105 110
Ala Gly Thr Thr val Thr val ser ser Gly Gly Gly Gly
115 120 125
Gly Gly ser Gly Gly Gly Gly Ser Ala Gin Asp Ile G1In
130 . 135 : 140
Thr Thr Ser Ser Leu Ser Ala Ser Leu Gly Asp Arg val
150 155
Cys Arg Ala Ser GIn Asp Ile Arg Asn Tyr Leu Asn Trp
165 170
Lys Pro Asp Gly Thr val Lys Leu Leu ITe Tyr Tyr Thr
180 185 190
His Ser Gly val Pro Ser Arg Phe Ser Gly Ser Gly Ser
195 200 205
Tyr Ser Leu Thr Ile Ala Asn Leu GIn Pro Glu Asp Ile
210 215 220
Phe Cys G1n Gln g;% Asn Thr Leu Pro ;52 Thr Phe Gly
Lys Leu val Thr Lys Arg Ser Ser Glu Ser Pro Lys Ala
245 250
Ser val Pro Thr Ala GIn Pro G1ln Ala Glu Gly Ser Leu
260 265 270
Thr Thr ATa Pro ala Thr Thr Arg Asn Thr Cys Pro Pro
275 280 285
Pro Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro
290 295 300
Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr
310 315
val Asp val Ser His Glu Asp Pro Glu val Lys Phe Asn
325 330
Asp Gly val Glu val His asn Ala Lys Thr Lys Pro Arg
340 345 350
Tyr Asn Ser Thr Tyr Arg val val ser val Leu Thr val
355 360 365
Asp Trp Leu Asn Gly Xaa Glu Tyr Lys Cys Lys val Ser
Page 55

L TXT

Gly
Gly
Trp
Lys
Ala
Tyr
val
Ser
Met
Thr
Tyr
175
Ser
Gly
Ala
Gly
Gln
255
Ala
cys
Pro
Cys
Trp
atu

Leu

ASN

Ala
Tyr
Ile
Phe
Tyr
80

Cys
Trp
Gly
Thr
Ile
160
Gln

Arg

Thr

Thr
Gly
240
Ala
Lys
Pro
Lys
val
320
Tyr
Glu
His

Lys



Ala
385
Pro
Thr
ser
Tyr
Tyr
465
Phe
Lys
ser
Ala
val
545
ser
Glu
Cys

ASn

<210>

370
Leu

Arg
Lys
Asp
Lys
450
ser
Ser
Ser
val
Ser
530
GIn
Ala’
Leu
Glu

Arg
610

<211> 59

<212>
<213>

<220>

<223>

Glu
1
Ser
Ile
Gly
Lys
65
Met
Ala
Gly
Gly
Gln
145
ser

Gln

Pro
Glu
Asn
Ile
435
Thr
Lys
Cys
Leu
Phe
515
val
Trp
Thr
Thr
val

595
Gly

60

3

PRT
Artificial Seguence

Ala
Pro
GlIn
420
Ala
Thr
Leu
ser
ser
500
Ile
val
Lys
Glu
Leu
580
Thr

Glu

Pro
GIn
405
val
val
Pro
Thr
val
485
Leu
Phe
Cys
val
Gln
565
ser

His

2479_1040002_SequenceIDL;gging ascii .TXT

Ile

390.

val
ser
GTu
Pro
val
470
Met
ser
Pro
Leu
Asp
550
Asp
Lys
Gln

375
Glu

Tyr
Leu
Trp
val
455
Asp
His
Pro
Pro
Leu
535
ASn
ser
Ala

Gly

Lys
Thr
Thr
Glu
440
Leu
Lys
Glu
Gly
ser
520
Asn
Ala
Lys
AsSp

Leu
600

(anti-cp3) scFv, altered

IgGl CH2,
<400> 60

val
Met
val
Leu
50

Gly
Glu
Arg
Ala
Gly
130
Thr
Cys

Lys

Glin
Lys
Asn
35

ITe
Lys
Leu
ser
Gly
115
Gly
Thr
Arg

Pro

Leu
Ile
20

Trp
Asn
Ala
Leu
Gly
100
Thr
ser
ser
Ala

Asp
180

Thr
Leu
Cys
425
ser
Asp
ser
Ala
Lys
505
Asp
Tyr
Leu
ASp
Tyr

585
Ser

human IgGl CH3, and

Gln
5
Ser
Leu
Pro
Thr
ser
85
Tyr
Thr
Gly
Ser
ser

165
Gly

Gln
Cys
Lys
Tyr
Leu
70

Leu
Tyr
val
Gly
Leu
150
Gln

Thr

Ser
Lys
Gln
Lys
55

Thr
Thr
Gly
Thr
Gly
135
Ser
AsSp

val

Gly
Ala
Ser
40

Gly
val
Ser
Asp
val
120
Gly
Ala
Ile

Lys

Pro
Ser
25

His
Leu
ASp
Glu
ser
105
Ser
Ser
ser
Arg

Leu
185

Ile
Pro
410
Leu
Asn
Ser
Arg
Leu
490
ser
Glu
Phe
G1In
Ser
570
Glu

Ser

TSCO07 mature protein comprising :

Ser
395
Pro
val
Gly
Asp
Trp
475
His
Arg
Gln
Tyr
ser
555
Thr
Lys

Pro

Lys
ser
Lys
GIn
Gly
460
Gln
Asn
Thr
Leu
Pro
540
Gly
TYr
His

val

G19-4
uman IgGl hinge, human
human Ck(YAEg)

Ala
Arg
Gly
Pro
445
Ser
Gln
His
val
Lys
525
Arg
Asn
Ser
Lys

Thr
605

Glu Leu val Lys

10
Gly

Gly
Thr
Lys
Asp
90

Asp
ser
Ala
Leu
Asn

170
Leu

Tyr
Lys
Thr
ser
75

ser
Trp
Gly
GIn
Gly
155
Tyr

Ile

Ser
Asn
TYyr
60

Ser
Ala
Tyr
Gly
Asp
140
Asp

Leu

TYyr

Page 56

Phe
Leu
45

ASn
Sear
val
Phe
Gly
125
Ile
Arg
Asn

Tyr

Lys
ASp
Phe
430
Glu
Phe
Gly
Tyr
Ala
510
Ser
Glu
Ser
Leu

val
580

Lys

Pro
Thr
30

Glu
Gln
Thr
Tyr
Asp
110
Gly
Gln
val
Trp

Thr
190

Gly
Glu
415
TYr
Asn
Phe
Asn
Thr
495
Ala
Gly
Ala
GIn
ser
575
Tyr

Ser

Gly
15

Gly
Trp
Lys
Ala
TYF
val
Ser
Met
Thr
Tyr

175
Ser

Gln
400
Leu
Pro
Asn
Leu
val
480
Gln
Pro
Thr
Lys
Glu
560
Ser
Ala

Phe

Ala
Tyr
Ile
Phe
TYr
80

Cys
Trp
Gly
Thr
Ile
160
Gln

Arg



2479_1040002_SequenceIDListing ascii .TXT
Leu His ser Gly val Pro Ser Arg Phe ser Gly ser Gly ser Gly Thr
195 200 205
Asp Tyr Ser Leu Thr Ile Ala Asn Leu GIn Pro Glu Asp Ile Ala Thr
210 215 220
Tyr Phe Cys Gln Gln Gly Asn Thr Leu Pro Trp Thr Phe Gly Gly Gly
225 230 235 240
Thr Lys Leu val Thr Lys Arg Ser Ser Glu Pro Lys Ser Ser Asp Lys
245 250 255
Thr His Thr Ser Pro Pro Ser Pro Cys Pro Pro Cys Pro Ala Pro Glu
260 265 270
Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys ASp
- 275 280 285
Thr Leu Met ITe Ser Arg Thr Pro Glu val Thr Cys val val val Asp
290 295 T 300
val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val Asp Gly
305 310 315 320
val G1lu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
325 330 335
Arg val val ser val Leu Thr val Leu His Gln Asp Trp
340 345 350
Leu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu Pro
355 360 365
Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
370 375 380
Pro GIn val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn
385 390 395 400
Gln val Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp Ile
405 410 415
Ala val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr
420 425 430
Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
435 440 445
Leu Thr val Asp Lys Ser Arg Trp Gln Gln Gly Asn val Phe Ser Cys
450 455 460
Ser val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu
465 470 475 480
Ser Leu Ser Pro Gly Lys Ser Arg Thr val Ala Ala Pro Ser val phe
485 490 495
Ile Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser Gly Thr Ala Ser val
500 505 510
val Cys Leu Leu Asn Tyr Phe Tyr Pro Arg Glu Ala Lys val Gln Trp
515 520 525 -
Lys val Asp Asn Ala Leu GlIn Ser Gly Asn Ser Gln Glu Ser Ala Thr
530 535 540
Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Glu Leu Thr
545 550 555 560
Leu Ser Lys Ala Asp Tyr Glu Lys His Lys val Tyr Ala Cys Glu val
565 570 575
Thr His GIn Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn Arg Gly
580 585 590

Ser Thr Tyr

Glu

<210> 61
<211> 684
<212> PRT
<213> Artificial Sequence

<220>

<223> TSCO08 mature protein comprising : G19-4
(anti-cD3) scFv, altered human IgE CHZ hinge (SEQ-
ID NO:757), human IgGl CH2, human IgGl CH3, and
human Ck(YAE)

<400> 61 .
Glu val Gln Leu GIn GIn Ser Gly Pro ggu Leu val Lys Pro ggy Ala
5

Page 57



ser
Ile
Gly
Lys
65
Met
Ala
Gly
Gly
Gln
145
Ser
Gln
Leu
Asp
Tyr
225
Thr
Thr
Pro
Ile
ser
305
Glu
Cys
ser
sSer
Arg
385
Pro
Ala
val
Tyr
Thr
465
Leu
Cys
ser
Asp

ser
545

Met
val

Leu
Gly
Glu
Arg
Ala
Gly
130
Thr
Cys
Lys
His
Tyr
210
Phe
Lys
val

Thr
Asn
290
Thr
Leu
GIn
Ala
val

370
Thr
Glu
Lys
Sar
Lys
450
Ile
Pro
Leu
Asn
ser

530
Arg

Lys
Asn
35

Ile
Lys
Leu
ser
Gly
115
Gly
Thr
Arg
Pro
ser
195
ser
Cys
Leu
Lys
ITe
275
ITle
Ala
Thr
val
Cys
355
Phe
Pro
val
Thr
vai
435
Cys
ser
Pro
val
Gly
515
ASp

Trp

ITe
20

Trp
Asn
Ala
Leu
Gly
100
Thr
Ser
ser
Ala
AsSp
180
Gly
Leu
GlIn
val
Ile
260
G1n
Thr
ser
Leu
Thr
340
Pro
Leu
Glu
Lys
Lys
420
Leu
Lys
Lys

sSer

.LYS

500
Gln

Gly
G1n

ser
Leu
Pro
Thr
Ser
85
Tyr
Thr
Gly
Ser
ser
165
Gly
val
Thr
Gln
Thr
245
Leu
Leu
Trp
Thr
ser
325
Tyr
Pro
Phe
val
Phe
405
Pro
Thr
val
Ala
Arg
Gly
Pro
Ser

Gln

2479_1040002_SequenceIDListing ascii

Cys
Lys
Tyr
Leu
70

Leu
Tyr
val
Gly
Leu
150
Gln
Thr
Pro
Ile
Gly
230
Lys
Gln
Leu
Leu
Thr
310
Gln
GIn
Cys
Pro
Thr
390
Asn
Arg
val
ser
LyS
470
ASp
Phe
Glu
Phe

Gly
550

Lys
Gln
Lys
55

Thr
Thr
Gly
Thr
Gly
135
ser
Asp
val
Ser
Ala
215
Asn
Arg
ser
Cys
Glu
295
Gln
Lys
Gly
ser
Pro
375
Cys
Trp
Glu
Leu
Asn
455
Gly
Glu
Tyr
Asn
Phe

535
Asn

Ala
Ser
40

Gly
val
ser
Asp
val
120
Gly
Ala
Ile
Lys
Arg
200
Asn
Thr
Ser
ser
Leu
280
Asp
Glu
His
His
Gly
360
Lys
va'l
Tyr
Glu
His
440
Lys
Gln
Leu
Pro
Asn
520
Leu

val

ser
25

His
Leu
Asp
Glu
ser
105
Ser
Ser
ser
Arg

Leu
185

Phe,

Leu
Leu
ser
ser
265
val
Gly
Gly
Trp
Thr
345
Ala
Pro
val
val
Gln
425
Gln
Ala
Pro
Thr
ser
505
Tyr
Tyr
Phe

Gly
Gly
Thr
Lys
Asp
90

Asp
Ser
Ala
Leu
Asn

170
Leu

Ser

Gln
Pro
ser
250
Asp
Ser
Gln
Glu
Leu
330
Phe
Pro
Lys
val
Asp
410
Tyr
Asp
Leu
Arg
LysS
490
ASp
Lys
ser

ser

Tyr
Lys
Thr
ser
75

Ser
Trp
Gly
Gln
Gly
155
Tyr
ITe
Gly
Pro
Trp
235
Arg
Gly
Gly
val
Leu
315
Sar
Glu
Glu
ASp
Asp
395
Gly
Asn
Trp
Pro
Glu
475
ASn
Ile
Thr
Lys

Ccys
555

ser
Asn
Tyr
60

Ser
Ala
Tyr
Gly
Asp
140
Asp
Leu
Tyr
Ser
Glu
220
Thr
Asp
Gly
Tyr
Met
300
Ala
Asp
ASp
Leu
Thr
380
val
val
Ser
Leu
Ala
460
Pro
Gln
Ala
Thr
Leu

540
ser

Page 58

Phe
Leu
45

Asn
ser
val
Phe
Gly
125
Ile
Arg
Asn
Tyr
Gly
205
Asp
Phe
Phe
Gly
Thr
285
ASp
Ser
Arg
Ser
Leu
365
Leu
ser
Glu
Thr
AsSn
445
Pro
GlIn
val
val
Pro
525
Thr

val

Thr
30

Glu
Gln
Thr
Tyr
ASp
110
Gly
GlIn
val
Trp
Thr
190
Ser
Ile
Gly
Thr
His
270
Pro
val
Thr
Thr
Thr
350
Gly
Met
His
val
Tyr
430
Gly
Ile
val
Ser
Glu
510
Pro
val

Met

. TXT

Gly
Trp
Lys
Ala
Tyr
95

val
Ser
Met
Thr
TYr
175
Ser
Gly
Ala
Gly
Pro
255
Phe
Gly
ASp
GIn
Tyr
335
Lys
Gly
Ile
Glu
His
415
Arg
Lys
Glu
Tyr
Leu
495
Trp
val
Asp

His

Tyr
Ile
Phe
Tyr
80

Cys
Trp
Gly
Thr
Ile
160
Gln
Arg
Thr
Thr
Gly
240
Pro
Pro
Thr
Leu
ser
320
Thr
Lys
Pro
ser
Asp
400
Asn
val
Glu
Lys
Thr
480
Thr
Glu
Leu
Lys

Glu
560



Ala
Lys
Asp

Tyr

- Leu

625
Asp

Tyr

Ser

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

Leu
Ser
Glu
Phe
610
Gln
ser
Glu

Ser

<220>

<223>

<400>

His
Arg
Gln
595
Tyr
ser
Thr
Lys

Pro
675

62

691
PRT
Artificial sequence

Asn
Thr
580
Leu
Pro
Gly
Tyr
His
660
val

His
565
val
Lys
Arg
Asn
Ser
645
Lys

Thr

2479_1040002_sequenceIDListing ascii

Tyr
Ala
ser
Glu
Ser
630
Leu
val

Lys

Thr
Ala
Gly
Ala
615
Gln
Ser
Tyr

ser

GlIn
Pro
Thr
600
Lys
Glu
Ser
Ala

Phe
680

{anti-cb3) scFv, altered

human

62

Glu val G1n

1

Ser Met Lys

Ile
Gly
Lys
65
Met
Ala
Gly
Gly
GlIn
145
ser
Gln
Leu
AsSp
Tvr
225
Thr
val
LYyS
Glin
Thr

val
Leu
50
Gly
Glu
Arg
Ala
Gly
130
Thr
Cys
Lys
His
Tyr
210
Phe
Lys
Ser
ser
val

290
ASp

AsSn
35

Ile
Lys
Leu
ser
Gly
115
Gly
Thr

Arg

‘Pro

sSer
195
Ser
Cys
Leu
val
Lys
275
Ser

Gln

Leu G}n Gln Ser Gly

ITe Ser Cys

20
Trp

AsSn
Ala
Leu
Gly
100
Thr
ser
ser
Ala
Asp
180
Gly
Leu
Gln
val
Phe
260
Leu
Trp

val

Leu
Pro
Thr
sSer
85

Tyr
Thr
Gly
ser
Sser
165
Gly
val
Thr
Glin
Thr
245
val
Ile
Leu

Gln

Lys
Tyr
Leu
70

Leuy
Tyr
val
Gly
Leu
150
Gln
Thr
Pro
Ile
Gly
230
Lys
Pro
Cys
Arg
Ala

Lys
GlIn
Lys
55

Thr
Thr
Gly
Thr
Gly
135
ser
Asp
val
Ser
Ala
215
Asn
Arg
Pro
Gln
Glu

295
Glu

Ala
Ser
40

Gly
val
Ser
Asp
val
120
Gly
Ala
Tle
Lys
Arg
200
Asn
Thr
ser
Arg
Ala
280
Gly

Ala

Lys
ser
585
Ala
val
ser
Glu
Cys
665
Asn

Ser
570
val
ser
Gln
Ala
Leu
650
Glu

Arg

Leu Ser Leu

Phe
val
Trp
Thr
635
Thr
val

Gly

Ile
val
Lys
620
Glu
Leu
Thr

Glu

TSC009 mature protein comprising : G19-4

Phe
Cys
605
val
Gln
Ser

His

uman IgM CHZ hinge,
IgGl CH2, human IgGl cH3, and human Ck{YAE)

Pro
Ser
25

His
Leu
Asp
Glu
ser
105
Ser
Ser
Ser
Arg
Leu
185
Phe
Leu
Leu
ser
Asp
265
Thr
Lys

Lys

Glu
10

Gly
Gly
Thr
Lys
Asp
90

Asp
Ser
Ala
Leu
Asn
170
Leu
Ser
Gln
Pro
Ile
250
Gly
Gly
Gln

Glu

Leu
Tyr
LysS
Thr
Ser
75

ser
Trp
Gly
Gln
Gly
155
TYr
ITe
Gly
Pro
Trp
235
Ala
Phe
Phe
val

Ser

val
ser
Asn
Tyr
60

ser
Ala
Tyr
Gly
Asp
140
ASp
Leu
Tyr
ser
Glu
220
Thr
Glu
Phe
ser
Gly

300
Gly

Page 59

LYS
Phe
Leu
45

Asn
ser
val
Phe
Gly
125
Ile
Arg
Asn
Tyr
Gly
205
Asp
Phe
Leu
Gly
Pro
285
ser

Pro

Ser
Pro
590
Leu
Asp
Asp
Lys

GIn
670

Pro
Thr
30

Glu
Gln
Thr
TYr
Asp
110
Gly
Gln
val
Trp
Thr
190
ser
Ile
Gly
Pro
Asn
270
Arg
Gly

Thr

LTIXT

Pro
575
Pro
Leu
Asn
ser
Ala

655
Gly

Gly
Gly
Trp
Lys
Ala
TYyr
val
Ser
Met
Thr
s
Ser
Gly
Ala
Gly
Pro
255
Pro
Gln
val

Thr

Gly
sSer
Asn
Ala
Lys
640
ASp

Leu

Ala
TYr
Ile
Phe
TYr
80

Cys
Trp
Gly
Thr
Ile
160
GIn
Arg
Thr
Thr
Gly
240
Lys
Arg
Ile
Thr

Tyr



2479_1040002_sequenceIDListing ascii .TXT
305 310 315 320
Lys val Thr Ser Thr Leu Thr Ile Lys Glu Ser Asp Trp Leu Ser GIn
325 330 335
Ser Met Phe Thr Cys Arg val Asp His Arg Gly Leu Thr Phe GIn Gln
340 345 350
Asn Ala Ser Ser Met Ser val Pro Cys Pro Pro Cys Pro Ser Gly Ala
355 : 360 365
Pro Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro
370 375 380
Lys Asp Thr Leu Met Ile Ser Arg Thr pro Glu val Thr Cys val val
385 390 395 400
val Asp val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val
405 410 415
Asp Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln
420 425 430
Tyr Asn Ser Thr Tyr Arg val val Ser val Leu Thr val Leu His GlIn
435 440 445
Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala
450 , 455 460
Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn Pro
465 470 475 480
Arg Glu Pro Gln val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr
485 _490 495
Lys Asn GIn val Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser
500 505 510
Asp Ile Ala val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr
515 520 525
Lys Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr
530 535 540
Ser Lys Leu Thr val Asp Lys Ser Arg Trp GIn GIn Gly Asn val Phe
545 550 555 560
Ser Cys Ser val Met His Glu Ala Leu His Asn His Tyr Thr G&1n Lys
565 570 575
Ser Leu Ser Leu Ser Pro Gly Lys Ser Arg Thr val Ala Ala Pro Ser
580 585 590
val Phe Ile Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser Gly Thr Ala
595 600 605
Ser val val Cys Leu Leu Asn Tyr Phe Tyr Pro Arg Glu Ala Lys val
610 615 620
Gln Trp Lys val Asp Asn Ala Leu GIn Ser Gly Asn Ser GlIn Glu Ser
625 630 635 640
Ala Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Glu
645 650 655
Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys val Tyr Ala Cys
660 665 670
Glu val Thr His GIn Gly Leu Ser Ser Pro val Thr Lys Ser Phe Asn
675 680 . 685
Arg Gly Glu
690

<210> 63

<211> 592

<212> PRT

<213> Artificial Sequence

<220> :

<223> TSC010 mature protein comprising : HD37
(anti-cb19) scFv, altered human Igal hinge, human
IgGl CH2, human TgGl CH3, and human CH1 A

<400> 63
Aip ITe val Leu Thr GIn Ser Pro Ala Ser Leu Ala val Ser Leu Gly
5 15

Gln Arg Ala ;gr Ile ser Cys Lys Ala Ser Gln Ser val Asp Tyr Asp
25
Gly Asp ggr Tyr Leu Asn Trp Tyr GIln GIn Ile Pro Gly Gln Pro Pro
40

45
Page 60



Lys
Arg
65

Pro
Glu
Gly
val
val
145
Met
Gln
Gly
Gln
Arg
225
Trp
Pro
Pro
Pro
Thr
305
Asn
Arg
val
Ser
Lys
385
Asp
Phe
Glu
Phe
Gly
465
Tyr
Thr
ser
Glu
His
545
Ser

Cys

Leu
50
Phe
val
Asp
Gly
Gln
130
Lys
Asn
Ile
Lvys
Leu
210
Arg
Gly
Thr
Cys
Pro
290
Cys
Trp
Glu
Leu
Asn
370
Gly
Glu
Tyr
Asn
Phe
450
Asn
Thr
Lys
Gly
Pro
530
Thr
val

ASN

Leu
Ser
Glu
Pro
Gly
115
Leu
Ile
Trp
Trp
Ala
195
Ser
Glu
GIn
Pro
Pro
275
Lys
val

Tyr
Glu
His
355
Lys
GlIn
Leu
Pro
Asn
435
Leu
val

GIn
Gly
Gly
515
val,
Phe
va'l

val

Ile
Gly
Lys
Trp
100
ser
Gln
Ser
val
Pro
180
Thr
ser
Thr
Gly
ser
260
ala
Pro
val
val
GlIn
340
Gln
Ala
Pro
Thr
Ser
420
Tyr
Tyr
Phe
Lys
Pro
500
Thr
Thr
Pro
Thr

Asn
380

Tyr
ser
val
85

Thr
Gly
Gln
Cys
Lys
165
Gly
Leu
Leu
Thr
Thr
245
Pro
Pro
Lys
val
Asp
325
Tyr
Asp
Leu
Arg
Lys
405
Asp
Lys
Ser
ser
Ser
485
Ser
Ala
val
Ala
val

565
His

2479_1040002_SequenceIDListin

Asp
Gly
70

Asp
Phe
Gly
Ser
Lys
150
GlIn
ASp
Thr
Ala
Thr
230
Ser
Ser
Glu
ASp
ASD
310
Gly
Asn
Trp
Pro
Glu
390
Asn
Ile
Thr
Lys
Ccys
470
Leu
val
Ala
ser
val
550
Pro

Lys

Ala
55

Ser
Ala
Gly
Gly
Gly
135
Ala
Arg
Gly
Ala
ser
215
val
val
Thr
Leu
Thr
295
val
val
ser
Leu
Ala
375
Pro
Gln
Ala
Thr
Leu
455
ser
ser
Phe
Leu
Trp
535
Leu
Ser

Pro

ser
Gly
Ala
Gly
Gly
120
Ala
ser
Pro
Asp
ASp
200
Glu
Gly
Thr
Pro
Leu
280
Leu
ser
Glu
Thr
Asn
360
Pro
GIn
val

val

Pro
440
Thr
val

Leu
Pro
Gly
520
AsSn
G1n
ser

ser

Asn
Thr
Thr
Gly
105
Ser
Glu
Gly
Gly
Thr
185
Glu
Asp
Arg
val
Pro
265
Gly
Met
His
val
Tyr
345
Gly
Ile
val
Ser
Glu
425
Pro
val
Met
Ser
Leu
505
Cys
Ser
sSer
sSer

Asn
585

Leu
Asp
Tyr
90

Thr
Gly
Leu
Tyr
Gln
170
Asn
Ser
ser
Tyr
Ser
250
Thr
Gly
Ile
Glu
His
330
Arg
Lys
Glu
Tyr
Leu
410
Trp
val
Asp
His
Pro
490
Ala
Leu
Gly
ser
Leu

570
Thr

val
Phe
75

His
Lys
Gly
val
Ala
155
Gly
Tyr
ser
Ala
TYyr
235
ser
Pro
Pro
Ser
Asp
315
Asn
val
Glu
Lys
Thr
395
Thr
Glu
Leu
Lys
Glu
475
Gly
Pro
val
Ala
Gly
555
Gly

Lys

ser
60

Thr
Cys
Leu
Gly
Arg
140
Phe
Leu
Asn
ser
val
220
Tyr
ser
Ser
ser
Arg
300
Pro
Ala
val
Tyr
Thr
380
Leu
Cys
Ser
Asp
ser
460
Ala
Lys
Ser
Lys
Leu
540
Leu
Thr

val

Page 61

aly

Leu
Gin
Gilu
Gly
125
Pro
ser
Glu
Gly
Thr
205
Tyr
Ala
Pro
Pro
val
285
Thr
Glu
Lys
Ser
LyS
365
Ile
Pro
Leu
Asn
ser
445
Arg
Leu
ser
ser
ASp
525
Thr
TYyr
Gln

Asp

ascii

Ile
AsSn
GIn
Ile
110
Ala
Gly
ser
Trp
Lys
190
Ala
Phe
Met
Ser
Ser
270
Phe
Pro
val
Thr
val
350
Cys
ser
Pro
val
Gly
430
Asp
Trp
His
Arg
Lys
510
Tyr
ser
Ser
Thr

Lys
590

LIXT

Pro
1Te
Ser
95

Lys
Ser
Ser
Tyr
Ile
175
Phe
Tyr
Cys
Asp
Thr
255
Cys
Leu
Glu
Lys
Lys
335
Leu
Lys
LysS
Ser
LyS
415
Gln
Gly
Gln
Asn
Ala
495
Ser
Phe
Gly
Leu
Tyr

575
Lys

Pro
His
80
Thr
Gly
Gln
ser
Trp
160
Gly
Lys
Met
Ala
Tyr
240
Pro
Pro
Phe
val
Phe
320
Pro
Thr
val
Ala
Arg
400
Gly
Pro
Ser
Gln
His
480
Ser
Thr
Pro
val
Ser
560
Ile

val



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

<220>

<223>

Asp
1

Gln
Gly
Lys
Arg
65

Pro
Glu
Gly
val
val
145
Met
Gln
Gly
Gln
Arg
225
Trp
Pro
Phe
Pro
val
305
Thr
val
Cys
Ser
Pro
385
val
Gly

Asp

64

579
PRT
Artificial Sequence

2479_1040002_SequenceIDListing ascii .TXT

(anti-CD19) scFv, altered
IgGl CH2, human IgGl CH3,

<400> 64

Ile
Arg
Asp
Leu
50

Phe
val
Asp
Gly
Gln
130
Lys
Asn
Ile
Lys
Leu
210
Arg
Gly
Cys
Leu
Glu
290
Lys
Lys
Leu
Lys
Lys
370
ser
Lys
Gln

Gly

val
Ala
Ser
35

Leu
ser
Glu
Pro
Gly
115
Leu
Ile
Trp
Trp
Ala
195
Ser
Glu
Gln
Pro
Phe
275
val
Phe
Pro
Thr
val
355
Ala
Arg
Gly
Pro

Ser

Leu
Thr
20

Tyr
Ile
Gly
Lys
Trp
100
Ser
Gln
ser
val
Pro
180
Thr
ser
Thr
Gly
Pro
260
Pro
Thr
Asn
Arg
val
340
ser
Lys
ASD
Phe
Glu

420
Phe

Thr GIn Ser Pro
5

Ile
Leu
Tyr
ser
val
85

Thr
Gly
G1n
Cys
Lys
165
Gly
Leu
Leu
Thr
Thr
245
Cys
Pro
Cys
Trp
Glu
325
Leu
Asn
Gly
Glu
Tyr
405
Asn

Phe

ser
Asn
Asp
Gly
70
Asp
Phe
Gly
Ser
Lys
150
Gln
Asp
Thr
Ala
Thr
230
ser
Pro
Lys
val
Tyr
310
Glu
His
Lys
Gln
Leu
390
Pro
Asn

Leu

Cys
Trp
Ala
55

Ser
Ala
Gly
Gly
Gly
135
Ala
Arg
Gly
Ala
ser
215
val
val
Ala
Pro
val
295
val
Gln
Gln
Ala
Pro
375
Thr
ser
Tyr

Tyr

Lys
Tyr
40

Ser
Gly
Ala
Gly
Gly
120
Ala
Ser
Pro
AsSp
Asp
200
Glu
Gly
Thr
Pro
Lys
280
val
Asp
Tyr
Asp
Leu
360
Arg
Lys
ASp
Lys

Ser

TSCO11 mature protein comprising :

HD37
human IgA2 hinge, human
and human' CHL

Ala Ser Leu

Ala
25
Gin

Asn

Thr

Thr
Gly
105
Ser
Glu
Gly
Gly
Thr
185
Glu
Asp
Arg
val
Glu
265
Asp
Asp
Gly
ASn
Trp
345
Pro
Glu
AsSn
Ile
Thr

425
Lys

10
ser

Gln
Leu
Asp
Tyr
90

Thr
Gly
Leu
Tyr
GIn
170
Asn
ser
ser
Tyr
Ser
250
Leu
Thr
val
val
ser
330
Leu
Ala
Pro
Gin
Ala
410
Thr

Leu

GlIn
Ile
val
Phe
75

His
Lys
Gly
val
Ala
155
Gly
Tyr
ser
Ala
Tyr
235
Ser
Leu
Leu
Ser
Glu
315
Thr
Asn
Pro
GIn
val
395
val
Pro

Thr

Ala
ser
Pro
Ser
60

Thr
Cys
Leu
Gly
Arg
140
Phe
Leu
Asn
Ser
val
220
Tyr
Ser
Gly
Met
His
300
val
Tyr
Gly
Ile
val
380
Ser
Glu
Pro

val

Page 62

val
val
Gly
45

Gly
Leu
GIn
Glu
Gly
125
Pro
ser
Glu
Gly
Thr
205
Tyr
Ala
Pro
Gly
Ile
285
GTu
His
Arg
Lys
Glu
365
Tyr
Leu
Trp
val

Asp

ser
ASp
GlIn
Tle
Asn
GIn
Ile
110
Ala
Gly
ser
Trp
Lys
190
Ala
Phe
Met
Pro
Pro
270
Ser
Asp
Asn
val
Glu
350
Lys
Thr
Thr
Glu
Leu

430
Lys

Leu
15

Tyr
Pro
Pro
Ile
Ser
95

Lys
Ser
Sear
Tyr
Ile
175
Phe
Tyr
Cys
Asp
Pro
255
Ser
Arg
Pro
Ala
val
335
Tyr
Thr
Leu
Cys
Ser
415
Asp

Ser

Gly
Asp
Pro
Pro
His
Thr
Gly
GIn
Ser
Trp
160
Gly
Lys
Met
Ala
Tyr
240
Pro

val
Thr

‘Glu

Lys
320
Ser
Lys
Ile
Pro
Leu
400
Asn
Ser

Arg



Trp
His
465
Arg
Lys
TyYr
Ser
Ser
545
Thr

Lys

GIn
450
Asn
Ala
ser
Phe
Gly
530
Leu
TYr

Lys

<210> 65
<211> 58

<212>
<213>

<220>

<223>

GIn
Gly
Lys
Arg
65
Pro
Glu
Gly
val
val
145
Met
Gln
Gly.
Gln
Arg
225
Trp
ser

Ala

435
GIn

Ser
Thr
Pro
515
val
ser
Ile

val

9

PRT |
Artificial sequence

Gly
Tyr
Thr
ser
500
Glu
His
ser

Cys

AsSn
Thr
Lys
485
Gly
Pro
Thr
val

Asn
565

2479_1040002_SequenceIDListiz

val
GIn
470
Gly
Gly
val
Phe
val

550
val

Phe
455
Lys
Pro
Thr
Thr
Pro
535
Thr

Asn

440
Ser

sSer
Ser
Ala
val
520
Ala
val

His

(anti-cDpl19) scFv, altered

IgGl CH2,

<400> 65
Asp Ile val
1

Arg
AsSp
Leu
50

Phe
val
ASp
Gly
GlIn
130
Lys
Asn
ITe
Lys
Leu
210
Arg
Gly
Asp

Pro

Ala
ser
35

Leu
ser
Glu
Pro
Gly
115
Leu
Ile
Trp
Trp
Ala
195
Ser
Glu
Gln
Lys

Glu
275

Leu
Thr
20

Tyr
Ile
Gly
Lys
Trp
100
ser
Gln
Ser
val
Pro
180
Thr
ser
Thr
Gly
Thr

260
Leu

human IgGl CH3,

Thr
5

Ile
Leu
Tyr
ser
val
85

Thr
Gly
Gln
Cys
Lys
165
Gly
Leu
Leu
Thr
Thr
245
His

Leu

Gln
ser
Asn
ASp
Gly
70

Asp
Phe
Gly
Ser
LyS
150
GIn
Asp
Thr
Ala
Thr
230
Ser
Thr

Gly

ser
Cys
Trp
Ala
55

ser
Ala
Gly
Gly
Gly
135
Ala
Arg
Gly
Ala
ser
215
val
val
ser

Gly

Pro
Lys
Tyr
40

Ser
Gly
Ala
Gly
Gly
120
Ala
ser
Pro
Asp
AsSp
200
Glu
Gly
Thr
Pro

Pro
280

Cys
Leu
val
Ala
505
Ser
val
Pro

Lys

ser
ser
Phe
490
Leu
Trp
Leu
ser

Pro
570

TSC01l2 mature protein comprising :

val
Leu
475
Pro
Gly
Asn
GIn
ser

555
ser

Met
460
Ser
Leu
Cys
Ser
ser
540
Ser

Asn

HD37
human IgGl hinge,
and human cHl

His
Pro
Ala
Leu
Gly
525
ser
Leu

Thr

Ala ser Leu Ala val
10

Ala
25

Gln
ASn
Thr
Thr
Gly
105
Ser
Glu
Gly
Gly
Thr
185
Glu
Asp
Arg
val
Pro

265
ser

Ser
GlIn
Leu
Asp
Tyr
90

Thr
Gly
Leu
TYr
GIn
170
Asn
ser
Ser
Tyr
Ser
250
ser

val

Gln
Ile
val
Phe
75

His
Lys
Gly
val
Ala
155
Gly
Tyr
ser
Ala
Tyr
235
ser
Pro

Phe

Ser
Pro
ser
60

Thr
Cys
Leu
Gly
Arg
140
Phe
Leu
Asn
Ser
val
220
Tyr
Ser
Cys

Leu

Page 63

val
Gly
45

Gly
Leu
Gln
Glu
Gly
125
Pro
ser
Glu
Gly
Thr
205
Tyr
Ala
Glu
Pro

Phe
285

Glu
Gly
Pro
val
510
Ala
Gly
Gly

Lys

human

ser
Asp
Gln
Ile
Asn
Gln
s
Ala
Gly
ser
Trp
Lys
Ala
Phe
Met
Pro
Pro

270
Pro

Ala
Lys
ser
495
Lys
Leu
Leu
Thr

val
575

Leu
15

Tyr
Pro
Pro
Ile
Ser
95

Lys
Ser
Ser
Tyr
Ile
175
Phe
Tyr
cys
ASp
Lys
255
Cys

Pro

g ascii .TXT
45

Leu
ser
480
ser
AsSp
Thr
Tyr
Gln

560
Asp

Gly
ASp
Pro
Pro
His
80

Thr
Gly
GIn
Ser
Trp
160
Gly
Lys
Met
Ala
Tyr
240
ser
Pro

Lys



Pro
val
305
val
GIn
Gln
Ala
Pro
385
Thr
Ser
Tyr
Tyr
Phe
465
Lys
Pro
Thr
Thr
Pro
545
Thr

Asn

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

Lys
290
val
AsSp
Tyr
ASp
L.eu
370
Arg
Lys
ASp
Lys
Ser
450
Ser
Ser
ser
Ala
val
530
Ala
val

His

<220>

<223>

Asp
1
Gln
Gly
LysS
Arg
65
Pro
Glu
Gly

val

Asp
AsSp
Gly
Asn
Trp
355
Pro
Glu
Asn
Ile
Thr
435
Lys
Cys
Leu
val
Ala
515
ser
val
Pro

Lys

66
589
PRT
Artificial Sequence

Thr
val
val
ser
340
Leu
Ala
Pro
Gln
Ala
420
Thr
Leu
ser
Ser
Phe
500
Leu
Trp
Leu
Ser

Pro
580

Leu
ser
Glu
325
Thr
Asn
Pro
Gln
val
405
val
Pro
Thr
val
Leu
485
Pro
Gly
AsSn
G1n
Ser

565
ser

2479_1040002_sequenceIbListing ascii

Met
His
310
val
Tyr
Gly
Ile
val
390
ser
Glu
Pro
val
Met
470
Ser
Leu
Cys
ser
Ser
550
Ser

Asn

Ile
295
Glu
His
Arg
Lys
Glu
375
Tyr
Leu
Trp
val
Asp
455
H1s
Pro
Ala
Leu
Gly
535
Ser
Leu

Thr

Ser Arg
AsSp Pro
Asn Ala

val val
345

Glu Tyr

360

Lys Thr

Thr Leu
Thr Cys
Glu Ser
425
Leu Asp
440
Lys ser
Glu Ala
Gly Lys
Pro Ser
505
val Lys
520
Ala Leu
Gly Leu
Gly Thr

Lys val
585

TSC013 mature protein comprising :

Thr Pro

Glu val
315

Lys Thr

330

sar val

Lys Cys
Ile ser

Pro Pro
395

Leu val

410

Asn Gly

ser Asp
Arg Trp

Leu His
475

ser Arg

490

Ser Lys

Asp Tyr
Thr Sser

Tyr Ser
555

GIn Thr

570

Asp Lys

Glu val
300
Lys Phe

Lys Pro
Leu Thr

Lys val

365
Lys Ala
380 .
Sser Arg

Lys Gly
Gln Pro
Gly Ser
445
GIn Gln
460
Asn His
Ala Ser
Ser Thr
Phe Pro
525
Gly val
540
Leu Ser
Tyr Ile

Lys val

HD37

Asn
Arg
val
350
ser
Lys
ASp
Phe
Glu
430
Phe
Gly
Tyr
Thr
ser
510
Glu
His
Ser

Cys

(anti-cpl9) scFv, altered human IgG3 hinge, human

IgGl CH2,
<400> 66

Ile
Arg
Asp
Leu
Phe
val
Asp
Gly

Gln

val
Ala
Ser
35

Leu
ser
Glu
Pro
Gly

115
Leu

Leu
Thr
20

Tyr
Ile
Gly
Lys
Trp
100
ser

Gln

human IgGl CH3, and

Thr Gln Ser Pro Ala
5

Ile
Leu
Tyr
Ser
val
85

Thr
Gly

Gln

Ser
Asn
ASD
Gly
70

ASp
Phe
Gly

ser

Cys
Trp
Ala
55

Ser
Ala
Gly
Gly

Gly

Lys Ala
25
Tyr GIn

40
Ser Asn

Gly Thr
Ala Thr

Gly Gly
105

Gly Sser

120

Ala Glu

human CH1

ser Leu
10

ser GIn
Gln Ile
Leu val
Asp Phe

75

Tyr His
a0

Thr Lys
Gly Gly

Leu val

Ala val
ser val

Pro Gly
45

ser Gly

60

Thr Leu

Cys Gin
Leu Glu
ly

G
125
Arg Pro

Gly

Page 64

Ser
Asp
30

Gin
Ile
Asn
GIn
Ile
110
Ala

Gly

LTIXT
Thr Cys val

Trp
Glu
335
Leu
Asn
Gly
Glu
TYyr
415
Asn
Phe
Asn
Thr
Lys
495
Gly
Pro
Thr
val

Asn
575

Leu
15

Tyr
Pro
Pro
Ile
ser
95

Lys
ser

Ser

Tyr
320
Glu
His
Lys
GIn
Leu
400
Pro
Asn
Leu
val
Gln
480
Gly
Gly
val
Phe
val

560
val

Gly
Asp
Pro
Pro
His
Thr
Gly
GlIn

Ser



val
145
Met
Gln
Gly
Gln
Arg
225
Trp
Ser
Ala
Pro
val
305
val
Gln
Gln
Ala
Pro
385
Thr
Ser
TYr
Tyr
Phe
465
LYS
Pro
Thr
Thr
Pro
545
Thr

Asn

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

130
Lys

Asn

Tle

Lys
Leu
210
Arg
Gly
Asp
Pro
Lys
290
val
ASp
Tyr
ASp
Leu
370
Arg
Lys
AsSp
Lys
Ser
450
ser
ser
Ser
Ala
val
530
Ala
val

His

<220>

<223>

67

608
PRT
Artificial Segquence

Ile
Trp
Trp
Ala
195
ser
Glu
Gln
Thr
Glu
275
Asp
Asp
Gly
Asn
Trp
355
Pro
Glu
Asn
Ile
Thr
435
Lys
Cys
Leu
val

Ala
515
ser
val

Pro

Lys

sSer
val

Pro
180
Thr
ser
Thr
Gly
Pro
260
Leu
Thr
val

val

Ser
340
Leu
Ala
Pro
Glin
Ala
420
Thr
Leu
Ser
ser
Phe
500
Leu
Trp
Leu
ser

Pro
580

Cys
Lys
165
Gly
Leu
Leu
Thr
Thr
245
Pro
Leu
Leu
ser
Glu
325
Thr
Asn
Pro
Gln
val
405
val
Pro
Thr
val
Leu
485
Pro
Gly
Asn
Gln
ser

565
ser

2479_1040002_sequenceIDLis
135

Lys
150
GlIn
AsSp
Thr
Ala
Thr
230
Ser
Pro
Gly
Met
His
310
val

Tyr
Gly
Ile
val

390
Ser
Glu
Pro
val

Met
470
ser
Lau
Cys
sSer
ser
550
Ser

Asn

Ala
Arg
Gly
Ala
Ser
215
val
val
ser
Gly
Ile
295
Glu
His
Arg
Lys
Glu
375
Tyr
Leu
Trp
val
ASp
455
His
Pro
Ala
Leu
Gly
535
Ser
Leu

Thr

Ser
Pro
Asp
Asp
200
Glu
Gly
Thr
Pro
Pro
280
Ser
ASp
Asn
val
Glu
360
Lys
Thr
Thr
Glu
Leu
440
Lys
Glu
Gly
Pro
val
520
Ala
Gly
Gly

Lys

Gly
Gly
Thr
185
Glu
Asp
Arg
val
Arg
265
ser
Arg
Pro
Ala
val
345
Tyr
Thr
Leu
Cys
ser
425
Asp
ser
Ala
Lys
ser
505
Lys
Leu
Leu
Thr

val
585

Tyr
Gln
170
Asn
ser
Ser
Tyr
sSer
250
Ser
val
Thr
Glu
Lys
330
Ser
Lys
Ile
Pro
Leu
410
Ash
ser
Arg
Leu
ser
490
sSer

Asp

Thr'

TYyr

Gln
570
Asp

TSC014 mature protein comprising :

Ala
155
Gly
Tyr
Ser
Ala
Tyr
235
Ser
Pro
Phe
Pro
val
315
Thr
val
Cys
ser
Pro
395
val
Gly
Asp
Trp
His
475
Arg
Lys

Tyr

‘Ser

Ser
555
Thr

Lys

140
Phe

Leu
Asn
ser
val
220
Tyr
Ser
Cys
Leu
Glu
300
Lys
Lys
Leu
Lys
Lys
380
ser
Lys
Gln
Gly
Gln
460
Asn
Ala
ser
Phe
Gly
540
Leu
Tyr

Lys

HD37
(anti-cpl19) scFv, altered human IgD hinge, human
IgGl CH2, human IgGl CH3, and human CH1
Page 65

ser
Glu
Gly
Thr
205
Tyr
Ala
Glu
Pro
Phe
285
val

Phe
Pro
Thr
val

365
Ala
Arg
Gly
Pro
Ser
445
Gln
His
Ser
Thr
Pro
525
val

ser
Ile

val

Ser
Trp
Lys
190
Ala
Phe
Met
Pro
Pro
270
Pro
Thr
Asn
Arg
val

350
ser
Lys
Asp
Phe
Glu
430
Phe
Gly
Tyr
Thr
ser
510
GTu
His
Ser

Ccys

Tyr
Ile
175
Phe
Tyr
Cys
AsSp
Lys
255
Cys
Pro
Cys
Trp
Glu
335
Lelu
Asn
Gly
Glu
Tyr
415
ASn
Phe
Asn
Thr
Lys
495
Gly
Pro
Thr
val

Asnh
575

ting ascii .TXT

Trp
160
Gly
Lys
Met
Ala
Tyr
240
ser
Pro
Lys
val
TYyr
320
Glu
His
Lys
Gln
Leu
400
Pro
Asn
Leu
val
GIn
480
Gly
Gly
val
Phe
val

560
val



<400> 67

Asp
1
Gln
Gly
Lys
Arg
65
Pro
Glu
Gly
val

val

145 -

Met
Gln
Gly
Gln
Arg
225
Trp
Ala
Leu
Pro
Pro
305
Thr
Asn
Arg
val
ser
385
Lys
AsSp
Phe
Glu
Phe
465
Gly
Tyr

Thr

Ile
Arg
ASp
Leu
Phe
val

ASp
Gly
Gln
130
Lys
Asn
Ile
Lys
Leu
210
Arg
Gly
Gln
Ala
Cys
290
Pro
Cys
Trp
Glu
Leu
370
Asn
Gly
Glu
Tyr
Asn
450
Phe
Asn

Thr

Lys

val
Ala
ser
35

Leu
ser
Glu
Pro
Gly
115
Leu
Ile
Trp
Trp
Ala
195
sSer
Glu
GIn
Ala
Lys
275
Pro
Lys
val
Tyr
Glu
355
His
Lys
Gln
Leu
Pro
435
Asn
Leu
val
Gln

Gly
515

Leu
Thr
20

Tyr
Ile
Gly
LysS
Trp
100
ser
Gln
Ser
val
Pro
180
Thr
Ser
Thr
Gly
ser
260
Ala
Ala
Pro
val
val
340
Gln
G1n
Ala
Pro
Thr
420
Ser
Tyr
Tyr
Phe
Lys

500
Pro

Thr
5

Ile
Leu
Tyr
ser
val
85

Thr
Gly
GIn
Cys
Lys
165
Gly
Leu
Leu
Thr
Thr
245
ser
Thr
Pro
Lys
val
325
Asp
Tyr
Asp
Leu
Arg
405
Lys
ASp
Lys
Ser
Ser
485
ser

sSer

2479_1040002_SequenceIDListing ascii .TXT

Gln
Ser
AsSn
Asp
Gly
70

Asp
Phe
Gly
ser
Lys
150
Gln
Asp
Thr
Ala
Thr
230
ser
val
Thr
Glu
Asp
310
Asp
Gly
Asn
Trp
Pro
390
Glu
Asn
Ile
Thr
Lys
470
Cys
Leu

val

Ser
Cys
Trp
Ala
55
Ser
Ala
Gly
Gly
Gly
135
Ala
Arg
Gly
Ala
ser
215
val
val
Pro
Ala
Leu
295
Thr
val
val
ser
Leu
375
Ala
Pro
Gln
Ala
Thr
455
Leu
Ser
Ser

Phe

Pro
Lys
Tyr
40
ser
Gly
Ala
Gly
Gly
120
Ala
Ser
Pro
Asp
Asp
200
Glu
Gly
Thr
Thr
Pro
280
Leu
Leu
ser
Glu
Thr
360
Asn
Pro
Gln
val
val
440
Pro
Thr
val
Leu

Pro
520

Ala
Ala
25

Gln
Asn
Thr
Thr
Gly
105
Ser
Glu
Gly
Gly
Thr
185
Glu
ASp
Arg
val
Ala
265
Ala
Gly
Met
His
val
345
Tyr
Gly
Ile
val
ser
425
Glu
Pro
val
Met
Ser

505
Leu

ser
10

ser
GIn
Leu
Asp
Tyr
90

Thr
Gly
Leu
Tyr
Gln
170
ASn
Ser
Ser
Tyr
Ser
250
G1n
Thr
Gly
Ile
Glu
330
His
Arg
Lys
Glu
Tyr
410
Leu
Trp
val
ASD
His
490
Pro

Ala

Leu
Gln
Ile
val
Phe
75
His
Lys
Gly
val
Ala
155
Gly
Tyr
ser
Ala
Tyr
235
ser
Pro
Thr
Pro
ser
315
Asp
ASn
val
Glu
Lys
395
Thr
Thr
Glu
Leu
Lys
475
Glu
Gly

Pro

Ala
Ser
Pro
ser
60

Thr
Cys
Leu
Gly
Arg
140
Phe
Leu
Asn
Sser
val
220
Tyr
ser
Gln
Arg
ser
300
Arg
Pro
Ala
val
Tyr
380
Thr
Leu
Cys
Ser
Asp
460
Ser
Ala
Lys

ser

Page 66

val
val
Gly
45
Gly
Leu
G1n
Glu
Gly
125
Pro
ser
Glu
Gly
Thr
205
Tyr
Ala
Glu
Ala
Asn
285
val
Thr
Glu
LyS
ser
365
Lys
Ile
Pro
Leu
Asn
445
Ser
Arg
Leu
ser

Ser
525

Ser
Asp
30

Gln
Ile
ASnN
Gln
Ile
110
Ala
Gly
Ser
Trp
Lys
190
Ala
Phe
Met
Ser
Glu
270
Thr
Phe
Pro
val
Thr
350
YaT
Cys
ser
Pro
val
430
Gly
ASp
Trp
His
Arg

510
Lys

Leu
15

Tyr
Pro
Pro
Ile
Ser
95

LYys
ser
ser
TYr
Ile
175
Phe
Tyr
Cys
ASp
Pro
255
Gly
Cys
Leu
Glu
Lys
335
LyS
Leu
Lys
Lys
Ser
415
Lys
GIn
Gly
Gln
Asn
495
Ala

ser

Gly
Asp
Pro
Pro
His
Thr
Gly
Gln
ser
Trp
160
Gly
Lys
Met
Ala
Tyr
240
Lys
Ser
Pro
Phe
val
320
Phe
Pro
Thr
val
Ala
400
Arg
Gly
Pro
ser
Gln
480
His
ser

Thr



ser
Glu
545
His
Ser

Cys

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

Gly
530
Pro

Thr

val

Ash

<220>

<223>

ASp
1
Gln
Gly
Lys
Arg
65
Pro
Glu
Gly
val
val
145
Met
Gln
Gly
Gln
Arg
225
Trp
Thr
His
Pro
val
305
Thr
Thr

Thr

Ile
Arg
ASp
Leu
50

Phe
val
Asp
Gly
Gln
130
Lys
Asn
Ile
Lys
Leu
210
Arg
Gly
Pro
Phe
Gly
290
Asp
Gin
Tyr
Lys

Gly
val
Phe
val

val
595

68

680
PRT
Artificial sequence

val
Ala
ser
35

Leu
ser
Glu
Pro
Gly
115
Leu
Ile
Trp
Trp
Ala
195
ser
Glu
Gln
Pro
Pro
275
Thr
Leu
ser
Thr

Lys

Thr
Thr
Pro
Thr

580
Asn

Leu
Thr
20

Tyr
Ile
Gly
Lys
Trp
100
Ser
Gln
ser
val
Pro
180
Thr
ser
Thr
Gly
Thr
260
Pro
Ile
ser
Glu
Cys

340
Ser

Ala
val
Ala
565
val

His

Thr
5

Ile
Leu
Tyr
ser
val
35

Thr
Gly
G1n
Cys
Lys
165
Gly
Leu
Leu
Thr
Thr
245
val
Thr
Asn
Thr
Leu
325
Gln

Ala

2479_1040002_sequenceIDListing ascii

Ala
ser
550
val
Pro

Lys

GlIn
Ser
Asn
Asp
Gly
70

ASp
Phe
Gly
Ser
Lys
150
Gln
Asp
Thr
Ala
Thr
230
Ser
Lys
Ile
Ile
Ala
310
Thr
val

Cys

Leu
535
Trp
Leu
ser

Pro

ser
Cys
Trp
Ala
55

Ser
Ala
Gly
Gly
Gly
135
Ala
Arg
Gly
Ala
Ser
215
val
val
Ile
Gin
Thr
295
ser
Leu
Thr

Pro

Gly
Asn
Gln
Ser

Ser
600

Pro
Lys
Tyr
40

Ser
Gly
Ala
Gly
Gly
120
Ala
Ser
Pro
Asp
Asp
200
Glu
Gly
Thr
Leu
Leu
280
Trp
Thr
Ser
TYr

Pro

Cys
Ser
ser
Ser

585
Asn

Ala
Ala
25

Gln
ASn
Thr
Thr
Gly
105
Ser
Glu
Gly
Gly
Thr
185
Glu
Asp
Arg
val
Gln
265
Leu
Leu
Thr
Gln
GIn

345
Cys

Leu
Gly
Ser
570
Leu

Thr

TSC015 mature protein comprising :

Ser
10

Ser
Gln
Leu
Asp
Tyr
ap

Thr
Gly
Leu
Tyr
Gln
170
ASn
Ser
ser
Tyr
Ser
250
Ser
Cys
Glu
Gln
Lys
330
Gly

ser

val
Ala
555
Gly
Gly

Lys

Lys
540
Leu
Leu
Thr

val

HD37
(anti-cbl9) scFv, altered human IgE CH2 hinge,
human IgGl CH2, human IgGl CH3, and human CHl

<400> 68

Leu
Gln
Ile
val

Phe
75

His.

Lys
Gly
val
Ala
155
Gly
Tyr
Ser
Ala
Tyr
235
Ser
Ser
Leu
Asp
Glu
315
His
His

Gly

Ala
sSer
Pro
ser
60

Thr
Cys
Leu
Gly
Arg
140
Phe
Leu
Asn
ser
val
220
Tyr
ser
ser
val
Gly
300
Gly
Trp
Thr

Ala

Page 67

Asp Tyr
Thr Ser
Tyr Ser
Gln Thr

590
Asp Lys
605

val Ser
val Asp
30

Gly Gln
45
Gly Ile

Leu Asn
Gln GIn

Glu Ile
110

Gly Ala

125

Pro Gly

ser Sser
Glu Trp

Gly Lys
1920

Thr Ala

205

Tyr Phe

Ala Met
Ser Arg
Asp Gly
270
Ser Gly
285
G1n val
Glu Leu
Leu Ser
Phe Glu

350
Pro Glu

. TXT

Phe
Gly
Leu
575
Tyr

Lys

Leu
15

Tyr
Pro
Pro
Ile
Ser
95

Lys
Ser
Ser
Tyr
Ile
175
Phe
Tyr
Cys
Asp
AsSp
255
Gly
Tyr
Met
Ala

Asp
335
Asp

Leu

Pro
val
560
Ser
Ile

val

Gly
Asp
Pro
Pro
His
Thr
Gly
G1n
Ser
Trp
160
Gly
Lys
Met
Ala
TYTr
240
Phe
Gly
Thr
Asp
Ser
320
Arg
Ser

Leu



Gly
Met
385
His
val
Tyr
Gly
Ile
465
val
Ser
Glu
Pro
val
545
Met
ser
Leu
Cys
ser
625
ser
ser

Asn

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

Gly
370
Ile
Glu
His
Arg
Lys
450
Glu
Tyr
Leu
Trp
val
530
AsSp
His
Pro
Ala
Leu
610
Gly
Ser
Leu

Thr

<220>

<223>

Asp
1
Gln
Gly
Lys
Arg
65
Pro

Glu

Ile
Arg
Asp
Leu
50

Phe
val

Asp

355
Pro

ser
Asp
Asn
val
435
Glu
Lys
Thr
Thr
Glu
515
Leu
Lys
Glu
Gly
Pro
595
val
Ala
Gly
Gly

Lys
675

69

687
PRT
Artificial sSequence

val
Ala
ser
35

Leu
sar
Glu

Pro

Ser
Arg
Pro
Ala
420
val
Tyr
Thr
Leu
Cys
500
Ser
Asp
Ser
Ala
Lys
580
ser
Lys
Leu
Leu
Thr

660
val

Leu
Thr
20

Tyr
Ile
Gjy
Lys

Trp
100

val
Thr
Glu
405
Lys
Ser
Lys
Ile
Pro
485
Leu
Asn
ser
Arg
Leu
565
ser
ser
ASp
Thr
Tyr
645
Gln

Asp

Thr
5
Ile
Leu
Tyr
Ser
val

85
Thr

2479_1040002_se

Phe
Pro
390
val
Thr
val
Cys
ser
470
Pro
val
Gly
Asp
Trp
550
His
Arg
LysS
Tyr
Ser
630
Ser
Thr

Lys

Gln
Ser
Asn
Asp
Gly
70

ASp

Phe

Leu
375
Glu
Lys
Lys
Leu
Lys
455
Lys
ser
Lys
Gln
Gly
535
GlIn
Asn
Ala
Ser
Phe
615
Gly
Leu
Tyr

Lys

ser
cys
Trp
Ala
55

Ser
Ala

Gly

360
Phe

val
Phe
Pro
Thr
440
val
Ala
Arg
Gly
Pro
520
ser
Gln
His
Ser
Thr
600
Pro
val
Ser
Ile

val
680

Pro
Lys
Tyr
40

Ser
Gly
Ala

Gly

Pro
Thr
Asn
Arg
425
val
ser
Lys
Asp
Phe
505
Glu
Phe
Gly
Tyr
Thr
585
Ser
Glu
His
Ser

Cys
665

Ala
Ala
25

GlIn
Asn
Thr
Thr

Gly
105

quenceIDListigg ascii .TXT
65

Pro
Cys
Trp
410
Glu
Leu
Asn
Gly
Glu
490
Tyr
AsSn
Phe
AsSn
Thr
570
Lys
Gly
Pro
Thr
val

650
Asnh

TSCC16 mature protein comprising :

Ser
10

ser
Gln
Leu
ASp

Tyr
80

Thr

Lys
val
395
Tyr
Glu
His
Lys
GlIn
475
Leu
Pro
Asn
Leu
val
555
Gln
Gly
Gly
val
Phe
635
val

val

Pro
380
val
val
Gln
Gln
Ala
460
Pro
Thr
Ser
Tyr
Tyr
540
Phe
Lys
Pro
Thr
Thr
620
Pro
Thr

Asn

HD37
(anti-cD19) scFv, altered human IgM CH2 hinge,
human IgGl CH2, human IgGl CH3, and human CH1

<400> 69

Leu
Gln
Ile
val
Phe
75

His

Lys

Ala
Ser
Pro
Ser
60

Thr
Cys

Leu

Page 63

Lys Asp
val Asp
Asp Gly
Tyr Asn
430
Asp Trp
445
Leu Pro
Arg Glu
Lys Asn
Asp Ile
510
Lys Thr
525
ser Lys
Ser Cys
Ser Leu
Ser val
590
Ala Ala
605
val ser
Ala val
val Pro

His Lys
670

val Ser
val Asp
30
Gly Gln
45
Gly Ile
Leu Asn
Gln GIn

Glu Ile
110

Thr
val
val
415
ser
Leu
Ala
Pro
GlIn
495
Ala
Thr
Leu
Ser
ser
575
Phe
Leu
Trp
Leu
ser

655
Pro

Leu
15

TYr
Pro
Pro
Ile
ser

95
Lys

Leu
ser
400
Glu
Thr
Asn
Pro
GlIn
480
val
val
Pro
Thr
val
560
Leu
Pro
Gly
Asn
GIn
640
Ser

Ser

Gly
Asp
Pro
Pro
His
Thr

Gly



Gly
val
val
145
Met
G1n
Gly
Gln

Arg
225
Trp
Pro
Asn
Arg
Gly
305
Thr
Leu
Phe
ser
Pro
385
Cys
Trp
Glu
Leu
Asn
465
Gly
Glu
Tyr
Asn
Phe
545
Asn
Thr
Lys
Gly
Pro

625
Thr

Gly
Gln
130
Lys
Asn
Ile
Lys
Leu
210
Arg
Gly
Pro
Pro
GIn
290
val

Thr

Ser’

Gln
Gly
370
Lys
val
Tyr
Glu
His
450
Lys
Gln
Leu
Pro
Asn
530
Leu
val
Gln
Gly
Gly
610
val

Phe

Gly
115
Leu
Ile
Trp
Trp
Ala
195
Ser
Glu
GIn
Lys
Arg
275
Ile
Thr
Tyr
Gln
Glin
355
Ala
Pro
val
val
Gln
435
GIn
Ala
Pro
Thr
ser
515
Tyr
Tyr
Phe
Lys
Pro
595
Thr
Thr

Pro

Ser
Gln
ser
val
Pro
180
Thr
Ser
Thr
Gly
val
260
Lys
Gln
Thr
Lys
ser
340
AsSn
Pro
Lys
val
AsSp
420
Tyr
Asp
Leu
Arg
LYyS
500
Asp
Lys
Ser
ser
ser
580
ser
Ala
val

Ala

Gly
Gln
Cys
Lys
165
Gly
Leu
Leu
Thr
Thr
245
ser
Ser
val

Asp
val

325
Met
Ala
Glu
Asp
Asp
405
Gly
Asn
Trp
Pro
Glu
485
Asn
Ile
Thr
Lys
Cys
565
Leu
val

Ala
Ser

val
645

2479_1040002_SequenceIDListin

Gly
Ser
Lys
150
Gln
Asp
Thr
Ala
Thr
230
Ser
val
Lys
Ser
Gln
310
Thr
Phe
ser
Leu
Thr
390
val
val
Ser
Leu
Ala
470
Pro
Gln
Ala
Thr
Leu
550
ser
Ser
Phe
Leu
Trp
630
Leu

Gly
Gly
135
Ala
Arg
Gly
Ala
ser
215
val

val

Phe
Leu
Trp
295
val

ser
Thr
ser
Leu
375
Leu
Ser
Glu
Thr
Asn
455
Pro
Gln
val

val

Pro
535
Thr
val

Leu
Pro
Gly
615
ASn

Gln

Gly
120
Ala
ser
Pro
Asp
ASD
200
Glu
Gly
Thr
val
Ile
280
Leu
GIn
Thr
Cys
Met
360
Gly
Met
His
val
Tyr
440
Gly
Ile
val
Ser
Glu
520
Pro
val
Met
Ser
Leu
600
Cys
ser

Ser

ser
Glu
Gly
Gly
Thr
185
Glu
Asp
Arg
val
Pro
265
Cys
Arg
Ala
Leu
Arg
345
ser
Gly
Ile
Glu
His
425
Arg
LyS
Glu
Tyr
Leu
505
Trp
val
Asp
His
Pro
585
Ala
Leu
Gly

Ser

Gly
Leu
Tyr
GIn
170
AsSn
ser
ser
Tyr
Ser
250
Pro
Gln
Glu
Glu
Thr
330
val
val
Pro
Ser
AsSp
410
Asn
val
Glu
Lys
Thr
490
Thr
Glu
Leu
Lys
Glu
570
Gly
Pro
val
Ala

Gly
650

Gly
val
Ala
155
Gly
TYr
ser
Ala
TYr
235
ser
Arg
Ala
Gly
Ala
315
Ile
Asp
Pro

Ser

Arg
395
Pro
Ala
val
Tyr
Thr
475
Leu
Cys
ser
Asp
ser
555
Ala
Lys
ser
Lys
Leu

635
Leu

Gly
Arg
140
Phe
Leu
AsSn
ser
val
220
Tyr
ser
Asp
Thr
Lys
300
Lys
Lys
His
Cys
val
380
Thr
Glu
Lys
sSer
Lys
460
Ile
Pro
Leu
Asn
Ser
540
Arg
Leu
ser
ser
Asp
620
Thr

TYr

Page 69

Gly
125
Pro
Ser
Glu
Gly
Thr
205
TYr
A1a
Ile
Gly
Gly
285
GIn
Glu
Glu
Arg
Pro
365
Phe
Pro
val
Thr
val
445
Cys
ser
Pro
val
Gly
525
Asp
Trp
His
Arg
Lys
605
Tyr
ser

ser

ascii

Ala
Gly
Ser
Trp
Lys
190
Ala
Phe
Met
Ala
Phe
270
Phe
val

Ser
ser
Gly
350
Pro
Leu
Glu
Lys
Lys
430
Leu
LysS
Lys
ser
Lys
510
GIn
Gly
Gln
Asn
Ala
590
ser
Phe
Gly

Leu

- TXT

ser
Ser
Tyr
Ile
175
Phe
Tyr
Cys
Asp
Glu
255
Phe
ser
Gly
Gly
Asp
335
Leu
Cys
Phe
val
Phe
415
Pro
Thr
val
Ala
Arg
495
Gly
Pro
ser
GIn
His
575
Ser
Thr
Pro
val

Ser
655

Gin
ser
Trp
160
Gly
Lys
Met
Ala
Tyr
240
Leu
Gly
Pro
ser
Pro
320
Trp
Thr
Pro
Pro
Thr
400
Asn
Arg
val
Ser
Lys
480
Asp
Phe
Glu
Phe
Gly
560
Tyr
Thr
Ser
Glu
His
640
ser



660

2479_1040002_sequenceIDListing ascii

665

670

LTXT
val val Thr val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr Ile Cys

Asn val Asn His Lys Pro Ser Asn Thr Lys val Asp Lys Lys val
675 680 685

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

<220>

<223>

Asp
1

Glu
Glu
Pro
Asp
65

Ser
val
Gly
Ile
val
145
Met
Trp
Gly
Gln
Trp
225
sSer
ser
Pro
Cys
Trp
305
Glu
Leu
Asn
Gly
Glu

385
Tyr

70
575
PRT
Artificial Sequence

IgGL CH2,
<400> 70

Ile
Ser
Gly
G1n
50

Arg
Arg
Glu
Gly
G1n
130
Lys
His
Ile
Arg
Ile
210
ser
Glu
Gly
Lys
val
290
Tyr
Glu
His
Lys
Gln
370
Leu

Pro

val
val
Lys
35

Leu
Phe
val
Tyr
Gly
115
Leu
Ile
Trp
AsSn
Phe
195
ASn
Ala
Pro
Ala
Pro
275
val
val
Gln
Gln
Ala
355
Pro
Thr

Ser

Met
Ser
20

Thr
Leu
ser
Lys
Pro
100
Gly
val
ser
val
Thr
180
Ala
Asn
Tyr
Lys
Pro
260
Lys
val
Asp
Tyr
Asp
340
Leu
Arg
Lys

ASp

Ile
5

Ile
Tyr
Ile
Gly
Ala
85

Trp
ser
Gln
Ccys
Arg
165
Glu
Phe
Leu
Trp
ser
245
Glu
ASp
Asp
Gly
Ash
325
Trp
Pro
Glu
ASn

Ile

Gln
ser
Leu
Tyr
ser
70

Glu
Thr
Gly
ser
Lys
150
GIn
Thr
Ser
Lys
Gly
230
ser
Leu
Thr
val
val
310
ser
Leu
Ala
Pro
Gln

390
Ala

Asp
Cys
Asn
Leu
55

Gly
ASp
Phe
Gly
Gly
135
Ala
Ala
Gly
Leu
Asn
215
Gln
Asp
Leu
Leu
ser
295
Glu
Thr
Asn
Pro
Gln
375
val

val

Glu
Arg
Trp
40

Met
Ser
val
Gly
Gly
120
Pro
Ser
Pro
Glu
Glu
200
Glu
Gly
Lys
Gly
Met
280
His
val
Tyr
Gly
Ile
360
val
ser

Glu

Leu
Ser
25

Phe
Ser
Gly
Gly
Gly
105
Gly
Glu
Gly
Gly
Pro
185
Thr
Asp
Thr
Thr
Gly
265
Ile
Glu
His
Arg
Lys
345
Glu
Tyr
Leu

Trp

TSCO017 mature protein comprising :

Ser
10

Ser
Leu
Met
Thr
val
a0

Gly
Ser
Leu
Tyr
Lys
170
Thr
Ser
Thr
Leu
His
250
Pro
ser
ASD
Asn
val
330
Glu
Lys
Thr
Thr

Glu

P2C2
(anti-cp79b) scFv, human IgGl SCC-P hinge, human
human IgGl CH3 and human CH1

Asn
Lys
GlIn
Arg
Asp
75

Tyr
Thr
Gly
Lys
Thr
155
Gly
Tyr
Ala
Ala
val
235
Thr
ser
Arg
Pro
Ala
315
val
Tyr
Thr
Leu
Cys

395
ser

Pro val
Ser Leu

Arg Pro
45

Glu ser

60

Phe Thr

Tyr Cys
Lys Leu

Gly Gly
125

Lys Pro

140

Phe Thr

Leu Lys
Ala Asp

Ser Thr
205
Thr Tyr
220
Thr val

Cys Pro
val Phe

Thr Pro
285

Glu val

300

Lys Thr

sar val

Lys Cys

Ile Ser
365

Pro Pro

380

Leu val

Asn Gly

Page 70

ser
Leu
30

Gly
Gly
Leu
GIn
Glu
110
Gly
Gly
ASp
Trp
Asp
180
Ala
Phe
Ser
Pro
Leu
270
Glu
Lys
Lys
Leu
Lys
350
Lys
ser
Lys

GIn

ser
15
Asp
Gln
val
Glu
Gln
95
Ile
Ser
Glu
Phe
Met
175
Phe
Tyr
Cys
Ala
Cys
255
Phe
val
Phe
Pro
Thr
335
val
Ala
Arg
Gly

Pro

Gly
Lys
Ser
Ser
Ile
80

Leu
Lys
Gln
Thr
ser
160
Gly
Arg
Leu
Thr
ser
240
Pro
Pro
Thr
ASn
Arg
320
val
ser
Lys
Asp
Phe

400
Glu



Asn
Phe
Asn
Thr
465
Lys
Gly
Pro
Thr
val

545
Asn

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

Ash
Leu
val
450
Gln
Gly
Gly
val
Phe
530
vatl

val

<220>

<223>

Asp
1

Asp
Leu
Tyr
Ser
65

Glu
Thr
Gly
val
Leu
145
Met
Tyr
Gly
Gln
Arg
225
Gly

Thr

Tyr
Tyr
435
Phe
Lys
Pro
Thr
Thr
515
Pro
Thr

Asn

71

583
PRT
Artificial Sequence

Lys
420
Ser
Ser
ser
Ser
Ala
500
val
Ala

val

405
Thr

Lys
Cys
Leu
val
485
Ala
Ser
val

Pro

Lys
565

2479_1040002_Sequ§8ceIDListing ascii .TXT
4

Thr
Leu
ser
Ser
470
Phe
Leu
Trp
Leu
Ser

550
Pro

Pro
Thr
val
455
Leu
Pro
Gly
Asn
Gln
535
Ser

ser

Pro
val
440
Met
ser
Leu
cys
Ser
520
sSer
ser

Asn

{anti-HLA-DR) scFv, human

IgGl CH2,

<400> 71
ITe GIn Met

Arg
Ala
ser
50

Gly
ASD
Phe
Gly
Gln
130
Arg
ser
Ile
Arg
Met
210
Asp
GIn

His

val
Trp
35

val
Ser
Phe
Gly
Gly
115
Leu
Leu
Trp
Gly
Phe
195
Asn
Gly
Gly

Thr

Thr
20

Tyr
ser
Gly
Ala
Pro
100
Gly
Leu
ser
val
Pro
180
Thr
Ser
Trp
Thr

Cys
260

human IgGl CH3,

Thr Gln Ser Pro

5
Ile

Gln
Ser
Thr
Thr
85

Gly
Ser
Glu
Ccys
Arg
165
Ser
Ile
Leu
val
Thr

245
Pro

Thr
Gln
Leu
AsSp
70

Tyr
Thr
Gly
ser
Ala
150
Gln
Gly
Ser
Arg
Gly
230
val

Pro

Cys
Lys
G1In
55

Phe
Tyr
Lys
Gly
Gly
135
Ala
Ala
Gly
Arg
Ala
215
Ser
Ser

Cys

Arg
Pro
40

Sear
Thr
Cys
val
Gly
120
Gly
Ser
Pro
Phe
ASp
200
Glu
Glu
Ser

Pro

val
425
Asp
His
Pro
Ala
Leu
505
Gly
Ser
Leu

Thr

Leu
Lys
Glu
Gly
Pro
490
val
Ala
Gly
Gly

Lys
570

TSC018 mature protein comprising :

Asp
Ser
Ala
Lys
475
ser
Lys
Leu
Leu
Thr

555
val

Ser
Arg
Leu
460
ser
Ser
Asp
Thr
Tyr
540
Gln

ASp

M0042
IgGl SCC-P hinge, human
and human CH1

Asp
Trp
445
His
Arg
LYyS
Tyr
sSer
525
Ser
Thr

LYS

Ser Thr Leu Ser Ala

Ala
25

Gly
Gly
Leu
GIn
Asp
105
Gly
Gly
Gly
Gly
Thr
185
Asn
ASp
Asn
Ser

Ser
265

Ser
Lys
val
Thr
Gln
50

Ile
Ser
Leu
Phe
Lys
170
Ala
Ser
Thr
Tyr
Glu

250
Gly

Gln
Ala
Pro
Ile
75

Ser
Lys
Gly
val
Thr
155
Gly
Tyr
Lys
Ala
ser
235
Pro

Ala

Ser
Pro
ser
60

Asn
Tyr
Gly
Gly
Gln
140
Phe
Leu
Ala
ASn
val
220
Gly
Lys

Pro

Page 71

Ile
LysS
45

Arg
Ser
ser
Gly
Gly
125
Pro
Ser
Glu
Asp
Thr
205
Tyr
Met
Ser

Glu

Gly
430
GIn
Asn
Ala
ser
Phe
510
Gly
Leu
Tyr

Lys

Ser
Ser
30

Leu
Phe
Leu
Thr
Gly
110
Gly
Gly
His
Trp
Ser
190
Leu
Tyr
ASD
Ser

Leu
270

415
Ser

GIn
His
Ser
Thr
495
Pro
val
ser

Ile

val
575

val
15

Ser
Leu
Ser
Gln
Pro
Gly
Ser
Gly
Tyr
val
175
val
Tyr
Ccys
val
Asp

255
Leu

Phe
Gly
Tyr
Thr
480-
ser
Glu
His
ser

Cys
560

Gly
Trp
val
Gly
Pro
Phe
Ser
Glu
Ser
150
Ser
Lys
Leu
Ala
245
Lys
Gly



2479_1040002_SequenceIDListing ascii

Gly pPro Ser val Phe Leu Phe Pro Pro Lys

275 280

ITe Ser arg Thr Pro Glu val Thr Cys val
290 295
Glu Asp Pro GIu val Lys Phe Asn Trp Tyr

305

310

His Asn Ala Lys Thr Lys Pro Arg Glu Glu

325 330

arg val val Ser val Leu Thr val Leu His

340 345

Lys Glu Tyr Lys Cys Lys val Ser Ash Lys

355 360

Glu Lys Thr Ile ser Lys Ala Lys Gly Gln
370 375
Tyr Thr Leu Pro Pro Ser Arg Asp GIu Leu

385

390

Leu Thr Cys Leu Val Lys Gly pPhe Tyr Pro

405 410

Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn

420 425

val Leu Asp Ser Asp Gly Ser Phe Phe Leu

Asp Ly

435 440
5 Ser Arg Trp Gln Gln Gly Asn val

. 450 ) 455
His Glu Ala Leu His Asn His Tyr Thr GIn

465

470

Pro Gly Lys Ser Arg Ala Ser Thr Lys Gly

485 490

Ala Pro Ser Ser Lys Ser Thr ser Gly Gly

500 505

Leu val Lys Asp Tyr Phe Pro Glu Pro val

515 520

Gly Ala Leu Thr Ser Gly val His Thr Phe
530 535
Ser Gly Leu Tyr Ser Leu Ser Ser val val

545

550

Leu Gly Thr GIn Thr Tyr Ile Cys Asn val

565 570

Thr Lys val Asp Lys Lys val

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

<220>
<223>

<400
1

Glu val GIn Leu GIn Gln Ser Gly Pro Glu
5

580

72

590

PRT

Artificial Sequence

TSCO19 mature protein comprising :

(anti-cb3) scFv, human IgGl SCC-P
CH2, human CH3, and human ck(YAE)

72
10

Ser Met Lys Ile Ser Cys Lys Ala Ser Gly

20 25

Ile val Asn Trp Leu Lys Gln Ser His Gly

35 40

Gly Egu ITe Asn Pro Tyr Lys Gly Leu Thr
55
Lys Gly Lys Ala Thr Leu Thr val Asp Lys

65

70

Met Glu Leu Leu Ser Leu Thr Ser Glu Asp

85 90

Ala Arg Ser Gly Tyr Tyr Gly Asp Ser Asp

100 105

Gly Ala Gly Thr Thr val Thr val Sser ser
Page 72

Pro
val
val
315
Gln
GIn
Ala
Pro
Thr
395
ser
Tyr
Tyr
Phe
Lys
475
Pro
Thr
Thr
Pro
Thr

555
Asn

Lys
val
300
Asp
Tyr
Asp
Leu
Arg
380
Lys
Asp
Lys
ser
ser
460
Ser
sSer
Ala
val
Ala
540
val

His

G19-4
hinge, human

Leu
Tyr
Lys
Thr
Ser
75

Ser
Trp

Gly

val
ser
Asn
Tyr
60

ser
Ala
Tyr
Gly

Asp
285
Asp
Gly
Ash
Trp
Pro
365
Glu
Asn
Ile
Thr
Lys
445
Cys
Leu
val
Ala
ser
525
val

Pro

Lys

Lys
Phe
Leu
45

AsSn
Ser
val
Phe

Gly

Thr
val

val

ser
Leu
350
Ala
Pro
Gln
Ala
Thr
430
Leu
ser
Ser
Phe
Leu
510
Trp
Leu
Ser

Pro

Pro
Thr
Glu
GIn
Thr
Tyr
ASDP

110
Gly

L TXT

Leu
ser
Glu
Thr
335
Asn
Pro
Gln
val
val
415
Pro
Thr
val
Leu
Pro
495
Gly
Asn
Gln
Ser

Ser
575

Gly
15

Gly
Trp
Lys
Ala
Tyr
val

Ser

Met
His
val

320
Tyr
Gly
Ile
val

Ser
400
Glu
Pro
val

Met
ser
480
Leu
Cys
ser
ser
Ser

560
Asn

Ala
Tyr
Ile
Phe
Tyr
80

Cys
Trp
Gly



Gly
G1n
145
ser
Gln
Leu
Asp
TYr
225
Thr
Thr
Gly
Ile
Glu
305
His
Arg
Lys
Glu
Tyr
385
Leu
Trp
val
ASp
His
465
Pro
Pro
Leu
Asn
ser
545
Ala

Gly

Gly
130
Thr
Cys
Lys
His
Tyr
210
Phe
Lys
His
Pro
ser
290
Asp
Asn
val
Glu
Lys
370
Thr
Thr
Glu
Leu
Lys
450
Glu
Gly
Ser
Asn
Ala
530
Lys
AsSp

Leu

<210> 73
<211> 22
<212> DN

<213>

<220>
<223> 4C04 (anti-RON) x G19-4 (anti-CD3) Scorpion DNA
Page 73

115
Gly

Thr
Arg
Pro
ser
195
ser
Cys
Leu
Thr
ser
275
Arg
Pro
Ala
val
Tyr
355
Thr
Leu
Cys
ser
Asp
435
Ser
Ala
Lys
Asp
Tyr
515
Leu
Asp
Tyr

Ser

92
A

ser
Ser
Ala
ASD
180
G1y
Leu
Gln
val
Cys
260
val
Thr
Glu
Lys
Ser
340
Lys
Ile
Pro
Leu
Asn
420
ser
Arg
Leu
Ser
Glu
500
Phe
Gln
Ser
Glu

Ser
580

Gly
ser
Ser
165
Gly
va'l
Thr
Gln
Thr
245
Pro
Phe
Pro
val
Thr
325
val
Cys
ser
Pro
val
405
Gly
Asp
Trp
His
Arg
485
G1n
Tyr
Ser
Thr
Lys

565
Pro

2479_1040002_sequenceIDListing ascii .TXT
120 125

Gly
Leu
150
Gln
Thr
Pro
Ile
Gly
230
Lys
Pro
Leu
Glu
LyS
310
Lys
Leu
Lys
Lys
ser
390
Lys
GlIn
Gly
GIn
Asn
470
Thr
Leu
Pro
Gly
Tyr
550
His

val

Gly
135
ser
AsSp
val
Ser
Ala
215
Asn
Arg
Ccys
Phe
val
295
Phe
Pro
Thr
val
Ala
375
Arg
Gly
Pro
sSer
Gln
455
His
val
Lys
Arg
Asn
535
Ser
Lys
Thr

Aartificial sequence

Gly
Ala
Ile
Lys
Arg
200
Asn
Thr
Ser
Pro
Pro
280
Thr
Asn
Arg
val
Ser
360
Lys
ASp
Phe
Glu
Phe
440
Gly
Tyr
Ala
Ser
Glu
520
ser
Leu
val

Lys

ser
Ser
Arg
Leu
185
Phe
Leu
Leu
ser
ser
265
Pro
Cys
Trp
Glu
Leu
345
Asn
Gly
Glu
Tyr
Asn
425
Phe
Asn
Thr
Ala
Gly
505
Ala
GIn
ser
Tyr

ser
585

Ala
Leu
Asn
170
Leu
ser
GIn
Pro
Glu
250
Gly
Lys
val
Tyr
Glu
330
His
Lys
Gln
Leu
Pro
410
Asn
Leu
val
Gln
Pro
490
Thr
Lys
Glu
ser
Ala

570
Phe

GlIn
Gly
155
Tyr
Ile
Gly
Pro
T™r

235
Pro
ala
Pro
val
val
315
Gin
Gln
Ala
Pro
Thr
395
ser
Tyr
Tyr
Phe
Lys
475
ser
Ala
val
Ser
Glu
555
Cys

Asn

Asp
140
ASp
Leu
Tyr
ser

Glu
220

p Thr

Lys
Pro
Lys
val
300
Asp
Tyr
Asp
Leu
Arg
380
Lys
Asp
Lys
ser
ser
460
Ser
val
Ser
Gln
Ala
540
Leu
Glu

Arg

Ile
Arg
Asn
Tyr
Gly
205
ASp
Phe
ser
Glu
Asp
285
Asp
Gly
Asn
Trp
Pro
365
Glu
Asn
Ile
Thr
Lys
445
cys
Leu
Phe
val
Trp
525
Thr
Thr
val

Gly

GIn
val
Trp
Thr
190
ser
ITe
Gly
ser
Leu
270
Thr
val
val
ser
Leu
350
Ala
Pro
Gln
Ala
Thr
430
Leu
Ser
ser
Ile
val
510
Lys
Glu
Leu
Thr

Glu
590

Met
Thr
Tyr
175
ser
Gly
Ala
Gly
ASp
255
Leu
Leu
Ser
Glu
Thr
335
Asn
Pro
Gln
val
val
415
Pro
Thr
val
Leu
Phe
495
Cys
val
GIn
Ser

His
575

Thr
Ile
160
Gln
Arg
Thr

Thr

Gly
240
Lys
Gly
Mat
His
val
320
Tyr
Gly
Ile
val
ser
400
Glu
Pro
val
Met
Ser
480
Pro
Leu
Asp
ASp
Lys

560
GIn



. <400> 73

atggaagcac
gacattcaga
atcacatgcc
gggaaatctc
aggttcagtg
gaagattttg
ggcaccaagc
ggctctcaga
aagatatcct
cagaagcctg
agatacaatg
gcctacatgc
tccgectact
gtctcctcga
cctgaactcc
atgatctccc
gaggtcaagt
cgggaggagc
gactggctga
atcgagaaaa
ccceccatccc
ttctatccaa
aagaccacgc
gtggacaaga
ctgcacaacc
tctteectga
caacagtctg
tctggttact
cttgagtgga
dagggcaagg
agtctgacat
tcggactggt
ggagggtctg
cagactacat
agtcaggaca
ctcctgatct
‘gggtctggaa
tactttrtgcc
accaaacgat

<210> 74

<211> 743
<212> PRT
<213>

<220>
<223>

2479_1040002_sequenceIDListing ascii
sequence (50266)

cagcgcaget
tgacccagtce
tggcaagtca
ctcagctcct
ctagtggatc
taagttatta
tggaaatcaa
tccagctgcea
gcaaggcttc
gacagggact
agaaattcag
agctcagcag
atggtaacta
gcgagcccaa
tgggtggacc

ggacccctga

tcaactggta
agtacaacag
atggcaagga
ccatctccaa
gggatgagct
gcgacatcgce
ctccecgtgct
gcaggtggca
actacacgca
atacaggaac
gacctgaact
cattcactgg
ttggacttat
ccacattaac
ctgaagactc
acttcgatgt
ggggtggcgy
cctcectgtce
ttcgcaatta
actacacatc
cagattattc
aacagggtaa
aa

tctcttectce
teectgectec
gaccattggt
gatttatgct
tggcacaaaa
ctgtcaacaa
aggtggcggt
gcagtctgga
tgactacaca
tgagtggatt
ggacaaggcc
cctgacatca
cgttgctatg

atctictgac

gtcagtcttc
ggtcacatgc
cgtggacggc
cacgtaccgt
gtacaagtgc
agccaaaggg
gaccaagaac
cgtggagtgg
ggactccgac
gcaggggaac
gaagagcctc
tcagatggca
ggtgaagcct
ctacatcgtg
taatccatac
tgtagacaag
tgcagtctat
ctggggcgca
atccggaggt
tgcctctctg
tttaaactgg
aagattacac
tctcaccatt
tacgcriccg

Artificial Sequence

protein sequence (S0266)

<400
Asp
1

74

Glu ser val

Leu Ala

35
Ala
50
Gly

Tyr

Ser
65
Glu Asp

Thr Phe

Gly Gly

ITe GIn Met

Trp
Ala
Ser
Phe
Gly
Gly

Thr Ile
20
Tyr Gin

Thr ser

Gly Thr

val Sser
85
Gly Gly
100

Gly ser

Thr
Gln
Leu
Lys
70

Tyr
Thr
Gly

Thr Gln Ser Pro
5

Cys Leu
Pro
40
Asp

Lys

Ala
55
Phe Ser

Tyr Cys

Lys Leu

Gly Gly

Ala

Ala

Glin

ctgctactct
cagtctgcat
acatggttag
gcaaccagct
ttttctttca
ctttacaata
ggctctggeg
cctgagctgg
ctcactgact
gggaggattt
atactgaccg
gaggacactg
gactactggg
aaaactcaca
ctcttccecc
gtggtggtgg
gtggaggtgc
gtggtcagcg
aaggtctcca
cagccccgag
caggtcagcc
gagagcaatg
ggctccttct
gtcttctcat
tcecetgtete
ggtcattctc
ggagcttcaa
aactggctga
aaaggtctta
tcatccagca
tactgtgcaa

gggaccacgg
ggtggctctg
ggagacagag
tatcagcaga
tcaggagtcc
gccaacctgce
tggacgttcg

ser Gln
10
ser Gln
25
Gly

Lys Ser

Gly val Pro
Ile
75

Leu

Phe Lys
Gln
90
Glu Ile
105
Gly

Lys

ser Gln

ggctcccaga
ctctgggaga
catggtatca
tggcagatgg
agatcgacad
ctccgtggac
gaggtggatc
tgaagcctygg
tctatatgaa
atcctggaac
tggacacgtc
ctgtctattt
gtcaaggaac
catgcccacc
caaaacccaa
acgtgagcca
ataatgccaa
tcctcaccgt
acaaagccct
aaccacaggt
tgacctgcct
ggcagccgga
tcctctacag
gctcecgtgat
cgggrcagag
cgaattctga
tgaagatttc
agcagagcca
Ctacctacaa
cagcctacat
gatctgggta
tcaccgtctce
cacaagacat
tcaccatcag
aaccagatgg
catcaaggtt
aaccagaaga

gtggaggcac

ser Ala

Thr Ile

Gln
45
Arg

Pro

ser
60
Asp Ser

Tyr Asn

Gly Gly

ser
Gly
30

Leu
Phe
Leu
Thr

Gly

LTXT

taccaccggt
aagtgtcacc
gcagaaacca
ggtcccatca
cctacagtct
grrcggtgga
cggtggcggc
gacttcagtg
ctgggtgagyg
cgataaaact
ctccagcaca
ctgtgcaaga
ctcagtcacc
gtgcccagea
ggacaccctc
cgaagaccct
gacaaagccey
cctgcaccad
cccagceccc
gtacaccctg
ggtcaaaggc
gaacaactac
caagctcacc
gcatgaggct
gcacaacaat
ggtccagctg
ctgcaaggcc
tggaaagaac
ccagaaattc
ggagctcctc
ctatggtgac
aagcggtggce
ccagatgaca
ttgcagggca
aactgttaaa
cagtggcagt
tattgccact
caaactggta

4¢c04 (anti-RON) x G19-4 (anti-CD3) Scorpion mature

Leu Gly

Thr Trp

Leu Ile

Ser Ala

Gln Ser
80
Pro Trp

Gly ser

110

Ile GIn

Page 74

Leu

GIn G1n

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2292



Ser
Lys
145
Gln
Thr
Thr
Thr
Gly
225
val
Pro
Pro
Thr
Asn
305
Arg
val
Ser
Lys
ASp
385
Phe
Glu
Phe
Gly
Tyr
465
ser
Glu
ser
Ile

Gly

Gly
130
Ala
Lys
ASp
val
Ser
210
AsSn
Ser
Cys
Pro
Cys
290
Trp

Glu

Leu

Asn
Gly
370
Glu
Tyr
ASn
Phe
ASn
450
Thr
Ser
val
Met
val

530
Leu

545 -

Lys
Met
Ala
Gly
Gly
625
Gin

ser

Gly
Glu
Arg
Ala
610
Gly
Thr

Cys

115
Pro

ser
Pro
Lys
Asp
195
Glu
Tyr
Ser
Pro
Lys
275
val
Tyr
Glu
His
Lys
355
Gln
Leu
Pro
Asn
Leu
435
val
Glin
Leu
Gln
Lys
515
Asn
Ile
Lys
Leu
ser
595
Gly
Gly
Thr

Arg

Glu
Asp
Gly
Thr
180
Thr
Asp
val
Ser
Ala
260
Pro
val
val
GIn
Gln
340
Ala
Pro
Thr
Ser
Tyr
420
Tyr
Phe
Lys
Asn
Leu
500
Ile
Trp
ASN
Ala
Leu
580
Gly
Thr
ser
Ser

Ala

Leu
TyYr
Gln
165
Arg
Ser
Thr
Ala
Glu
245
Pro
Lys
val
ASp
Tyr
325
ASp
Leu
Arg
Lys
AsSp
405
Lys

ser

Ser‘

sSer
Thr
485
Gin
ser
Leu
Pro
Thr
565
Ser
Tyr
Thr
Gly
ser

645
Ser

2479_1040002_sequenceIDListing ascii .TXT

val

Thr
150
Gly
TYr
Ser
Ala
Met
230
Pro
Glu
Asp
Asp
Gly
310
Asn
Trp
Pro
Glu
Asn
390
Ile
Thr
Lys
Cys
Leu
470
Gly
Gln
Cys
Lys
Tyr
550
Leu
Leu
Tyr
val

Gly
630
Leu

Gln

Lys
135
Leu
Leu
ASh

Ser

.Va1

215
ASp

Lys
Leu
Thr
val
295
val
ser
Leu
Ala
Pro
375
GlIn
Ala
Thr
Leu
Ser
455
Ser
Thr
ser
Lys
Gln
535
Lys
Thr
Thr
Gly
Thr
615
Gly
Ser

Asp

120
Pro

Thr
Glu
Glu
Thr
200
Tyr
Tyr
sSer
Leu
Leu
280
ser
Glu
Thr
Asn
Pro
360
Gln

val

val

Pro
Thr
440
val
Leu
Gln
Gly
Ala
520
Ser
Gly
val
ser
Asp
600
val
Gly
Ala

Ile

Gly
Asp
Trp
Lys
185
Ala
Phe
Trp
Ser
Gly
265
Met
His
val
Tyr
Gly
345
Ile
val
ser
Glu
Pro
425
val
Met
Ser
Met
Pro
505
ser
His
Leu
Asp
Glu
585
ser
Ser
Ser
Ser

Arg

Thr
Phe
Ile
170
Phe
Tyr
Cys
Gly
Asp
250
Gly
Ile
Glu
His
Arg
330
Lys
Glu
TYr
Leu
Trp
410
val
ASp
His
Pro
Ala
490
Glu
Gly
Gly
Thr
Lys
570
Asp
Asp
ser
Ala
Leu

650
Asn

Ser
TYr
155
Gly
Arg
Met
Ala
GIn
235
Lys
Pro
ser
Asp
Asn
315
val
Glu
Lys
Thr
Thr
395
Glu
Leu
Lys
Glu
Gly
475
Gly
Leu
Tyr
Lys
Thr
555
ser
ser
Trp
Gly
GIn
635
Gly

Tyr

val
140
Met
Arg
Asp
GlIn
Arg
220
Gly
Thr
ser
Arg
Pro
300
Ala
val
Tyr
Thr
Leu
380
Cys
Sar
Asp
ser
Ala
460
Gln
His
val
ser
Asn
540
Tyr
Ser
Ala
Tyr
Gly
620
Asp
Asp

Leu

Page 75

125
Lys

Asn
Ile
Lys
Leu
205
ser
Thr
His
val
Thr
285
Glu
Lys
Ser
LyS
Ile
365
Pro
Leu
Asn
Ser
Arg
445
Leu
Arg
ser
Lys
Phe
525
Leu
Asn
Ser
val
Phe
605
Gly
Ile
Arg

Asn

Ile
Trp
TYr
Ala
190
Sar
Ala
ser
Thr
Phe
270
Pro
val
Thr
val
Cys
350
ser
Pro
val
Gly
Asp
430
Trp
His
His
Pro
Pro
510
Thr
Glu
Gln
Thr
Tyr
590
ASp
Gly
GIn
val

Trp

Ser
val

Pro
175
Ile
ser
Tyr
val

Cys
255
Leu
Glu
Lys
Lys
Leu
335
Lys
Lys
Ser
Lys
Gln
415
Gly
Gln
Asn
Asn
Asn
495
Gly
Gly
Trp
Lys
Ala
575
Tyr
val
Ser
Met
Thr

655
TYrF

Cys
Arg
160
Gly
Leu
Leu
Tyr
Thr
240
Pro
Phe
val
Phe
Pro
320
Thr
val
Ala
Arg
Gly
400
Pro
ser
Gln
His
Asn
480
ser
Ala
Tyr
Ile
Phe
560
Tyr
Cys
Trp
Gly
Thr
640
Ile

Gln



Gln
Leu
ASp
705
Tyr

Thr

Lys
His
690
Tyr
Phe

Lys

<210> 75

<400> 75
000

<210> 76

<400> 76
000

<210> 77
<211> 510
<212> PRT

<213>

<220>

<223>

<220>

<221>
<222>

<400> 77

Met
val
Gly
Gly
Gly
Asp
ser
Thr
Tyr
Gly
Gly
val
vai
Gly
Gly

Leu

Asp
Ile
-5

Leu
Phe
Lys
Tyr
60

Lys
Ala
val
Gly
Gly
140
ser
Glu
GIn
val

Asn
220

Pro
675
ser
Ser
Cys

Leu

Phe
-20
Met
val
ser
Gly
45

Asn
ser
Arg
Met
Gly
125
Gly
Leu
Tyr
Pro
Pro

205
Ile

660
Asp

Gly
Leu
Gln

vai
740

SIGNAL

(L...22

GIn
ser
Ala
Leu
30

Leu
ser
Gln
Tyr
As

110
Gly
Ser
Gly
Tyr
Pro
190
Ala

His

Gly
val
Thr
GIn

725
Thr

Mutated mM0039

val
Arg
Pro
Thr
Glu
Ala
val

Tyr
95

p Tyr

Ser
Asp
Gln
val
175
Lys
Arg

Pro

2479_1040002€g§quenceIDListing ascii .TXT

Thr

Pro

val

Ser
695

Lys
680
Arg

ITe Ala Asn

710
Gly

Lys

Gln
Gly
Ser
Gly
Trp
Leu
Phe
80

Cys
Trp
Gly
Ile
Arg
160
Thr
Leu

Phe

val

Asn

Arg

Artificial sequence

Ile
val
Gln
Tyr
Leu
Lys
65

Leu
Ala
Gly
Gly
val
145
Ala
ser
Leu
Ser

Glu
225

Thr

Phe
-15
Gln
Ser
Gly
Gly
50

ser
Lys
Arg
Gln
Gly
130
Leu
Thr
Leu
Ile
Gly

210
Glu

Leu

670

Leu Ile Tyr Tyr Thr Ser Arg
685

Phe ser Gly Ser Gly Ser'G1y Thr
700

Leu

Leu

ser
val
Leu
val
Met
Arg
Met
Asp
Gly
115
Gly
Thr
ITe
Met
ser
195
Ser

Asp

GIn Pro Glu Asp Ile Ala Thr

730

Phe
Gln
Ser
20

Asn
Ile
Leu
Asn
Gly
100
Thr
ser
GlIn
ser
Gln
130
Ala
Gly

Asp

715

Leu
Leu
Ile
Trp
Trp
ser
ser
85

Tyr
Ser
Gly
Ser
Cys
165
Trp
Ala
Ser

Ile

Leu
Lys
Thr
val
Gly
Ile
70

Leu
ser
val
Gly
Pro
150
Arg
Tyr
ser
Gly

Ala
230

Page 76

Ile
T
Cys
Arg
Asp
Thr
GIn
Asn
Thr
ol
Ala
Ala
Gln
Asn
Thr

215
Met

Pro Trp Thr Phe Gly Gly
3

ser
ser
Thr
Gln
Gly
Lys
Thr
Phe
val
120
Gly
Ser
ser
Gln
2
Asp

Tyr

735

Ala
Gly
val
25

Pro
ser
ASp
Asp
His
105
Ser
Ser
Leu
Glu
Lys
185
Glu
Phe

Phe

720
Gly

ser
Pro
10

ser
Pro
Thr
Asn
Asp
90

Tyr
ser
Gly
Ala
Ser
170
Pro
ser
ser

Cys



Gin GIn
235

Glu

Ser

ITe Lys

Ser Pro Pro

Leu Phe Pro

285

Glu val Thr

300

Lys Phe Asn

315
Lys

Pro Arg

Leu Thr val

Lys val ser
365
Ala Lys
380

Arg

Lys

Ser
395
Lys

Asp

Gly Phe

Gln Pro Glu
Phe
445

Gly

Gly Ser
Gln
460
His

Gln

Asn

Tyr
475 d

<210> 78
<211> 20
<212> PRT
<213>

<220>
<223>

<400> 78

2479_1040002_SequenceIDListin
Pro Trp Thr

Arg Lys

val

240

Arg Asp
255
Ser Pro
270
Pro Lys

Cys val

Trp Tyr

GIn
Ala
Pro
val

val

Glu Pro

Pro Glu
Lys As
290
val Asp
305

Asp Gly

320

Glu
335
His

Glu

Leu
350
Asn Lys

Gly Gln

Glu Leu

GIn
Gln
Ala
Pro

Thr

Tyr Asn

Asp Trp

Leu Pro
370
Arg Glu
385

Lys Asn

400

Pro
415
Asn

Tyr

Asn
430
Phe Leu

Asn val

Thr 61n

Ser
Tyr
Tyr
Phe

Lys

Asp Ile

Lys Thr

Ser Lys
450
Ser Cys
465

Ser Leu

480

Artificial Sequence

Lys
Leu
275
p Thr
val
val
ser
Leu
355
Ala
Pro
Gln
Ala
Thr
435
Leu
ser

Ser

Phe Gly
245
ser ser
260
Leu Gly

Leu Met

Ser His
val
325
Tyr

Glu

Thr
340
Asn Gly

Pro Ile

G1ln val

val ser
405
val Glu
420
Pro Pro

Thr val

val Met

ser
485

Leu

Gly Gly

Asp Lys

Gly Pro

Ile Ser
295
Glu Asp
310
His Asn

Arg val val

Lys Glu

Glu Lys
375
Tyr Thr
390
Leu Thr

Trp Glu

val Leu

ASp Lys
455
His Glu
47¢

Pro Gly

H68 Tlinker (scorpion Tinker derived from NKG2D)

ascii
Thr

Thr
Ser
280
Arg
Pro

Ala

TYyr
360
Thr
Leu
Cys
ser
Asp
440
ser
Ala

Lys

LTIXT
Lys Leu
250
His Thr
265
val Phe

Thr Pro

Glu val

Thr
330
val

LysS

Ser
345
Lys Cys

Ile ser

Pro Pro

val
410
Gly

Leu

Asn
425
Ser Asp

Arg Trp

Leu His

Ain Ser Leu Phe Asn GIn Glu val GIn Ile Pro Leu Thr Glu ser Tyr
5 15

Ser Pro Asn

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

<220>
<223> VH of

<400> 79
gaagttcaat
tcttgecgetg
cctggtaaag
gctgactccg
ttgcagatga
gggtacggca
tcaagc

<210> 80
<211> 122

79
366
DNA

Ser

A2

tgttagagtc
cttccggatt
gtttggagtg
ttaaaggtcg
acagcttaag
gtagctggta

Artificial Sequence

tggtggcggt
cactttctct
ggtttctogt
cttcactatc
ggctgaggac
ctactttgac

cttgttcagc
ttttaccaga
atctatcctt
tctagagaca
actgcagtct
tactagggcc

ctggtggttc
tgcattgggt
ctggtggcta
actctaagaa
actattgtgc
agggaaccct

Page 77

tttacgtctt
tcgccaagcet
tactaagtat
tactctctac
gagagatcta
ggtcaccgtc

60

120
180
240
300
360
366



<212> PRT

<213> Artificial Sequence

<220

<223> VH of A2

<400> 80

Glu val GIn Leu Leu Glu Ser Gly Gly ggy Leu

5

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
20 25

Gln Met g;s Trp val Arg Gln Aga Pro Gly Lys

4

ser g&y Ile Tyr Pro Ser ggy Gly Tyr Thr Lys

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser

65 70 75

Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr

85 90

Ala Arg Asp Leu Gly Tyr Gly Ser Ser Trp Tyr
100 105

Gly GIn Gly Thr Leu val Thr val Ser Ser

115 120
<210> 81
<400> 81
000
<210> 82
<400> 82
000

<210> 83

<211> 330

<212> DNA

<213> Artificial Sequence

<220>

<223> VL of A2

<400> 83

cagagcgctt tgactcagcc tgcctcegtg tctgggtctc

tcctgcagtg gaaccgacag tgacgttggt ggttataacc

cacccaggca aggcccccaa actcataatt tatgatgtcg

tctaaccgtt tctctggectc caagtctggc aacacggcct

caggctgagg acgaggctga ttattactgc agctcatata

ttcggaactg ggaccaaggt caccgtccta

<210> 84

<211> 110

<212> PRT

<213> Artificial sequence

<220>

<223> VL of A2

<400> 84

Gln Ser Ala Leu T?r Gln Pro Ala Ser V31 Ser

1
Ser Ile Thr gge Ser Cys Ser Gly Thr Asp Ser
25
Asn His ¥§1 Ser Trp Tyr GIn GlIn His Pro Gly
40
Ile gée Tyr Asp val Asp gis Arg Pro Ser Gly
5
ggr Gly Ser Lys Ser Gly Asn Thr Ala Ser Leu
70

2479_1040002_SequenceIDListing ascii

val GIn Pro

Thr Phe Ser

Leu Glu
45
Ala

Gly

Tyr
60
Lys

Asp

Asn Thr

Ala val Tyr

Tyr Phe Asp

110

ctggacagtc
atgtctcctg
atcatcggcc
ccctgaccat

gaagcggtag

Gly Ser Pro

Asp val Gly

30

Lys Ala Pro
45

Ile Ser

60

Thr Ile

Asn

Ser

Page 78

LTXT

Gly Gly

Phe Tyr

Trp val

ser val

Leu Tyr
80
Tyr Cys
95

Tyr Trp

gatcaccatc 60

gtaccaacaa 120
ctcagggatc 180
ctctgogctc 240
cacttatgtc ggg

Gly Gln
Gly Tyr
Lys Leu
Arg Phe

Gly Leu
80



2479_1040002_sequenceIDListing ascii

LTXT

Gln Ala Glu Asp g1u‘A1a Asp Tyr Tyr g%s Ser Ser Tyr Arg Sgr Gly
5

ser Thr Tyr val Phe Gly Thr Gly Thr Lys val Thr val Le
100 105 11

<210> 85

<211> 741
<212> DNA
<213>

<220>
<223> A2 sC

<400> 85

gaagttcaat
tcttgecgcetg
cctggtaaag
gctgacteceg
ttgcagatga
gggtacggca
tcaagcggtg
ttgactcagc
ggaaccgaca
aaggccccca
trctetgget
gacgaggctg
gggaccaagg

<210> 86

<211> 247
<212> PRT
<213>

<220>
<223> A2 scC

<400> 86

Glu val
1

ser

Gln

Leu Arg
His
35
Ile

Gln Met

Ser Gly
50
Lys Gly
65
Leu

Arg

GIn Met

Ala Arg Asp

Gly G1n Gly

115

Gly Gly Gly
130

Ala ser val

145

Gly

Thr Asp

GIn His Pro

Arg Ser
195
Ser

Pro

Ala
210
Tyr

Thr

TYyr

Cys
225 Y

Fv

tgttagagtc
cttccggatt
gtttggagtg
ttaaaggtcg
acagcttaag
gtagctggta
gcggcggttc
ctgcctcegt
gtgacgttgg
aactcataat
ccaagtctgg
attattactg
tcaccgtect

Fv

Leu Leu

Leu Ser
20
Trp val

Tyr Pro

Phe Thr

Asn Ser
Leu
100
Thr

Gly
Leu
ser Gly

Ser Gly

Glu
Cys
Arg
ser
Ile
70

Leu
Tyr
val
Gly

Ser

Artificial Sequence

tggtggcggt

cttgttcage

cactttctct
ggtttctggt
cttcactatc
ggctgaggac
ctactttgac
g99gggtggc
gtctgggtct
tggttataac
ttatgatgtc
caacacggce
cagctcatat
d

Artificial Sequence

ser Gly

Ala Ala

Gln Ala

Gly
55
Ser

Gly
Arg
Arg Ala
Gly Ser
val

120
Gly

Thr

Gly
135

Pro Gly

150

ser Asp
165
Gly Lys
180
Gly Ile

Leu Thr

ser Sser

val-
Ala
Ser
Ile

Ty

Gly Gly

Pro Lys

Asn Arg
200
Ser Gly
215
Arg

r ser

230

Gly

Tyr
ASp
Glu

GlIn
Tyr

Gly

ttttaccaga
atctatcctt
tctagagaca
actgcagtct
tactggggcec
ggaagtggag
cctggacagt
catgtctcct
gatcatcggc
tccectgacca
dgaagcggta

Gly Leu
10

Ser Gly Phe
25
Pro

Gly Lys

Thr Lys
ser
75

Thr

Asn

Asp
90
ser Trp
105

Ser

Tyr

ser Gly

Ser Gln Ser
Ile
155

His

Ser

Asn
170
Leu Ile Ile
185
Phe

ser Gly

Leu Gln Ala
Thr

235

Ser

ctggtggttc
tgcattgggt
ctggtggcta
actctaagaa
actattgtgc
agggaaccct
gtggagggag
cgatcaccat
ggtaccaaca
cctcagggat
tectctgggct
gcacttatgt

val GlIn

Thr Phe
30
Gly Leu
45
Tyr Ala
60
Lys Asn

Ala val

Tyr Phe

Pro
Ser
Glu
Asp
Thr
Tyr

Asp

tttacgtctt
tegecaaget
tactaagtat
tactctctac
gagagatcta
ggtcaccgtc
tcagagcgct
ctcctgcagt
acacccaggc
ctctaaccgt
ccaggctgag
cttcggaact

Gly Gly
15
Phe Tyr
Trp val
Ser val
Leu Tyr
80
Tyr Cys
95

Tyr Trp

110

Gly
125
Leu

Gly

Ala
140
Thr Ile

val ser

Tyr Asp

Gly
Thr
Ser
Trp
val

ser Gly
GIn Pro

Cys Ser
160

Tyr Gln

175

ASp His

190

Ser Lys
205
Glu Asp
220

Tyr val

Page 79

Ser
Glu

Phe

Gly Asn
Ala Asp

Gly Thr
240

60

120
180
240
300
360
420
480
540
600
660
720
741



Gly Thr Lys

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

<220>
<223> PLD E

<400> 87
ttattcacag
ctggaatgca
caaaaggtgg
ctgcecttag
taccaatgca
aaagcttcct
gagctcacct
gttcctgeca
ctgcgcctaa
agggaactta
acc

<210>
<211
<212>
<213>

<220>
<223>

<400>

87
603
DNA

88
201
PRT

PLD E
88

Artificial

2479_1040002_sequenceIDListing ascii .TXT
val Thr val Leu
A

245

cbh -

tgacagtccc
actttgacac
aaaatgatac
ggaaggcctc
taatcatcta
acaggaaaat
gccaggctac
acaccagcca
agccaccceccc
ctttggccag

cD

Sequence

taaggaactg
tggaagtcat
atccccacac
gttccacata
tggggtcgcec
aaacactcac
aggttatcct
ctccaggacc
tggcagaaac
cattgacctt

Artificial Sequence

tacataatag
gtgaaccttg
cgtgaaagag
cctcaagtcc
tgggactaca
atcctaaagg
ctggcagaag
cctgaaggcc
ttcagctgtg
caaagtcaga

agcatggcag
gagcaataac
ccactttgct
dagtgaggga
agtacctgac
ttccagaaac
tatcctggec
tctaccaggt
tgttctggaa
tggaacccag

caatgtgacc
agccagtttg
ggaggagcag
cgaaggacag
tctgaaagtc
agatgaggta
aaacgtcagc
caccagtgtt
tactcacgtg
gacccatcca

Leu
1
ser
LLeu
Pro
LyS
65
" Tyr
Thr
Lys
Tyr
Thr
145
Leu
Asn

Gln

Phe
Asn
Gly
His
50

Ala
Gln
Leu
val
Pro
130
Ser
Arg
Thr

Met

<210> 89

<211>
<212>
<213>

49
DN

<220>

Thr
val
Ala
35

Arg
ser
Cys
Lys
Pro
115
Leu
His
Leu
His

Glu
195

8
A

val
Thr
20

Ile
Glu
Phe
Ile
val
100
Glu
Ala
ser
Lys
val

180
Pro

Thr
Leu
Thr
ATG
His
ITe
85

Lys
Thr
Glu
Arg
Pro
165
Arg

Arg

val
Glu
Ala
Ala
Ile
Ile
Ala
Asp
val
Thr
150
Pro
Glu
Thr

Pro
Cys
ser
Thr
55

Pro
Tyr
ser
Glu
ser
135
Pro
Pro
Leu

His

Artificial Sequence

Lys
Asn
Leu
40

Leu
GIn
Gly
Tyr
val
120
Trp
Glu
Gly
Thr

Pro
200

Glu
Phe
Gln
Leu
val
val
Arg
at
Pro
Gly
Arg
Leu

185
Thr

Leu
10
Asp

Tyr
Thr
Lys val
Glu Glu
val

75
Trp

Gln

Ala
80
Lys Ile

Leu Thr

Asn val

Leu Tyr
155
Asn Phe
170

Ala Ser

Ile
Gly
Glu
Gln
60

Arg
Asp
Asn
Cys
Ser
140
GIn
ser

Ile

Page 80

Ile
ser
AsSn
45

Leu
ASp
Tyr
Thr
Gln
125
val
val
Cys

Asp

Glu
His
30

Asp
Pro
Glu
Lys
His
110
Ala
Pro
Thr
val

Leu
190

His
val
Thr
Leu
Gly
TYr
Ile
Thr
Ala
Ser
Phe

175
Gln

Gly
Asn
ser
Gly
Gln
80

Leu
Leu
Gly
Asn
val
160
Trp

Ser

60

120
180
240
300
360
420
480
540
600
603



<223> monoIL1l0

<400> 89
agcccaggce agggcaccca gtctgagaac agctgcaccc
aacatgcttc gagatctccg agatgccttc agcagagtga
gatcagctgg acaacttgtt gttaaaggag tccttgctdg
ggttgccaag ccttgtctga gatgatccag ttttacctgg
gagaaccaag acccagacat caaggcgcat gtgaactccc
ctcaggctga ggctacggcg ctgtcatcga tttctteccet
ggcggtaaga gcaaggccgt ggagcaggtg aagaatgect
ggcatctaca aagccatgag tgagtttgac atcttcatca
acaatgaaga tacgaaac
<210> 90
<211> 166
<212> PRT : .
<213> Artificial Sequence
<220>
<223> monoIL1l)
<400> 90 .
Sir Pro Gly Gln G}y Thr GIn ser Glu ﬁgn ser
Gly Asn Leu Pro Asn Met Leu Arg Asp Leu Arg
20 25
val Lys ;hr Phe Phe GIn Met Lys Asp GIn Leu
5 40
Lys Glu Ser Leu Leu Glu Asp Phe Lys Gly Tyr
50 55
Leu Ser Glu Met Ile GIn Phe Tyr Leu Glu Glu
65 70 75
Glu Asn GIn Asp gro Asp Ile Lys Ala His val
5 20
Asn Leu Lys Thr Leu Arg Leu Arg Leu Arg Arg
100 105
Pro Cys Glu Asn Gly Gly Gly Ser Gly Gly Lys
115 120
Gln val Lys Asn Ala Phe Asn Lys Leu GIn Glu
130 - 135
Ala Met Ser Glu Phe Asp Ile Phe Ile Asn Tyr
145 150 155
Thr Met Lys ITe Arg Asn
165
<210> 91
<211> 348
<212> DNA
<213> Artificial Sequence
<220>
<223> vH of 3D1
<400> 91 .
caggtccagc tgcagcagtc tgggcctgag ctggtgagge
tcctgcaagg gttccggcta cacattcact gattatgcta
catgcaaaga gtctagagtg gattggagtt attaatattt
aaccagaagt ttaagggcaa ggccacaatg actgtagaca
atggaacttg ccagattgac atctgaggat tctgccatct
tggtatatgg actactgggg tcaaggaacc tcagtcaccg
<210> 92
<211> 116
<212> PRT

<213> Artificial Ssequence

<220>

2479_1040002_sequenceIDListing ascii

acttcccagg
agactttctt
aggactttaa
aggaggtgat
tgggggagaa
gtgaaaacgg
ttaataagct
actacataga

Cys Thr His

Asp Ala

30

AsSp Asn Leu

Leu Gly Cys

val Met
Asn Ser

Cys His

. TXT

caacctgcct
tcaaatgaag
gggttacctg
gccccaagct
cctgaagacc
tggtggatcc
ccaagagaaa
agcctacatt

Phe

Pro
Leu

Arg

Phe
15

ser
Leu
Gln
Gln
Gly

Phe

110

ser Lys
125
Lys Gly
140

Ile Glu

ctggggaatc
tacagtgggt
actatgataa
aatcctccag
attactgtgc
tctcctea

Page 81

Ala
Ile

Ala

val
Tyr
Tyr

Pro
Arg
Leu
Ala
Ala
Glu
Leu
Glu
Lys

Ile
160

agtgaagatt
gaagcagagt
tacaaactac
cacagcctat
aagagcggcec

60

120
180
240
300
360
420
480
498

60

120
180
240
300
348



2479_1040002_SequenceIDListing ascii

<223> vH of 3D1
<400> 92
Gln val GIn Leu G;n GIn Ser Gly Pro Glu Leu
10
Ser val Lys %&e Ser Cys Lys Gly Ser Gly Tyr
25
Ala Ile g}n Trp val Lys Gln SSr His Ala Lys
4
Gly ga1 ITe Asn Ile Tyr Tyr Asp Asn Thr Asn
0 : .55
Lys Gly Lys Ala Thr mMet Thr val Asp Lys Ser
65 70 75
Met Glu Leu Ala Arg Leu Thr Ser Glu ggp Ser
85
Ala Arg Ala Ala Trp Tyr Met Asp Tyr Trp Gly
100 105
Thr val ser Ser
115
<210> 93
<400> 93
000
<210> 94
<400> 94
000
<210> 95
<211> 336
<212> DNA
<213> Artificial Sequence
<220>
<223> vL of 3D1
<400> 95
gacattgtgc tgtcacagtc tccatcctecc ctggctgtgt
atgagctgca aatccagtca gagtctgctc aacagtagaa
tggtaccagc agaaaccagg gcagtctcct aaactgctga
gaatctgggg tccctgatcg cttcacaggc agtggatctg
atcagcagtg tgcaggctga agacctggca gtttattact
tacacgttcg gaggggggac caagctggaa ataaaa
<210> 96
<211> 112
<212> PRT
<213> Artificial sequence
<220>
<223> VL of 3D1
<400> 96
Aip ITe val Leu Sgr Gln Ser Pro Ser igr Leu
Glu Lys val Thr Met Ser Cys Lys ggr Ser Gln
20
Arg Thr Arg Glu Asn Tyr Leu Aga Trp Tyr GIn
35 4 -
Ser Pro Lys Leu Leu Ile Tyr Trp Ala Ser Thr
50 55
Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr
65 70 75
Ile Ser ser val g}n Ala Glu Asp Leu Saa val
Ser Tyr Asn Leu Tyr Thr pPhe Gly Gly Gly Thr
100 105

val Arg Pro

Thr Phe Thr

Leu Glu
45

Asn

ser
TYyr GIn
60
ser

ser Thr

Ala ITe Tyr
Thr

110

Gln Gly

cagcaggaga
cccgagagaa
tctactgggce
ggacagattt
gcacgcaatc

Ala val

ser Leu
30
GIn Lys
45
Arg Glu
60
Asp Phe

TYr Tyr

Lys Leu

Ser
Leu
Pro
Ser
Thr
Cys
Glu

- TXT

Gly Glu
15
Asp Tyr

Trp Ile

Lys Phe

Ala Tyr
80
Tyr Cys
95

Ser val

gaaggtcact
ctacttggcet
atccactagg
cactctcacc
ttataatctt

Ala
15
Asn

Gly
ser
Gly GIn
Gly val
Leu Thr
Thr Gln

Ile Lys

110

Page 82

60

120
180
240
300
336



<210> 97

<211> 744
<212> DNA
<213>

<220>
<223> 3D1 s

<400> 97

caggtccagc
tcctgcaagg
catgcaaaga
aaccagaagt
atggaacttyg
tggtatatgg
tcrggtggeg
tcacagtctc
tccagtcaga
aaaccagggc
cctgatcgct
caggctgaag
ggggggacca

<210> 98

<211> 248
<212> PRT
<213>

<220>
<223> 3Dl s

<400> 98
Gln val Gln
Ser val Lys
Gln
35
Ile

Ala Ile

val
50
Gly

Gly

Lys
65
Met

Lys

Glu Leu

Ala Arg Ala

Thr val ser

115

Gly Gly ser
130

Ser Ser

145

Ser

Leu

ser GIn

Trp Tyr Gln
Thr
195

Thr

Ala Ser

Ser Gly

210
Ala

Leu val

225
Gly

Gly Thr

2479_1040002_sequenceIDListing ascii

CFv

tgcagcagtc
gttccggcta
gtctagagtg
ttaagggcaa
ccagattgac
actactggag
gtggctctgg
catcctcecct
gtctgctcaa
agtctcctaa
tcacaggcag
acctggcagt
agctggaaat

Artificial sequence

tgggcctgag
cacattcact
gattggagtt
ggccacaatg
atctgaggat
tcaaggaacc
cggaggtgga
ggctgtgtca
cagtagaacc
actgctgatc
tggatctggg
ttattactgce
aaaa

ctggtgaggc
gattatgcta
attaatattt
actgtagaca
tctgecatct
tcagtcaccg
tccggtggeg
gcaggagaga
cgagagaact
tactgggcat
acagatttca
acgcaatctt

ctggggaatc
tacagtgggt
actatgataa
aatcctccag
attactgtgc
tctecctcagg
gcggatctga
aggtcactat
acttggcttg
ccactaggga
ctctcaccat
ataatcttta

LIXT

agtgaagatt
gaagcagagt
tacaaactac
cacagcctat
aagagcggcc
gggtggaggc
cattgtgctg
gagctgcaaa
gtaccagcag

atctggggtc:

cagcagtgtg
cacgttcgga

CFv

Leu
Ile
20

Trp
ASn
Ala
Ala
Ala
100
Ser
Gly
Ala
ser
Gln
180
Arg
Asp
Tyr

Lys

GlIn
Ser
val
Ile
Thr
Arg
85

Trp
Gly
Gly
val
Leu
165
Lys
Glu
Phe
Tyr

Leu
245

Gln
Cys
Lys
Tyr
Met
70

Leu
Tyr
Gly
Gly
ser
150
Leu
Pro
Ser
Thr
Cys

230
Glu

Artificial Sequence

Ser
Lys
Gin
Tyr
Thr
Thr
Met
Gly
Gly
135
Ala
Asn
Gly
Gly
Leu
215
Thr

Ile

Gly
Gly
ser
40

Asp
val
ser
Asp
Gly
120
ser
Gly
ser
GIn
val
200
Thr
GIn

Lys

Pro
ser
25

His
Asn
Asp
Glu
Tyr
105
ser
ASD
Glu
Arg
ser
185
Pro
Ile

Ser

Glu
10

Gly
Ala
Thr
Lys
Asp
90

Trp
Gly
Ile
Lys
Thr
170
Pro
ASp
Ser

Tyr

Leu
Tyr
Lys
ASn
sSer
75

ser
Gly
Gly
val
val
155
Arg
Lys
Arg

sSer

Asn
235

val
Thr
Ser
TYr
60

Ser
Ala
Gln
Gly
Leu
140
Thr
Glu
Leu
Phe
val

220
Leu

Page 83

Arg
Phe
Leu
45

Asn
Ser
Ile
Gly
Gly
125
Ser
Met
Asn
Leu
Thr
205
Gln

Tyr

Gly
15
Asp

Pro

Thr
30
Glu Trp

Gln Lys

Thr Ala

Tyr Tyr
95

Thr Ser
110
Ser Gly

Gln Ser

Ser Cys

Leu
175
Tyr

Tyr

Ile
190
Gly ser

Ala Glu

Thr pPhe

Glu
Tyr
Ile
Phe
Tyr
80

Cys
val
Gly
Pro
Lys
160
Ala
Trp
Gly
AsSp

Gly
240

60

120
180
240
300
360
420
480
540
600
660
720
744



<210> 99

<211> 247
<212> PRT
<213> Artificial Sequence

<220>
<223> MET021 scFv

<400>_ 99
Ile Gin Met Thr Gln

Asp
1
ASp
Leu
TVYr
Ser
65
Glu
Thr
Gly
val
Leu
145
Met
TYr
Gly
Gln
Arg

- 225
Met

Arg
Asn
Ala
50

Gly
Asp
Phe
Gly
Gln
130
Arg
Leu
Ile
Arg

Met

210.

Arg
val

val
Trp
35

Ala
ser
Phe
Gly
Gly
115
Leu
Leu
Trp
Tyr
Phe
195
Asn
Ala

Thr

<210> 100

<211>
<212>
<213>

<220>

<223>
<400>

Glu
1
Ser
Asp
Ser
Lys
65
Leu
Ala

Thr

val
Leu
Met
Tyr
50

Gly
GIn
Arg

Met

120
PRT
Artificial Sequence

Gln
Arg
Leu
35

Ile
Arg
Met
Arg

val
115

Thr
20

Tyr
ser
Gly
Ala
Gly
100
Gly
Leu

Ser

val,

Pro
180
Thr
Ser
Pro

val

Leu
Leu
20

Trp
Tyr
Phe
Asn
Ala

100
Thr

5
Ile

Gln
Ser
Thr
Thr
85

Gly
ser
Glu
Ccys
Arg
165
ser
Ile
Leu
Arg

Ser
245

Leu
5
Ser
val
Pro
Thr
Ser
85
Pro

val

2479_1040002_SequenceIDListing ascii

Thr
GIn
Leu
ASp
70

Tyr
Thr
Gly
Ser
Ala
150
Gln
Gly
ser
Arg
ser

230
ser

vH of MET021 scFrv
100

Glu
Cys
Arg
Ser
Ile
70

Leu
Arg

Ser

Ser
Cys
Glu
GIn
55

Phe
Tyr
Lys
Gly
Gly
135
Ala
Ala
Gly
Arg
Ala
215
Leu

Ser

Ser
Ala
Gln
Gly
55

ser
Arg
Ser

Ser

Pro
Arg
Pro
40

Ser
Ile
Cys
val
Gly
120
Gly
Ser
Pro
Leu
Asp
200
Glu

Ser

Gly
Ala
Ala
40

Gly
Arg
Ala
Leu

ser
120

Ser
Ala
25

Gly
Gly
Leu
Gln
Glu
105
Gly
Gly
Gly
Gly
Thr
185
ASn
AsSp

Phe

Gly
Ser
25

Pro
Leu
Asp
Glu

ser
105

Ser
10

Ser
Lys
val
Thr
G1n
90

Ile
ser
Leu
Phe
Lys
1706
Glu
ser
Thr

Asp

Gly
10

Gly
Gly
Thr
Asn
ASp
Phe

Leu
Gln
Ala
Pro
Ile
75
Ser
Lys
Gly
val
Thr
155
Gly
Tyr
Lys
Ala

Ile
235

Leu
Phe
Lys
Glu
Ser
Thr

AsSp

Ser
Ser
Pro
ser
60

sSer
Tyr
Gly
Gly
Gln
140
Phe
Leu
Ala
Asn
val

220
Trp

val
Thr
Gly
Tyr
60

Lys
Ala

Ile

Page 84

Ala
Ile
Lys
45

Arg
ser
val
Gly
Gly
125
Pro
Ser
Glu
Asp
Thr
205
Tyr

Gly

Gln
Phe
Leu
Ala
Asn
val

Trp

Ser
Arg
30

Leu
Phe
Leu
Thr
Gly
110
Gly
Gly
Lys
Trp
ser
190
Leu
Tyr
GIn

Pro
ser
Glu
Asp
Thr
Tyr

Gly
110

TXT

val
15

Asn
Leu
ser
Gin
Pro
95

Gly
ser
Gly
TYr
val
175
val
Tyr
Cys
Gly

Gly
15

Lys
Trp
ser
Leu
TYr
a5

GIn

Gly
Tyr
Ile
Gly
Pro
80

[Leu
Ser
Glu
Ser
ASp
160
Ser
LysS
Leu

Ala

Thr
240

Gly
Tyr
val
val
TYyr
80

Ccys

Gly



<2190> 101
<211> 107
<212> PRT
<213> Artificial Sequence

<220>
<223> VL of

<400> 101
Aip Ile GIn

Asp
Leu
Tyr
Sser
65

Glu

Thr

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

Arg
Asn
Ala
50

Gly
Asp

Phe

<220>

<223>
<400

Glu
1

ser
Ile
Gly
Lys
65

Met
Ala
Gly
Gly
Gln
145
Ser
Gln
Leu
ASD
Tyr
225
Thr

val
Met
val
Leu
50

Gly
Glu
Arg
Ala
Gly
130
Thr
Cys
Lys
His
Tyr
210
Phe

Lys

val
Trp
35

Ala
ser
Phe

Gly

102
249
PRT
Artificial Sequence

GIn-
Lys
Asn
35
Ile
Lys
Leu
ser
Gly
115
Gly
Thr
Arg
Pro
sar
195
ser
Cys

Leu

2479_1040002_sequenceIDListing ascii .TXT

MET021 scFv

Met
Thr
20

TYIr
ser
Gly
Ala

Gly
100

Leu
Ile
20

Trp
Asn
Ala
Leu
Gly
100
Thr
ser
ser
Ala
Asp
180
Gly
Leu
Gln

val

Thr
5
Ile
Gln
Ser
Thr
Thr

85
Gly

G19-4 scFv
102

Gln
5
Ser
Leu
Pro
Thr
ser
85
Tyr
Thr
Gly
Ser
Ser
165
Gly
val
Thr
GIn

Thr
245

Gln
Thr
GIn
Leu
ASp
70

Tyr
Thr

Gln
cys
Lys
Tyr
Leu
70

Leu
Tyr
val
Gly
Leu
150
G1n
Thr
Pro
Ile
Gly

230
Lys

ser
Cys
Glu
Gln
55

Phe
Tyr
Lys

Ser
Lys
Gln
Lys
Thr
Thr
Gly
Thr
Ser
Asp
val
Ser
Ala
215
Asn

Arg

Pro
Arg
Pro
40

Ser
Tle
Cys

val

Gly
Ala
Ser
40

Gly
val
Ser
ASp
val
120
Gly
Ala
Ile
Lys
Arg
200
Asn
Thr

ser

ser
Ala
Gly
Gly
Leu
Gln

Glu
105

Pro
ser
25

His
Leu
ASp
Glu
ser
105
Ser
ser
ser
Arg
Leu
185
Phe
Leu
Leu

ser

ser Leu
10
ser Gln

Lys Ala
val Pro
Thr Ile
75
Gln Ser

90
ITe Lys

Glu Leu
Gly Tyr
Gly Lys
Thr Thr
Lys Ser
75
Asp Ser
90
Asp Trp
Ser Gly
Ala G1In
Leu Gly
155
Asn Tyr
170
Leu Ile
Ser Gly
GIn Pro

Pro Trp
235

ser
Ser
Pro
ser
60

Ser

Tyr

val
ser
Asnh
TYr
60

sSer
Ala
Tyr
Gly
ASp
140
AsSp
Leu
Tyr
Ser
Glu

220
Thr

Page 85

Ala
Ile
Lys
45

Arg
Ser

val

Lys
Phe
Leu
45

Asn
ser
val
Phe
Gly
125
Ile
Arg
AsSn
Tyr
Gly
205
ASp

Phe

Ser
Arg
30

Leu
Phe

Leu

Thr-

Pro
Thr
Glu
GIn
Thr
Tyr
AsD
110
Gly
GIn
val
Trp
Thr
130
Ser
Ile

Gly

val
15

Asn
Leu
Ser
GlIn

Pro
95

Gly
Gly
Trp
Lys
Ala
Tyr
val
Ser
Met
Thr
Tyr
175
Ser
Gly
Ala

Gly

Gly
Tyr
Ile
Gly
Pro

80
Leu

Ala
Tyr
Ile
Phe
Tyr
80

Cys
Trp
Gly
Thr
Ile
160
GIn
Arg
Thr
Thr

Gly
240



2479.1040002_sequenceIDListing ascii .TXT

<210> 103
<211> 122
<212> PRT
<213> Artificial Sequence
<220>
<223> VH of G19-4
<400> 103 -
Glu val GIn Leu G}n GIn Ser Gly Pro g%u Leu val Lys Pro g;y Ala
Ser Met Lys gée Ser Cys Lys Ala ggr Gly Tyr Ser Phe ;gr Gly Tyr
ITe val Asn Trp Leu Lys GIn Ser His Gly Lys Asn Leu GTu Trp Ile
35 40 45
Gly Egu Ile Asn Pro Tyr Lys Gly Leu Thr Thr E%r Asn GIn Lys Phe
55
Lys Gly Lys Ala Thr Leu Thr val Asp Lys Ser Ser Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Leu Ser Leu Thr Ser Glu Asp Ser Ala val Tyr ggr Cys
85 90
Ala Arg Ser Gly.Tyr Tyr Gly Asp Ser Asp Trp Tyr Phe Asp val Trp
100 105 110
Gly Ala Gly Thr Thr val Thr val Ser Ser
115 120
<210> 104
<211> 112
<212> PRT
<213> Artificial Sequence
<220>
<223> vL of Gl19-4
<400> 104
Ala GIn Asp Ile Gln Met Thr GIn Thr {Br Ser Ser Leu Ser Q;a Ser
5
Leu Gly Asp gsg val Thr Ile Ser Cys Arg Ala Ser Gln ggp Ile Arg
25
Asn Tyr Leu Asn Trp Tyr GIn ng Lys Pro Asp Gly Igr val Lys Leu
35 ) 4
Leu I1e Tyr Tyr Thr Ser Arg Leu His Ser Gly val Pro Ser Arg Phe
50 55 60
Sser Gly Ser Gly Ser Gly Thr Asp Tyr Ser Leu Thr Xle Ala Asn Leu
65 70 75 80
Gin Pro Glu Asp Ile Ala Thr Tyr Phe g%s Gln Gln Gly Asn ggr Leu
85
Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu val Thr Lys Arg Ser Ser
100 105 110
<210> 105
<211> 252
<212> PRT
<213> Artificial Sequence
<220>
<223> HD37 scFv
<400> 105
Asp Ile val Leu Thr Gln Ser Pro Ala igr Leu Ala val Sser &gu Gly
1

5
GIn Arg Ala Thr Ile Ser Cys Lys g1a ser Gln Ser val Agp Tyr Asp
20 3

5
Gly Asp Ser Tyr Leu Asn Trp Tyr Gln Gln Ile Pro Gly GIn Pro Pro
Page 86



35 2479_1042802_SequenceIDListing ascii .TXT
¢ 45
Lys ESU Leu Ile Tyr Asp é}a Ser Asn Leu val Ser Gly Ile Pro Pro
60
arg Phe ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Asn Ile His
65 70 75 80
Pro val Glu Lys §§1 Asp Ala Ala Thr g%r His Cys GIln GIn SEF Thr
Glu Asp Pro Trp Thr Phe Gly 6ly Gly Thr Lys Leu Giu Ile Lys Gly
100 105 110
Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ala Ser Gln
115 - 120 125
val G1n Leu GIn GIn Ser Gly Ala Glu Leu val Arg Pro Gly Ser-Ser
130 135 140
val Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ala Phe Ser Ser Tyr Trp
145 150 155 160
Met Asn Trp val Lys GIn Arg Pro Gly GIn Gly Leu Glu Trp Ile Gly
165 170 175
Gln Ile Trp Pro Gly Asp Gly Asp Thr Asn Tyr Asn Gly Lys Phe Lys
180 185 190
Gly Lys Ala Thr Leu Thr Ala Asp Glu Ser Ser Ser Thr Ala Tyr Met
195 200 205
GIn Leu Ser Ser Leu Ala Ser Glu Asp Ser Ala val Tyr Phe Cys Ala
210 215 220
Arg Arg Glu Thr Thr Thr val Gly Arg Tyr Tyr Tyr Ala Met Asp Tyr
225 230 235 240
Trp 61y GIn Gly Thr ser val Thr val Ser Ser Ser =
245 250

<210> 106
<211> 121
<212> PRT
<213> Artificial Sequence

<220>
<223> VH of 2E1l2 scFv

<400> 106
Gln val Gln Leu Lgs—G1u ser Gly Pro Gly Ser val Ala Pro Ser GlIn

Ser Leu Ser gge Thr Cys Thr val %gr Gly Phe Ser Leu ggr Gly Tyr
Gly val Asn Trp val Arg GIn Pro Pro Gly Lys Gly Leu Glu Trp Leu
35 40 45
Gly ggt ITe Trp Gly Asp Gly Ser Thr Asp Tyr ggn ser Ala Leu Lys
55
Ser Arg Leu Ser Ile Thr Lys Asp Asn Ser Lys Ser GIn val Phe Leu
65 70 75 80
Lys Met Asn Ser Leu GIn Thr Asp Asp Thr Ala Arg Tyr Tyr Cys Ala

85 90 95
Arg Asp Gly Tyr Ser asn Phe His Tyr Tyr val Met Asp Tyr Trp Gly
100 105 110
GIn Gly Thr Ser val Thr val Ser Ser
115 120
<210> 107
<211> 111
<212> PRT
<213> Artificial Sequence
<220>
<223> VL of 2E12 scFv

<400> 107
Asp Ile val Leu Thr GIn Ser Pro Ala Ser Leu Ala val Ser igu Gly
1 5 10
Gln Arg Ala Thr Ile Ser Cys Arg Ala Ser Glu Ser val Glu Tyr Tyr
Page 87



val
Lys
Arg
65

Pro

Lys

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

<220>
<223>

<400> 10

Gly
1

Thr
Leu
50

Phe
val

val

Gly

Ser
35

Leu
Ser
Glu

Pro

108
20
PRT
Artificial Sequence

20
Leu

Ile
Gly
Glu

Trp
100

Met
Ser
Ser
Asp
Thr

Gly Gly Gly Sser
20

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

<220>

<223>
<400>

Gln
1
Ser
Gly
Gly
Ser
65
Lys
Arg
GIn
Gly
Leu
145
Thr
Leu
Ile
Gly
Glu

225
Trp

va'l
Leu
val
Met
50

Arg
Met
Asp
Gly
Gly
130
Thr
Ile
Met
ser
ser
210
Asp

Thr

109
252
PRT
Artificial Sequence

G1In
ser
Asn
35

Ile
Leu
Asn
Gly
Thr
115
Ser
Gln
sSer
GIn
Ala
195
Gly
Asp

Phe

Leu
Ile
20

Trp
Trp
ser
Ser
TYr
100
ser
Gly
ser
Cys
Trp
180
Ala
Ser
Ile

Gly

LysS
5
Thr
val
Gly
Ile
Leu
85
Ser
val
Gly
Pro
Arg
165
Tyr
Ser
Gly
Ala

Gly

2479_1040002_SequenceIDListing ascii
25 30

GIn
Ala
Gly
70

Asp

Phe

Glu
Cys
Arg
Asp
Thr
&t
Asn
Thr
Gly
h
Ala
Gln
Asn
Thr
Met

230
Gly

Trp
Ala
55

Ser
Ile

Gly

Linker of 2E12 scFv

8
Gly Gly 5§r Gly Gly

full Tength 2E12 scFv
109

Ser
Thr
Gln
Gly
55

Lys
Thr
Phe
val

Gly
135
ser
Ser
Gln
val

Asp
215
Tyr

Thr

TYyr
40

Ser
Gly
Ala

Gly

Gln
Asn
Thr
Met

Gly
105

GIn Lys
val Glu

Asp Phe
75

Tyr Phe

a0

Thr Lys

Pro
ser
60

ser
Cys

Leu

Gly
45

Gly
Leu
Gln

Glu

Gly Gly ser Gly Gly Gty
10

Gly
val
Pro
40

Ser
Asp
Asp
His
Ser
120
Ser
Leu
Glu
LyS
Glu
200
Phe
Phe

Lys

Pro
ser
25

Pro
Thr
Asn
Asp
TYr
105
Ser
Gly
Ala
Ser
Pro
185
ser
Ser
Cys

Leu

Gly ser val

Gly Phe

ser

Gly Lys Gly

Asp Tyr Ash

Ser Lys
75

60
Ser

Thr Ala Arg

90
Tyr val

Gly Gly
Gly Gly

val ser
155

Met
Gly
Gly

140
Leu

val Glu Tyr

170
Gly GlIn

Gly val
Leu Asn
G1n G1n

235

Glu Ile
Page B8

Pro
Pro
Ile
220
Ser

Lys

Ala
Leu
Leu
45

Ser
Gln
Tyr
Asp
Gly
125
ser
Gly
Tyr
Pro
Ala
205
His

Arg

Gln
val
Asn
Gln

Ile
110

L TXT

Pro

Pro

Pro Ala

Ile
Ser
95

Lys

His
80
Arg

Gly ser Gly
15

Pro
Thr
Glu
Ala
val

Tyr
Tyr
110
Ser
Asp
Gln
val

Lys
190
Arg
Pro

Lys

ser
Gly
Trp
Leu
Phe
Cys
95

Trp
Gly
Ile
Arg
Thr
175
Leu
Phe
val

val

GIn
Tyr
Leu
Lys
Leu
Ala
Gly
Gly
val
Ala
160
ser
Leu
Ser

Glu

Pro
240



245
<210> 110
<211> 22
<212> PRT .
<213> Artificial Sequence
<220>

<223> signal p

<400> 110
Mgt Asp Phe GIn val Gln Ile Phe Ser ige Leu Leu Ile Ser Ala ser
5

val Ile Met Ser Arg Gly
20

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

<220>

<223>

111
20

PRT
Artificial Sequence

<400> 111
Met Glu Ala Pro Ala GIn Leu Leu Phe
1 5

Asp Thr Thr Gly
20

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

<400>

Arg
1
G1n
Tyr
ser
Thr
65
Lys

Pro

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

<400>

Thr
Leu
Pro
Gly
50

Tyr
His

val

112
107
PRT
Homo sapiens

112

val
Lys
Arg
35

Asn
ser
Lys
Thr

113
106
PRT .
Homo sapiens

113

Ala
Ser
20

Glu
Ser
Leu
val

Lys
100

Ala Pro
5

Gly Thr
Ala Lys
Gln Glu
Ser Ser

70
Tyr Ala

85
Ser Phe

Gly GIn Pro Lys Ala Asn
1 5

Glu Glu Leu GIn Ala Asn

2
Phe Tyr gro Gly Ala val
5

Ser
Ala
val
Ser

55
Thr

cys

Asn

Pro
Lys
Thr

val
ser
Gln
val
Leu
Glu
Arg

Thr
Ala

val
40

éptide of 2E12 scFv

Phe
val
25

Trp
Thr
Thr
val

Gly
105

val

Thr
25
Ala

Leu Leu Leu
10

Ile Phe Pro
val Cys Leu
Lys val Asp

Glu Gln Asp
60
Leu Ser Lys
75
Thr His Gln
90
Glu Cys

Thr Leu pPhe
10

Leu val Cys
Trp Lys Ala

Page 89

2479_1040002_sequenceIDListing ascii .TXT
250

signal peptide in various signie chain -fusion
proteins (X01xx)

Leu Trp Leu Pro
15

Pro Ser Asp Glu
15
Leu Asn Asn Phe

Asn Ala Leu Gln
45
Ser Lys Asp Ser

Ala Asp Tyr Glu

80

Gly Leu Ser Sser
95

Pro Pro Ser Ser
15
Leu Ile Ser Asp
30

Asp Gly Ser Pro
45



val Lys Ala Gly val

Lys ?3r Ala Ala ser

ggr His Arg Ser Tyr

Glu Lys Thr val E%a
100

<210> 114

<211> 98

<212> PRT

<213> Homo sapiens

<400> 114
A}a‘Ser.Thr Lys Gly
5

ser Thr ser Gly Gly
Phe Pro Glu g?o val
Gly val 3?5 Thr Phe
Leu ggr ser val val
65

Tyr Ile Cys Asn val
85

Lys val

<210> 115

<211> 110

<212> PRT

<213> Homo sapiens
<400> 115

Ala Pro Glu Leu Leu
1 5
Pro Lys Asp Thr Leu

20
val val Asp val Ser
35
val égp Gly val Glu

g%n Tyr Asn Ser Thr
GTn Asp Trp Leu Asn
85
Ala Leu Pro Ala Pro
100

<210> 116
<211> 107
<212> PRT
<213> Homo sapiens

<400> 116
G}y Gln Pro Arg Glu
5

Glu Leu Thr Lgs Asn
2
Tyr Pro ger Asp ITe
5

Asn Agn Tyr Lys Thr
5

Glu
Ser
70

ser

Pro

Pro
Thr
Thr
Pro
Thr

70
Asn

Gly
Met
His
val
Tyr
Gly

Ile

Pro
Gln
Ala
Thr

Thr
55

Tyr
Cys

Thr

ser
Ala
val
Ala
val

His

Gly
Ile
Glu
His
55

Arg
Lys
Glu

Gln
val
val

Pro
55

Thr
Leu
GIn

Glu

val
Ala
ser
val
Pro

Lys

Pro
Ser
Asp
40

Asn
val
Glu

Lys

val
Ser
Glu

40
Pro

Lys
Ser

val

Cys
105

Phe
Leu
25

Trp
Leu
ser

Pro

Ser
Arg
25

Pro
Ala
val
Tyr

Thr
105

Tyr
Leu
25

Trp

val

Pro ser Lys G
60
Leu Thr Pro Glu GIn

75

2479_1040002_SequenceIDListin? ascii
n

Ser

Thr His Glu Gly Ser

90
Ser

Pro Leu Ala

10

Gly Cys Leu

Asn Ser Gly

GIn ser Ser
60
Ser Ser Leu

75

Ser Asn Thr

90

val Phe
10

Leu

Thr Pro Glu

Glu val

Lys Thr

Lys

Lys
60

Ser val Leu

75
Lys Cys

Ile Ser

Thr Leu

Thr Cys

Lys
Lys

Pro

Leu

Glu Ser Asn

Leu Asp

Page 90

Ser

Pro
val
Ala
Gly
Gly
Lys

Phe
val
Phe
45

Pro
Thr
val

Ala

Pro
val
Gly

45
Asp

ser
Lys
30

Leu
Leu
Thr

val

Pro
Thr
30

Asn
Arg
val
ser

Lys
110

ser
Lys
Gln
Gly

L TXT
Asn Asn

Trp
Thr
95

sSer
15

Asp
Thr
Tyr
Gln

Asp
95

Pro
15

Cys
Trp
Glu
Leu

Asn
a5

Arg
Gly
Pro

Ser

Lys
80
val

Lys
Tyr
ser
ser
Thr

80
Lys

Lys
val
Tyr
Glu
His

80
Lys

Asp
rhe
Glu

Phe



Phe Leu Tyr Ser Lys
65

Asn va'l pPhe Ser Cys

85

Thr GIn Lys Ser Leu

<210> 117
<211> 125
<212> PRT

100

2479_1040002_SequenceIDListing ascii

Leu Thr val Asp
70

Ser val Met His

Ser Leu Ser Pro

<213> Artificial Ssequence

<220>

<223> VH of HD37

<400> 117
Gln val G1n

Ser val Lys

Trp Met Asn
35
Gly Gln Ile
50
Lys Gly Lys
65
Met GIn Leu

Ala Arg Arg

Tyr Trp Gly
115

<210> 118
<400> 118
000

<210> 119
<211> 111
<212> PRT

Leu
Ile
20

Trp
Trp
Ala
Ser
Glu

100
Gln

Gln
5
ser
val
Pro
Thr
Ser
85
Thr

Gly

GlIn
Cys
Lys
Gly
Leu
70

Leu
Thr

Thr

Ser
Lys
GIn
Asp
Thr
Ala
Thr

ser

<213> Artificial sequence

<220>

<223> vL of HD37

<400> 119
Aip Ile val
GIn Arg Ala

Gly Asp Ser
35
Lys Leu Leu
50
Arg Phe ser
65
Pro val Glu

Glu Asp Pro

<210> 120
<211> 249
<212> PRT

Leu
Thr
20

Tyr
Ile
Gly
Lys

Trp
100

Thr
Ile
Leu
Tyr
Ser
val

Thr

Gin
ser
Asn
Asp
Gly
70

Asp

Phe

Ser
Cys
Trp
Ala
55

ser
Ala

Gly

Gly
Ala
Arg
Gly
Ala
Ser
val

val
120

Pro
LyS
Tyr
40

Ser
Gly
Ala

Gly

105

Ala
Ser
25

Pro
Asp
Asp
Glu

Gly
105
Thr

Ala
Ala
25

Gln
Asn
Thr
Thr

Gly
105

a0
Gly Lys

Glu Leu val
Gly Tyr Ala
Gly GIn Gly

Thr Asn Tyr
60
Glu Ser ser
75
Asp Ser Ala
90
Arg Tyr Tyr

val Ser Ser

Ser Lteu Ala
10
Ser Gln Ser

Gln Ile Pro

Leu val Ser

Asp Phe Thr
75

Tyr His Cys

90
Thr Lys Leu

Page 91

Arg
Phe
Leu
45

Asn
ser
val
TYr

ser
125

val
val
Gly
Gly
Leu
Gln

Glu

Pro
Ser
Glu
Gly
Thr
Tyr

Ala
110

ser
Asp
30

GIn
Ile
Asn
GlIn

Ile
110

LTXT
Lys Ser Arg Trp GIn GIn Gly
75 80

Gly
15

ser
Trp
Lys
Ala
Phe

Met

Leu
15

TYyr
Pro
Pro
Ile
ser

95
Lys

Glu Ala Leu His Asn His Tyr
95

Ser
Tyr
Ile
Phe
TYr
80

Cys

Asp

Gly
Asp
Pro
Pro
His

Thr
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<213> Artificial Sequence

<220>
<223> M0042

<400> 120

Asp
1
‘ASp
Leu
Tyr
Ser
65
Glu
Thr
Gly
val
Leu
145
Met
Tyr
Gly
Gln
Arg

225
Gly

Ile
Arg
Ala
ser
50

Gly
Asp
Phe
Gly
Gln
130
Arg
ser
Ile
Arg
Met
210
Asp

Gin

GIn
val
Trp
35

val
sSer
Phe
Gly
Gly
115
Leu
Leu
Trp
Gly
Phe
195
Asn
Gly

Gly

<210> 121
<211> 122
<212> PRT
<213> Artificial Sequence

<220>
<223> vH of mM0042

<400>

Glu
1
Ser
Tyr
Ser
Lys
65
Leu
‘Ala

Trp

val
Leu
Met
Tyr
50

Gly
Gln
Arg

Gly

121

Gln
Arg
ser
35

Ile
Arg
Met
Asp

GIn
115

<210> 122

scFv (VL-VH)

Met
Thr
20

Tyr
Ser
Gly
Ala
Pro
100
Gly
Leu
Ser
val
Pro
180
Thr
ser
Trp

Thr

Leu
Leu
20

Trp
Gly
Phe
Asn
Gly

100
Gly

Thr
5
Ile
Gln
ser
Thr
Thr
85
Gly
Ser
Glu
Ccys
Arg
165
ser
Ile
Leu
val

Thr
245

Leu
5
Ser
val
Pro
Thr
ser
85
Trp

Thr

GIn
Thr
Gln
Leu
ASp
70

Tyr
Thr
Gly
Ser
Ala
150
G1n
Gly
Ser
Arg
Gly

230
val

Glu
Cys
Arg
ser
Ile
70

Leu
val

Thr

ser
Cys
Lys
Gln
55

Phe
Tyr
Lys
Gly
Gly
135
Ala
Ala
Gly
Arg
Ala
215
ser

ser

Ser
Ala
G1n
Gly
55

Ser
Arg
Gly

val

Pro
Arg
Pro
40

ser
Thr
Cys
val
Gly
120
Gly
Ser
Pro
Phe
ASp
200
Glu
Glu

ser

Gly
Ala
Ala
Gly
Arg
Ala
Ser

Ser
120

ser
Ala
Gly
Gly
Leu
Gln
AsSp
105
Gly
Gly
Gly
Gly
Thr
185
Asn
Asp
Asn

Ser

Gly
ser
25

Pro
Phe
Asp
Glu
Glu

105
ser

Thr
10

Ser
Lys

val

Thr

G1n
Ile
Ser
Leu
Phe

Lys
170

Ala

Ser
Thr

TYr

Gly
Gly
Gly
Thr
Asn
Asp
90

Asn

Ser

Leu
G1in
Ala
Pro
Ile
75

ser
Lys
Gly
val
Thr
155
Gly
Tyr
Lys
Ala

Ser
235

Leu
Phe
Lys
Ala
ser
Thr
Tyr

Ser
ser
Pro
Ser
60

Asn
Tyr
Gly
Gly
Gln
140
Phe
Leu
Ala
Asn
val

220
Gly

val
Thr
Gly
Tyr
60

Lys
Ala

Ser

Page 92

Ala
Ile
Lys
45

Arg
Ser
ser
Gly
Gly
125
Pro
ser
Glu
ASp
Thr
205
Tyr

Met

Gln
Phe
Leu
Ala
Asn
val

Gly

Ser
Ser
30

Leu
Phe
Leu
Thr
Gly
110
Gly
Gly
His
Trp
ser
190
L.eu
Tyr

Asp

Pro
ser
30

Glu
Asp
Thr
Tyr

Met
110

L TXT

val
15

ser
Leu
Ser
Gln
Pro
Gly
Ser
Gly
Tyr
val
175
val
Tyr
Cys
val

Gly
15

His
Trp
sar
Leu
Tyr

95
Asp

Gly
Trp
val
Gly
Pro
80

Phe
ser
Glu
ser
Tyr
160
ser
Lys
Leu

Ala

Trp
240

Gly
Tyr
val
val
Tyr
80

Cys

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

- <220>
<223> VL of M0042

<400> 122 ‘
Asp I1e G1n Met Thr Glnh Ser Pro Ser Thr Leu Ser Ala Ser ¥§1 Gly
1 5 10
Asp Arg val Thr Ile Thr Cys Arg Ala Ser GIn Ser Ile ggr ser Trp
20 25 -
Leu Ala Trp Tyr GIn Gln Lys Pro Gly Lys Ala Pro hgs Leu Leu val
35 40
Tyr ggr val Ser Ser Leu g}n Ser Gly val Pro ggr Arg Phe ser Gly
ser Gly ser Gly Thr Asp Phe Thr Leu Thr Ile Asn Ser Leu GIn Pro
65 70 75 80
Glu Asp Phe Ala Thr Tyr Tyr Cys GIn ggn Ser Tyr Ser Thr Sgo Phe
85
Thr Phe Gly Pro Gly Thr Lys val Asp Ile Lys
100 105

<210> 123
<400> 123
000

<210> 124
<400> 124
000

<210> 125

<211> 20

<212> PRT

<213> Artificial Sequence

<220>
<223> NKG2D Linker

<400> 125 '
Asn Ser Leu Phe Asn GIln Glu val GIn Ile Pro Leu Thr Glu Ser Tyr
1 5 10 15
Ser Pro Asn Ser
20

<210> 126
<400> 126
000

<210> 127
<400> 127
000

<210> 128
<400> 128
000

<210> 129
<400> 129
000

<210> 130
<400> 130
000

<210> 131
<400> 131
000
Page 93



<210>
<400
000

<210>
<400>
000

<210>
<400>
Q00

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

-<210>
<400>
000

<210>
<400>
000

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

<220>
. <223>

<400>
Gin Pr
1

Glu Le
Tyr Pr

Lys Al
50

Tyr Al

65

His Ar

Lys Th

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

<220>
<223>

2479_1040002_SequenceIDListing ascii

132
132

133
133

134
134

135
135

136
136

137
137

138
138

139
139

140
105
PRT
Artificial sequence

Altered human C1 sequence

Interceptors

140
o Lys Ala Agn Pro Thr

U Gln Ala Asn Lys Ala

o Gly Ala val Thr val

a Gly val Giu Thr Thr
a Ala ser ser Tyr Egu
g Ser Tyr Ser 235 GIn
r val Ala gio Thr GTu

141
105
PRT
Artificial Sequence

val
Thr
Ala
40

Lys
ser
val

ser

Altered human ck sequence

Interceptors

used in

Thr
Leu
25

Trp
Pro
Leu
Thr

Ser
105

Leu
val
Lys
Ser
Thr

His
90

constructing

Phe
Cys
Ala
Lys
Pro

75
Glu

Pro
Leu
AsSp
Gln
60

Glu

Gly

Pro
Ile
Gly
45

Ser
GlIn

Ser

Ser
Ser
30

ser
Asn
Trp

Thr

used in constructing

Page 94

LTXT

Ser
15

Asp
Pro
Asn
Lys

val
95

Glu
Phe
val
Lys
ser

80
Glu



<400> 141

Thr
1
Leu
Pro
Gly
Tyr
65
His

val

val Ala
Lys Ser

Arg Glu

35
Asn Ser
50

Ser Leu

Lys val
Thr Lys

<210> 142
<211> 105
<212> PRT

<213>

<220>

<223>

<400> 142

Thr
1
Leu
Pro
Gly
TYr
65
H1s

val

val Ala
Lys ser
Arg Glu
35

Asn Ser
50

Ser Leu
Lys val

Thr Lys

<210> 143
<211> 105
<212> PRT

<213>

<220>

<223>

<400> 143

Thr
1
Leu
Pro
Gly
Tyr
65
His

val

val Ala
Lys Ser
Arg Glu
35

Asn Ser
50

Ser Leu
Lys val

Thr Lys

Ala
Gly
Ala
Gln
ser
Tyr

Ser
100

Ala

Gly

20
Ala

Gln
Ser
Tyr

ser
100

Ala
Gly
20

Ala
Gln
Ser
TyYr

ser
100

Pro
Thr
Lys
Glu
ser
Ala

85
Phe

Pro
5
Thr
Lys
Glu
Ser
Ala
Phe

Pro
5
Thr
Lys
Glu
ser
Ala

85
Phe

2479_1040002_sequenceIDListing ascii

ser
Ala
val
ser
Thr
70

Cys

Asn

ser
Ala
val
sSer
Thr
70

Cys

Asn

Ser
Ala
val
Ser
Thr
70

Cys

Asn

val
Ser
Gln
val
55

Leu
Glu

Arg

Artificial Sequence

Altered human Ck with

val
Ser
Gln
val
55

Leu
Glu

Arg

Artificial Ssequence

Altered human Ck with

val
ser
Gln
val
55

Leu
Glu

Arg

Phe
val
Trp
40

Thr
Thr
val

Gly

Ile
val
25

Lys
Glu
Leu
Thr

Glu
105

Phe Pro
10
Cys Leu

Pro

Leu

val Asp Asn

Gln Asp

Ser
60

Ser Lys Ala

73

His GIn Gly

90

N29A substitution

Phe
val
Trp
40

Thr
Thr
val

Gly

Ile
val
25

Lys
Glu
Leu
Thr

Glu
105

Phe Pro
10

Cys Leu

Pro

Leu

val Asp Asn

GIn Asp

ser
60

Ser Lys Ala

75
His GIn
90

Gly

N30A substitution

Phe
val
Trp
40

Thr
Thr
val

Gly

Ile
val
25

Lys
Glu
Leu
Thr

Glu
105

Phe Pro
10
Cys Leu

val Asp

Gln Asp

ser Lys
75

His G1n
90

Page 95

Pro
Leu
Ash
Ser
60

Ala

Gly

ser
ASD
Ala
45

Lys
ASD

Leu

ser
Ala
Ala
45

Lys
Asp

Leu

Ser
Asn
Ala
45

Lys
Asp

Leu

Asp
Asn
30

Leu
Asp
Tyr

Ser

Asp
Asn
30

Leu
Asp
TYr

Sear

ASp
Ala
30

Leu
Asp
Tyr

sSer

- TXT

Glu
15

Phe
GIn
ser
Glu

Ser
95

Glu
Phe
Gln
ser
Glu

ser
95

Glu
15

Phe
Gln
Ser
Glu

ser
95

Gln
Tyr
Ser
Thr
Lys

80
Pro

Gln
Tyr
ser
Thr
Lys

80
Pro

Gln
Tyr
ser
Thr
Lys

80
Pro
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<210> 144
<211> 105
<212> PRT
<213> Artificial Ssegquence

<220>
<223> Altered human Ck with

<400> 144
Tgr val Ala Ala Pro Ser val
5

Leu Lys Ser Gly Thr Ala Ser
20
Pra Arg ggu Ala Lys val Gln

Gly Asn Ser Ala Glu Ser val
50 55

Tyr Ser Leu Ser Ser Thr Leu

65 70

His Lys val Tyr Ala Cys Glu

85
val Thr Lys Ser Phe Asn Arg
100

<210> 145
<211> 105
<212> PRT
<213> Artificial Sequence

<220>
<223> Altered human ck with

<400> 145
Thr val Ala ala Pgo Ser val
1

Leu Lys Ser g%y Thr Ala ser

Pro Arg §1u Ala Lys val Gln
. g

Gly Asn Ser GIn Glu Ser Ala
50 55

Tyr Ser Leu Ser Ser Thr Leu

65 70

His Lys val Tyr Ala Cys Glu

85
val Thr Lys Ser Phe Asn Arg
100

<210> 146
<211> 105
<212> PRT
<213> Artificial sequence

<220>
<223> Altered human ck with

<400> 146
Tgr val Ala Ala Pro Ser val

5
Leu Lys Ser ggy Thr Ala Ser
Pro Arg Glu Ala Lys val Gln
35
Gly Asn Ser GIn Glu Ser val
50 55

Tyr Ser Leu Ser Ser Thr Leu

Q52A substitution

Phe
val
Trp
40
Thr-
Thr
val

Gly

Ile
val
25

Lys
Glu
Leu
Thr

Glu
105

Phe Pro Pro

10
Cys

val
Gln
ser

His
90

Leu
ASp
Asp

Leu

Asn

Ser

Lys Ala
75

Gln

Gly

V55A substitution

Phe
val
Trp
40

Thr
Thr
val

Gly

Ile
val
25

LyS
Glu
Leu
Thr

Glu
105

Phe
10

Cys
val
Gln
Ser

His
90

Pro
Leu
Asp
Asp
Lys

75
Gin

Pro
Leu
Asn
Ser
60

Ala

Gly

T56A substitution

Phe
val
Trp
40

Ala

Thr

Ile

val
25
Lys

Glu

Leu

Phe Pro Pro

10

Cys Leu Leu

val Asp Asn

Gln Asp Ser
60

Ser Lys Ala

Page 96

ser
Asn
Ala
45

Lys
ASp

Leu

Ser
Asn
Ala
45

Lys
Asp

Leu

ser
Asn
Ala
45

Lys

AsSp

ASp
Asn
30

Leu
Asp
Tyr

Ser

Asp
Asn
30

Leu
Asp
Tyr

Ser

ASp
Asn
30

Lau
ASp

Tyr

- TXT

Glu
Phe
Gln
ser
Glu

Ser
95

Glu
15

Phe
GIn
Ser
Glu

ser
95

Glu
Phe
Gln
sSer

Glu

Gln
Tyr
ser
Thr
Lys

80
Pro

GIn
Tyr
Ser
Thr
Lys

80
Pro

Gln
Tyr
ser
Thr
Lys
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65 70 75 80
His Lys val Tyr §1a Cys Glu val Thr His Gln Gly Leu Ser ggr Pro
5 90
val Thr Lys Ser Phe Asn Arg Gly Glu
100 105

<210> 147

<211> 105

<212> PRT .

<213> Artificial Sequence

<220>

<223> Altered human Ck with S68A substitution

<400> 147

Tgr val Ala Ala Pro Ser val Phe Ile Phe Pro Pro Ser Asp g;u Gln

5

Leu Lys Ser Gly Thr Ala Ser val val Cys Leu Leu Asnh ggn Phe Tyr
20 25

Pro Arg Glu Ala Lys val GIn Trp Lys val Asp Asn zga Leu GIn Ser

35 : 40
Gly Agn Ser GIn Giu Ser val Thr Glu GIn Asp ggr Lys Asp Ser Thr
5 55

Tyr Ser Leu Ala Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys

65 70 75 80

His Lys val Tyr Ala Cys Glu val Thr His GIn Gly Leu Ser Sgr Pro

85 90

val Thr Lys Ser Phe asn Arg Gly Glu
100 105

<210> 148

<211> 105

<212> PRT

<213> Artificial sequence

<220>

<223> Altered human Ck with T70A substitution

<400> 148

Tgr val Ala Ala Pro Ser val Phe Ile Pge Pro Pro Ser Asp g;u GIn

5 1

Leu Lys Ser Gly Thr Ala Ser val val Cys Leu Leu Asn gsn Phe Tyr
20 25

Pro Arg Glu Ala Lys val GIn Trp Lys val Asp Asn ﬁéa Leu GIn Ser

35 40
Gly ggn Ser GIn Glu ser val Thr Glu GIn Asp Ser Lys Asp Ser Thr
55 60

Tyr Ser Leu Ser Ser Ala Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
65 70 75 80
His Lys val Tyr Ala Cys Glu val Thr His GIn Gly Leu Ser Ser Pro

85 90 95

val Thr Lys Ser Phe Asn Arg Gly Glu

100 105
<210> 149
<211> 105
<212> PRT
<213> Artificial Sequence
<220>
<223> Altered human Ck with Vv55A N29A substitution
<400> 149
Tgr val Ala Ala Pro Ser val Phe Ile Phe Pro Pro Ser Asp g;u Gln

5 10
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Leu Lys Ser
Glu
35

sSer

Pro Arg

Gly Asn
50
Tyr Ser
65
His

Leu

Lys val

.val Thr Lys

<210> 150
<211> 105
<212> PRT

Gly Thr

Ala Lys

Gln Glu

ser Ser

Tyr Ala

ser Phe

100

2479_1040002_SequenceIDListin

Ala
val
Ser
Thr
70

Cys

Asn

Ser
Gln
Ala
55

Leu
Glu

Arg

<213> Artificial Sequence

<220>

<223> Altered human ck with

<400> 150
Thr val Aala
1
Leu Lys Ser
Glu
35
Ser

Pro Arg

Gly Asn
50
Tyr Ser
65
His

Leu

Lys val

val Thr Lys

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

<220>
<223>

<400> 151
Tgr val aAla

151
105
PRT

Leu Lys Ser
Pro Arg Glu
35

Gly Asn Ser
50

Tyr Ser Leu
65

His Lys val

val Thr Lys

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

152
105
PRT

Ala Pro
5
Gly Thr
20
Ala Lys

GIn Glu

Ser Sser
Ala
85

Phe

Tyr

Ser
100

Ala Pro
5

Gly Thr
20
Ala Lys

Ala Glu

ser ser
Ala
85

Phe

Tyr

Ser
100

Ser
Ala
val
Sar
Thr
70

Cys

Asn

ser
Ala
val
ser
Thr
70

Cys

Asn

val
Ser
GIn
Ala
55

Leu
Glu

Arg

Artificial sequence

Altered human Ck with

val
ser
GIn
Ala
55

Leu
Glu

Arg

Artificial Sequence

val
Trp
40

Thr
Thr
val

Gly

val
25

Lys
Glu
Leu
Thr

Glu
105

Cys Leu Leu

val Asp Asn

Gln Ser
60
Ala

Asp
Ser Lys
75
His Gln
90

Gly

Ala
Ala
45

Lys
Asp

Leu

V554 N30A substitution

Phe
val
Trp
40

Thr
Thr
val

Gly

Ile
val
25

Lys
Glu
Leu
Thr

Glu
105

Phe
10
Cys

Pro Pro

Leu Leu

val Asp Asn

Gln Ser
60

Ala

Asp
ser Lys
75
His GIn
90

Gly

Ser
Asn
Ala
45

Lys
Asp

Leu

V55A Q52A substitution

Phe
val
Trp
40

Thr
Thr
val

Gly

Ile
val
25

Lys
Glu
Leu
Thr

Glu
105

Phe Pre Pro
10

Cys Leu Leu

val Asp Asn

GIn Ser

60

Asp
ser Lys
75
His G1In
90

Page 98

ser
Asn
Ala

45
Lys

Ala Asp
Gly Leu

ascii
AsSn
30
Leu
ASDp
Tyr

Ser

ASp
Ala
30

Leuy
Asp
Tyr

Ser

ASp
ASn
30

Leu
ASp
Tyr

Ser

. TXT

Phe

GIn

sSer

Glu

ser
95

Glu
15

Phe
GIn
Ser
Glu

ser
95

Glu
Phe
Gin
ser
Glu

ser
a5

Tyr
Ser
Thr
Lys
80

Pro

GIn
Tyr
Ser
Thr
Lys

80
Pro

GIn
Tyr
Ser
Thr
Lys

80
Pro



<220>
<223>

<400

2479_1040002_SequenceIDListing ascii

Altered human ck with
152

Thr val Ala Ala Pro ser val

1

5

Leu Lys Ser Gly Thr Ala Ser

20

Pro Arg Glu Ala Lys val Gln

Gly As

35
n Ser GIn Glu ser Ala

50 55
Tyr Ser Leu Ala Ser Thr Leu

65

70

His Lys val Tyr Ala Cys Glu

val Th

<210>
<211>
<212
<213>

<220>
<223>

<400>

85
r Lys Ser Phe Asn Arg
100

153
105
PRT
Artificial sequence

Altered human ck with
153

Thr val Ala Ala Pro Ser val

1

5

Leu Lys Ser Gly Thr Ala Ser

20

Pro Arg Giu Ala Lys val Gln

Gly As

35
n Ser GIn Glu Ser Ala

50 55
Tyr Ser Leu Ser Ser Ala Leu

65

70

His Lys val Tyr Ala Cys Glu

val Th

<210>
<211
<212>
<213>

<220>
<223>

<400

Thr val
1

85
r Lys Ser Phe Asn Arg
100

154
105
PRT
Artificial Ssequence

Altered human ck with

154
Ala Ala Pro ser val
5

Leu Lys Ser Gly Thr Ala Ser

Pro Ar

Gly As

50
Tyr Se
65

20
g ggu Ala Lys val Gln
n Ser Gln Glu Ser Ala
55
r teu Ser Ser Thr Leu
70

His -Lys val Tyr Ala cys Glu

val Th

85
r Lys Ser Phe Asn Arg

V55A S68A substitution

Phe ITe Phe Pro Pro Ser Asp
10
val val Cys Leu Leu Asn Asn
25 30
Trp Lys val Asp Asn Ala Leu
40 45
Thr Glu Gln Asp Ser Lys Asp
60
Thr Leu Ser Lys Ala Asp Tyr
75
val Thr His G1n Gly Leu Ser
90
Gly Glu
105

V55A T70A substitution

Phe I1e Phe Pro Pro Ser Asp
10
val val Cys Leu Leu Asn Asn
25 30
Trp Lys val Asp Asn Ala Leu
40 45
Thr Glu GIn Asp Ser Lys Asp
60
Thr Leu Ser %§s Ala Asp Tyr
val Thr gas GIn Gly Leu Ser
Gly Glu
105

V55A N29A N30A substitution

Phe Ile Phe Pro Pro Ser Asp
10

val val Cys Leu Leu Ala Ala

25 30
Trp Lys val Asp Asn Ala Leu
40 45
Thr Glu Gln Asp Ser Lys Asp

60
Thr Leu Ser ?§s Ala Asp Tyr
val Thr SBS Gln Gly Leu Ser
Gly Glu
Page 99

LTXT

Glu
15

Phe
GIn
ser
Glu

ser
95

Glu
15

Phe
Gln
ser
Glu

ser
95

Glu
Phe
GIn
Ser
Glu

sSer
95

Gln
Tyr
Ser
Thr
Lys

80
Pro

Gin
Tyr
Ser
Thr
Lys

80
Pro

GIn
Tyr
Ser
Thr
Lys

80
Pro



2479_1040002_SequenceIDListing ascii .TXT
105

100
<210> 155
<211> 105
<212> PRT
<213> Artificial sequence
<220> -
<223> Altered human Ck with Vv55A N29A S68A substitution
<400> 155
TEF val Ala Ala Pro Ser val pPhe Ile pPhe Pro Pro Ser Asp E;u Gln
5 10
Leu Lys Ser ggy Thr Ala ser val val Cys Leu Leu Ala égn Phe Tyr
25
Pro Arg ggu Ala Lys val GIn Trp Lys val Asp Asn Ala Leu GIn Ser
40 45
Gly égn Ser GIn Glu Ser Ala Thr Glu Gln Asp Ser Lys Asp Ser Thr
55 60
Tyr Ser Leu Ala Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
65 70 75 80
His Lys val Tyr Ala Cys Glu val Thr gbs Gln Gly Leu Ser Sgr Pro
85
val Thr Lys Ser Phe Asn Arg Gly Glu
.100 105
<210> 156
<211> 105
<212> PRT
<213> Artificial Sequence
<220>
<223> Altered human Ck with v55A S68A T70A substitution
<400> 156
T?r val Ala Ala Pgo ser val Phe Ile ;Be Pro Pro Ser Asp g}u Gln
Leu Lys Ser Gly Thr Ala Ser val val Cys Leu Leu Asn ggn Phe Tyr
20 25
Pro Arg ggu Ala Lys val GIn Trp Lys val Asp Asn Ala Leu Gln Ser
40 45
Gly égn Ser GIn Glu Ser Ala Thr Glu GIn Asp ggr Lys Asp Ser Thr
55
Tyr Ser Leu Ala Ser Ala Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
65 70 75 80
His Lys val Tyr Ala Cys Glu val Thr His GIn Gly Leu Ser ggr Pro
85 90
val Thr Lys Ser Phe Asn Arg Gly Glu
100 105
<210> 157
<211> 105
<212> PRT
<213> Artificial Sequence
<220>

<223> Altered human Ck with V55A Q52A S68A substitution

<400> 157

Thr val Ala Ala pro Ser val Phe Ile Phe Pro Pro Ser Asp Glu Gln
Léu Lys Ser Gly Tgr Ala ser val val %35 Leu Leu Asn Asn %ﬁe Tyr
Pro Arg g;u i?a Lys val GIn Igp Egs val Asp Asn an Egu Gln Ser

Page 100



Gly As
50

2479_1040002_SequenceIDListing ascii

LTXT
n ser Ala Glu ser Ala Thr Glu Gln Asp Ser Lys Asp Ser Thr
60

Egr Ser Leu Ala Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Eys
0

70

His Lys val Tyr Ala Cys Glu

val Th

. <210>

<211>
<212>
<213>

<220>
<223>

<400>

85
r Lys Ser Phe Asn Arg
100

158
105
PRT
Artificial Sequence

Altered human Ck with
158

Thr val Ala Ala Pro ser val

1

Pro Ar

Gly As

50
Tyr Se
65

5
Leu Lys Ser Gly Thr Ala Ser

20
g ggu Ala Lys val Gln
n ser Gln Glu Ser Ala
55
r Leu Ser Ser Ala Leu
70

His Lys val Tyr Ala Cys Glu

val Th

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

<220>
<223>

<400>
Thr va
1

leu Ly
Pro Ar
Gly As

50

Tyr Se
65

85
r Lys Ser Phe Asn Arg
100

159
105
PRT
Artificial Ssequence

Altered human ck with

159
1 Ala Ala Pro Ser val

s Ser Gly Tgr Ala ser
g Glu i?a Lys val Gln
n ggr GIn Glu ser Ala
r Leu Ser Ser 9ga Egu

His Lys val Tyr an Cys Glu

val Th

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

<220>
<223>

r Lys Ser Phe Asn Arg
100

160

105

PRT

Artificial Sequence

Altered human ck with

75

val Thr His Gln Gly Leu Ser Ser Pro
90

Gly Glu
105

NZ9R V55A T70A substitution

Phe Ile

val val
25

Trp Lys

40

Thr Glu

Thr Leu
val Thr

Gly Glu
105

Phe Pro
10
Cys Leu

val Asp

GIn Asp

Ser Lys
75

His GIn
a0

N29AK V55A T70A

Phe Ile

val val
25

Trp Lys

40

Thr Glu

Thr Leu
val Thr

Gly Glu
105

Phe Pro
10
Cys Leu

val Asp
GIn Asp
ser Lys

75

His Gln
90

Pro ser

Leu Arg

Asn Ala
45

ser Lys

60

Ala Asp

Gly Leu

substitution

Pro ser
Leu Lys
Asn Ala
45

ser Lys
el

Ala Asp
Gly Leu

ASp
Asn
30

Leu
ASp
Tyr

Ser

AsSp
Asn
30

Leu
ASp
Tyr

Sser

NZ29W V55A T70A substitution

Page 101

95

Glu
Phe
G1n
Ser
Glu

Ser
95

Glu
Phe
Gln
Ser
Glu

ser
95

Gln
Tyr
Ser
Thr
Lys

80
Pro

Gln
Tyr
ser
Thr
Lys

80
Pro



<400> 160

Thr
1
Leu
Pro
Gly
Tyr
65
His

val

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

val
Lys
Arg
Asn
50

Ser
Lys
Thr

<220>

<223>
<400>

Thr
1
Leu
Pro
Gly
Tyr
65
His

val

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

val
Lys
Arg
Asn
50

Ser
Lys
Thr

<220>

<223>
<400>

Thr
1
Leu
Pro
Gly
Tyr
65
His

val

val
Lys
Arg
Asn
50

Ser
Lys
Thr

Ala
ser
Glu
35

ser
Leu
val

Lys

161
105
PRT
Artificial Sequence

Ala
Ser
Glu
35

ser
Leu
val

Lys

162
165
PRT
Artificial Sequence

Ala
ser
Glu
35

ser
Leu
val

Lys

<210> 163

Ala
Gly
Ala
G1n
Ser
Tyr

ser
100

Ala
Gly
20

Ala
Gln
Ser
Tyr

Ser
100

Ala
Gly
20

Ala
GlIn
Lys
Tyr

Ser
100

Pro
Thr
Lys
Glu
Ser
Ala

Phe

Pro
5
Thr
Lys
Glu
ser
Ala

85
Phe

Pro
5
Thr
Lys
Glu
ser
Ala

85
Phe

2479_1040002_sequenceIDListing ascii

ser val
Ala Ser
val G1n
Ser Ala
S5

Ala Leu
70

Cys Glu

AsSh Arg

Altered human ck with
161

Ser val
Ala Ser
val GIn
ser Ala
55

Ala Leu
70

Cys Glu

AsSh Arg

Altered human ck with
162

ser val

Ala ser

val Gln

Ser Ala
55

Thr Leu

70

Cys Glu

ASn Arg

Phe
val
Trp
40

Thr
Thr
val

Gly

Ile
val
25

Lys
Glu
Leu
Thr

Glu
105

Phe
10

Cys
val
Gln
Ser

His
90

Pro
Leu
Asp
Asp
Lys

75
Gln

Pro Ser
Leu Trp

Asn Ala
45

ser Lys

60

Ala Asp

Gly Leu

Asp
Asn
30

Leu
AsSp
Tyr

Ser

N29Y V55A T70A substitution

Phe
val
Trp
40

Thr
Thr
val

Gly

ITe
val
25

LYyS
Glu
Leu
Thr

Glu
105

Phe
10

Cys
val
G1In
Ser

His
90

Pro
Leu
Asp
Asp
Lys

75
Gln

Pro Ser
Leu Tyr

Asn Ala
45

Ser Lys

60

Ala Asp

Gly Leu

568K V55A substitution

Phe
val
Trp
40

Thr
Thr
val

Gly

Ile
val
25

Lys
Glu
Leu
Thr

Glu
105

Phe
10

Cys
val
GIn
ser

His
90

Pro
Leu
Asp
ASp
Lys

75
Gln

Pro Ser

Leu Asn

Asn Ala
45

Ser Lys

60

Ala Asp

Gly Leu

Page 102

ASDp

Asn
30
Leu

Asp-

Tyr

ser

Asp
Asn
30

Leu
AsSp
Tyr

ser

LIXT

Glu
15

Phe
GIn

Ser

Glu

ser
95

Glu
Phe
Gln
ser
Glu

ser
95

Glu
15

Phe
Gln
ser
Glu

Ser
95

Gln
Tyr
Ser
Thr
LysS
80

Pro

Gln
Tyr
Ser
Thr -
Lys

80
Pro

Gln
TYr
ser
Thr
Lys

80
Pro



<211> 105
<212> PRT
<213> Artificial Sequence

<220>

2479_1040002_sequenceIDListing ascii

<223> Altered human Ck with
<400> 163

Thr. val
1
Leu Lys
Pro Arg
Gly Asn
50
Tyr Ser
65
His Lys
val Thr

Ala

Ser
Glu
35

Ser
Leu
val

Lys

<210> 164
<211> 105
<212> PRT
<213> Artificial Sequence

<220>

Ala Pgo
Gly Thr
20

Ala Lys

Gin GTu

Glu ser

Tyr Ala
85

Ser Phe
100

Ser val
Ala ser
val GlIn
Ser Ala
55

Thr Leu
70

Cys Glu

ASn Arg

<223> Altered human ck with
<400> 164

Thr val
1
Leu Lys

Pro Arg

Gly Asn
50

Tyr Sser

65

His Lys

val Thr

Ala
ser
Glu
35

ser
Leu
val

Lys

<210> 165
<211> 105
<212> PRT
<213> Artificial Sequence

<220>

Ala Pro
5

Gly Thr
20
Ala Lys

Gln Glu

Gln Ser

Tyr Ala
85

Ser Phe
100

Ser val
Ala Ser
val GlIn
ser Ala
55

Thr Leu
70

Cys Glu

Asn Arg

<223> Altered human ck with
<400> 165

Thr val

1
Leu Lys
Pro Arg
Gly Asn
50

Tyr Sser
65

Ala
Ser
Glu
35

ser

Leu

Ala Pro
5

Gly Thr

20

Ala Lys

Gln Glu

Ser Ser

Ser val
Ala Ser
val GIn
Ser Ala

55
Glu Leu

S68E V55A substitution

Phe Ile

val val
25

Trp LyS

40

Thr Glu

Thr Leu
val Thr

Gly Glu
105

Phe Pro Pro Ser
10
Cys Leu Leu Asn

val Asp Asn iga
GIn Asp Ser Lys
60
Ser Lys Ala Asp
75
His GIn Gly Leu
30

S68Q V55A substitution

Phe Ile

val val
25

Trp Lys

40

Thr Glu

Thr Leu
val Thr

Gly Glu
105

Phe Pro Pro Ser
10
Cys Leu Leu Asn

val Asp Asn Ala
45
GIn Asp Ser Lys
60

ser %gs Ala Asp
His GIn Gly Leu
90

T70E V55A substitution

Phe Tle

val val
25

Trp Lys

40

Thr Glu

Thr Leu

Phe Pro Pro Ser
10
Cys Leu Leu Asn

val Asp Asn Ala

45
Gln Asp Ser Lys
60
Ser Lys Ala Asp
75
Page 103

Asp
Asn
30

Leu
Asp
Tyr

ser

Asp
Asn
30

Leu
Asp
Tyr

ser

ASp
Asn
30

Leu
Asp

Tyr

LTXT

Glu
15

Phe
Gln
ser
Glu

ser
95

Glu
Phe
Gln
ser
Glu

ser
95

Glu
15

Phe
Gln
ser

Glu

Gln
Tyr
ser
Thr
Lys

80
Pro

G1n
Tyr
Ser
Thr
Lys

80
Pro

Gln
Tyr
ser
Thr

Lys
80



2479_1040002_sequenceIDListing ascii .TXT
His Lys val Tyr Ala Cys Glu val Thr gas GIn Gly Leu Ser ger Pro
85

val Thr Lys Ser Phe Asn Arg Gly Glu

100 105
<210> 166
<211> 105
<212> PRT
<213> Artificial Sequence
<220>
<223> A1tered human ck with Q52L N29A N30A substitution
<400> 166
Tgr val Ala Ala Pgo Ser val Phe Ile Phe Pro Pro Ser Asp Glu GIn
10 15
Leu Lys Ser Gly Thr Ala Ser val ¥§1 Cys Leu Leu Ala gaa Phe Tyr
20
Pro Arg Glu Ala Lys val Gln Trp Lys val Asp Asn Ala Leu Gln Ser
35 40 45
Gly ?Sn Ser Leu Glu Ser val Thr Glu Gln Asp ggr Lys Asp Ser Thr
55
Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
65 70 75 80
His Lys val Tyr Ala Cys Glu val Thr gis Gln Gly Leu Ser ggr Pro
85 0
val Thr Lys Ser Phe Asn Arg Gly Glu
100 . 105
<210> 167
<211> 105
<212> PRT
<213> Artificial sequence
<220> .
<223> Altered human Ck with N30OR V55A T70A substitution
<400> 167 '
Tgr val Ala Ala Pgo ser val Phe Ile ige Pro Pro Ser Asp g;u GIn
Leu Lys Ser ggy Thr Ala Ser val val Cys Leu Leu Asn égg Phe Tyr
25
Pro Arg Giu Ala Lys val GIn Trp Lys val Asp Asn Ala Leu Gln Ser
35 40 45
Gly ésn Ser GIn Glu Ser Ala Thr Glu Gln Asp Ser Lys Asp Ser Thr
55 60
Tyr Ser Leu Ser Ser Ala Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
65 . 70 75 80
His Lys val Tyr Q1a Cys Glu val Thr His GIn Gly Leu Ser ggr Pro
5 a0
val Thr Lys Ser Phe Asn Arg Gly Glu
100 105
<210> 168
<211> 105
<212> PRT
<213> Artificial Sequence
<220>

<223> Altered human Ck with N30K V55A T70A substitution

<400> 168

Thr val Ala Ala Pro Ser val Phe Ile Phe Pro Pro Ser Asp Glu Gln
10 15

Leu Lys Ser Gly Thr Ala Ser val val Cys Leu Leu Ash Lys Phe Tyr
Page 104



Pro Arg Glu
35
Gly Asn Ser
50
Tyr Ser Leu
65
His Lys val

val Thr Lys

20
Ala

GIn
Ser
TYr

ser

Lys
Glu
Ser
Ala

85
Phe

100

<210> 169
<211> 105
<212> PRT

2479_1040002_SequenceIDListing asgii
25 3

val
ser
Ala
70

Cys

Asn

GIn
Ala
55

Leu
Glu

Arg

<213> Artificial Sequence

<220>

<223> Altered human Ck with

<400> 169
Tgr val Ala

Leu Lys Ser

Pro Arg Glu
35
Gly Asn Ser
50
Tyr Ser Leu
65
His Lys val

val Thr Lys

<213> 170
<211> 105
<212> PRT

Ala
Gly
20

Ala
GlIn
Ser
Tyr

ser
100

Pro
5
Thr
Lys
Glu
ser
Ala

85
Phe

ser
Ala
val
Ser
Ala
70

Cys

Asn

val
ser
Gln
Ala
55

Leu
Glu

Arg

<213> Artificial Sequence

<220>

<223> Altered human Cck with

<400> 170
Tgr val aAla

Leu Lys Ser

Pro Arg Glu
35
Gly Asn Ser
50
Tyr Ser Leu
65
His Lys val

val Thr Lys

<210> 171
<211> 105
<212> PRT

Ala
Gly
20

Ala
G1n
Ser
Tyr

Ser
100

Prro
5
Thr
Lys
Glu
ser
Ala

85
Phe

ser
Ala
val
Ser
Ala
70

Cys

Asn

val
ser
Gln
Ala
55

Leu
Glu

Arg

<213> Artificial Sequence

40

Trp Lys val Asp Asn ﬁ}a Leu

Thr Glu GIn Asp ggr LyS ASD

Thr Leu Ser Lys Ala Asp Tyr
75

val Thr ggs Gln Gly Leu Ser

Gly Glu
105

N30w V55A T70A substitution

Phe Ile

val val
25

Trp LysS

40

Thr Glu

Thr Leu
val Thr

Gly Glu
105

Phe
10

Cys
val
GIn
Ser

His
a0

Pro

Leu

ASp

Asp

Lys
75
Gln

Pro Ser

Leu Asn

Asn Ala

45
ser Lys
60

Ala Asp

Gly Leu

ASp
Trp
30

Leu
Asp
Tyr

ser

N30E V55A T70A substitution

Phe ITe

val val
25

Trp Lys

40

Thr Glu

Thr Leu
val Thr

Gly Glu
105

Phe
10

Cys
val
Gln
Ser

His
90

Pro
Leu
ASp
Asp
LYyS
75

Gln

Pro ser
Leu Asn

Asn Ala
45

ser Lys

60

Ala Asp

Gly Leu

page 105

AsSp
Glu
30

Leu
ASp
Tyr

Ser

LTXT

Gln
ser
Glu

Ser
95

Glu
15

Phe
Gln
ser
Glu

ser
95

Glu
Phe
Gln
Ser
Glu

Ser
95

Ser
Thr
Lys
80

Pro

GIn
Tyr
Ser
Thr
Lys

80
Pro

Gln
Tyr
Ser
Thr
Lys

80
Pro



<220>
<223>

<400>

2479_1040002_SequenceIDListing ascii .TXT

Altered human Ck with N30G v55A T70A substitution

i71

Thr val Ala Ala Pro Ser val

1

5

Leu Lys Ser Gly Thr Ala Sser

20

Pro Arg Glu Ala Lys val Gln

Gly As

35
n ser GIn Glu Ser Ala

50 55

Tyr Se
65

r Leu Ser Ser Ala Leu
70

His Lys val Tyr Ala Cys Glu

val Th

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

<220>
<223>

<400>

85
r Lys Ser Phe Asn Arg
100

172
105
PRT
Artificial sequence

Altered human ck with
172

Thr val Ala Ala Pro Ser val

1

5

Leu Lys Ser Gly Thr Ala Ser

Pro Ar

Gly As

20
g Glu Ala Lys val Gln
35
n ser Gln Glu Ser Arg

50 55

Tyr Se
65
His Ly

val Th

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

<220>
<223>

<400>
Thr va
1

Leu Ly

Pro Ar

Gly As
50

Tyr Se

65

H1s Ly

val Th

r Leu Ser Ser Tgr Leu
7
s val Tyr Ala cys Glu
85
r Lys Ser Phe Asn Arg
100

173
105
PRT
Artificial Sequence

Altered human ck with

%721a Ala Pro Ser val
s Ser Gly Tar Ala ser
g Glu i?a Lys val Gln
n ggr Gln Glu Ser Trp
r Leu Ser Ser Thr Egu
s val Tyr Ala ng Glu
r Lys 586 Eﬁe Asn Arg

Phe ITe

val val
25

Trp Lys

40

Thr Glu

Thr Leu
val Thr

Gly Glu
105

Phe Pro Pro
10
Cys Leu Leu

val Asp Asn

Gln Asp Ser
60
Ser Lys Ala
75
His Gln Gly
20

Ser
Asn
Ala
45

Lys
ASp

Leu

Asp

Gly
30
Leu

Asp”

Tyr

ser

V55R N29A N30A substitution

Phe ITe

val val
25

Trp Lys

40

Thr Glu

Thr Leu
val Thr

Gly Glu
105

Phe Pro Pro
10
Cys Lau Leu

val Asp Asn

Gln Asp Ser
60
Ser Lys Ala
75
His GIn Gly
90

Ser
Ala
Ala
45

Lys
Asp

Leu

Asp
Ala
30

Leu
Asp
Tyr

Ser

V55W N29A N30A substitution

Phe Ile

val val
25

Trp Lys

40

Thr Glu

Thr Leu
val Thr

Gly Glu
105

Phe Pro Pro
10
Cys Leu Leu

val Asp Ash

GIn Asp Ser
60
Ser Lys Ala
75
His GIn Gly
90

Page 106

ser
Ala
Ala
45

Lys
ASp

Leu

ASD
Ala
30

Leu
Asp
Tyr

Ser

Glu
15

Phe
Gln
ser
Glu

ser
95

Glu
Phe
GIn
ser
Glu

Ser
95

Glu
Phe
Gln
ser
Glu

Ser
95

GIn
Tyr
Ser
Thr
Lys

80
Pro

GIn
Tyr
Ser
Thr
Lys

80
Pro

Gln
Tyr
ser
Thr
Lys

30
Pro
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<210> 174
<211> 105
<212> PRT
<213> Artificial Sequence
<220>
<223> Altered human ck with V55E N29A N30A substitution
" <400> 174
Tgr val Ala Ala Pgo Ser val Phe Ile Pge Pro Pro Ser Asp ggu Gln
1
Leu Lys Ser Gly Thr Ala Ser val val Cys Leu Leu Ala gga Phe Tyr
20 25
Pro Arg g%u Ala Lys val Gln ng Lys val Asp Asn ﬁga Leu GIn ser
Gly ggn Ser Gln GIu Ser Glu Thr Glu Gln Asp ggr Lys Asp Ser Thr
55
Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
65 70 75 80
His Lys val Tyr A}a Cys Glu val Thr ggs Gln Gly Leu Ser Sgr Pro
8
val Thr Lys Ser phe Asn Arg Gly Glu
100 105
<210> 175
<211> 105
<212> PRT
<213> Artificial Sequence
<220>
<223> Altered human Ck with N29w N30y V55A T70E (WYAE)
substitution
<400> 175
Tgr val Ala Ala PEO ser val phe Ile ;ge Pro Pro Ser Asp E}u Gln
Leu Lys Ser Gly Thr aAla Ser val gal Cys Leu Leu Trp Tyr Phe Tyr
20 5 30
Pro Arg Glu Ala Lys val GIn Trp Lys val Asp Asn ﬁ;a Leu GIn Ser
35 40
Gly ggn Ser GIn Glu Ser Ala Thr Glu Gln Asp ggr Lys Asp Ser Thr
55

Tyr Ser Leu Ser Ser Glu Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys

65 70 75 80

His Lys val Tyr gTa Cys Glu val Thr His GIn Gly Leu Ser Ser Pro
5

90 95

val Thr Lys Ser Phe Asn Arg Gly Glu

100 105
<210> 176
<211> 105
<212> PRT
<213> Artificial Sequence
<220>
<223> Altered human Ck with N29¥ N30Y V55A T70E (YYAE)

substitution

<400> 176 :
Tgr val Ala Ala Pgo Ser val Phe Ile Phe Pro Pro Ser Asp ggu GIn

10
Leu Lys Ser ggy Thr aAla ser val 5?1 Cys Leu Leu Tyr ;%r Phe Tyr

Pro Arg Glu Ala Lys val GIn Trp Lys val Asp Asn Ala Leu GIn Ser
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40 45

35
Gly ?8” Ser GIn Glu Ser Ala

Tyr Ser Leu Ser Ser Glu Leu

65 70

His Lys val Tyr Ala Cys Glu
85

val Thr Lys Ser Phe Asn Arg
100 ,

<210> 177
<211> 105
<212> PRT
<213> Artificial sequence

<220>
<223> Altered human ck with
substitution

<400> 177
Tgr val Ala Ala Pro
5
Leu Lys Ser Gly Thr
20
Ala

Sser val

Ala ser

Glu val G1n
35

Ser

Pro Arg Lys
Ala
55

Leu

Asn Gln Glu
50

Ser

Gly ser
Glu
70
Cys

Tyr
65
His

Leu Ser Ser

Ala Glu
85

Phe

Lys val Tyr

val Thr Lys Ser Asn

100

Arg

<210>
<211
<212>
<213>

<220>
<223>

178
105
PRT
Artificial seguence

Altered human ck with
substitution

<400> 178

Tgr val Ala Ala Pro Ser val

5

Leu Lys Ser Gly Thr Ala Ser

20
Glu Ala val G1n
35

sSer

Pro Arg Lys
Ala
55

Leu

Gly Asn Gln Glu ser

50
ser Glu
70

Cys

Tyr Leu
65

His

Ser Ser

Ala Glu
85
Phe

Lys val Tyr

val Thr Ser Asn

100

Lys Arg

<210> 179
<400> 179
000

<210> 180

Thr Glu Gln Asp ggr Lys AsSp

Thr Leu Ser Lys Ala Asp Tyr
75

val Thr ggs Gln Gly Leu Ser

Gly Glu
105

N30E V55A T70E (EAE)

Phe
10
Cys

Phe Ile Pro Pro Ser Asp

Glu
30
Leu

val
25
Lys

val Leu Leu Asn
Ala
45

Lys

Trp val Asn
40

Thr

Asp

Glu GIn ser
60

Ala

Asp Asp

Thr Leu Ser %§s Asp Tyr

His Gln Leuy Ser
a0
Glu

105

val Thr Gly

Gly

N30Y V55A T70E (YAE)

Ile Phe Pro
10

val Cys Leu Leu Asn Tyr

25 30

Lys val Asp Asn Ala Leu
45

Ser Lys

60

Phe Pro Ser Asp

val

Trp
40

Thr G1u GTn Asp Asp

Thr Leu ser %gs Ala Asp Tyr
His GIn
20

Glu

105

val Thr Gly Leu Ser

Gly

rPage 108

L TXT

ser
Glu

ser
95

Glu
Phe
Gln
Ser
Glu

Ser
95

Glu
15

Phe
Glin
ser
Glu

ser
95

Thr
Lys
80

Pro

Gln
TYrR
Ser
Thr
Lys
80

Pro

Gln
Tyr
Ser
Thr
Lys

80
Pro



2479_1040002_sequenceIDListing ascii .TXT
<ggg> 180

<210> 181

<211> 4

<212> PRT

<213> Artificial Sequence

<220>
<223> pPortion of human IgGl hinge

<400> 181
C{s Pro Pro Cys

<210> 182

<211> 112

<212> PRT

<213> Artificial Sequence

<220>

<223> vL of P2C2 scFv

<400> 182

Asp Ile val Met Ile Gln Asp Glu Leu Sgr Asn Pro val Ser igr Gly

1 5 1
Glu Ser val ggr ITe Ser Cys Arg ggr ser Lys Ser Leu ggu Asp Lys
Glu Gly Lys Thr Tyr Leu Asn Tgp Phe Leu Gln Arg zgo Gly GIn Ser
35 4

Pro GIn Leu Leu Ile Tyr Leu Met Ser Met Arg g%u Ser Gly val ser
50 55

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

65 70 75 30

Ser Arg val Lys Ala Glu Asp val Gly gg1 Tyr Tyr Cys Gln g}n Leu

85
val Glu Tyr Pra Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu ITe Lys
100 105 110

<210> 183

<211> 15

<212> PRT

<213> Artificial Sequence

<220>

<223> Linker of P2C2 scFv

<400> 183

Gly Gly Gly Gly ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
1 5 10 15

<210> 184

<211> 112

<212> PRT

<213> Artificial Sequence

<220>

<223> VH of P2C2 scFv

<400> 184

GIn Ile GIn Leu val GIn Ser Gly Pra Glu Leu Lys Lys Pro %}y Glu
1 5 10

Thr val Lys Ile ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Phe
20 25 30
Page 109



Ser Met His

35

Gly Trp Ile
50

Arg Gly Arg
65

Leu GIn Ile

Thr Trp ser

<210> 185
<211> 239

<212>
<213>

<220>

<223>
<400

PRT
Artificial Ssequence

Asp ITe val
1

Glu Ser val

Glu
Pro
AsSp
65

ser
val
Gly
Ile
val
145
Met
Trp
Gly
Gln

Trp
225

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

<400>

Ala
1
Gln
Pro
Thr
Thr

Gly
Gln
50

Arg
Arg
Glu
Gly
GIn
130
Lys
His
Ile
Arg
Ile

210
Ser

Lys
35

Leu
Phe
val
Tyr
Gly
115
Leu
Ile
Trp
Asn
Phe
195
Asn

Ala

186
102
PRT
Homo sapiens

1386

Trp
Asn
Phe
Asn

Ala
100

Met
Ser
20

Thr
Leu
Ser
Lys
Pro
100
Gly
val
ser
val
Thr
180
Ala
Asn

Tyr

val
Thr
Ala
Asn

85
Tyr

Ile
5
Ile
Tyr
Ile
Gly
Ala
35
Trp
Ser
Gln
Cys
Arg
165
Glu
Phe
Leu

Trp

ser Pro Thr Ser
5

Pro Asp Gly Asn
20

Gln Glu Pro Leu

Ala Arg Asn Phe
50

Thr Ser Ser Gln

2479_1040002_SequenceIDListing ascii .TXT
Ala Pro Gly

Arg Gln

Glu Thr
55

Phe ser

70

Leu Lys

Trp Gly

Gln Asp
ser Cys
Leu Asn
Tyr Leu
55
ser Gly
70
Glu Asp
Thr Phe
Gly Gly
Ser Gly
135
Lys Ala
150
Gln Ala
Thr Gly
Ser Leu
Lys Asn
215

Gly Gln
230

Pro Lys
val val
Sser val
Pro Pro

55
Leu Thr

40
Gly

Leu
Asn

GIn

full lTength of P2C2 scFv
185

Glu
Arg
Trp
40

Met
ser
vai
Gly
Gly
120
Pro
Ser
Pro
Glu
Glu
200
Glu

Gly

vai
Ile
Thr
40

ser

Leu

Glu
Glu
Glu
Gly

105

Leu
ser
Phe
Ser
Gly
Gly
Gly
105
Gly
Glu
Gly
Gly
Pro
185
Thr
ASp

Thr

Phe
Ala
25

Trp
Gln

Pro

Pro
Thr
Asp

90
Thr

Ser
10

ser
Leu
Met
Thr
val
Gly
ser
Leu
Tyr
Lys
170
Thr
ser
Thr

Leu

Pro
10

Cys
ser
Asp

Ala

Lys
Thr
ser
75

Thr

Leu

Asn
Lys
Gln
Arg
ASp
75

Tyr
Thr
Gly
Lys
Thr
155
Gly
Tyr
Ala
Ala

val
235

Leu
Leu
Glu
Ala

Thr

Gly
Tyr
60

Ala
Ala

val

Pro
ser
Arg
Glu
Phe
Tyr
Lys
Gly
Lys
140
Phe

Leu

-A1a

Ser
Thr

220
Thr

ser
val
ser
ser

60
Gln

page 110

Leu
45

Ala
Ser
Thr

Thr

val
Leu
Pro
45

ser
Thr
Cys
Leu
Gly
125
Pro
Thr
Lys
Asp
Thr
205
Tyr

val

Leu
G1n
Gly
Gly
Cys

Lys
Asp
Thr
Tyr

val
110

Ser
Leu
Gly
Gly
Leu
Gln
Glu
110
Gly
Gly
Asp
Trp
Asp
190
Ala
Phe

Ser

cys
Gly
GIn
Asp

Leu

Trp
Asp
Ala
Phe

95
ser

Ser
15

ASp
Gln
val
Glu
Gln
Ile

Ser

Glu

Phe
Met
175
Phe
Tyr
Cys

Ala

Ser
15

Phe
Gly
Leu

Ala

Met
Phe
Tyr
80

Cys

Ala

Gly
Lys
ser
ser
Ile
80

Leu
Lys
Gln
Thr
ser
160
Gly
Arg

Leu

Thr

Thr
Phe
val
Tyr
Gly



65

Lys Ser val Thr ggs

val Thr val Pro Cys

<210> 187
<211> 102
<212> PRT

100

<213> Homo sapiens

<400> 187
Ala Ser Pro
1

Pro GIn Asp

Pro Gln Glu
35
Thr Ala Arg
50
Thr Thr ser
65
Lys Ser val

val Thr val

<210> 188
<211> 101
<212> PRT

Thr
Gly
20

Pro
Ash
ser
Thr

Pro
100

sSer
5
Asn
Leu
Phe
GIn
Cys

85
Cys

<213> Homo sapiens

<400> 188
Ala Pro Thr
1

His Pro Lys

Tyr His Pro
35
GIn Pro Gln
50
Met Thr Ser
65
Glu Tyr Lys

Ile Phe Arg

<210> 189
<211> 103
<212> PRT

Lys

AsSp
20

Thr

Arg
ser
Cys

Trp
100

Ala
5
Asn
ser
Thr
GIn
val

85
Pro

<213> Homo sapiens

<400> 189

Ala Ser Thr
1

Asn ITe Pro

Gly Tyr Phe
35
Asn Gly Thr
50
His Tyr Ala

65
G1n Met Phe

GIn
ser
20

Pro
Thr
Thr

Thr

ser
5
Asn
Glu
Met
Ile

Ccys

2479_1040002_sequenceIDListing ascii
70 75

LTXT

80

His val Lys His Tyr Thr Asn Pro Ser Gln Asp
90 95

Pro

Pro
val
Ser
Pro
Leu
70

H1s

Pro

Pro
Ser
val
Phe
Leu

val

Pro
Ala
Pro
Thr
ser

70
Arg

Lys
val
val
Pro
Thr

val

Asp
Pro
Thr
Pro
55

Ser

Gln

Ser
Thr
val
Leu
55

Leu

val

val
val
Thr
40

Ser
Leu

Lys

val
val
val
Glu
Thr

His

val
Ser
Met
40

Pro
Leu

Ala

Phe
Ala
25

Trp
GIn
Pro

His

Phe
val
25

Thr
Ile
Pro

Thr

Phe
val
25

val
Ala
Thr

His

Pro
10

Cys
Ser
ASp
Ala

Tyr
90

Pro
10

Leu
Trp
Gln
Leu

Ala
90

Pro
10

Thr
Thr
Thr
val

Thr

Leu
Leu
Glu
Ala
Thr

75
Thr

Ile
Ala
Tyr
Arg
GIn

75
Ser

Leu
Leu
Cys
Thr
ser

75
Pro

Ser
val
Ser
Ser
G1n

Asn

Ile
cys
Met
Arg
Gin

Lys

Thr
Gly
Asp
Leu
60

Gly

ser

Page 111

Leu
Gln
Gly
Gly
Ccys

Pro

ser
Leu
Gly
45

Asp
Trp

ser

Arg
Cys
Thr
45

Thr
Ala

sSer

ASp
Gly
Gln
Asp
Pro

Ser

Gly
Ile
30

Thr
Ser
Arg

Lys

Cys
Leu
Gly
Leu
Trp
Thr

Ser
15

Phe
ASN
Leu
Asp

Gln
95

Cys
Thr
GIn
Tyr
Gln

Lys
95

Ccys
15

Ala
Ser
Ser
Ala

AsSD

Thr
Phe
val
Tyr
Gly

80
ASp

Arg
Gly
Ser
Tyr
Gly
Glu

Lys
Thr
Leu
Gly
Lys

80
Trp



val Asp Asn Lys
0

<210> 19
<211> 98

<212>
<213>

<400> 19
ser Thr

Ala
1
ser
Phe
G1y
Leu
65
Tyr

Thr

Thr
Pro
val
50

Ser
Thr
val

<210> 19
<211> 98

<212>
<213>

<400> 19
Ser Thr

Ala
1
Ser
Phe
Gly
Leu
65
Tyr

Arg

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

Thr
Pro
val
50

Ser
Thr

val

<400> 19

Ala
1
Ser
Phe
Gly
Leu
65
Tyr

Arg

ser
Thr
Pro
val
50

Ser
Thr

val

0

PRT .
Homo sapiens

0

Ser
Glu
35

His
Ser

Cys

1

PRT .
Homo sapiens

1

Ser
Glu
35

His
ser

Cys

192
98

PRT
Homo sapiens

2
Thr

Ser
Glu
35

H1s
Ser

Cys

100

Lys

Glu
20
Pro

Thr

val

Asn

LyS
Gly
20

Pro
Thr
val

Asn

Lys
Glu
20

Pro
Thr
val

AsSn

85
Thr

Gly
5
ser
val
Phe
val

val
85

Gly
5
Gly
val
Phe
val

val
85

Gly
5
sSer
val
Phe
val

val
85

2479_1040002_sequenceIDListing asciig.TXT
90 5

Phe

Pro
Thr
Thr
Pro
Thr

70
Asp

Pro
Thr
Thr
Pro
Thr

70
Asn

Pro
Thr
Thr
Pro
Thr

70
Asp

Ser

Ser
Ala
val
Ala
val

His

sSer
Ala
val
Ala
55

val

His

Ser
Ala
val
Ala
val

His

val
Ala
ser
val
Pro

Lys

val
Ala
ser
val
Pro

LYS

val
Ala
ser
val
Pro

Lys

Phe
Leu
25

Trp
Leu
Ser

Pro

Phe
Leu
25

Trp
Leu
ser

Pro

Phe
Leu
25

Trp
Leu
Ser

Pro

Pro leu Ala
Gly Cys Leu
Asn Ser Gly
Gln Ser Ser

Ser Asn Phe
75

Ser Asn Thr

90

Pro Leu Ala
10
Gly Cys Leu

Asn Ser Gly

Gln Ser Ser
60
ser Ser Leu
75
Ser Asn Thr
90

Pro Leu Ala
10
Gly Cys Leu

Asn Ser Gly

GIn Ser Ser

Ser Ser Leu
75

Ser Asn Thr

a0

Page 112

Pro
val
Ala
Gly
Gly

Lys

Pro
val
Ala
45

Gly
Gly

Lys

Cys
Lys
30

Leu
Leu
Thr

val

Cys
Lys
30

Leu
Leu
Thr

val

Cys
Lys
30

Leu
Leu
Thr

val

ser
15

Asp
Thr
Tyr
Gln
Asp
95

ser
15

Asp
Thr
Tyr
Gln

Asp
95

Ser
15

ASp
Thr
Tyr
Lys

Asp
95

Arg
Tyr
ser
Ser
Thr

80
Lys

Arg
Tyr
Ser
ser
Thr

80
Lys

Arg
Tyr
Ser
Ser
Thr

80
Lys



<210>
<400>
000

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

<400>
Gly Se
1

Ser Pr
Phe Le
Asp I
Tyr Al
65

Gly Th

Lys G1

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

<400>

193
193

194
104
PRT

Homo sapiens

194
r Ala

0 Ser

u Pro

195
101
PRT

Ser
ASp
20

Asp
Ser
Thr
Glu

Asn
100

Ala
5
Thr
ser
Thr
sSer
His
85
val

Homo sapiens

195

Cys Cys His Pro Arg
1 5

Leu Le
Asp Al

Ala va
50

Ser Se

65

Phe Th

Thr Le

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

<400>
C{s Ccy

Leu Le
Asp Al

Ala va
50

Ser Se

65

Phe Th

u Gly
a Ser
35
1 GIn
r val
r Cys

u ser

196
101
PRT

Ser
20

Gly
Gly
Leu
Thr

LyS
100

Glu
val
Pro
Pro
Ala

85
Ser

Homo sapiens

196
S His

u Gly
a Ser
35
1 GIn
r val

r cys

Pro
ser
20

Gly
Gly
Leu

Thr

Arg
5
Glu
Ala
Pro
Pro

Ala

2479_1040002_SequenceIDListing ascii .TXT

Pro
ser
Ile
Arg
GIn
val

Pro

Leu
Ala
Thr
Pro
Gly

70
Ala

Leu
Ala
Thr
Pro
Gly
Ala

Thr
ser
Thr
Gly
val
val

Leu

ser
Asn
Phe
Glu
55

Cys

Tyr

Ser
Asn
Phe
Glu
55

Cys

His

Leu
val
Leu
40

Phe
Leu
Cys

Pro

Leu
Leu
Thr
40

Arg
Ala

Pro

Leu
Leu
Thr
40

Arg
Ala

Pro

Phe
Ala
25

Ser
Pro
Leu

Lys

His
Thr
25

Trp
Asp
Glu

Glu

His
Thr
25

Trp
Asp
Gln

Glu

Pro
val
Trp
Ser
Pro

val
90

Arg
10

Cys
Thr
lLeu
Pro

ser
90

Arg
10

Cys
Thr
Leu
Pro

Leu

Leu
Gly
Lys
val
Ser

75
Gln

Pro
Thr
Pro
Cys
Trp

75
Lys

Pro
Thr
Pro
Cys
Trp

75
Lys

val
Cys
Tyr
Leu
60

Lys

His

Ala
Leu
ser
Gly
60

Asn

Thr

Ala
Leu
Ser
Gly
60

Asn

Thr

Page 113

Ser
Leu
Lys
45

Arg
ASp

Pro

Leu
Thr
Ser
45

Cys
His

Pro

Leu
Thr
Ser
45

Cys
His

Pro

Cys
Ala
30

Asn
Gly
val

Asn

Glu
Gly
30

Gly
Tyr
Gly

Leu

GTu
Gly
Gly
Tyr
Gly

Leu

Glu
15

Gln
Asn
Gly
Met

Gly
a5

AsSp
15

Leu
Lys
ser
Lys

Thr
95

ASp
15

Leu
Lys
ser
Glu

Thr

Asn
Asp
Ser
Lys
Gln

a0
Asn

Leu
Arg
ser
val
Thr

Ala

Leu
Arg
ser
val
Thr

Ala



85

Asn Ile Thr Lys Ser

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

<400

197
108
PRT
Homo sapiens

197

Glu Cys Pro Ser
1

Ala val

val

val

Gly Lys
50

Ser Asn

65

Leu Trp

Leu Pro

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

<400>

GIn
Gly
35

val
Gly
Asn

Pro

198
107
PRT
Homo sapiens

198

val Cys Ser
1

Ser
Leu
Asp
Glu
65

His

His

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

<400>

Ala
1
Lys
val
Asp
Phe
65
Asp

Leu

Cys
val
Gly
50

Gly
Trp

Thr

Pro
ASp
ASp
Gly
50

Asn
Trp

Pro

ASD
Ser
35

Gln
Glu
Leu

Phe

199
109
PRT
Homo sapiens

199

Pro
Thr
val
35

val
Ser
Leu

Ala

Asp
20

Ser
Pro
Ser
Ala

Gln
100

Arg
Gly
20

Gly
val
Leu
Ser

Glu
100

val
Leu
20

ser
Glu
Thr
Asn

Pro

His
5
Leu
Asp
Thr
Gln
Gly

85
Arg

AsSp
5
Gly
Tyr
Met
Ala
ASp

85
ASp

Ala
5
Met
His
val
Phe
Gly

85
Ile

2479_1040002_sequenceIDListing ascii
90

Thr
Trp
Leu
Gly
ser
70

Thr

Leu

Phe
Gly
Thr
Asp
ser
70

Arg

Ser

Gly
Ile
Glu
His
Arg
70

Lys
Glu

GlIn
Leu
Lys
Gly
55

GIn
ser

Met

Thr
His
Pro
val
Thr
Thr
Thr

Pro
ser
Asp
Asn
val
Glu
Lys

Pro
Arg
Asp
val
His
val

Ala

Pro
Phe
Gly
40

Asp
G1n
Tyr

LYS

Ser
Arg
Pro
40

Ala
val
Tyr
Thr

Leu
Asp
Ala
Glu
Ser
Thr

Leu
105

Pro
Pro
25

Thr
Leu
ser
Thr

Lys
105

val
Thr
25

Glu
Lys
ser
Lys
Ile

Gly
10

Lys
His
Glu
Arg
Cys

90
Arg

Thr
10

Pro
Ile
ser
Glu
Cys

90
cys

Phe
10

Pro
val
Thr
val

Cys
90

val
Ala
Leu
Gly
Leu
75

Thr

Glu

val
Thr
Asn
Thr
Leu
Gln

Ala

Leu
Glu
GIn
Lys
Leu

75
Lys

Ser Lys
Page 114

Tyr
Thr
Thr
Leu
60

Thr
Leu

Pro

Lys
Ile
Ile
Ala
60

Thr

val

Phe
val
Phe
Pro
60

Thr
val

Thr

Leu
Phe
TI‘p
45

Leu
Leu

Asn

Ile
Gln
Thr
45

ser
Leu

Thr

Pro
Thr
Asn
45

Arg
val
Ser

Lys

Leu
Thr
Glu
Glu
Pro

His

Leu
Leu
30

Trp
Thr
ser

Tyr

Pro
Cys
30

Trp
Glu
val

Asn

LTXT

Thr
15

Cys
val
Arg
Arg

Pro
95

Gln
15

Leu
Leu
Thr
Gln

Gln
95

Lys
val
Tyr
Glu
His

Lys
a5

Pro
Phe
Ala
His
ser

80
Ser

Ser
cys
Glu
Gln
Lys
Gly

Pro
val
val
Gln
Gln
Gly



<210> 200
<211> 110
<212> PRT
<213> Homo sapiens

<400> 200

Ala Pro
1
Pro Lys

val val

val Asp
] 50

Gln Tyr
65

Gln Asp

Ala Leu

Glu
Asp
Asp
35

Gly
Asn
Trp

Pro

<210> 201
<211> 110
<212> PRT
<213> Homo sapiens

<400> 201

Ala Pro
1
Pro Lys

val val

val Asp
50

GIn pPhe

65

Gln Asp

Gly Leu

Glu
Asp
Asp
35

Gly
Asn
Trp

Pro

<210> 202
<211> 105
<212> PRT
<213> Artificial Seguence

<220>

100

Leu
Thr
20

val
val
Ser
Leu

Ala
100

Phe
Thr
20

val
val
ser
Leu

Ser
100

Leu
5
Leu
Ser
Glu
Thr
Asn

85
Pro

Leu
5
Leu
ser
Glu
Thr
Asnh

85
Ser

2479_1040002_sequenceIDListing ascii
105

Gly
Met
His
val
Phe
70

Gly

Tle

Gly
Met
GIn
val
Tyr
70

Gly
Ile

Gly
Ile
Glu
His
55

Arg
Lys
Glu

Gly
Ile
Glu
His
55

Arg
Lys
Glu

Pro
ser
Asp
40

Asn
val
Glu

Lys

Pro
Ser
Asp
40

Asnh
val
Glu

Lys

<223> Altered human Ck region +
<400> 202

Thr val
1
Leu Lys

Pro Arg

Gly Asn
50

Tyr Ser

65

His Lys

Ala
ser
Glu
35

Ser
Leu

val

Ala
Gly
20

Ala
Gln
Ser

Tyr

Pro
Thr
Lys
Glu
Ser

Ala
85

Ser
Ala
val
ser
Glu

70
Cys

val
ser
Gln
Ala
55

Leu

Glu

Phe
val
Trp
40

Thr
Thr

val

ser
Arg
25

Pro
Ala
val
Tyr

Thr
105

Ser
Arg
25

Pro
Ala
val
Tyr

Thr
105

val
10

Thr
Glu
Lys
ser
Lys
Ile

val
Thr
Glu
Lys
Ser
Lys
Ile

Phe
Pro
val
Thr
val
75

Cys

sSer

Phe
Pro
val
Thr
val
75

Cys

Ser

T70E, N29A,

Ile
val
25

Lys
Glu
Leu

Thr

Phe
10

Cys
val

GlIn

Pro
Leu
ASp
Asp
Lys

Leu Phe
Glu val
GIn Phe
45

Lys Pro
60

Leu Thr
Lys val

Lys Thr

Leu Phe
Glu val
Gln Phe
45

Lys Pro
60

Leu Thr
Lys val

Lys Ala

Pro
Thr
30

Lys
Arg
val
sSer

Lys
110

Pro
Thr
30

Ash
Arg
val

Ser

ys
110

N30A, V55A

Pro Ser
Leu Ala

Asn Ala
45

ser Lys

60

Ala Asp

Gly Leu

Page 115

ASp
Ala
30

Leu
ASD
Tyr

Ser

L TXT

Pro
15

Cys
Trp
Glu
Leu

Asn
95

Pro
15

Cys
Trp
Glu
Leu

Asn
95

Glu
Phe
GIn
ser
Glu

Ser
95

Lys
val
Tyr
Glu
His

80
Lys

Lys
val
Tyr
Glu
His

80
Lys

GIn
Tyr
Ser
Thr
Lys

80
Pro



val Thr Lys Ser Phe
100

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

<400

203
112
PRT
Homo sapiens

203

val ITe Ala
1

Asp
Thr
Lys
Lys
65

Lys

His

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

<400>

Gly
1
Glu
Phe
Leu
Gln
65
Glu
Ala
Lys
Thr

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

<400>

Gly
1
Glu
Phe
Leu

Gln
65

Gly
Gly
Gln
50

Glu
Glu

Arg

Asn
Leu
Ser
Pro
50

Gly
AsSp
Leu
Pro

cys
130

Asn
Leu
ser
Pro
5

0
Gly

Phe
Phe
35

val
ser
Ser

Gly

204
131
PRT
Homo sapiens

204

Thr
Ala
Pro
35

Arg
Thr
Trp
Pro
Thr

115
Tyr

205
131
PRT
Homo sapiens

205

Thr
Ala
Pro
35

Arg

Thr

Glu
Phe
20

ser
Gly
Gly
ASp

Leu
100

Phe
Leu
20

LysS
Glu
Thr
Lys
Leu

100
His

Phe
Leu
20

Lys
Glu

Thr

Leu
5
Gly
Pro
Ser
Pro
Trp

85
Thr

Arg
5
Asn
Asp
Lys
Thr
Lys
85
Ala

val

Arg
5
Asn
Asp
Lys
Thr

2479_1040002_sequenceIDListing ascii

Asn Arg Gly Glu

Pro
ASh
Arg
Gly
Thr
70

Leu

Phe

Pro
Glu
val
Tyr
Phe
70

Gly
Phe

Asn

Pro
Glu
val
Tyr

Phe
70

Pro
Pro
GIn
val
55

Thr
Gly

GlIn

Glu
Leu
Leu
Leu
55

Ala
ASp
Thr

val

Glu
Leu
Leu
Leu

aAla

Lys
Arg
Ile
40

Thr
Tyr
Gln

GlIn

val
val
val
40

Thr
val
Thr
Gln

Ser
120

val
val
val
40

Thr

val

105

val
Lys
25

GIn
Thr
Lys
ser

Asn
105

His
Thr
25

Arg
Trp
Thr
Phe
Lys

105
val

His
Thr
25

Arg
Trp

Thr

ser
10

ser
val
Asp
val
Met

Ala

Leu
10

Leu
Trp
Ala
ser
ser
Thr

val

Leu
10

Leu
Trp
Ala

Ser

val
Lys
ser
Gln
Thr
Phe

ser

Leu
Thr
Leu
ser
Ile
75

Cys
Ile

Met

Leu
Thr
Leu
ser

Ile
75

Phe
Leu
Trp
val
60

ser
Thr

ser

Pro
Cys
Gln
Arg
60

Leu
Met

Asp

Ala

Pro
Cys
Gln
Arg

60
Leu
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val
Ile
Leu
Gln
Thr
Cys

Met

Pro
Leu
Gly
Gln
Arg
val
Arg

Glu
125

Pro
Leu
Gly
45

Gln

Arg

Pro
Cys
30

Arg
Ala
Leu
Arg

Cys
110

Pro
Ala
30

ser
Glu
val
Gly
Leu

110
val

Pro
Ala
30

ser
Glu

val

LIXT

Pro
Gln
Glu
Glu
Thr
val

a5
val

Ser
15

Arg
Gln
Pro
Ala
His
Ala

Asp

Ser
15

Arg
Gln
Pro

Ala

Arg
Ala
Gly
Ala
Ile
80

Asp

Pro

Glu
Gly
Glu
ser
Ala
80

Glu
Gly

Gly

Glu
Gly
Glu
Ser

Ala
80



2479_1040002_sequenceIDListing_ascii .TXT
Glu Asp Trp Lys ggs Gly Asp Thr Phe ggr Cys Met val Gly Sgs Glu
Ala Leu Pro Leu Ala Phe Thr GIn Lys Thr Ile Asp Arg Leu Ala Gly
100 105 110
Lys Pro Thr His val Asn val Ser val val Met Ala Glu val Asp Gly
115 120 125
Thr Cys Tyr
130

<210> 206
<211> 117
<212> PRT
<213> Homo sapiens

<400> 206
Ala Ala GIn Ala Pro val Lys Leu Ser igu Asn Leu Leu Ala igr Ser
5
Asp Pro Pro g&u Ala Ala Ser Trp Leu Leu Cys Glu val Ser Gly Phe
25 . 30
Ser Pro gro Asn Ile Leu Leu %St Trp Leu Glu Asp G}n Arg Glu val
5 4
Asn Egr Ser Gly Phe Ala Pro Ala Arg Pro Pro Pro GIn Pro Arg Ser
55 60
Thr Thr Phe Trp Ala Trp Ser val Leu Arg val Pro Ala Pro Pro Ser
" B5 70 75 80
Pro GIn Pro Ala Thr Tyr Thr Cys val ;81 Ser His Glu Asp ggr Arg
85
Thr Leu Leu Asn Ala Ser Arg Ser Leu Glu val Ser Tyr val Thr Asp
100 105 110
His Gly Pro Met Lys
115

<210> 207
<211> 108
<212> PRT
<213> Homo sapiens

<400> 207
Aip Ser Asn Pro Arg Gly val ser Ala T%r Leu Ser Arg Pro igr Pro
5 1
Phe Asp Leu Phe Ile Arg Lys Ser Pro Thr Ile Thr Cys ggu val val
20 25
AsSp Leu é}a Pro Ser Lys Gly Thr val Asn Leu Thr Igp Ser arg Ala
40
ser G%y Lys Pro val Asn His Ser Thr Arg Lys Glu Glu Lys GIn Arg
5 55 60
Asn Gly Thr Leu Thr val Thr Ser Thr Leu Pro val Gly Thr Arg Asp
65 70 75 80
Trp Ile Glu Gly g1u Thr Tyr G1n Cys ggg val Thr His Pro His Leu
5 95
Pro Arg Ala Leu Met Arg Ser Thr Thr Lys Thr ser
100 105

<210> 208
<211- 107
<212> PRT
<213> Homop sapiens

<400> 208
Gly Gln Pro Arg Glu Pro G1n val Tyr Thr Leu Pro Pro Ser Arg Glu
5 10 15
Glu mMet Thr L%s Asn GIn val Ser Egu Thr Cys Leu val Lys Gly Phe
2 30
Tyr Pro Ser Asp Ile Ala val Glu Trp Glu Ser Asn Gly Gln Pro Glu
35 40 45
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ASn Asn Tyr Lys
50

Phe Leu Tyr Ser
65

Asn val Phe Ser

Thr 61n Lys Ser

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

<400>

209
107
PRT

100

Thr
Lys
Cys

85
Leu

Homo sapiens

209

G}y GIn Pro Arg

Glu Me
Tyr Pr

AsSnh AS
50

Phe Le

65

Asn I

Thr G1

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

<400>

t Thr
o Ser
35
n Tyr
u Tyr
e Phe

n Lys

210
107
PRT

Lys
20

Asp
Asn
ser
Ser

ser
100

Glu
5
ASn
Ile
Thr
Lys
Cys

B5
Leu

Homo sapiens

210

Gly GIn Pro Arg

1
Glu Me

Tyr Pr

ASn AS
50

Phe Le

65

Asn va

Thr 61

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

<400>

t Thr
0o Ser
35
n Tyr
u Tyr
1 phe

n Lys

211
7
PRT

Lys
20

Asp
Lys
ser
ser

ser
100

Glu
5
Asn
Ile
Thr
Arg
Cys

85
Leu

Homo sapiens

211

Glu Arg Lys Cys Cys
1 5

<210>
<211>
<212>

212
106
PRT

<213> Homo sapiens

2479_1040002_SequenceIDListing ascii .TXT
ggr Asp Gly Ser Phe

Thr
Leu
70

ser

Ser

Pro
Gln
Ala
Thr
Leu
70

Ser

ser

Pro
Gln
Ala
Thr
Leu
70

Ser

ser

val

Pro Pro Met

55
Thr

val

Leu

GIn
val
val
Pro
55

Thr
val

Leu

Gln
val
val
Pro
55

Thr
val

Leu

Glu

val
Met

Ser

val
Ser
Glu
490

Pro
val
Met

Ser

val
Ser
Glu
40

Pro
val
Met

Ser

Asp
His

Pro
105

Tyr
Leu
25

Trp
Met
Asp
His

Pro
105

TYyr
Leu
25

Trp
val
Asp
His

Leu
105

Leu
Lys
Glu

90
Gly

Thr
Thr
Glu
Leu
Lys
Glu

Gly

Thr
Thr
Glu
Leu
Lys
Glu
Gly

Asp
Ser
75

Ala

Lys

Leu
Cys
Ser
ASp
ser
Ala

Lys

Leu
Cys
Ser
Asp
ser
75

Ala

Lys

Arg Trp Gln GlIn Gly
80

Leu His Asn His
95

Pro
Leu
ser
ser
60

Arg

Leu

Pro
Leu
Asn
Ser
60

Arg

Leu

pPage 118

Pro
val
Gly
45

Asp
Trp

His

Pro
val
Gly
45

ASp
Trp

His

ser
Lys
Gln
Gly
GIn

Asn

Ser
LysS
GIn
Gly
GIn

Asn

Arg
Gly
Pro
ser
GIn

Arg
95

Gln
Gly
Pro
ser
Glu

His
95

Tyr

Glu
Phe
Glu
Phe
Gly
Phe

Glu
Phe
Glu
Phe
Gly
80

Tyr



<400> 212

ASp
1
Ser
Leu
Glu
Thr
65
Ser

Pro

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

<400>

Gly
1
Pro
Met
Pro
Gly
65
Gln

Ser

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

<400>

Gly
1
Glu
Gly
Pro
Gln
65
Glu
Ala
Lys

Thr

GlIn
Ile
Thr
Ala
50

Phe
Gly

Leu

Pro
Gly
Pro
Asp
50

Phe
Lys
Gln

val
GIn
Phe
Leu
50

Ala

Glu

Leu.

Pro

Cys
130

ASp
Phe
Thr
35

val
Ser
Glu

Lys

213
110
PRT
Homo sapiens

213

Arg
ser
Glu
35

Ala
Phe
Asp

Thr

214
131
PRT
Homo sapiens

214

Ala
Leu
ser
35

Ser
Pro
Trp
Pro
Thr

115
Tyr

<210> 215
<211> 19

Thr
Leu
20

Tyr
Lys
Ala
Arg

Gln
100

Ala
Arg
20

Asp
Arg
val
Glu

val
100

Leu
Asn
20

Pro
Pro
Gly
Asn
Asn

100
Leu

Ala
Thr
Asp
Thr
val
Phe
Thr

Ala
5
Asp
Ile
His
Phe
Phe

85
Gln

His
5
Leu
Ala
Glu
Arg
Thr
85
Arg

Tyr

2479_1040002_SequenceIDListing ascii .TXT

Ile
Lys
ser
His
Gly
70

Thr

Ile

Pro
Lys
Ser
Ser
Ser
Ile

Arg

Arg
Arg
Asp
Lys
TYr
70

Gly
val

Asn

Arg
ser
val
Thr
55

Glu
Cys

Ser

Glu
Arg
val
Thr
55

Arg
Cys

Ala

Pro
Glu
val
Ty
55

Phe
Glu
Thr

val

val Phe Ala

Thr
Thr
40

AsSn
Ala
Thr

Arg

val
Thr
Gln
Thr
Leu
Arg
val

Asp
ser
Phe
val
Ala
Thr
Glu

ser
120

Lys
25

Ile
Ile
ser
val

Pro
105

TYr
Leu
25

Trp
Gln
Glu
Ala

ser
105

val
Ala
val
Thr
His
Tyr
Arg

105
Leu

Leu
ser
Ser
Ile
Thr

90
Lys

Ala
Ala
Leu
Pro
val
val

val

Tyr
Thr
Gln
ser
ser
Thr
Thr

val

Ile
Thr
Trp
Glu
Ccys

73
Hi1s

Phe
Cys
His
ATg
Thr
75

His

AsSn

Leu
Ile
Trp
Ala
Ile
75

Ccys
val

Met

Pro
Cys
Thr
Ser
60

Glu

Thr

Ala
Leu
Asn
Lys
60

Arg
Glu

Pro

Leu
Thr
Met
Pro
60

Leu
val
Asp

Ser
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Pro
Leu
Arg
43

His
Asp

Asp

Thr
Ile
Glu
Thr
Ala
Ala
Gly

Pro
Cys
GIn
45

Met
Thr
val
Lys

AsSp
125

ser
val
30

Gln
Pro
Asp

Leu

Pro
Gln
val
Lys
Glu
Ala

Lys
110

Pro
Leu
30

Arg
Pro
val
Ala
ser

110
Thr

‘Phe

15
Thr

Asn
Asn
Trp

Pro
85

Glu
15

Asn
Gin
Gly
Trp

ser
a5

Ala
15

val
Gly
Glu
ser
His
a5

Thr

Ala

Ala
Asp
Gly
Ala
Asn

80
ser-

Trp
Phe
Leu
ser
Glu

80
Pro

Arg
Thr
Gln
Pro
Glu
Glu
Gly
Gly
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<212> PRT
<213> Homo sapiens

<400> 215

val Pro Ser Thr Pro pro Thr Pro Sser Pro Ser Thr Pro Pro Thr Pro
1

5
Ser Pro Ser

<210> 216

<211l> 6

<212> PRT

<213> Homo sapiens

<400> 216
vi1 Pro Pro Pro Pro Pro
5

<210> 217

<211> 58

<212> PRT

<213> Homo sapiens

<400> 217

Glu Ser Pro Lys Ala GIn
5

Ala Glu Gly ggr Leu Ala

Asn Thr ggy Arg Gly Gly
Glu G%n Glu Glu Arg Glu
5

<210> 218
<400> 218
000

<210> 219

<211> 12

<212> PRT

<213> Homo sapiens

<400> 219
Glu Arg Lys Cys c¥s val

<210> 220

<211> 62

<212> PRT

<213> Homo sapiens

<400> 220
Glu Leu Lys Thr Pro Leu
5

Pro Glu Pro Lys Ser Cys
20

Glu Pro ;gs ser Cys Asp

Pro Egs Ser Cys Asp Thr

<210> 221

Ala
Lys
Glu

Thr
55

Glu

Gly
Asp
Thr

Pro
55

Ser
Ala
Glu

40
Lys

Cys

Asp
Thr
Pro

40
Pro

Ser
Thr
25

Lys

Thr

Pra

Thr
Pro
25

Pro

Pro

val Pro Thr Ala G1n Pro Gln

10 15

Thr Ala Pro Ala ;gr Thr Arg

Lys Lys Glu Lys Glu Lys Glu
45

Pro

Pro Cys Pro
10

Thr His Thr Cys Pro Arg Cys
10 15
Pro Pro Cys Pro Arg Cys Pro
30
Pro Cys Pro Arg Cys Pro Glu
45

Cys Pro Arg Cys Pro
60
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<211>
<212>
<213>

<400>

12
PRT .
Homo sapiens

221
G}u ser Lys Tyr G}y

<210> 222
<211> 34

<212>
<213>

<400>

Ala Glu Gly Ser Leu
20

Gly GIn Pro Lys Ala
G%u Glu ;
Phe Tyr
val Lys

50
Lys Tyr

65

Ser His

Glu Lys

PRT .
Homo sapiens

222
Glu Ser Pro Lys A}a

Asn Thr
<210> 223
<211> 106
. <212> PRT
<213> Homo sapiens
<400> 223 |
G}y Gln Pro Lys
Glu Glu Leu GlIn
20
Phe Tyr Pro Gly
35
val Lys Ala Gly
50
Lys Tyr Ala Ala
65
Ser His Arg Ser
Glu Lys Thr val
100
<210> 224
<211> 106
<212> PRT
<213> Homo sapiens
<400> 224

Leu Gln
20

Pro Gly

35

Ala Gly

Ala Ala
Lys Ser

Thr val
100

<210> 225

2479_1040002_sequenceIDListing ascii

Pro Pro Cys Pro

GIn Ala Ser Ser

Ala Lys Ala Thr
25

Ala
ASn
val
Glu
Ser
70

Ser

Pro

Ala
Asnh
val
Glu
Ser
70

ser

Pro

Pro
Lys
Thr
Thr
55

TYr
Cys
Thr

Pro
Lys
Thr
Thr
55

Tyr
Cys
Thr

Leu
val
Lys
Ser
Thr

75
Hl1s

Leu
val
Lys
Ser
Thr

75
His

ser Cys Pro
10

Phe
Cys
Ala
Lys
60

Pro

Glu

Phe

Cys

Ala

Lys
60
Pro

Glu
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Pro
Leu
Asp
Gln
é1u

Gly

Pro
Leu
Asp
45

GlIn
Glu

Gly

Pro
Ile
30

Ser
Ser
Gln

Ser

Pro
Ile
30

ser
ser
Gln

Ser

TXT

val Pro Thr Ala GIn Pro GIn

Thr Ala Pro Ala ;Br Thr Arg

Ser
Asp
Pro
Asn
Lys
val

ser
Asp
Pro
Asn
LysS

val



<211> 106
<212> PRT

<213> Homo sapiens

<400> 225
Gly Gin Pro

Glu Glu Leu

Phe Tyr Pro
35
val Asn Thr
50
Lys Tyr Ala
65
ser His Arg

Glu Lys Thr

<210> 226
<211> 106
<212> PRT

Lys
Gln
20

Gly
G1y
Ala
ser

val
100

Ala
5
Ala
Ala
va'l
ser
TYr

85
Ala

<213> Homo sapiens

<400> 226
G}y Gln Pro

Glu Glu Leu

Phe Tyr Pro
35
val Lys val
50
Lys Tyr Ala
65
Ser His Arg

Glu Lys Thr

<210> 227
<211> 10
<212> PRT

Lys
Gln
20

Gly
Gly
Ala
Ser

val
100

Ala
5
Ala
Ala
val
ser
Tyr

85
Ala

<213> Homo sapiens

<400> 227

Glu Pro Lys Ser Cys
1 5

<210> 228
<211> 5
<212> PRT

<213> Homo sapiens

<400> 228

C{S Pro Pro Cys Pro

<210> 229
<400> 229
000

5

2479_1040002_sequenceIDListing ascii

Ala
Asn
val
Glu
ser
70

ser

Pro

Ala
Asn
val
Glu
ser
70

Ser

Pro

ASp

Pro
Lys
Lys
Thr
55

Tyr
Cys

Ala

Pro
Lys
Thr
Thr
55

Tyr
Cys
Ala

Lys

Ser
Ala
val
Thr
Leu
Gln

Glu

Ser
Ala
val
Thr
Leu
Arg
Glu

Thr

val

Thr

Ala
Thr
ser
val

Ccys
105

val
Thr
Ala
Lys
Ser
val

Cys
105

His

Thr
10

Leu
Trp
Pro
Leu
Thr

90
ser

Thr
10

Leu
Trp
Pro
Leu

Thr
90

Ser.

Thr
10

Leu
val
Lys
Ser
Thr

75
His

Leu
val
Lys
Ser
Thr

75
Ris

Phe
Cys
Ala
Lys
60

Pro

Glu

Phe
Cys
Ala
Lys
60

Pro

Glu
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Pro
Leu
Asp
45

Gln
Glu

Gly

Pro
Leu
ASD
Gln
Glu
Gly

Pro
Ile
30

Gly
Ser
GIn

Ser

Pro
val
Gly
Ser
Gln

Ser

L TXT

ser
15

Ser
Ser
AsSn
Trp

Thr
a5

Ser
15

ser
ser
Asn
Trp

Thr
95

ser
Asp
Pro
Asn
Lys

val

ser
ASp
Pro
Asn
Lys

val



<210>
<400>
000

<210>
<400>
000

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

<220>
<223>

<400>

230 2479_1040002_sequenceIDListing ascii .TXT
230

231
231

232

15

PRT

Artificial Sequence

Altered human IgGl hinge (CSC-P)
232

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

<210>
<400>
000

<210>
<211
<212>
<213>

<220>
<223>

<400

Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Ser Pro
1 5 10

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<211>

233
233

234

15

PRT

Artificial sequence

Altered human IgGl hinge (CCS-P)

234
15

235
235

236
236

237
237

238
238

239
239

240
15
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<212> PRT
<213> Artificial Sequence

<220>
<223> Altered human IgGl hinge (CCS-S)

<400> 240
GTu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Ser Ser
1 5. 10 15

<210> 241

<211> 12

<212> PRT

<213> Artificial Sequence

<220>
<223> Stalk region of CDG9

<400> 241
G}n Tyr Asn Cys Pro Gly Gln Tyr Thr ige Ser Met
5

<210> 242

<211> 11

<212> PRT

<213> Artificial Sequence

<220>
<223> stalk region of cDp72

<400> 242
PEO Phe Phe Thr cgs Gly ser Ala Asp Igr Cys

<210> 243

<211> 18

<212> PRT

<213> Artificial sequence

<220>
<223> stalk region of CD94

<400> 243
Glu Pro Ala Phe Thr Pro Gly Pro Asn Ile Glu Leu GIn Lys ﬁgp Ser
1 5 1

Asp Cys

<210> 244

<211> 18

<212> PRT

<213> artificial Seguence

<220>
<223> stalk region of NKG2A

<400> 244
Gln Arg His Asn Asn Ser Ser Leu Asn Thr Arg Thr GIn Lys Ala Arg
5 10 15

His Cys

<210> 245
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<211> 12
<212> PRT
<213> Homo sapiens

<400> 245 ,
Glu Leu Lys Thr Pro Leu Gly Asp Thr Ihr His Thr
1 . 5 0

<210> 246

<211> 10

<212> PRT

<213> Homo sapiens

<400> 246
Glu Pro Lys Ser Cgs Asp Thr Pro Pro ;50 -

<210> 247

<211> 7

<212> PRT

<213> Homo sapiens

<400> 247 - .
Glu Ser Lys Tyr Ggy Pro Pro

<210> 248
<211> 5

<212> PRT

<213> Homo sapiens

<400> 248
Cys Pro Arg Cys Pro
1 5

<210> 249

<211> 5

<212> PRT

<213> Homo sapiens

<400> 249
C{s Pro ser Ccys Pro
5

<210> 250

<211> 17

<212> PRT

<213> Homo sapiens

<400> 250 .

Glu Leu Lys Thr Pro Leu Gly Asp Thr Thr His Thr Cys Pro Arg Cys
1 5 10 15

Pro

<210> 251

<211> 15

<212> PRT

<213> Homo sapiens

<400> 251
Glu Pro Lys Ser Cys Asp Thr Pro Pro Pro Cys Pro Arg Cys Pro
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<210> 252
<211> 24

.<212> PRT
<213> Homo sapiens

<400>

252

Gly Arg Gly Gly Glu
1 5

Glu Glu Arg Glu Thr
20

<210> 253

<211>
<212>
<213>

<400>

107
PRT _
Homo sapiens

253

V%1 Cys Ser Arg

Asp
5

Ser Ser Asp Gly Gly

Leu val

Asp Gly

"
Glu Gly
65

His

His

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

<400>

val
1
ASp
Thr
Lys
Lys
65
LyS

His

Trp
Thr

Ile
Gly
Gly

Gln
50

G1q

Glu

Arg

Ser
35

Gln
Glu
Leu

Phe

254
112
PRT
Homo sapiens

254

Ala
Phe
Phe
35

val
ser
ser

Gly

<210> 255
<211> 107
<212> PRT

<213>

<220>

<223>
<400>

20
Gly

val
Leu
ser

Glu
100

Glu
Phe
20

ser
Gly
Gly
Asp

Leu
100

Tyr
Met
Ala
Asp

85
Asp

Leu
5
Gly
Pro
Sser
Pro
Trp

85
Thr

2479_1040002_sequenceIbListing ascii
10

Glu

Lys

Phe
Gly
Thr
Asp
ser
70

Arg

ser

Pro
Asn
Arg
Gly
Thr
70

Leu

Phe

Lys
Thr

Thr
His
Pro
val
Thr
Thr
Thr

Pro
Pro
Gln
val
Thr
Gly
Gln

Artificial Sequence

Lys

Pra

Pro
Phe
Gly
40

ASD
GIn
Tyr

Lys

Lys
Arg
Ile
Thr
Tyr
Gln
Gln

Lys Glu Lys G1u.Lys Glu
10

Pro
Pro
Thr
Leu
Ser
Thr

Lys
105

val
Lys
Gln
Thr
Lys
ser

Asn
105

Altered human CH2 upper hinge
255

Thr
10

Pro
Ile
Ser
Glu
Cys

90
Cys

ser
10

ser
val
Asp
val
Met

Ala

val
Thr
Asn
Thr
Leu
GIn

Ala

val
Lys
ser
G1ln
Thr
Phe

ser

Lys
Ile
Ile
Ala
Thr
val

Phe
Leu
Trp
val
60

Ser
Thr

Ser

Ile
GIn
Thr
45

ser
Leu

Thr

val
Ile
Leu
Gln
Thr
Cys
Met

Leu
Leu
30

Trp
Thr
ser

Tyr

Pro
Cys
30

Arg
Ala
Leu
Arg

Cys
110

. TXT

15

Glu
15

Gln
15

Leu
Leu
Thr
Gln

GIn
95

Pro
Gln
Glu
Glu
Thr
val

val

Tike sequence of IgE
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Gln

sSer
Cys
Glu
Gln
Lys
80

Gly

Arg
Ala
Gly
Ala
Ile
80

ASp

Pro



val
Ser
Leu
Asp
Glu
65

His

His

Cys Ser
ser Asp
val ser
35

Gly G1In
50

Gly Glu
Trp Leu

Thr Phe

<210> 256
<211> 268
<212> PRT

<213>

<220>

<223>

<220>

<221>
<222>

<400> 256

Met
=20
Asp
val
Leu
Lys
45

Glu
Phe
Tyr
Lys
Gly
125
Arg
Phe
Leu
Asn
Asn
205
val

Trp

Glu Ala
Thr Thr

Ser val
15

Leu Tyr

30

Pro Gly

Ser Gly
Thr Leu
Cys GIn
95
Leu Glu
110
Gly Gly
Pro Gly
Thr ser
Glu Trp
175
Pro Asn
190
Thr Ala
Tyr Tyr

Gly GlIn

<210> 257
<211> 248
<212> PRT

<213>

Arg
Gly
Gly
val
Leu
ser

Glu
100

Pro
Gly
Gly
Thr
Gln
val
Thr
80

GIn
Leu
Ser
Ala
Tyr
Ife
Phe
Tyr
Cys

Gly
240

Asp
5
Gly
Tyr
Met
Ala
Asp

85
ASp

SIGNAL
(10)...020)

Ala
Asp
1
Glu
ser
ser
Pro
65
Ile
TYr
Lys
Gln
ser
145
Trp
Gly
Lys
Met
Ala

225
Thr

2479_1040002_sequenceIDListin

Phe
Gly
Thr
Asp
Ser
70

Arg

Ser

5D5 scFv (VLVH)

Gln
-15
Phe
Lys
Ser
Pro
50

ASp
Thr
TYyr
Gly
val
130
val
Leu
Met
Asp
Leu
210
Thr

ser

Thr
His
Pro
val
55

Thr
Thr

Thr

Artificial Sseguence

Leu
Met
val
Gln
35

Lys
Arg
Ser
Ala
Gly
115
Gln
Lys
His
Ile
Lys
195
Leu
Tyr
val

Artificial Sequence

Pro
Phe
Gly
40

ASp
GlIn
Tyr
Lys

Leu
Met
Thr
20

Lys
Leu
Phe
val
Tyr
100
Gly
Leu
Met
Trp
Asp
180
Ala
Ser
Gly

Thr

Pro
Pro
25

Thr
Leu
Ser
Thr

Lys
105

Phe
ser
val
Asn
Leu
Thr
§5°
Pro
Gly
Gln
Ser
val
165
Pro
Thr
ser

Ser

val
245

Thr val
10
Prao Thr

ITe Asn
ser Thr

Glu Leu
75

Cys GIn

90

ser Ala

Leu Leu
-10
Gln Ser

ser Cys
Tyr Leu
ITe Tyr
55
Gly Ser
Ala Asp
Trp Thr
Ser Gly
Gln Ser
135
Cys Arg
150
Lys G1n
Sser Asn
Leu Ashn
Leu Thr
215
Tyr val

230
ser ser

Lys
Ile
Ile
Ala
60

Thr

val

Leu
Pro
Lys
Ala
40

Trp
Gly
AsSp
Phe
Gly
120
Gly
Ala
Arg
Ser
val
200
Ser
Ser

Ser

Page 127

rfe

Gln
Thr
45

Ser
Leu

Thr

Leu
ser
Ser
25

Trp
Ala
ser
Leu
Gly
105
Gly
Pro
Ser
Pro
Asp
185
ASp
Ala

Pro

ascii
Leu

Leu
30

Trp
Thr
ser

TYyr

Trp
ser
10

ser
Tyr
ser
Gly
Ala
Gly
Gly
Glu
Gly
Gly
170
Thr
Arg
Asp

Leu

LTXT

GlIn
15

Leu
Leu
Thr
Gin

GIn
95

Leu
Leu
Gln
Gln
Thr
Thr
val
Gly
Ser
Leu
Tyr
155
Gln
Arg
Ser

ser

AS
235

ser
Cys
Glu
Gln
Lys
80

Gly

Pro
-5

Thr
ser
GIn
Arg
60

ASD
Tyr
Thr
Gly -
val
140
Thr
Gly
Phe
Ser

Ala
220

p Tyr
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<220>

<223> 5D5 scFv (VLVH) mature protein without the signal

peptide

<400> 257
Aip Phe Met Met Sgr GIn Sser
Glu Lys val ;Br val Ser Cys
Ser Ser g;n Lys Asn Tyr Leu
Ser Pro Lys Leu Leu Ile Tyr
50 55
Pro Asp Arg Phe Thr Gly Ser
65 - 70 -
Ile Thr Ser val Egs Ala Asp
Tyr Tyr Ala Tyr Pro Trp Thr
100
Lys Gly glg Gly Gly Ser Gly
Gln val GIn Leu GIn GIn Ser
130 135
Ser val Lys Met Ser Cys Arg
145 150
Trp Leu His Trp val Lys GlIn
165
Gly Met Ile Asp Pro Ser Asn
180
Lys Asp igg Ala Thr Leu Asn
Met Leu Leu Ser Ser Leu Thr
210 215
Ala Thr Tyr Gly Ser Tyr val
225 230
Thr ser val Thr val Ser Ser
245

<210> 258
<211> 120
<212> PRT
<213> Artificial Ssequence

<220>
<223> 5D5 VvH

<400> 258
Gln val GIn Leu GIn Gln Ser

Ser val Lys ggt Ser Cys Arg
Trp Leu gis Trp val Lys GIn
5
Gly Met Ile Asp Pro Ser Asnh
50 55
Lys Asp Lys Ala Thr Leu Asn
65 70
Met Leu Leu Ser ggr Leu Thr
Ala Thr Tyr Gly Ser Tyr val
100
Thr Ser val Thr val Ser Ser
115

<210> 259

Pro
Lys
Ala
40

Trp
Gly
Asp
Phe
Gly
120
Gly
Ala
Arg
Ser
val
200
ser
ser

Ser

Gly
Ala
Arg
40

Ser
val
ser
ser

ser
120

ser
Ser
25

Trp
Ala
Ser
Leu
Gly
105
Gly
Pro
ser
Pro
AS

185
Asp
Ala

Pro

Pro
Ser
25

Pro
Asp
Asp
Ala

Pro
105

Ser
10

ser
Tyr
Ser
Gly
Ala
90

Gly
Gly
Glu
Gly

Gly
170

p Thr

Arg
AsSp

Leu

Glu
10

Gly
Gly
Thr
Arg
Asp

90
Leu

Leu
GIn
Gln
Thr
Thr
val
Gly
ser
Leu
Tyr
155
Gln
Arg
ser

Ser

Asp
235

Leu
Tyr
Gln
Arg
Ser
75

Ser

ASD

Thr
ser
Gln
Arg
60

Asp
Tyr
Thr
Gly
val
140
Thr
Gly
Phe
ser
Ala

220
Tyr

val
Thr
Gly
Phe
60

ser
Ala

TYyr

Page 128

val
Leu
Lys
45

Glu
Phe
Tyr
Lys
Gly
125
Arg
Phe
Leu
Asn
Asn
205
val

Trp

Arg
Phe
Leu
45

Asn
Asn
val

Trp

ser
Leu
30

Pro
Ser
Thr
Cys
Leu
110
Gly
Pro
Thr
Glu
Pro
190
Thr
Tyr

Gly

Pro
Thr
Glu
Pro
Thr
Tyr

Gly
110

LTXT

val
15

Tyr
Gly
Gly
Leu
Gln
Glu
Gly
Gly
Ser
Trp
175
Asn
Ala
Tyr
Gln

Gly
15

Ser
Trp
AsSn
Ala
TYr
95

GlIn

Gly
Thr
Gln
val
Thr
Gln
Leu
ser
Ala
150
Ile
Phe
Tyr
Cys

Gly
240

Ala
Tyr
Ile
Phe
Tyr
80

Cys

Gly
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val
15

Tyr
Gly
Gly
Leu
Gin

Glu

Gly
Thr
GIn
val
Thr
GIn

Leu

<211> 113
<212> PRT
<213> Artificial Sequence
<220
<223> 5D5 VL
<400> 259
Aip Phe Met Met Ser Glh Ser Pro Ser SSr Leu Thr val ser
5 1
Glu Lys val Thr val Ser Cys Lys Ser Ser GIn Ser Leu Leu
20 25 30
Ser Ser GIn Lys Asn Tyr Leu Ala Trp Tyr Gln GIn Lys Pro
35 40 45
Ser Ego Lys Leu Leu Ile Tyr Trp Ala Ser Thr ggg Glu Ser
55
ggo Asp Arg Phe Thr Gly Ser Gly sSer Gly Thr Asp Phe Thr
70 75
Ile Thr ser val Egs Ala Asp Asp Leu S%a val Tyr Tyr Cys
Tvr Tyr Ala Tyr Pro Trp Thr phe Gly Gly Gly Thr Lys Leu
100 105 110
Lys
<210> 260
<211> 792
<212> DNA
<213> Artificial Sequence
<220>
<223> 4C04 anti-Ron scFv with signal peptide and
junction amino acids SSS at carboxy-terminus
<400> 260
atggaagcac cagcgcagct tctcttcctc ctgctactct ggctcccaga
gacattcaga tgacccagtc tcctgcctcc cagtctgcat ctctgggaga
atcacatgcc tggcaagtca gaccattggt acatggttag catggtatca
gggaaatctc ctcagctcct gatttatgct gcaaccagct tggcagatgg
aggttcagtg ctagtggatc tggcacaaaa ttttctttca agatcgacag
© gaagattttg taagttatta ctgicaacaa ctttacaata ctccgtggac
ggcaccaagc tggaaatcaa aggtggcggt ggctctggeg gaggtggatce
ggctctcaga tccagctgca gcagtctgga cctgagctgg tgaagcctgg
aagatatcct gcaaggcttc tgactacaca ctcactgact tctatatgaa
cagaagcctg gacagggact tgagtggatt gggaggattt atcctggaac
agatacaatg agaaattcag ggacaaggcc atactgaccg tggacacgtc
gcctacatgc agctcagcag cctgacatca gaggacactg ctgtctattt
tccgectact atggtaacta cgttgctatg gactactggg gtcaaggaac
gtctcctcga gc
<210> 261
<211> 244
<212> PRT .
<213> Artificial Sequence
<220>
<223> 4C04 anti-Ron scFv with signal peptide and
junction amino acids SSS at carboxy-terminus
<400> 261

taccaccggt
aagtgtcacc
gcagaaacca
ggtcccatca
cctacagtct
gttcggtgga
cggtggcgge
gacttcagtg
ctgggtgagg
cgataaaact
ctccagcaca
ctgtgcaaga
ctcagtcacc

Aip Ile G1n Met Thr GIn Ser Pro Ala Ser GIn Ser Ala Ser &gu Gly

5 10
Glu Ser val Thr ITle Thr Cys Leu Ala Ser GIn Thr Ile ggy Thr Trp

20

25

Leu Ala ggp Tyr Gln G1ln Lys 250 Gly Lys Ser Pro GIln Leu Leu Ile

Tyr Ala Ala Thr Ser Leu Ala Asp Gly val Pro Ser Arg Phe Ser Ala
Page 129 .

60

120
180
240
300
360
420
480
540
600
660
720
780
792



50
Ser Gly
65

Glu

ser

Asp Phe

Thr Phe

Gly Gly
115

Ser Gly Pro
130

Lys Ala

145

Gln

sear

Lys Pro

Thr Asp Lys

Thr val Asp

195

Thr Ser Glu
210

Gly Asn

225

val

Tyr

Ser Ser

<210> 262
<211> 2115
<212> DNA

Gly
Gly

2479_1040002_sequenceIDListing ascii
55 60

Gly Thr

val ser
Gly
100
Gly

Gly
Ser
Glu Leu

AsSp Tyr

Lys
70

Tyr
Thr
Gly
val

Thr

Phe Ser

Tyr Cys

Lys Leu

Gly Gly
120
Lys Pro
135

Leu Thr

150

Gln
165
Arg

Gly

Thr
180
Thr ser

Asp Thr

val Ala

Gly
Tyr
ser
Ala

Met

Leu Glu

Asn Glu

Thr
200
Tyr

Ser

val
215

Asp Tyr

230

Ser

<213> Artificial Sequence

<220>

<223> 4C04 anti-Ron single chain pol
SCFv-CH1-CH2-CH3-Ck with signa

<400> 262

atggaagcac
gacattcaga
atcacatgcc
gggaaatctc
aggttcagtg
gaagattttg
ggcaccaagc
ggctctcaga
aagatatcct
cagaagcctg
agatacaatg
gcctacatgc
tccgectact
gtctcctcga
agcacctctg
gtgacggtgt
ctacagtcct
ggcacccaga
aaagttcgta
ggagcacctg
accctcatga
gaccctgagd
aagccgcggg
caccaggact
gcccccatecg
accctgeccc
aaaggcttct
aactacaaga
ctcaccgtgg
gaggctrctgc
actgtggctg

cagcgcagct
tgacccagtc
tggcaagtca
ctcagctcct
ctagtggatc
taagttatta
tggaaatcaa
tccagetgea
gcaaggcttc
gacagggact
agaaattcag
agctcagcag
atggtaacta
gcgcctccac
ggggcacagc
cgtggaactc
caggactcta
cctacatctg
cggagcccaa
aactcctggg
tctceccggac
tcaagttcaa
aggagcagta
ggctgaatgg
agaaaaccat
catcccggga
atccaagcga
ccacgcctcc
acaagagcag
acaaccacta
caccatctgt

tctcttecte
tcctgeoctec
gaccattggt
gatttatgct
tggcacaaaa
ctgtcaacaa
aggtggcggt
gcagtctgga
tgactacaca
tgagtggatt
ggacaaggcc
cctgacatca
cgttgctatg
caagggccca
ggccctgggce
aggcgecctg
ctcectcage
caacgtgaat
atcttctgac
tggaccgtca
ccctgaggte
ctggtacgtg
caacagcacg
caaggagtac
ctccaaagcec
tgagctgacc
catcgccgtg
cgtgctggac
gtggcagcag
cacgcagaag
cttcatcttc

Phe
Gln
Glu
105
Gly
Gly
Asp
Trp
Lys
185
Ala
Phe

Trp

Ile
75
Leu

Lys

Gln
90
Ile Lys

Ser Gln

Thr Ser

Phe Tyr
155
Ile Gly
170
Phe Arg

Tyr Met

Cys Ala

Gln
235

Gly

peptid

ctgctactct
cagtctgcat
acatggttag
gcaaccagct
ttttctttca
ctttacaata
ggctctggcg
cctgagctgg
ctcactgact
gggaggattt
atactgaccg
gaggacactg
gactactggg
tcggtcttcce
tgcctggtca
accagcggcyg
agcgrggtga
cacaagccca
aaaactcaca
gtcttcctct
acatgcgtag
gacggcgtgg
taccgtgtag
aagtgcaagg
aaagagcagc
aagaaccadag
gagtgggaga
tccgacggcet
gggaacgtct
agcctcectccc
ccgecatctg

Asp Ser Leu

Tyr Asn Thr
Gly
110

Leu

Gly Gly

G1n
125
Lys

Ile
val ITe
140
Met

Asn Trp

Arg Ile Tyr
Ala
190

Ser

ASp Lys

Gln Leu

205

Arg ser Ala

220
Gly

Thr Ser

¥pept1de (4C04

e)

ggctcccaga
ctctgggaga
catggtatca
tggcagatgg
agatcgacag
ctccgtggac
gaggtggatc
tgaagcctgg
tctatatgaa
atcctggaac
tggacacgtc
ctgtctattt
gtcaaggaac
ccetggcacce
aggactactt
tgcacacctt
ccgtgccctc
gcaacaccaa
catgcccacc
tccccccaaa
tggtggacgt
aggtgcataa
tcagcgtcect
tctccaacaa
cccgagaacc
tcagcctgac
gcaatgggca
ccttcttect
tctcatgctc
tgtctccggyg
atgagcagtt

Page 130

TXT
Gln ser
80
Pro Trp
95
Gly Ser

GIn GIn

ser Cys

val Arg
160
Pro Gly
175
Ile Leu

ser Leu

Tyr Tyr

Thr
240

val

taccaccggt
aagtgtcacc
gcagaaacca
ggtcccatca
cctacagtct
gttcggtgaa
€ggtggcggc
gacttcagtg
ctgggtgagg
cgataaaact
ctccagcaca
ctgtgcaaga
ctcagtcacc
ctcctccaag
ccccgagecg
cccggetgtc
cagcagcttg
ggtggacaag
gtgcccatcc
acccaaggac
gagccacgaa
tgccaagaca
caccgtcctg
agccctceca
acaggtgtac
ctgcctggte
gccggagaac
ctacagcaag
cgtgatgcat
taaatctaga
gaaatctgga

60

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

900

960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
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actgcctctg ttgtgtgoct goctgaataac ttctatccca gagaggccaa agtacagtgg 1920
aaggtggata acgccctcca atcgggtaac tcccaggaga gtgtcacaga gcaggacagce 1980
aaggacagca cctacagcct cagcagcacc ctgacgctga gcaaagcaga ctacgagaaa 2040
cacaaagtct acgcctgcga agtcacccat cagggcctga gctcgcccgt cacaaagagc 2100
ttcaacaggg gagag 2115

<210> 263
<400> 263
000.

<210> 264
<400> 264
000

<210> 265
<211> 240
<212> PRT
<213> Artificial Sequence

<220>

<223> 11H09 anti-RON scFv mature protein without the
signal peptide but with junction amino acids SS5S
at carboxy-terminus

<400> 265
Aip Ile GIn Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Egu Gly
5 10
Glu Arg val Ser Leu Thr Cys Arg Ala Ser Gln Asp Ile Gly Ser ser
20 25 30
Leu Ser ggp Leu GIn GIn Glu 550 Asp Gly Thr Ile kgs Arg Leu Ile
Tyr ESF Thr Ser Ser Leu Asp Ser Gly val Pro Lys Arg Phe Ser Gly
55 60

ser Arg Ser Gly Ser Asp Tyr Ser Leu Thr ITe Ser Ser Leu Glu Ser

65 70 75 80

Glu Asp Phe val Qgp Tyr Tyr Cys Leu ggn Tyr Ala Ser Ser SEO Trp

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys Gly Gly Gly Gly Ser

100 105 110
Gly Gly Gly Gly ser Gly Gly Gly Gly Ser GIn val GIn Leu GIn GIn
115 120 125

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

Lys Ser Ser Gly Tyr Thr Phe Thr Ser Tyr Trp Ile His Trp val Lys

145 150 155 160

Glu Arg Pro Gly Gln Gly Leu Glu Trp Ile Gly Tyr Ile Tyr Pro Thr

165 170 175

Thr Gly Tyr Thr Glu Ser Asn GIn Lys Phe Lys Asp Lys Ala Thr Leu
180 185 180

Asp Lys Ser Ser Ser Thr Ala Tyr Met GIn Leu Ser Ser Leu

195 200 205

Thr Ser Glu asp Ser Ala val Tyr Tyr Cys Phe Leu Leu Arg Pro Trp
210 215 220

Tyr Phe Asp val Trp Gly Ala Gly Thr Thr val Thr val Ser Ser Ser

225 230 235 240

Thr Ala

<210> 266
<400> 266
000

<210> 267
<400> 267
000

<210> 268
<400> 268
Page 131



000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400
000

<210>
<400>
000

269
269

270
270

271
271

272
272

273
273

274
274

275
275

276
276

277
277

278
278

279
279

280
280

281
281

2479_1040002_sequenceIDListing ascii .TXT

Page 132



<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210~
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400
000

282
282

283
283

284
284

285
285

286
286

287
287

288
288

289
289

290
290

291
291

292
292

293
293

294
294

295
295

2479_1040002_sSequenceIDListing ascii .TXT
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<210> 296

<211> 11

<212> PRT

<213> Artificial Sequence

<220
<223> Anti-c-Met Light Chain Complementarity Determining
Region

<400> 296 :
A£g Ala Ser G1n Ser Ile Arg Asn Tyr Leu Asn
5 1

<210> 297

<211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> Anti-c-Met Light chain Complementarity Determining
Region

<400> 297
A}a Ala ser Ser Leu Gln Ser
5

<210> 298

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> Anti-c-Met Light chain Complementarity Determining
Region

<400> 298 -
Gln Gln ser Tyr val Thr Pro Leu Thr
5

<210> 299
<400> 299
000

<210> 300
<400> 300
000

<210> 301
<211> 119
<212> PRT
<213> Artificial sequence

<220>
<223> OKT3 vH amino acid sequence

<400> 301

. TXT

GIn val G1ln Leu Gin G1In Ser Gly Ala Glu Leu Ala Arg Pro Gly Ala
1 5 10 15

Ser val Lys nzagt Ser Cys Lys Ala ggr Gly Tyr Thr Phe ;Br Arg Tyr

Thr Met ggs Trp val Lys GIn Arg Pro Gly GIn Gly Leu Glu Trp Ile
40 45

Page 134



Gly Tyr
50

Lys
65

Asp

Met Gln

Ala Arg

Thr Thr

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

<220>

<223>
<400>

Gln
1
Glu
Asn
ASp
Gly
65
Asp

Phe

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

Ile
Lys
Trp
Thr
50

ser
Ala

Gly

<220>

<223>
<400>

GIn
1
ser

Thr

val
val
Met

Gly Tyr
50

Lys
65

Met
Ala

Trp

Asp
GIn
Arg
Gly

ITe
LysS
Leu
Tyr

val
115

302
106
PRT |
Artificial Seguence

val
val
TYr
35

ser
Gly
Ala

Ser

303
123
PRT
Artificial Sequence

Gln
Lys
Gln
35

Ile
Lys
Leu
ser

Gln
115

Asn
Ala
ser
Tyr

100
Thr

Leu

Thr
20

GIn
Lys
Thr
Thr

Gly
100

Leu
Met
20

Trp
Asn
Thr
ser
Lys

100
Gly

Pro
Thr
Ser
85

Asp

val

Thr
5
Met
GIn
Leu
ser
Tvr

85
Thr

Gln
5
ser
val
Pro
Thr

ser

85 -

val
Thr
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?gg‘G1y Tyr

ser
Leu
70

Leu
Asp

Ser

Gln
Thr

Lys

Ala
Tyr
70

Tyr

Lys

GIn
Cys
Lys
ser
Leu
70

Leu
Tyr

sSer

Thr Thr Asp

Thr ser Glu

His Tyr Cys

Ser

ser
Cys
ser
ser
55

ser
Cys

Leu

ser
Lys
Gln
ser
55

Thr
Thr
Tyr
val

Pro
Ser
Gly
40

Gly
Leu
GlIn

Glu

Ala
Ala
Arg
40

Gly
Ala
Ser
ASp

Thr
120

105

OKT3 VL amino acid sequence
302

Ala

Ala

- 25

Thr
val
Thr
Glin

Ile
105

BC3 VH amino acid sequence

303

Ala
ser
25

Pro
Tyr
ASp
Glu
Tyr

105
val

Thr

Lys

Asn

Ser

" 75

Asp
a0
Leu

Ile
10

ser
Ser
Pro
Ile
Trp

a0
Ash

Glu
Gly
Gly
Ile
Lys
Asp
90

Asp

ser

ser

Asp

Met
ser
Pro
Ala

Ser

75
ser

Leu
Tyr
Gln
Gly
ser
75

ser
val

ser

Tyr Asn
60

ser ser
Ala val

Tyr Trp

ser Ala
Ser val
Lys Arg
His Phe
Gly Met

Ser Asn

Ala Arg
Thr Phe
Gly Leu
45

Tyr Ser
60

Ser Ser
Ala val

Tyr Ser

Page 135

GIn
Thr

Tyr

Gly
110

Ser
ser
30

Trp
Arg
Glu

Pro

Pro
Thr
Glu
GIn
Thr
Tyr

Met
110

Lys
Ala
Tyr

95
Gln

Pro
15

Tyr
ITe
Gly
Ala

Phe
95

Gly
15

Arg
Trp
Lys
Ala
Tyr

25
Asp

Phe

Tyr
80
Cys

Gly .

Gly
Met
Tyr
Ser
Tu

G
80
Thr

Ala
Tyr
Ile
Phe
Tyr
80

Cys

Tyr



<210> 304
<211> 106
<212> PRT
<213> Artificial Sequence

<220>

<223>
<400>

GIn
1
Glu
His
Asp
Gly
65
Asp

Phe

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

Ile Ile

Lys

Trp
Thr

50

Ser
Ala

Gly

<220>

<223>
<400>

val

Tyr
35
Ser

Gly

Ala

Ala

305
217
PRT
Artificial Sequence

Ala Pro Glu

1
Pro

val
val
Gln
65

Gin
Ala
Pro
Thr
ser
145
Tyr
Tyr
Phe

Lys

Lys
val
Asp
50

Tyr
Asp
Leu
Arg
LYS
130
Asp
Lys
ser
ser

Ser
210

Asp
Asp
35

Gly
Ala
Trp
Pro
Glu
115
Asn
ITe
Thr
Lys
Cys

195
Leu

<210> 306
<211> 216
<212> PRT

Leu
Thr
20

Gln
Lys
Thr
Thr

Gly
100

Leu
Thr
20

val
val
ser
Leu
Ala
100
Pro
Gln
Ala
Thr
Leu
180
Ser

Ser

2479_1040002_sequenceIDListing ascii .TXT

BC3 VL amino acid

304

Tgr GIn
Met Thr
Gln Lys
Leu Ala
ser Tyr
" 70
Tyr Tyr

85
Thr Lys

Gl N297A CH2-CH3
305

Lgu Gly
Leu Met
Ser His
Glu val
Thr Tyr
70
Asn Gly
85
Pro Ile
GIn val
val ser
val Glu
150
Pro Pro
165
Thr val
val Met

Leu Ser

sequence

ser
Cys
Ser
ser
55

ser
Cys

Leu

Pro
ser
Gly

40
Gly

'LEU

GIn

Glu

(N2975T

Gly
Ile
Glu
His
55

Arg
Lys
Glu
Tyr
Leu
135
Trp
va'l
AsSp
His

Pro
215

Pro
ser
Asp
40

Asn
val
Glu
Lys
Thr
120
Thr
Glu
Leu
Lys
Glu

200
Gly

Ala
Ala
25

Thr
val
Thr
G1n

Leu
105

Ile Met
10
ser Sser

Ser Pro
Pro Ala

ITle Sser
75

Trp Ser

a0

Lys

- A297sT)

Ser
Arg
25

Pro
Ala
val
Tyr
Thr
105
Leu
Cys
Ser
Asp
ser
185
Ala

Lys

val Phe
10

Thr Pro
Glu val
Lys Thr

Ser val
75

Lys Cys

ao

Ile Ser

Pro Pro

Leu val

Asn Gly
155

Ser Asp

170

Arg Trp

Leu His

Ser
ser
Lys
Arg
60

ser

Ser

Leu
Glu
Lys
Lys
60

Leu
Lys
Lys
Ser
Lys
140
Gln
Gly
Gln

Asn

Page 136

Ala
val
Arg
45

Phe
Met

Asn

Phe
val
Phe
45

Pro
Thr
val
Ala
Arg
125
Gly
Pro
sSer
Gln

His
205

ser
ser
30

Trp
ser
Glu

Pro

Pro
Thr
30

ASn
Arg
val
ser
Lys
110
Asp
Phe
Glu
Phe
Gly

1920
Tyr

Pro
15

Tyr
Ile
Gly
Ala

Leu
95

Pro
15

Cys
Trp
Glu
Leu
Ash
Gly
Glu
Tyr
Asn
Phe
175
ASn

Thr

Gly
Met
Tyr
ser
Glu

Thr

Lys
va’l
Tyr
Glu
His
80

Lys
Gln
Leu
Pro
Asn
160
Leu
val

GIn



2479_1040002_sequenceIDListing ascii

<213> Artificial Sequence

<220>
<223> TgGl AA N297A CH2CH3 (Ala substitutions at 234,
235, 237 and 297; 236

<400> 306
Ala Pro
1

Lys
val
Asp
Tyr
65
Asp
Leu
Arg
Lys
ASp
145
Lys
Ser

Ser

Ser

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

Asp
Asp
Gly
50

Ala
Trp
Pro
Glu
ASn
130
Ile
Thr
Lys

Cys

Glu
Thr
val
35

val
ser
Leu
Ala
Pro
115
Gln
Ala
Thr
Leu

Ser

- 195

Leu
210

<220>

<223>

<400>

Ala
1
Lys
val
Asp
Phe
65
AsSp
Leu
Arg
Lys
AsSp

145
Lys

Ser

307
216
PRT
Artificial Sequence

Ala
Leu
20

ser
Glu
Thr
Asn
Pro
100
Gln
val
val
Pro
Thr
180
val

Leu

and 297)

Pro
Asp
Asp
Gly
50

Ala
Trp
Pro
Glu
Asn
130
Ile

Thr

307

Glu
Thr
val
35

Met
ser
Leu

Ala

Pro.

115
Gln

Ala
Thr

Ala
Leu
20

ser
Glu
Thr
Asn
Pro
100
Gln
val
val

Pro

Ala
5
Met
His
val
Tyr
Gly
85 -
Ile
val
sSer
G1q
Pro
165
val
Met

Ser

Ala
5
Met
His
val
Phe
Gly
85
Ile
val
ser
Glu

Pro

Ala
Ile
Glu
His
Arg
70

Lys
Glu
Tyr
Leu
T

150
val
Asp
His

Pro

Ala
Ile
Glu
His
Arg
70

Lys
Glu
Tyr
Leu
Trp

150
Met

Pro
Ser
Asp
Asn
val

Glu

Lys

Thr

Thr

135

p Glu

Leu
Lys
Glu

Gly
215

Pro
ser
Asp
Asn
val
Glu
Lys
Thr
Thr
135
Glu

Leu

deleted)

Ser

‘Arg

Pro
40

Ala
val
Tyr
Thr
Leu
120
Cys
Ser
Asp
Ser
Ala

200
Lys

ser
Arg
Pro
Ala
val
Tyr
Thr
Leu
120
Cys
ser

Asp

val
Thr
25

Glu
Lys
Ser
Lys
Ile
105
Pro
Leu
Asn
Ser
Arg

185
Leu

val
Thr
25

Glu
Lys
ser
Lys
Ile
105
Pro
Leu
Asn

Ser

Phe
10

Pro
val
Thr
val
Cys
90

ser
Pro
val
Gly
Asp
170
Trp

His

Phe
10

Pro
val
Thr
val
Cys
90

ser
Pro
val
Gly

Asp

Leu-

Glu
Lys
Lys
Leu
75

Lys
Lys
Ser
LysS
Gln
155
Gly
Gln

Asn

Leu
Glu
GIn
Lys
Leu
75

Lys
Lys
Ser
Lys
Gln

155
Gly

Phe
val
Phe
Pro
60

Thr
val
Ala
Arg
Gly
140
Pro
ser
Gln

His

Phe
val
Phe
Pro
60

Thr
val
Thr
Arg
Gly
140
Pro

ser

page 137

Pro
Thr
Asn
45

Arg
val
ser
LyS
Asp
125
Phe
Glu
Phe
Gly

Tyr
205

Pro
Thr
Asn
45

Arg
val
ser
Lys
Glu
125
Phe
Glu

Phe

Pro
Cys
30

Trp
Glu
Leu
Asn
Gly
110
Glu
Tyr
Asn
Phe
Asn

190
Thr

G2 AA N297A CH2CH3 (Ala substitution at 234, 236

Pro
cys
30

Trp
Glu
val
Asnh
Gly
110
Glu
Tyr
Asn

Phe

.TXT

Lys
val

Tyr

‘glu

His
Lys
95 -
Gln
Leu
Pro
Asn
Leu
175
val

GIn

LysS
val
Tyr
Glu
His
Lys
Gin
Met
Pro
Asn

Leu

Pro
val
val
Gln
GIn
Ala
Pro
Thr
ser
Tyr
160
Tyr
Phe

Lys

Pro
val
val
Gln
GIn
Gly
Pro
Thr
Ser

TYr
160

Tyr -



165
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170 175

Ser Lys Leu Thr val Asp Lys Ser Arg Trp Gln GlIn Gly Asn val Phe
180 185

Ser Cys Ser val Met His Glu
195

Ser Leu Ser Leu Ser Pro Gly
210 215

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

<220>
<223>

308

216

PRT -,

Aartificial sequence

G4 AA N297A CH2CH3 (Ala substitutions

190

200
Lys

at 234, 235,

237 and 297; 236 deleted)

<400> 308
Ala Pro Glu Ala Ala
5
Lys Asp Thr Leu Met
20
Ser

Ala Pro

Ile Ser

val Gln Glu
35

val

val Asp Asp
Asn
55

val

Asp Gly Glu val His

50
Phe Ala Thr
65

ASD

ser Tyr Arg

70

Trp Leu Asn Gly Lys Glu

85

Leu Pro ser Ile Glu

100
GIn

Ser Lys

Arg Glu Pro val Thr

115
Gln

Tyr

Thr
135
Glu

Asn val
130

Ile

Lys Ser Leu

Asp Ala val Glu

145
Lys

Trp
150

Thr Thr Pro val Leu

165
val

Pro

Thr
180
val

Ser Arg Leu Asp Lys

ser Cys Ser His Glu

195
Ser

Met

Ser Leu Leu Ser

210

Pro Gly

215

<210>
<211> 153
<212> PRT
<213> Artificial Sequence

<220>
<223> DeltacH2 (glcH3 only)

<400> 309
G}y Gln Pro

309

Arg Glu Pro Gln
5

Glu Leu Thr Lys Asnh G1n val

20

Tyr Pro ggr Asp Ile Ala val

Asn Asn Tyr Lys Thr Thr Pro
50 55

Phe Leu Tyr Ser Lys Leu Thr

Phe Phe
10

Pro

ser val Leu Pro Pro

Thr Glu val Thr

25
Glu

Arg Cys

30
G1n Phe Trp

val Asn

45
Arg

Pro
40
Ala Thr Pro Glu
60

Thr

Lys Lys

val ser val Leu val Leu

75

Tyr Lys Cys Lys val Ser Asn

90
Ile ser Ala
105

Pro

Thr Gly
110

Glu

Lys Lys
Glu
125
Phe

Leu Pro Ser GlIn

120
Cys val Gly
140

Pro

Leu Lys Tyr

GIn Glu
155
Gly

Ser Asn Gly Asn

Asp Ser Asp Ser Phe Phe

170
Trp GIn Glu Asn
190

Thr

Ser Arg Gly

185 .
Ala Leu His Asn His

200
Lys

Tyr
205

Thr
10
Thr

val Tyr Leu Pro Pro Ser

Leu Leu val
25

Trp

Ser Cys Lys
30
Glu Glu GIn
40

Pro

Ser Asn Gly
45
Ser Asp
60

Lys Ser Arg Trp

Page 138

val Leu Asp Gly

val Asp Gln

Lys
val
Tyr
Glu
His
Lys
GIn
Met
Pro
Asn
Leu
175
val

GIn

Arg
Gly
Pro
ser

GlIn

Ala Leu His Asn His ;%E Thr GIn Lys

Pro
val
val
Gln
Gln
80

Gly
Pro
Thr
Ser
Tyr
160
Tyr
Phe

Lys

Asp
Phe
Glu
Phe

Gly
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65 70 75 . 80
Asn val Phe Ser ggs Ser val Met His Sgu Ala Leu His Asn g;s Tyr
Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys Thr Gly Leu Asn Asp
100 105 110
ITe Phe Glu Ala GIn Lys Ile Glu Trp His Glu Asp Tyr Lys Asp Asp
: 115 120 125
ASp ASp Lys Asp Tyr Lys ASp ASp Asp Asp Lys Asp Tyr Lys Asp Asp
130 135 140
AsSp Asp Lys His His His His His His
145 150

<210> 310
<211> 246
<212> PRT
<213> Artificial sequence

<220>
<223> BC3-VH-VL amino acid sequence (includes g4s
Tinker)

<400> 310
Gln val G¢In Leu GIn G1n Ser Ala Ala Glu Leu Ala Arg Pro g}y Ala
5 10
-Ser val Lys ggt Ser Cys Lys Ala Ser Gly Tyr Thr Phe ;gr Arg Tyr
25
Thr Met §1n Trp val Lys GIn Arg Pro Gly GIn Gly hgu Glu Trp Ile
5 40
Gly §5r Ile Asn Pro Ser ger Gly Tyr Ile Gly E%r Sser Gln Lys Phe
5

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

65 70 75 80

Met GIn Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala val Tyr ggr Ccys
85 a0

Ala Arg Ser Lys val Tyr Tyr Asp Tyr Asp val Tyr Ser Met Asp Tyr

100 105 110
Trp Gly GIn Gly Thr ser val Thr val Ser Ser Gly Gly Gly Gly Ser
115 120 125
Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser ala Gln GIn Ile Ile Leu
130 135 140

Thr GIn Ser Pro Ala Ile Met Ser Ala Ser Pro Gly Glu Lys val Thr

145 150 155 160

Met Thr Cys Ser Ala Ser Ser Ser val Ser Tyr Met His Trp Tyr GIn
165 170 175

GIn Lys Ser Gly Thr Ser Pro Lys Arg Trp Ile Tyr Asp Thr Ser Lys

180 185 190
Leu Ala Ser Gly val Pro Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr
195 200 205
Ser Tyr Ser Leu Thr Ile Ser Ser Met Glu Ala Glu Asp Ala Ala Thr
210 215 220

Tyr Tyr Cys Gln Gln Trp Ser Ser Asn Pro teu Thr Phe Gly Ala Gly

225 230 235 240

Thr Lys Leu Glu Leu Lys
245

<210> 311
<211> 242
<212> PRT
<213> Artificial Sequence

<220>
<223> OKT3-VH-VL amino acid sequence (includes g4s
Tinker)

<400> 311
Gln val GIn Leu GIn G1n Ser Gly Ala Glu Leu Ala Arg Pro g;y Ala
5 10

Page 139



Ser
Thr
Gly
Lys
65
Met
Ala
Thr
Ser
Ala
145
Ala
Thr
val
Thr
GIn

225
Ile

val
Met
TYr
50

Asp
GIn
Arg
Thr
Gly
130
Ile
Ser
ser
Pro
Ile
210
Trp

Asn

Lys
His
Ile
Lys
Leu
Tyr
val
115
Gly
Met
Ser
Pro
Ala
195
ser

Ser

<210> 312
<211> 244
<212> PRT
<213> Artificial Sequence

<220>
<223> H57 vH-Linker-vL (without

<400> 312

Glu
1
ser
Trp
Gly
ser
65
Ile
Tyr
Gly
Gly
Ser
145
ASp
Lys
Ile
Thr

val
Leu
Met
Arg
50

val
Tyr
Cys
Thr
ser
130
Ala
Gln
AsSn

Pro

Ile
210

Tyr
Lys
TYr
35

Ile
Arg
Leu
Thr
Met
115
Gly
ser
Leu
Ile
Glu

195
Ser

Met
20

Trp
Asn
Ala
ser
Tyr
100
Thr
Gly
Ser
ser
Lys
180
His
Gly

Ser

Leu
val
20

Trp
LysS
Gly
GIn
Arg
100
val
Gly
val
Pro
Leu
180
Arg

Gly

ser
val
Pro
Thr
Ser
85

Asp
val
Gly
Ala
val
165
Arg
Phe
Met

Asn

val
5
Ser
val
ASN
Arg
Met
85
Ala
Thr
Gly
Thr
Lys
165
Leu
Phe

Ala

2479_1040002_sequenceIDListing ascii

Cys
Lys
Ser
Leu
70

Leu
Asp
ser
Ser
Ser
150
Ser
Trp
Arg
Glu

Pro
230

Glu
Cys
Arg
Lys
Phe
70

Asn
Gly
val
Gly
val
150
Asn
Leu
Ser

GlIn

Lys
Gln
Arg
55

Thr
Thr
His
ser
Ala
135
Pro
Tyr
Ile
Gly
Ala

215
Phe

Ser
Ala
Gln
Pro
55

Thr
Arg
Arg
Ser
Ser
135
Gly
Phe
Ile
Gly

Pro
215

Ala
Arg
40

Gly
Thr
ser
Tyr
Gly
120
Gln
Gly
Met
Tyr
Ser
200
Glu

Thr

Gly
Ala
Ala
40

Asn
Ile
Leu
Phe
Ser
120
Ala
Glu
Ala
Tyr
ser

200
Glu

ser
25

Pro
Tyr
Asp
Glu
Cys
105
Gly
Gln
Glu
Asn
ASp
185
Gly
AsSp

Phe

Gly
Gly
Thr
Lys
ASD
90

Leu
Gly
Ile
Lys
Trp
170
Thr
Ser
Ala

Gly

Teader)

Gly
Ser
25

Pro
Asn
ser
Arg
Asp
105
Gly
Gln
Thr
Tyr
Met
185
Thr

Asp

AsSp
10

Gly
Gly
Tyr
Arg
val
90

His
Gly
Tyr
val
Trp
170
Asp
Ser

Glu

Tyr Thr Phe

Gln
Asn
ser
75

Ser
Asp
Gly
val
val
155
Tyr
ser
Gly
Ala

Ser
235

Leu
Phe
Lys
Ala
Asp
75

Asp
Phe
Gly
Glu
Lys
155
Phe
AsSn
Gly

Ala

Gly
TYr
60

Ser
Ala
Tyr
ser
Leu
140
Thr
Gln
Lys
Thr
Thr

220
Gly

val
Thr
Gly
Thr
60

Asp
AsSp
Asp
Gly
Leu
140
Ile
Gln
Lys
Thr

Ala
220

Page 140

Leu
45

Asn
ser
val
Trp
Gly
125
Thr
Met
Gln
Leu
Ser
205
Tyr

Thi

Gln
Phe
Leu
Glu
Ser
Thr
Tyr
ser
125
Ile
Thr
Gln
Arg
Thr

205
Tyr

Thr
30

Glu
Gln
Thr
Tyr
Gly
110
Gly
Gin
Thr
Lys
Ala
190
Tyr
Tyr

Lys

Pro
Ser
30

Glu
Tyr
Arg
Ala
Tr

110
Gly
GIn
Cys
Lys
Pro
190
Ala

Tyr

LIXT

Arg
Trp
Lys
Ala
TYr
95

GIin
Gly
ser
Cys
ser
175
Ser

ser

cys

Leu

Gly
15

Asp
Trp
Ala
Asn

Ile
95

p Gly

Gly
Pro
ser
Ser
175
Ser
Thr

Cys

Tyr
Ile
Phe
Tyr
80

Cys
Gly
Gly
Pro
Ser
160
Gly
Gly
Leu
Gln

Glu
240

ser
Phe
val
ASp
ser
80

TYr
Gln
Gly
ser
Gly
160
Asp
Gly

Leu

Leu



225

Leu Thr val Leu

2479_1040002_sequencelIDListing ascii .TXT
Phe Gly Ser Gly Thr Gln
235 . 240

acid

Gly
ser
25

Pro
Asn
ser
Arg

Asp
105

sSer
Leu
25

Pro
Ala
val
Phe

Thr
105

ser Ser Tyr Gly Asp ggg Asn Asp Leu val

Asp
Gly
Gly
Tyr
Arg
val

90
Hi1s

val
10

ser
Asp
Gln
Ser
Ala

90
Ile

Leu
Phe
LysS
Ala
Asp
75

Asp

Phe

val
Thr
Gly
Thr
60

Asp
ASp

Asp

Gln
Phe
Leu
45

Glu
ser

Thr

Tyr-:

Pro
Ser
Glu
Tyr
Arg
Ala

Trp
110

Gly
15

Asp
Trp
Ala
Asn
ITe

95
Gly

substitutions at
K320 and K322)

Phe
Pro
val
Thr
Ala
75

Cys

ser

Ile Phe Pro Pro

Met
Gln
Gln
60

Leu
Ala

Lys

acid sequence

<210 313
<211> 120
<212> PRT
<213> Artificial Sequence
<220>
<223> H57 Null2 SMIP - VH amino
<400> 313
Glu val Tyr Leu val Glu Ser Gly
1 5
Ser Leu Lys val Ser Cys Ala Ala
20
Trp Met Tyr Trp val Arg Gln Ala
35 . 40
Gly ggg Ile Lys Asn Lys EEO Asn
Ser val Arg Gly Arg Phe Thr Ile
65 70
Ile Tyr Leu GIn Met Asn Arg Leu
85
Tyr Cys Thr ?rg Ala Gly arg phe
00
Gly Thr Met val Thr val Ser Ser
115 120
<210> 314
<211> 110
<212> PRT
<213> Artificial Sequence
<220>
<223> Mouse IGHG2c mutated cH2 (alanine
positions L234, L235, G237, E318,
<400> 314
Ala Pro Asp Ala Ala Gly Ala Pro
5
Ile Lys Asp 581 Leu Met Ile Ser
val val Asp val Ser Glu Asp Asp
35 40
val Asn Asn val Glu val His Thr
50 55
Asp Tyr Asn Ser Thr Leu Arg val
65 70
Gln Asp Trp Met Ser Gly Lys Ala
85
Ala Leu Pro Ser Pro Ile Glu Lys
100
<210> 315
<211> 107
<212> PRT
<213> Artificial Sequence
<220>
<223> H57 Null2 SMIP - VL amino
<400> 315

Page 141

val
Ile
45

Thr
Pro
val

Pro

Thr
30

Ser
His
Ile
Asn

Arg
110

Cys
Trp
Arg
Gln

Asn
95

ser
Phe
val
ASp
sSer
80

TYr
GIn

LyS
val
Phe
Glu
His

80
Arg
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Tyr Glu Leu Ile Gln Pro Ser ser Ala ser val Thr val Gly
1 5 10
val Lys Ile ;Br Cys Ser Gly Asp Gln Leu Pro Lys Asn gge
25
Trp Phe G}n Gln Lys Ser Asp Lys Asn Ile Leu Leu Leu Ile
3 40 45
Asp ?Sn Lys Arg Pro Ser g}y Ile Pro Glu Arg Ege ser Gly
ggr Gly Thr Thr Ala Thr Leu Thr Ile Ser Gly Ala Gln Pro
70 75
Glu Ala Ala Tyr Tyr Cys Leu Ser Ser Tyr Gly Asp Asn Asn
85 90
val Phe Gly Ser Gly Thr GIn Leu Thr val Leu
100 105
<210> 316
<400> 316
000
<210> 317
<211> 116
<212> PRT .
<213> Artificial Sequence
<220>
<223> 2C11 Nul12 SMIP - VH amino acid
<400> 317
Glu val Gln Leu Vg] Glu ser Gly Gly g%y Leu val GIn Pro
Ser Leu Lys égu Ser Cys Glu Ala Ser Gly Phe Thr pPhe ggr
25
Gly Met His Trp val Arg GIn Ala Pro Gly Arg Gly Leu Glu
35 40 45
Ala Tyr Ile Thr ser Ser Ser Ile Asn Ile Lys Tyr Ala Asp
50 55 60
ggs Gly Arg Phe Thr Vg] Ser Arg Asp Asn ¢}a Lys Asn Leu
7
Leu GTn Met Asn ITe Leu Lys Ser Glu Asp Thr Ala Met Tyr
85 a0
Ala Arg Phe Asp Trp Asp Lys Asn Tyr Trp Gly Gln Gly Thr
100 105 110
Thr val ser ser
115
<210> 318
<211> 107
<212> PRT
<213> Artificial Sequence
<220>
<223> 2C11 Null2 SMIP - VL amino acid
<400> 318
Aip Ile GIn Met T?r Gln Ser Pro Ser igr Leu Pro Ala ser
Asp Arg val ;gr Ile Asn Cys GIn Ala Ser GIn Asp Ile ggr
25
Leu Asn ggp Tyr Gln GIn Lys 260 Gly Lys Ala Pro kgs Leu
Tyr ggr Thr Asn Lys Leu Aga Asp Gly val Pro ggr Arg Phe
5
Ser Gly Ser Gly Arg Asp Ser Ser Phe Thr Ile Ser Ser Leu
65 70 75

Page 142

L TXT

Glu
15

Ala
Tyr
Ser
Glu

Asp
95

Gly
Gly
ser
Ala
Leu
Tyr
Met

Leu
15

Asn
Leu
ser

Glu

Thr
Tyr
Met
Thr
Asp

80
Leu

Lys
Tyr
val
val
Phe
80

Cys

val

Gly
Tyr
Ile
Gly

Ser
80
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Thr phe Gly Pro Gly Thr Lys Leu Glu ITe Lys

100

<210> 319
<211> 240
<212> PRT

105

<213> Artificial Sequence

<220>
<223>

<400> 319
Glu val GIn Leu
Ser Leu Lys Leu
20
His Trp
35
Ile

Gly Met

Ala Tyr Thr

50
Lys Gly Phe
65

Leu

Arg

Gln Met Asn

Ala Arg Phe Asp

100

Thr val ser ser

115
Gly Gly ser Ala
130
Ala

Pro Leu

145
Asp

ser

Ile Ser Asn
Leu
180

Ser

Pro Lys Leu
Phe
195

Leu

ser Arg

Ser ser Glu

210
Asn

Tyr Pra

225

Tyr

<210
<211>
<212>
<213>

<220>
<223>

320
110
PRT

Human

<400> 320

Ala Pro Asp Leu

val
20
val

Ile Lys Asp

val val Asp

35

val Asn Asn val
50

Asp Tyr

Asn Ser

val Glu
5

Ser

val Arg

ser ser

val

70
Leu

Thr

ITe
85
Trp Asp

Gly Gly

GIn Asp

Gly Asp
150
Tyr Leu
165
Ile Tyr

Gly Ser

Ser Glu

Thr
230

Trp

Mus musculus

Leu Gly
5

Leu Met

Ser Glu

Glu val

Thr Leu

Cys,

ser Gly Gly
Glu Ala ser
25
Ala Pro
40

Ile

Gln

ser AsSn

55

ser Arg Asp

Lys Ser Glu

Lys Asn Tyr

105

Gly Gly Ser
120

Ile GIn

135 ’

Arg

Met

val Thr

Asn Trp Tyr

Thr Asn
185
Gly

Tyr

Ser
200
ITe

Gly
Asp Gly
215

Phe Gy Pro

IGHG2c CH2 domain

Gly Pro Ser

ITe Ser Leu
25
Asp Asp Pro

40
His Thr Ala
55

Arg val val

2C11 vH-Linker-vL (without Teader)

Gly Leu val
10

Gly Phe Thr

Gly Arg Gly

Ile Lys Tyr
60
Ala Lys
75

Thr

Asn

ASp Ala

a0
Trp

Gly Gln

Gly Gly Gly

Thr Gln Ser
140
Cys

ITe Asn

155
GIn GIn
170

Lys

Lys

Leu Ala

Arg Asp Ser

ser Tyr Tyr
220
Thr Lys

235

Gly

val Phe ITe
10
Ser

Pro Met

Asp val GIn
GIn
60
ser Ala Leu

Page 143

GIn Thr

Gln
Phe
Leu
Ala
Asn
Met
Gly
Gly
125
Pro
Gln
Pro
Asp
Ser
205
Cys

Leu

Phe
val
Ile
Thr

Pro

Pro
ser
30

Glu
Asp
Leu
Tyr
Thr
110
ser
ser
Ala
Gly
Gly
190
Phe
Gln

Glu

Pro
Thr
30

Ser
His

Ile

LTIXT
Glu Asp Ile Gly ggr Tyr Tyr Cys Gln gén Tyr Tyr Asn Tyr ggo Trp

Gly
Gly
Ser
Ala
Leu
Tyr
Met
Gly
Ser
Ser
LyS
175
val
Thr
Gln

Ile

Pro
15

Cys
Trp
Arg

Gin

Lys
Tyr
val
val
Phe
80

Cys
val
Gly
Leu
GIn
160
Ala
Pro
Tle
Tyr

Lys
240

Lys
val
Phe
Glu

His



65

70

2479_1040002_Sequenc;%DListing ascii

LTXT

80

Gln Asp Trp Met Ser Gly Lys Glu Phe Lys Cys Lys val Asn Asn Arg
85 90 95

Ala Leu Pro Ser Pro Ile Glu Lys Thr Ile Ser Lys Pro Arg

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

<220>

<223>
<400>

Asp
1
Ser
Leu
Glu
Thr
65
ser
Pro
Gln
val
val
145
Pro
Thr
val

Leu

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

Gln
Ile
Thr
Ala
50

Phe
Gly
Leu
val
Ser
130
Glu
Pro
val
Met

Ser
210

<220>

<223>
<400>

Ala
1
Lys
val
Asp
Phe
65
Asp

Leu

Pro
Asp
AsSp
Gly
50

Ala
Trp

Pro

321
213
PRT
Artificial sequence

Asp
Phe
Thr
35

val
Ser
Glu
Lys
Tyr
115
Leu
Trp
val
Asp
His
195
Pro

322
109
PRT
artificial Sequence

Glu
Thr
val
35

val
ser
Leu

sSer

100

Thr
Leu
20

Tyr
Lys
Ala
Arg
Gln
100
Thr
Thr
Glu
Leu
Lys
180
Glu

Gly

Ala

Leu-

20
ser

Glu
Thr
Asn

Ser

Ala
5
Thr
Asp
Thr
val
Phe
85
Thr
Leu
cys
ser
Asp
165
ser
Ala

Lys

IgG4 AA CH2
322

Ala
5
Met
G1n
val
Tyr
Gly

85
Ile

Ile
Lys
ser
His
Gly
70

Thr
Ile
Pro
Leu
ASn
150
ser
Arg

Leu

Ala
Ile
Glu
His
Arg
70

Lys
Glu

Arg
Ser
val
Thr
55

Glu
Cys
Ser
Pro
val
135
Gly
AsSp
Trp

His

Pro
Ser
Asp
Ash
val
Glu

Lys

val
Thr
Thr
40

Asn
Ala
Thr
Arg
Ser
120
Lys
Gln
Gly
G1n

Asn
200

Ser
Arg
Pro
Ala
val
Tyr
Thr

105

Phe Ala ITe
10

Lys
25

ITe
Ile
ser
val
Pro
105
Arg
Gly
Pro
ser
Gin

185
H1s

val
Thr
Glu
Lys
ser
Lys
Ile

Leu
ser
Ser
Ile
Thr
90

Lys
Asp
Phe
Giu
Phe
170
Gly

Tyr

Phe
10

Pro
val
Thr
val
Cys

90
ser

Thr
Trp
Glu
Cys
75

His
Gly
Glu
Tyr
Asn
155
Phe
AsSn

Thr

Leu
Glu
Gln
LysS
Leu
75

Lys

Lys

HM1 (IgM CH3:IgGl CH3) without C-terminal
321

Pro
Cys
Thr
ser
60

Glu
Thr
Gln
Leu
Pro
140
Asn
Leu
val

Gln

Phe
val
Phe
Pro
60

Thr
val

Ala

Page 144

tail

Pro
Leu
Arg
45

His
Asp
Asp
Pro
Thr
125
Ser
Tyr
Tyr
Phe

Lys
205

Pro
Thr
Asn
45

Arg
val
ser

Lys

110

Ser
val
30

G1n
Pro
Asp
Leu
Arg
110
Lys
AsSp
Lys
Ser
Ser

190
Ser

Pro
Cys
30

Trp
Glu
Leu

Asn

Phe
15

Thr
ASn
Asn
Trp
Pro
95

Glu
Asn
Ile
Thr
Lys
175
Cys

Leu

Lys
val
Tyr
Glu
His

Lys
95

Ala
Asp
Gly
Ala
Asn
80

ser
Pro
GIn
Ala
Thr
160
Leu
Ser

Ser

Pro
val
val
Gln
Gln

Gly



<210> 323
<211> 217
<212> PRT
<213> Artificial Sequence

<220>
<223> Human IgGl CHZ CH3 Null2

<400> 323
Ala Pro Glu

1
Pro

val
val
Gln
65

GIn
Ala
Pro
Thr
ser
145
Tyr
TYr
Phe

Lys

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

Lys
val
Asp
50

Tyr
Asp
Leu
Arg
Lys
130
Asp
Lys
ser
ser

Ser
210

<220>

<223>

ASp
Asp
35

Gly
Asn
Trp
Pro
Glu
115
Asn
Ile
Thr
Lys
Cys

195
Leu

324
110
PRT
Artificial Sequence

<400> 324
Ala Pro Glu

Pro
val
val
Gln
65

Gln

Ala

Lys
val
ASp
50

Tyr
Asp

Leu

AsSp
Asp
35

Gly
Ala
Trp

Pro

100

Ala
Thr
20

val
val
ser
Leu
Ala
100
Pro
Gln
Ala
Thr
Leu
180
Ser

Ser

Leu
Thr
20

val
val
ser
Leu

Ala
100

2479_1040002_sequenceIDListing ascii .TXT
105

Ala Gly
5
Leu Met
Ser His
Glu val
Thr Tyr
70
Asn Gly
85
Pro Ile
GIn val
val Ser
val Glu
150
Pro Pro
165
Thr val
val Met

Leu Ser

TgGLl N297A CH2

Leu Gly
5

Leu Met
ser His
Glu val
Thr Tyr

70
Asn Gly

85
Pro Ile

Ala
Ile
Glu
His
55

Arg
Lys
Glu
Tyr
Leu
135
Trp
val
Asp
His

Pro
215

Gly
ITe
GTu
His
55

Arg
Lys
Glu

Pro
ser
Asp
40

Asn
val
Ala
Lys
Thr
120
Thr
Glu
Leu
Lys
Glu

200
Gly

Pro
Ser
Asp
40

Asn
val
Glu

Lys

ser
Arg
25

Pro
Ala
val
Tyr
Thr
105
Leu
Cys
Ser
AsSD
Ser
185
Ala

Lys

ser
Arg
25

Pro
Ala
val
Tyr

Thr
105

val Phe
Thr Pro
Glu val
Lys Thr
Ser val
75
Ala Cys
Ile ser
Pro Pro
Leu val
Asn Gly
155
ser Asp
170
Arg Trp

Leu His

val Phe
Thr Pro
Glu val
Lys Thr
Ser val
75
Lys Cys

Ile ser

Leu
Glu
Lys
Lys
60

Leu
Ala
Lys
ser
Lys
140
Gln
Gly
G1n

Asn

Leu
Glu
Lys
Lys
60

Leu
Lys

Lys

Page 145

Phe
val
Phe
45

Pro
Thr
val
Ala
Arg
125
Gly
Pro
ser
Gln

His
205

Phe
val
Phe
45

Pro
Thr
val

Ala

Pro
Thr
30

Asn
Arg
val
ser
Lys
110
Asp
Phe
Glu
Phe
Gly

150
Tyr

Pro
Thr
30

Asn
Arg
val
Ser

Lys
110

Pro
15

Cys
Trp
Glu
Leu
Asn
Gly
Glu
Tyr
Asn
Phe
175
ASn

Thr

Pro
15

Cys
Trp
Glu
Leu

Asn
95

Lys
val
Tyr
Glu
His
80

LYsS
Gln
Leu
Pro
Asn
160
Leu
val

GIn

Lys
val
Tyr
Glu
His

80
Lys
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Ser
Arg
Pro
40

Ala
val
Tyr
Thr

ser
Arg
Pro
Ala
val
Tyr
Thr

val
Thr
Glu
Lys
Ser
Lys

Ile
105

val
Thr
Glu
Lys
Ser
Lys

Ile
105

Phe
10

Pro
val
Thr
val
Cys

90
Ser

Phe
10

Pro
val
Thr
val
Cys

90
ser

Leu
Glu
Lys
Lys
Leu
75

Lys

Lys

Leu
Glu
Gln
Lys
Leu
75

Lys

Lys

Amino Acid

<210> 325
<211> 109
<212> PRT
<213> artificial Sequence
<220>
<223> IgGLl AA CH2
<400> 325
Ala Pro Glu Ala Ala Ala Pro
5
Lys Asp Thr Leu Met Ile Ser
20
val Asp §§1 Ser His Glu Asp
Asp Gly val Glu val His Asn
50 55
Tyr Ala ser Thr Tyr Arg val
65 70
Asp Trp Leu Asn Gly Lys Glu
85
Leu Pro Ala Pro Ile Glu Lys
100
<210> 326
<211> 108
<212> PRT
<213> Artificial Sequence
<220>
<223> IgG2 AA CH2
<400> 326
Ala Pro Glu Ala Ala Ala Pro
5
Lys Asp Thr Egu Met Ile Ser
val Asp gg] ser His Glu Asp
Asp Gly Met Glu val His Asn
50 55
Phe Ala Ser Thr Phe arg val
65 70
Asp Trp Leu Asn Gly Lys Glu
85
Leu Pro Ala Pro Ile Glu Lys
100
<210> 327
<211> 121
<212> PRT
<213> Artificial sequence
<220>
<223> Cris7-vH murine hybridoma
<220
<221> ACT_SITE
<222> (31)...(35)
<223> complementarity-determining region
<220>
<221> ACT_SITE
<222> (50)...(66)
<223>

complementarity-determining region

Phe
val
Phe
Pro
Thr
val

Ala

Phe
val
Phe
Pro
Thr
val

Thr

Page 146

Pro
Thr
AsSn
45

Arg
val
ser

Lys

Pro
Thr
Asn
45

Arg
val

Ser

Pro
Cys
30

Trp
Glu
Leu

AsSn

Pro
Cys
30

Trp
Glu
val

Asn

- TXT

Lys
val
Tyr
Glu
His

LyS
85

Lys
val
Tyr
Glu
His

Lys
95

Pro
val
val
Gln
GIn

80
Ala

Pro
val
val
Gln
Gln
Gly



<220>

<221> ACT_SITE
<222> (100)...(110)

<223> complementarity-determining region

<400> 327

GIn val
1
Ser val
Thr Met
Gly Tyr
50
Lys Asp
65
Met Gln
Ala ser

Gln Gly

GIn
Lys
His
35

Ile
Lys
Leu

Pro

Thr
115

<210> 328
<211> 107
<212> PRT
<213> artificial Sequence

<220>

Leu
Met
20

Trp
Asn
Ala
Ser
GIn

100
Leu

Gln
5
ser
val
Pro
Thr
Ser
85
val

val

2479_1040002_SequenceIDListing ascii

Gln
Cys
Lys
Ser
Leu
70

Leu
His

Thr

Ser
Lys
Gln
Ser
55

Thr
Thr
Tyr
val

Gly
Ala
Arg
40

Ala
Ala
ser
Asp

Ser
120

<223> Cris7-vL murine hybridoma

<220>

<221> ACT_SITE
<222> (24)...(33

<223> complementarity-determining region

<220>

<221> ACT_SITE
<222> (49)...(55) o .
<223> complementarity-determining region

<220>

<221> ACT_SITE
<222> (88)...(96) o .
<223> complementarity-determining region

<400> 328

Gln val
1
Glu Lys

Asn Trp

Asp Ser
50

Gly ser

65

Asp Ala

Phe Gly

val
val
TYr
35

Sar
Gly
Ala

Gly

<210> 329
<211> 107
<212> PRT

Leu
Thr
20

Gln
Lys
Thr
Thr

Gly
100

Thr
5
Met
Gln
Leu
Ser
Tyr

85
Thr

Gln
Thr
Lys
Ala
Tyr
70

Tyr

Lys

Ser
Cys
ser
ser
55

ser
Cys

Leu

Pro
ser
Gly
40

Gly
Leu
Gln

GlIn

Ala GTu Leu

ser
25

Pro
Tyr
Asp
Glu
TYyr

105
Ala

Gly
Gly
Thr
Lys
Asp

90
Asn

Tyr
Gin
AsSn
ser
75

Ser

Gly

Amino Acid

Ala Ile Met
10

Ala
25

Thr
va’l
Thr
Gln

Ile
105

Ser
Ser
Pro
Ile
Trp

90
Thr

Ser
Pro
Ala
ser
75

ser

Arg

Ala
Thr
Gly
Tyr
60

ser
Ala

Phe

ser
Ser
Lys
Arg
60

Ser

Arg

Page 147

Arg
Phe
Leu
45

Asn
ser
val

Pro

Ala
val
Arg
Phe
Met

Asn

Pro
Thr
30

Glu
Gln
Thr
Tyr

TYT
110

Phe
ser
30

Trp
Ser
Glu

Pro

LIXT

Gly
15

Arg
Trp
Lys
Ala
Tyr

95
Trp

Pro
15

Tyr
Ile
Gly
Thr

Pro
95

Ala
ser
Ile
Phe
Tyr
80

Cys

Gly

Gly
Met
Tyr
Ser
Glu

Thr



<213>

<220>
<223>

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

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

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

<400>
Asp I
1

Asp Ar
Asn Tr

Asp Se
50

Gly Se

65

Asp Ph

Phe G1

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

<220>
<223>

<400>
Asp I1
1

ASp Ar
Asn Tr

Asp Se
50

Gly se

65

Asp 11

Phe G1

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

<220>

2479_1040002_sequenceIDListing ascii

artificial sequence
HuCris7 vL.1
ACT_SITE
(24)...(33) .
complementarity-determining region
ACT_SITE
(49)...(55) . .
complementarity-determining region
ACT_SITE
(88)...(¢96)
complementarity-determining region
329
e GIn Met Thr GIn Ser Pro Ser Ser Leu Ser Ala Ser
) 10
g val Thr met Thr Cys Ser Ala Ser Ser Ser val Ser
20 25 30
p Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Arg Trp
35 40 45
r Ser Lys Leu Ala Ser Gly val Pro Ala égg Phe Ser
55 .
r Gly Thr Asp Tyr Thr Leu Thr Ile Ser Ser Leu Gln
70 75
e Ala Thr Tyr Tyr Cys GIn Gln Trp Ser Arg Asn Pro
85 90 :
y Gly Gly Thr Lys Leu Gln Ile Thr Arg
100 105
330
107
PRT
Artificial Sequence
HUCris7 vL.2
330
e GIn Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser
5 10
g val Thr Ile Thr Cys Ser Ala Ser Ser Ser val Ser
20 25 30
p Tyr Gln GIn Thr Pro Gly Lys Ala Pro Lys Arg Trp
35 40 45
r Ser Lys Leu Ala Ser Gly val Pro Ser Arg Phe Ser
55 60
r Gly Thr Asp pPhe Thr Leu Thr Ile Ser Ser Leu Gln
70 75
e Ala Thr gyr Tyr Cys GIn GIn ggp Ser Arg Asn Pro
5
y GIn Gly Thr Lys Leu Gln Ile Thr Arg
100 105
331
121
PRT
Artificial Sequence

Page 148

LTIXT

val
15

Tyr
Ile
Gly
Pro

Pro
95

val
15

Tyr
Ile
Gly
Pro

Pro
95

Gly
Mat
Tyr
Ser
Glu
Thr

Gly
Met
Tyr
ser
Glu
Thr



<223>

<220>

<221>
<222>
<223>

<220>

<221>
<222>
<223>

<220>

<221>
<222>
<223>

<400>

Gln val GIn
1

ser
Thr
Gly
Lys
65

Met
Ala

GIn

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

val
Met
Tyr
50

Asp
Gln
Arg

Gly

<220>

<223>
<400>

Gln
1
ser
Thr
Gly
Lys
65
Met
Ala

Gln

val
Leu
Met
Tyr
50

Asp
Glu
Arg

Gly

Lys
His
35

ile
Lys
Leu
Pro

Thr
115

332
121
PRT
artificial sSequence

Gln
Arg
His
35

Ile
Lys
Leu
Pro

Thr
115

<210> 333
<211> 121
<212> PRT
<213> Artificial Sequence

ACT_SITE
(1)...(35 o _
complementarity-determining region

ACT_SITE
(50)...(66) . .
complementarity-determining region

ACT_SITE
(100)...(110) o .
complementarity-determining region

331

Leu
val
20

Trp
Asn
Ala
ser
GIn

100
Leu

Leu
Leu
20

Trp
Asn
Ala
Ser
Gln

100
Leu

HuCris? vH.1

val
5
ser
val
Pro
Thr
ser
85
val

val

HUuCris7 VH.2
332

val
5
Ser
val
Pro
Thr
ser
85
val

val

2479_1040002_SequenceIDListing ascii

Gln
Cys
Lys
Ser
Leu
70

Leu
His

Thr

Gln
Cys
Arg
Ser
Leu

70
Leu

Thr

Ser
Lys
Gln
Ser
55

Thr
Arg
Tyr

val

ser
Lys
Gln
ser
Thr
Arg
Tyr

val

Gly
Ala
Arg
40

Ala
Ala
ser
ASp

ser
120

Gly
Ala
Ala
Ala
Ala
ser
Asp

ser
120

Ala Glu val

Ser
25

Pro
Tyr
ASp
Glu
TYIr
105
Ser

Gly
Ser
25

Pro
Tyr
Asp
Glu
TYr

105
ser

10
Gly

Gly
Thr
Lys
Asp

90
Asn

Gly
Gly
Gly
Thr
Lys
Asp

90
Asn

Tyr
Gln
Asn
ser
75

Thr

Gly

val
Tyr
Lys
Asn
ser
75

Thr

Gly

Lys
Thr
Gly
Tyr
60

Ser
Ala

Phe

val
Thr
Gly
Tyr
60

Lys
Ala

Phe

Page 149

Lys
Phe
Leu
45

Asn
Ser
val

Pro

Gln
Phe
Leu
45

Asn
Asn
val

Pro

Pro
Thr
Glu
GIn
Thr
Tyr

TYr
110

Pro
Thr
Glu
Gln
Thr
Tyr

Tyr
110

LIXT

Gly
15

Arg
Trp
Lys
Ala
TYyr

a5
Trp

Gly
15

Arg
Trp
Lys
Ala
Tyr

95
Trp

Ala
Ser
Ile
Phe
TYr
80

Cys
Gly

Arg
Ser
Ile
Phe
TYTI
80

Cys

Gly



<220>
<223> HUCRIS7 VH.3

<400> 333

Gln
1
Ser
Thr
Gly
Lys
65
Leu
Ala

Gln

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

val
Leu
Met
Tyr
50

Asp
GlIn
Arg

Gly

<220>

<223>

<220>

<221>
<222>
<223>

<400>

GIn
1

ser
Thr
Gly
Lys
65

Met
Ala
Gln
Gly
Ser
145
cys
ser
ser
ser
Cys
225
Leu

val
val
Met
Tyr
50

ASp
GIn
ser
Gly
Gly
130
Pro
Ser
Gly
Gly
Leu
210
Gln

Gin

GIn
Arg
His
35

Ile
Arg
Met
Pro

Thr
115

334
245
PRT
Artificial Sequence

SITE
(122)...(138)
Linker

334

Gln
Lys
His
35

Ile
Lys
Leu
Pro
Thr
115
ser
Ala
Ala
Thr
val
195
Thr
GlIn

Ile

Leu
Leu
20

Trp
Ash
Phe
Asp
GIn

100
Pro

Leu
Met
20

Trp
ASn
Ala
Ser
Gln
100
Leu
Gly
Ile
ser
ser
180
Pro
Ile
Trp

Thr

val
5
Ser
val
Pro
Thr
Ser
val

val

Cris7-(vH-vL)

Gln
5
ser
val
Pro
Thr
Ser
85
val
val
Gly
Met
Ser
165
Pro
Ala
Ser
ser

Arg

2479_1040002_sequenceIDListing ascii

Gln
Cys
Arg
ser
Ile
70

Leu
His

Thr

Gln
Cys
Lys
Ser
Leu
70

Leu
His
Thr
Gly
ser
150
Ser
LysS
Arg
Ser

Arg
230

Ser
Lys
Gln
ser
55

ser
Arg
Tyr

val

ser
Lys
Gln
ser
Thr
Thr
Tyr
val
Gly
RE
val
Arg
Phe
Met

215
Asn

Gly
Ala
Ala
40

Ala
Ala
Pro
Asp

ser
120

Gly
Ala
Arg
Ala
Ala
ser
Asp
Ser
120
ser
rhe
Ser
Trp
Ser
200
Glu

Pro

Gly
ser
25

Pro
Tyr
Asp
Glu
Tyr

105
Ser

Ala
ser
25

Pro
Tyr
Asp
Glu
Tyr
105
Ala
Ala
Pro
TYr
Ile
185
Gly
Thr

Pro

Gly
10

Gly
Gly
Thr
Lys
Asp

90
Asn

Glu
10

Gly
Gly
Thr
Lys
ASp
90

Asn
Gly
G1In
Gly
Met
170
Tyr
Ser
Glu

Thr

val
Tyr
Lys
Asn
Ser
Thr

Gly

Leu
Tyr
Gln
Asn
sSer
75

ser
Gly
Gly
Gln
Glu
155
Asn
Asp
Gly
Asp

Phe
235

val
Thr
Gly
Tyr
60

Lys
Gly

Phe

Ala
Thr
Gly
Tyr
60

Ser
Ala
Phe
Gly
val
140
Lys
Trp
ser
ser
Ala

220
Gly

Page 150

Gin
Phe
Leu
45

Asn
ser

val

"Pro

Arg
Phe
Leu
45

Asn
ser
val
Pro
Gly
125
val
val
Tyr
ser
Gly
205
Ala

Gly

Pro
Thr
Glu
Gln
Thr
Tyr

TYr
110

Pro
Thr
Glu
Gln
Thr
Tyr
Tyr
110
Ser
Leu
Thr
Gln
Lys
190
Thr
Thr

Gly

LTXT

Gly
15

Arg
Trp
Lys
Ala
Phe

95
Trp

Gly
15

Arg
Trp
Lys
Ala
Tyr
95

Trp
Gly
Thr
Met
Gln
175
Leu
ser
Tyr

Thr

Arg
Ser
Ile
Phe
Phe
80

Cys

Gly

Ala
ser
Ile
Phe
Tyr
80

Cys
Gly
Gly
GlIn
Thr
160
Lys
Ala
Tyr
Tyr

LyS
240



2479_1040002_sequenceIDListing ascii .TXT
245

<210> 335
<211> 245
<212> PRT
<213> Artificial sequence

<220>
<223> HuCris7-{vH1-vL1l)

<220>

<221> SITE

<222> (122)...(138)
<223> Linker

<400> 335
Gln val GIn Leu val GIn Ser Gly Ala Glu val Lys Lys Pro g}y Ala
5 10

ser val Lys val Ser Cys Lys Ala ger Gly Tyr Thr pPhe ;Br Arg Ser
20 5

Thr met ggs Trp val Lys Gln Ala Pro Gly Gln Gly Lgu Glu Trp Ile

40 4
Gly Egr Ile Asn Pro Ser Ser Ala Tyr Thr Asn g5r Asn GIn Lys Phe
55

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

65 70 75 80

Met GIn Leu Ser ggr Leu Arg Ser Glu Sgp Thr Ala val Tyr Tyr Cys

95

Ala Arg Pro GIn val His Tyr Asp Tyr Asn Gly Phe Pro Tyr Trp Gly
100 105 110

GIn Gly Thr Leu val Thr val Ser Ser Gly Gly Gly Gly Ser Gly Gly

115 120 125
Gly Gly ser Gly Gly Gly Gly Ser Ala GIn Asp Ile G1n Met Thr Gln
130 135 140

Ser Pro Ser Ser Leu Ser Ala Ser val Gly Asp Arg val Thr Met Thr

145 150 155 160

Cys Ser Ala Ser Ser Ser val Ser Tyr Met Asn Trp Tyr GIn GIn Lys

165 170 175

Pro Gly Lys Ala Pro Lys Arg Trp Ile Tyr Asp Ser Ser Lys Leu Ala
180 185 190

Ser Gly val Pro Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Tyr

195 200 205
Thr Leu Thr Ile Ser Ser Leu Gln Pro Glu Asp Phe Ala Thr Tyr Tyr
210 215 220

Cys GIn GIn Trp Ser Arg Asn Pro Pro Thr Phe Gly Gly Gly Thr Lys

225 230 235 240

Leu GIn ITe Thr Arg

245

<210> 336
<211> 245
<212> PRT
<213> Artificial Sequence

<220>
<223> HuCris7-(vH1-vL2)

<220>

<221> SITE

<222> (122)...(138)
<223> Linker

<400> 336
G}n val Gln Leu val Gln Ser Gly Ala Glu val Lys Lys Pro Ggy Ala
5 10 1

ser val Lys val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Arg Ser
Page 151



Thr
Gly
Lys
Met
Ala
GIn
Gly
Ser
145
cys
Pro
Ser
Thr
cys

225
Leu

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

Met
Tyr
50

Asp
Gln
Arg
Gly
Gly
130
Pro
Ser
Gly
Gly
Leu
210
Gin

Gln

<220>

<223>

<220>

<221>
<222>
<223>

<400>

GIn
1
sSer
Thr
Gly
LyS
65
Met
Ala
Gln
Gly
Ser
145
Cys

Pro

val
Leu
Met
TYr
50

Asp
Glu
Arg
Gly
Gly
130
Pro

Ser

Gly

His
Ile
Lys
Leu
Pro
Thr
115
ser
Ser
Ala
Lys
val
195
Thr
Gln

Ile

337
245
PRT
Artificial Sequence

SITE
(122)...(138)
Linker

337

GIn
Arg
His
35

Ile
Lys
Leu
Pro
Thr
115
ser
ser
Ala

LyS

20
Trp

Asn
Ala
Ser
Gln
100
Leu
Gly
ser
ser
Ala
130
Pro
Ile
Trp

Thr

Leu
Leu
20

Trp
Asn
Ala
ser
Gln
100
Leu
Gly
Ser
Ser

Ala

val
Pro
Thr
ser
val
val
Gly
Leu
Ser
165
Pro
Ser
ser

ser

Arg
245

val
5
ser
val
Pro
Thr
Ser
85
val
val
Gly
Leu
ser

165
Pro

2479_1040002_SequenceIDListing aggii LIXT

Lys
Ser
Leu
70

Leu
His
Thr
Gly
ser
150
Ser
LyS
Arg
ser

Arg
230

HucCris7-(vH2-vL1)

Gln
Cys
Arg
ser
Leu
70

Leu
His
Thr
Gly
ser
150
ser

Lys

Gln
ser
55

Thr
Arg
Tyr
val
Gly
135
Ala
val
Arg
Phe
Leu

215
Asn

ser
Lys
Gln
ser
55

Thr
Arg
TYr
val
Gly
135
Ala
val

Arg

Ala
40

Ala
Ala
ser
Asp
ser
120
ser
Ser
ser
Trp
Ser
200
GIn

Pro

Gly
Ala
Ala
40

Ala
Ala
ser
Asp
Ser
120
ser
ser
ser

Trp

25
Pro

Tyr
Asp
Glu
Tyr
105
ser
Ala
val
Tyr
Tle
185
Gly
Pro

Pro

Gly
ser
25

Pro
Tyr
Asp
Glu
TYyr
105
ser
Ala
val
Tyr

Ile

Gly
Thr
Lys
Asp
90

Asn
Gly
Gln
Gly
Met
170
Tyr
ser
Glu

Thr

Gly
Gly
Gly
Thr
Lys
Asp
90

Asn
Gly
Gln
Gly
Met

170
Tyr

Gln
Asn
Ser
75

Thr
Gly
Gly
Asp
Asp
155
Asn
Asp
Gly
AsSp

Phe
235

val
Tyr
Lys
AsSn
ser
75

Thr
Gly
Gly
Asp
ASp
155
Asn

ASp

Gly
Tyr
60

Ser
Ala
Phe
Gly
Ile
140
Arg
Trp
ser
Ser
Ile

220
Gly

val
Thr
Gly
Tyr
60

Lys
Ala
Phe
Gly
Ile
140
Arg
Trp

Ser

Page 152

Leu
45

Asn
sar
val
Pro
Gly
125
Gln
val
Tyr
ser
Gly
205
Ala

GIn

Gln
Phe
Leu
45

AsSn
ASn
val
Pro
Gly
125
Gln
val
TYr

Ser

Glu
Gln
Thr
Tyr
Tyr
110
ser
Met
Thr
Gln
Lys
190
Thr
Thr

Gly

Pro
Thr
Glu
GlIn
Thr
Tyr
Tyr
110
Ser
Met
Thr
Gln

LYS

Trp
Lys
Ala
TYr
95

Trp
Gly
Thr
Ile
Gln
175
Leu
ASp
Tyr

Thr

Gly
15

Arg
Trp
Lys
Ala
Tyr
95

Trp
Gly
Thr
Met
Gln

175
Leu

Ile
Phe
Tyr
80

Cys
Gly
Gly
Gln
Thr
160
Thr
Ala
Phe
Tyr

Lys
240

Arg
Ser
Ile
Phe
TYr
80

Cys
Gly
Gly
Gln
Thr
160
Lys
Ala



180

2479_1040002_sequenceIDListing ascii
185 190

ser Gly val Pro Ala Arg pPhe
195

Thr Leu Thr Ile Ser Ser Leu

210

215

Cys GIn GIn Trp Ser Arg Asn

225

Leu GIn Ile Thr Arg

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

<220>

<223>

<220>

<221>
<222>
<223>

<400>

GIn
1
Ser
Thr
Gly
Lys
65
Met
Ala
Gln
Gly
ser
145
Cys
Pro
ser
Thr
Cys

225
Leu

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

val
Leu
Met
Tyr
50

Asp
Glu
Arg
Gly
Gly
130
Pro
ser
Gly
Gly
Leu
210
GlIn

Glin

<220>

<223>

<220>

338
245
PRT
Artificial Sequence

SITE
(122)...(138)
Linker

338

G1n
Arg
His
35

Ile
Lys
Leu
Pro
Thr
115
ser
ser
Ala
Lys
val
195
Thr
GIn

Ile

339
245
PRT
Artificial Seguence

245

Leu val
- 5

Leu Ser
20
Trp val

Asn Pro
Ala Thr
Ser ser
85
Gln val
100
Leu val
Gly Gly
ser Leu
ser ser
165
Ala Pro
180
Pro Ser
Ile ser
Trp Ser

Thr Arg
245

230

HuCris7-(vH2-vL2)

Gln
Cys
Arg
Ser
Leu
70

Leu
His
Thr
Gly
Ser
150
ser
Lys
Arg
Ser

Arg
230

HuCris7-(vH3-vL1l)

ser
Lys
GIn
ser
Thr
Arg
Tyr
val
T3¢
Ala
val
Arg
Phe
Leu

215
Asn

Ser
200
Gln

Pro

Gly
Ala
Ala
40

Ala
Ala
Ser
Asp
Ser
120
ser
ser
ser
Trp
ser
200
Gln

Pro

Gly ser Gly

Pro Glu Asp

Pro Thr Phe

Gly
Ser
25

Pro
Tyr
ASp
Glu
Tyr
105
Ser
Ala
val
Tyr
Ile
185
Gly
Pro

Pro

Gly
10

Gly
Gly
Thr
Lys
AsSp
90

Asn
Gly
GIn
Gly
Met
170
Tyr
ser
Glu

Thr

235

val
Tyr
Lys
Asn
Ser
75

Thr
Gly
Gly
AsSp
Asp
155
AsSn
Asp
Gly
Asp

pPhe
235

ser
Phe

220
Gly

val
Thr
Gly
Tyr
60

Lys
Ala
Phe
Gly
Ile
140
Arg
Trp
ser
ser
Ile

220
Gly

page 153

Gly
205
Ala

Gly

Gln
Phe
Leu
45

Asn
Asn
val
Pro
Gly
125
Gln
val
Tyr
ser
Gly
205
Ala

Gin

Thr
Thr

Gly

Pro
Thr
Glu
G1n
Thr
Tyr
Tyr
110
ser
Met
Thr
Gln
Lys
190
Thr
Thr

Gly

L TXT

Asp
Tyr
Thr

Gly
15

Arg
Trp
LYS
Ala
Tyr
95

Trp
Gly
Thr
Ile
Gln
175
Leu
ASp
Tyr
Thr

Tyr
Tyr

Lys
240

Arg
ser
Ile
Phe
Tyr
80

Cys
Gly
Gly
GlIn
Thr
160
Thr
Ala
Phe
Tyr

Lys
240



<221> SITE
<222> (122)...(138)
<223> Liniker

<400> 339

Gln
1
ser
Thr
Gly
Lys
65
Leu
Ala
GIn
Gly
ser
145
Cys
Pro
Ser
Thr
Cys

225
Leu

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

val
Leu
Met
Tyr
50

ASp
Gln
Arg
Gly
Gly
130
Pro
Ser
Gly
Gly
Leu
210
Gln

Gln

<220>

<223>

<220>

<221>
<222>
<223>

<400>

Gln
Arg
His
35

Ile
Arg
Met
Pro
Thr
115
ser
Ser
Ala
Lys
val
195
Thr
Gln

Ile

340
245
PRT
Artificial Sequence

SITE
(122)...(138)
Linker

340

GIn val Gln

1

Ser Leu Arg

Thr
Gly
Lys
65

Leu
Ala

Gln

Met

Tyr

50

Asp

Gln

Arg

Gly

His
35

Ile
Arg
Met
Pro

Thr

Leu
Leu
20

Trp
Asn
Phe
ASp
Gln
100
Pro
Gly
Ser
Ser
Ala
180
Pro
Ile
Trp

Thr

Leu
Leu
20

Trp
ASN
Phe
ASp
GIn

100
Pro

val
5
Ser
val
Pro
Thr
Ser
85
val
val
Gly
Leu
sear
165
Pro
Ala
ser
ser

Arg
245

val
5
sar
val
Pro
Thr
ser
85
val

val

2479_1040002_sequenceIDListing ascii

Gln
Cys
Arg
ser
ITe
70

Leu
His
Thr
Gly
Ser
150
ser
Lys
Arg
ser

Arg
230

HUCris7-(VH3-vL2)

GlIn
Cys
Arg
ser
Ile
70

Leu
His

Thr

Ser
Lys
GIn
Ser
55

ser
Arg
TYr
val
Gly
135
Ala
val
Arg
Phe
Leu

215
Asn

Ser

Lys-

GIn
ser
55

Ser
Arg
Tyr

val

Gly
Ala
Ala
Ala
Ala
Pro
Asp
ser
120
Ser
Ser
Sar
Trp
Ser
200
Gln

Pro

Gly
Ala
Ala
Ala
Ala
Pro
Asp

ser

Gly
ser
25

Pro
Tyr
Asp
Glu
Tyr
105
ser
Ala
val
Tyr
Ile
185
Gly
Pro

Pro

Gly
ser
25

Pro
Tyr
Asp
Glu
Tyr

105
ser

Gly
Gly
Gly
Thr
Lys
AsSp
a0

Asn
Gly
Gln
Gly
Met
170
Tyr
Ser

Glu

Thr

Gly
10

Gly
Gly
Thr
Lys
Asp
90

Asn

Gly

val
Tyr
Lys
Asn
Ser
Thr
Gly
Gly
Asp
Asp
155
Asn
Asp
Gly
Asp

Phe
235

val
Tyr
Lys
Asn
Ser
75

Thr
Gly

Gly

val
Thr
Gly
Tyr
60

Lys
Gly
Phe
Gly
Ile
140
Arg
Trp
ser
ser
Phe

220
Gly

val
Thr
Gly
Tyr
60

Lys
Gly
Phe

Gly

Page 154

Gln
Phe
Leu
45

Asn
Ser
val
Pro
Gly
125
Gln
val
Tyr
ser
Gly
205
Ala

Gly

Gln
Phe
Leu
45

Asn
Ser
val
Pro

Gly

Pro Gly
15
Thr Arg
30-
Glu Trp
Gln Lys
Thr Ala
Tyr Phe
95
Tyr Trp
110
ser Gly
Met Thr
Thr Met
Gln Gln
175
Lys Leu
190
Thr Asp
Thr Tyr

Gly Thr

Pro Gly
15
Thr Arg
Glu Trp
Gln Lys
Thr Ala
Tyr Phe
95
Tyr Trp

ser Gly

L TXT

Arg
ser
Ile
Phe
Phe
80

Cys
Gly
Gly
Gln
Thr
160
Lys
Ala
TYyr
TVr

Lys
240

Arg
ser
Ile
Phe
Phe
80

Cys
Gly
Gly



Gly
Ser
145
Cys
Pro
ser
Thr
Cys

225
Leu

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

Gly
130
Pro
Ser
Gly
Gly
Leu
210
GIn

Gln

<220>

<223>
<400>

115
ser

ser
Ala
Lys
val
195
Thr
G1n

Ile

341
216
PRT . .
Artificial Sequence

Gly
ser
ser
Ala
180
Pro
Ile
Trp

Thr

Half null
341

Pro Asp Ala Ala
1

Lys
val
Asn
TYr
65

Asp
Leu
Arg
Lys
Glu
145
Lys
sSer

Ala
Thr

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

ASp
ASp
Asn
50

Ala
Trp
Pro
Ala
Lys
130
ITe
Ash
Lys
Cys

Ile
210

<220>

<223>

val
val
35

val
ser
Met
ser
Pro
115
Glu
Ala
Thr
Leu
ser

195
Ser

342
213
PRT
Artificial Sequence

Leu
20

Ser
Glu
Thr
Ser
Pro
100
Gln
Phe
val
Ala
Arg
180
val

Arg

Gly
Leu
Ser
165
Pro
ser
ser
ser

Arg
245

CH2-

Gly
5
Met
Glu
val
Leu
Gly
85
Ile
val
ser
Asp
Thr
165
va'l
val

Ser

2479_1040002_SequenceIDList1i
120

Gly
Sser
150
Ser
LyS
Arg
Ser

Arg
230

CH3

Ala
Ile
Asp
His
Arg
70

Lys
Glu
Tyr
Leu
Trp
150
val
Gln
His

Leu

Gly
135
Ala
val
Arg
Phe
Leu

215
Asn

Ser
Ser
Ser
Trp

ser
200

‘Gln

Pro

regions

Pro
ser
Asp
Thr
55

val
Glu
Lys
val
Thr
135
Thr
Leu
Lys
Glu

Gly
215

ser
Leu
Pro
40

Ala
val
Phe
Thr
Leu
120
Cys
ser
ASp
ser
Gly

200
Lys

Ala
val
Tyr
Ile
185
Gly
Pro

Pro

val
Ser
25

Asp
GIn
Ser
LysS
Ile
105
Pro
Met
Asn
Ser
Thr

185
Leu

Gln
Gly
Met
170
Tyr
ser
Glu

Thr

Phe
10

Pro
val
Thr
Ala
Cys
90

Ser
Pro
Ile
Gly
Asp
170
Trp

His

ASp
Asp
155
ASn
ASD
Gly
ASp

Phe
235

Ile
Met
Gln
Glin
Leu
75

Lys
Lys
Pro
Thr
Arg
155
Gly
Glu

ASn

ITe
140
Arg
Trp
Ser
Ser
Ile

220
Gly

Phe
val
Ile
Thr
60

Pro
val
Pro
Ala
Gly
140
Thr
ser
Arg

His

Page 155

ng ascii .TXT

125
Glin

val
Tyr
Ser
Gly
205
Ala

Gln

Pro
Thr
ser
45

His
Ile
Asn
Arg
Glu
125
Phe
Glu
Tyr
Gly

Leu
205

Met
Thr
GIn
Lys
190
Thr
Thr

Gly

Pro
Cys
30

Trp
Arg
Gln
Asn
Gly
110
Glu
Leu
GIn
Phe
Ser

190
Thr

HM2 (mouse CH3mu-CH3gamma) without C-termial tail

Thr
Ile
Gln
175
Leu
Asp
Tyr
Thr

Lys
val
Phe
Glu
His
Arg
95

Pro
Met
Pro
Asn
Met
175

Leu

Thr

Gln
Thr
160
Thr
Ala
Phe
Tyr

Lys
240

Ile
val
val
Asp
GIn
Ala
val
Thr
Ala
Tyr
160
Tyr
Phe

Lys



<400> 342

ser
1
Asp
Leu
Glu
Thr
65"
Asn
Pro
Gln
Phe
val
145
Ala
Arg
val

Arg

Pro Ser
Ile Phe

Ala Thr
35

Pro Leu

50

Phe ser

Arg Lys

Gln Lys

val Tyr
115

Ser Leu

130

Asp Trp

Thr val
val GIn
val His

195

ser Leu
210

<210> 343
<211> 110
<212> PRT
<213> Artificial sequence

<220>
<223> huamn IgG4 AA CHZ2 with alanine substitutions at

F234 an

<400> 343

Ala
1
Pro
val
val
Gln
65
Gin

Gly

Pro Glu
Lys Asp
val Asp
35

Asp Gly
50

Phe Asn
Asp Trp

Leu Pro

<210> 344
<211> 110
<212> PRT

<213>

<220>
<223>

Thr Asp
5

Leu Ser
20
Tyr Glu

Glu Thr
Ala Lys
Glu Phe
Lys Phe
100

val Leu
Thr Cys

Thr Sser

Asp
165
Lys Ser

180
Glu Gly

Leu

Gly Lys

N297

Ala Leu
5

Thr Leu

20

val sar

val GTu

Ser Thr

Leu Asn
85

Ser Ser
100

L235 and N297
<400> 344 -

2479_1040002_SequenceIDListing ascii .TXT

Ile
Lys
Thr
Lys
Gly
70

val
Ile
Pro
Met
AsSn
150
Ser

Thr

Leu-

Gly
Met
Gln
val
Tyr
70

Gly

ITe

Leu
Ser
Leu
ITe
55

val
Cys
Ser
Pro
Ile
135
Gly
Asp
Trp

His

Gly
Ile
Glu
His
55

Arg
Lys
Glu

Artificial sequence

Thr

Ala
Asn
40

Lys
Ala
Thr
Lys
Pro
120
Thr
Arg
Gly
Glu

Asn
200

Pro

ser
Asp
40

AsSh
val
Glu

Lys

Phe
Asn
25

Ile
Ile
Ser
val
Pro
105
Ala
Gly
Thr
Ser
Arg

185
His

ser
Arg
25

Pro
Ala
val
Tyr

Thr
105

Thr
10

Leu
ser
Met
val
Thr
90

AsSn
Glu
Phe
Glu
Tyr
170
Gly

Leu

val
10

Thr
Glu
LysS
sSer
Lys

a0
Ile

Ile
Thr
Trp
Glu
Cys
75

His
Gly
Glu
Leu
GIn
155
Phe
ser

Thr

Phe
Pro
val
Thr
val
75

Cys

Ser

Pro
Cys
Ala
ser
60

val
Arg
Pro
Met
Pro
140
Ash
Met
Leu

Thr

Leu
Glu
Gln
LYyS
60

Leu
Lys
Lys

Page 156

Pro
Leu
ser
45

His
Glu
Asp
val
Thr
125
Ala
TYr
Tvyr
Phe

Lys
205

Phe
val
Phe
45

Pro
Thr
val

Ala

Ser
val
30

Gln
Pro
Asp
Leu
Arg
110
Lys
Glu
Lys
Ser
Ala

190
Thr

Pro
Thr
30

Asn
Arg
val
ser

Lys
110

human IgG4 AA CHZ with alanine substitutions at

Phe
15

ser
ser
Asn
Trp
Pro
a5

Ala
Lys
Ile
Asn
Lys
175
Cys

Ile

Pro
15

Cys
Trp
Glu
Leu

Asn
95

Ala
Asn
Gly
Gly

Asn

-80

ser
Pro
Glu
Ala
Thr
160
Leu
Ser

Ser

Lys
val
Tyr
Glu
His

80
Lys



2479_1040002_sequenceIDListing ascii

Ala Pro Glu Phe Ala Gly Gly Pro Ser val Phe Leu Phe Pro

1

5 10

Pro Lys Asp Thr Leu Met ITe Ser Arg Thr Pro Glu val Thr

20 25 30

val val Asp val Ser GIn Glu Asp Pro Glu val GIn Phe Asn

35 40 45

val Asp Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg
50 55 60
GIn Phe Asn Ser Thr Tyr Arg val val Ser val Leu Thr val

65

70 75

GIn Asp Trp Leu Asn Gly Lys ‘Glu Tyr Lys Cys Lys val Ser

85 90

Gly Leu Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys

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

<220>

<223>

<400>
1

100 105 110
345
110
PRT
Artificial Sequence

human IgG4 AA CH2 with alanine substitutions at
G236 and N297

345

Ala Pro Glu Phe Leu Ala Gly Pro Ser val pPhe Leu Phe Pro
5

10

Pro Lys Asp Thr Leu Met XIle Ser Arg Thr Pro Glu val Thr

20 25 30

val val Asp val Ser Gln Glu Asp Pro Glu val GIn Phe Asn

35 40 45

val Asp Gy val Glu val His Asn Ala Lys Thr Lys Pro Arg
50 55 60

65

<210>
<211>
<212>

GIn Phe Asn ser Thr ;5r Arg val val ser val Leu Thr val
75
Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser
85 90
Gly Leu Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys
100 105 110
346
110
PRT '
Artificial Sequenc

<213>

<220>
<223>

<400>

human IgG4 AA CH2 with alanine substitutions at
G237 and N297

346

Ala Pro Glu Phe Leu Gly Ala Pro Ser val Phe Leu Phe Pro

5

Pro Lys Asp Thr Leu Met Ile Ser Arg Thr pro Glu val Thr

20 25 30

val val Asp val Ser GIn Glu Asp Pro Glu val GIn Phe Asn

35 40 45

val égp Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg

55 60

Gin Phe Asn Ser Thr Tyr Arg val val Ser val Leu Thr val

65

70 75

GIn Asp Trp Leu Asn Gly Lys GIu Tyr Lys Cys Lys val Ser

85 90

Gly Leu Pro Ser ser ITe Glu Lys Thr Ile ser Lys Ala Lyg
11

100 105

Page 157
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Pro
15

Cys
Trp
Glu
Leu

Asn
95

Pro
15

Cys
Trp
Glu
Leu

Asn
95

Pro
15

Cys
Trp
Glu
Leu

Asn
95

Lys
val
Tyr
Glu
His

80
Lys

Lys
val
Tyr
Glu
His

80
Lys

Lys
val
Tyr
Glu
His
80

Lys



<210>
<400
000

<210
<400>
000

<210>
<400>
- 000

<210

. <400>

000

<210>
<400>
000

<210>
<400
000

<210>
<400
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

347
347

348
348

349
349

350
350

351
351

352
352

353
353

354
354

355
355

356
356

357
357

358
358

359

360
360

361
361

362
362

363
363

2479_1040002_sequenceIDListing ascii .TXT
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<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

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

<220>
<223>

2479_1040002_SequenceIDListing ascii
364
364

365
365

366
366

367
367

368
368

369
369

370
370

371
371

372
372

373
373

374
374

375
375

376
376

377
377

378
378

379

15

PRT

Artificial sequence

Linker 134
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<400> 379 )
Glu Pro Met Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Ego
1 5 10

<210> 380

<211> 15

<212> PRT -

<213> Artificial Sequence

<220>
<223> Linker 135

<400> 380
Glu Pro Met Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
1 5 10 15

<210> 381

<211> 15

<212> PRT

<213> Artificial sequence

<220>
<223> Linker 136

<400> 381
61u Pro Met Ser Cys Asp Lys Thr His Thr Ser Pro Pro Cys PEO
5 1

<210> 382

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 137

<400> 382
Glu Pro Met Ser Cys Asp Lys Thr His TBr Cys Pro Pro Ser ;go
5 1

<210> 383

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 138

<400> 383
Glu Pro Met Ser Ser Asp Lys Thr His Thr Ser Pro Pro Cys ;go
5

<210> 384

<211> 15

<212> PRT

<213> Artificial Seguence

<220>
<223> Linker 139

<400> 384
Glu Pro Met Ser Ser Asp Lys Thr His Thr Cys Pro Pro Ser Pro
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<210>
<211>
<212>
<213>

<220>
<223>

<400>

2479_1040002_sequenceIDListing ascii 5TXT
10 1

385

15

PRT

Artificial Sequence
Linker 140

385

Glu Pro Met Ser Cys Asp Lys Thr His Thr Ser Pro Pro Ser Pro
1 5 10 15

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

<220>
<223>

<400>

G}u Pro Met Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Ser
5 10

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

<220>
<223>

<400>

386

15

PRT

Artificial Sequence
Linker 141

386

15
387
15
PRT
Artificial Sequence
Linker 142

387

Glu Pro Met Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Ser
1 5 10 15

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

<220>
<223>

<400>
1
<210>
<211>
<212>
<213>

<220>
<223>

<400>

388

15

PRT

Artificial Sequence

Linker 143
388

Glu Pro Met Ser Cys Asp Lys Thr His Thr Ser Pro Pro Cys igr

5

389

15 ‘

PRT

Artificial sequence

Linker 144
389

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

10 15
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<210> 390
<211> 15
<212> PRT
<213> Artificial Sequence

<220>
<223> Linker 145

<400> 390 e
Glu Pro Met Ser Ser Asp Lys Thr His Thr Ser Pro Pro Cys igr
5

<210> 391

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 146

<400> 391
Glu Pro Met Ser Ser Asp Lys Thr His Thr Cys Pro Pro Ser Pro
1 5 10 15

<210> 392

<211> 15

<212> PRT ,

<213> Artificial Ssequence

<220>
<223> Linker 147

<400> 392
Glu Pro Met Ser Cys Asp Lys Thr His Thr Ser Pro Pro Ser Ser
1 5 10 15

<210> 393

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 148

<400> 393
Glu Pro Thr Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro
1 : 5 10 15

<210> 394

<211> 15

<212> PRT

<213> Artificial Ssequence

<220>
<223> Linker 149

<400> 394
G}u Pro Thr Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
5 10

<210> 395
<211> 15
<212> PRT
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<213> Artificial sequence

<220>
<223> Linker 150

<400> 395 )
Giu Pro Thr Ser Cys Asp Lys Thr His Thr Ser Pro Pro Cys Ego
1 5

<210> 396

<211> 15

<212> PRT

<213> artificial Sequence

<220>
<223> Linker 151

<400> 396
GTu Pro Thr Ser Cys Asp Lys Thr His Thr Cys Pro Pro Ser Pro
1 5 10 15

<210> 397

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 152

<400> 397
Glu Pro Thr Ser Ser Asp Lys Thr His Thr Ser Pro Pro Cys ;Eo
1 5

<210> 398

<211> 15

<212> PRT

<213> Aartificial Sequence

<220>
<223> Linker 153

<400> 398
Glu Pro Thr Ser Ser Asp Lys Thr His Thr Cys Pro Pro Ser ;go
5

<210> 399

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 154

<400> 399
G}u Pro Thr Ser Cys Asp Lys Thr His Thr Ser pPro Pro Ser ;go
5 1

<210> 400

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
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<223> Linker 155

<400> 400
Glu Pro Thr Ser Cys Asp Lys Thr His Thr Cys Pro -Pro Cys igr
1 5 10

<210> 401

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 156

<400> 401
G}u Pro Thr ser Sgr Asp Lys Thr His Igr Cys Pro Pro Cys igr

<210> 402

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 157

<400> 402
Glu Pro Thr Ser Cys Asp Lys Thr His Thr Ser Pro Pro Cys Ser
1 5 10 15

<210> 403

<211> 15

<212> PRT

<213> Artificial sequence

<220>
<223> Linker 158

<400> 403
Glu Pro Thr Ser Cys Asp Lys Thr His Thr Cys Pro Pro Ser Ser
1 5 10 15

<210> 404

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 159

<400> 404
Glu Pro Thr Ser Ser Asp Lys Thr His Thr Ser Pro Pro Cys Ser
1 5 10 15

<21.0> 405

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 160

<400> 405
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Glu Pro Thr Ser Ser Asp Lys Thr His Thr Cys Pro Pro Ser igr
1 5 10

<210> 406

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 161

<400> 406
G}u Pro Thr Ser c§s Asp Lys Thr His Ihr Ser Pro Pro Ser igr

<210> 407

<211> 15

<212» PRT

<213> Artificial Sequence

<220>
<223> Linker 162

<400> 407
Glu Pro Ala Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro
1 5 10 15

<210> 408

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 163

<400> 408
Glu Pro Ala Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
1 5 _ 10 15

<210> 409

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 164

<400> 409
Glu Pro Ala Ser Cys Asp Lys Thr His Thr Ser Pro Pro Cys ;go
1 5 1

<210> 410

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 165

<400> 410
G}u Pro Ala Ser Cys Asp Lys Thr His Egr Cys Pro Pro Ser igo
5
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<210> 411

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 166

<400> 411
Glu Pro Ala Ser Ser Asp Lys Thr His Thr Ser Pro Pro Cys Pro
1 5 10 15

<210> 412

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 167

<400> 412 .
Glu Pro Ala Ser Ser Asp Lys Thr His Thr Cys Pro Pro Ser igo
5 10

<210> 413

<211> 15

<212> PRT

<213> artificial Sequence

<220>
<223> Linker 168

<400> 413
Glu Pro Ala Ser Cys Asp Lys Thr His Thr Ser Pro Pro Ser Ego
1 5 10

<210> 414

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 169

<400> 414
Glu Pro Ala Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys igr
5 10

<210> 415

<211> 15

<212> PRT

<213> Artificial sequence

<220>
<223> Linker 170

<400> 415
Glu Pro Ala Ser Ser Asp Lys Thr His TBr Cys Pro Pro Cys igr
5 1

<210> 416
<211> 15
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<212> PRT
<213> Artificial Sequence

<220>
<223> Linker 171

<400> 416
Glu Pro Ala Ser Cys Asp Lys Thr His Thr Ser Pro Pro Cys Ser
1 5 1 15

<210> 417

<211> 15

<212> PRT

<213> artificial sequence

<220>
<223> Linker 172

<400> 417
Glu Pro Ala Ser Cys Asp Lys Thr His Thr cys Pro Pro Ser Ser
1 5 10 15

<210> 418

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 173

<400> 418
Glu Pro Ala Ser Ser Asp Lys Thr His Thr Ser Pro Pro Cys Ser
1 5 10 15

<210> 419

<211> 15

<212> PRT

<213> Artificial sequence

<220>
<223> Linker 174

<400> 419
Glu Pro Ala Ser Ser Asp Lys Thr His Thr Cys Pro Pro Ser Ser
5 10 5

<210> 420

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 175

<400> 420
Glu Pro Ala Ser Cgs Asp Lys Thr His Thr Ser Pro Pro Ser igr

<210> 421

<211> 14

<212> PRT

<213> Artificial Sequence
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<220>
<223> Linker 176

<400> 421
G}u Pro ser Cys Agp Lys Thr His Thr ggs Pro Pro Cys Pro

<210> 422

<211> 14

<212> PRT

<213> Artificial Ssequence

<220
<223> Linker 177

<400> 422
Glu Pro Ser Ser Agp Lys Thr His Thr Cys Pro Pro Cys Pro
i0

<210> 423

<211> 14

<212> PRT

<213> Artificial Ssequence

<220>
<223> Linker 178

<400> 423
Glu Pro Ser Cys Asp Lys Thr His Thr Ser Pro Pro Cys Pro
5

<210> 424

<211> 14

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 179

<400> 424
Glu Pro Ser Cys Asp Lys Thr His Thr Cys Pro Pro Ser Pro
5 10

<210> 425

<211> 14

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 180

<400> 425
G}u Pro Ser Ser Asp Lys Thr His Thr Ser Pro Pro Cys Pro
5

<210> 426

<211> 14

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 181
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<400> 426 _
Glu Pro Ser Ser Agp Lys Thr His Thr Cys Pro Pro Ser Pro
. 10

<210> 427

<211> 14

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 182

<400> 427
Glu Pro Ser Cys Agp Lys Thr His Thr Ser Pro Pro Ser Pro

<210> 428

<211> 14

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 183

<400> 428
Glu Pro Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Ser
1 5 10

<210> 429

<211> 14

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 184

<400> 429
G}u Pro Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Ser
5 10

<210> 430

<211> 14

<212> PRT

<213> Artificial sequence

<220>
<223> Linker 185

<400> 430
Glu Pro Ser Cys Asp Lys Thr His Thr Ser Pro Pro Cys Ser
1 5

<210> 431

<Z211> 14

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker 186

<400> 431
Glu Pro Ser Cys A?p tys Thr His Thr cgs Pro Pro Ser Ser
1
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<210>
<211>
<212>
<213>

<220>
<223>

<400>

2479_1040002_sequenceIDListing ascii

432

14

PRT

Artificial Sequence

Linker 187
432

Glu Pro Ser Ser Asp Lys Thr His Thr Ser Pro Pro Cys Ser
1 5

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

<220>
<223>

<400>

433

14

PRT

Artificial Sequence

Linker 188
433

Glu Pro Ser Ser Asp Lys Thr His Thr Cys Pro Pro Ser Ser
1 5 10

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

<220>
<223>

<400>
1

<210>
<400>
000

<210>
<400>
000

<210>
<400
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

434

14

PRT

Artificial Sequence

Linker 189
434

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

435
435

436
436

437
437

438
438

439
439

440
440
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<210>
<400>
000

<210>
<400>
Q00

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>

441
441

442
442

443
443

444
444

445
445

446
446

447
447

448
448

449
449

450
450

451
451

452
452

453
453

454
454

455
455
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000

<210> 456
<400> 456
000

<210> 457
<400> 457
000

<210> 458
<400> 458
000

<210> 459
<400> 459
000

<210> 460
<400> 460
000

<210> 461
<400> 461
000

<210> 462
<400> 462
000

<210> 463
<400> 463
000

<210> 464

<211> 5

<212> PRT

<213> Artificial Sequence .

<220>
<223> Anti-c-Met Heavy Chain Complementarity Determining
Region

<400> 464
Lys Tyr Asp Met Leu
1 5

<210> 465

<211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> Anti-c-Met Heavy Chain Complementarity Determining
Region

<400> 465
T{r Ile Tyr Pro Ser Gly Gly Leu Thr gTu Tyr Ala Asp Ser {§1 Lys
5

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

<220>
<223>

<400>

2479_1040002_sequenceIDListing ascii

466

10

PRT

Artificial sequence

Anti-c-Met Heavy Ghain Complementarity Determining

Region

466

Arg Ala Pro Arg Ser Leu Ser Phe Asp Ile
1 5 10

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400
000

<210>
<400>
000

<210>
<400
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>

467
467

468
468

469
469

470
470

471
471

472
472

473
473

474
474

475
475

476
476

477
477

478
478
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000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400
000

<210>
<400>
000

479
479

480
480

481
481

482
482

483
483

484
484

485
485

486
486

487
487

488

488

489
489

490
490

491
491

492
492
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<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400
Q00

<210>
<400>
000

«210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>

000 -

493
493

494
494

495
495

496
496

497
497

498
498

499
499

500
500

501
501

502
502

503
503

504
504

505
505

506
506

507
507
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<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
L 000

<210>
<400>
Q00

<210>
<400>
000

<210>
<400=>
000

<210>
<400>
OOQ

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>

508
508

509
509

510
510

511
511

512
512

513
513

514
514

515
515

516
516

517
517

518
518

519
519

520
520

521
521

522
522

2479_1040002_sequenceIDListing ascii

page 176

IXT



000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

523
523

524
524

525
525

526
526

527
527

528
328

529
529

530
530

531
531

532
532

533
533

536
536
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<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

537
537

538
538

539
539

540
540

541
541

542
542

543
543

544
544

545
545

546
546

547
547

548
548

549
549

530
550

551
551
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<210>
<400>
000

<210
<400>
- 000

<210>
<400
000

<210>
<400>
000

<210>
<400
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
0090

<210>
<400>
000

<210>
<400
000

<210>
<400>
000

<210>
<400>

552
552

553
553

554
554

556
556

557
557

558
558

559
559

560
560

561
561

562
562

563
563

564
564

565
565

566
566
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000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

567
567

568
568

569
569

570
570

571
571

572
572

573
573

574
574

575
575

576
576

577
577

578
578

579
579

580
580

2479_1040002_SequenceIDListing ascii .TXT
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<210>
<400>
0c0o

<210
<400>
000

<210
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
aoo

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400
000

<210>
<211>
<212>

581
581

582
582

583
583

584
584

585
585

586
586

587
587

588
588

589
589

590
590

591
591

592
592

593
593

594
594

595
110
PRT

2479_1040002_sequenceIDListing ascii
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<213> Artificial Sequence

<220>

<223> Human IgGl CH2 with L235A, E318A, K320A and K322a
substitutions

<400>

595

Ala Pro Glu

1

Pro Lys Asp

val val Asp

35

val Asp Gly
50
GIn Tyr Asn

65

Gln Asp Trp

Ala Leu Pro

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

<220>
<223>

<400

596
110
PRT

Leu

Thr
20
val

‘val

Ser
Leu

Ala

100

Ala
5
Leu
Ser
Glu
Thr
AsSn

85
Pro

Gly
Met
His
val
TYr
70

Gly

Ile

Gly Pro Sser

Ile
Glu
His
55

Arg
Lys

Glu

Artificial Sequence

Human IgGl CH2 with L234A, L235A,

K320A and K322A

596

Ala Pro Glu

1

Pro Lys Asp

val val Asp

35

val Asp Gly
50
GIn Tyr Asn

65

GlIn Asp Trp

Ala Leu Pro

<210>
<400>
000

<210>
<211
<212>
<213>

<220>
<223>

<400>

597
597

598
3
PRT

Ala Ala Gly
5

Thr
20

val
val
Ser
Leu

Ala
100

Leu
ser
Glu
Thr
Asn

85
Pro

Met
His
val
Tyr
70

Gly

Ile

Ser
Asp
40

AsSn
val
Ala

Lys

Arg
25

Pro
Ala
val
Tyr

Thr
105

Ala Pro ser

Ile
Glu
His
55

Arg
Lys

Glu

Artificial sequence

Junction amino acids

598

Aig Asp Gln

<210>

599

Ser
Asp
40

Asn
val
Ala

Lys

Arg
25

Pro
Ala
val
Tyr

Thr
105

val Phe Leu
10
Thr Pro Glu

Glu val Lys

Lys Thr Lys
60
ser val Leu
75
Ala Ccys Ala
90
ITe Ser Lys

val Phe Leu
10 '
Thr Pro Glu

Glu val Lys
Lys Thr Lys
60
Ser val Leu
75
Ala Cys Ala

90
Ile Ser Lys

Page 182

Phe
val
Phe
45

Pro
Thr
val

Ala

Phe
val
Phe
45

Pro
Thr
val

Ala

Pro
Thr
30

AsSn
Arg
val
Ser

Lys
110

G237A, E318a,

Pro
Thr
30

Asn
Arg
val
ser

Lys
110

LTIXT

Pro
15

Cys
Trp
Glu
Leu

Asn
95

Pro
15

Cys
Trp
Glu
Leu

Asn
95

Lys
val
Tyr
Glu
His

80
Lys

Lys
val
Tyr
Glu
His

80
Lys



<211> 4
<212> PRT

2479_1040002_SequenceIDListing ascii

<213> Artificial Sequence

<220>

<223> Junction amino acids

<400> 599
Sgr Ala Ser

<210> 600
<21l1l> 3
<212> PRT

Ser

<213> Artificial Sequence

<220>

<223> Junction amino acids

<400> 600
Sir ser ser

<210> 601
<211> 17
<212> PRT

<213> Artificial Sequence

<220>

<223> NKG2D Linker

<400> 601

. TXT

Asn Ser Leu Phe Asn GIn Glu val Gln Ile Pro Leu Thr Glu Ser Tyr
1 5 15

Ser

<210> 602
<211> 107
<212> PRT

<213> Artificial Sequence

<220>

<223> Anti-RON mAb 4c04 T1ight chain

<400> 602
Aip Ile GIn

Glu ser val
Leu Ala Trp
35

Tyr Ala Ala
50

ser Gly Ser

65

Glu Asp Phe

Thr Phe Gly

<210> 603
<211> 121
<212> PRT

Met
Thr
20

Tyr
Thr
Gly
val

Gly
100

Thr
5
Ile
Gln
ser
Thr
Ser

85
Gly

Gln
Thr
Gln
Leu
Lys
70

TYr
Thr

ser Pro
Cys Leu
LYs Pro
40
Ala Asp
55
Phe Ser
Tyr Cys

Lys Leu

Ala
Ala
25

Gly
Gly
Phe
Gln

Glu
105

Ser
10

ser
Lys
val
LySs
GIn

90
Ile

Gln
GIn
ser
Pro
Ile
75

Leu

Lys

ser
Thr
Pro
ser
60

Asp

Tyr

Page 183

Ala
Ile
G1n
45

Arg
ser

ASn

ser
Gly
30

Leu
Phe
Leu

Thr

Leu
15

Thr
Leu
ser
GIn

Pro
95

Gly
Trp
Ile
Ala
ser

80
Trp



<213>

<220>

<223>
<400>

G1n
1
Ser
Tyr
Gly
Arg
65
Met
Ala

Glin

Ile
val
Met
Arg
50

ASp
Gln
Arg

Gly

G1n
Lys
Asn
35

Ile
Lys
Leu
ser

Thr
115

<210> 604
211> 6

<212>
<213>

<220>

<223>
<400> 60

PRT_ L
Artificial Sequence

4

Leu
Ile
20

Trp
Tyr
Ala
Ser
Ala

100
ser

Gln
5
sSer
val
Pro
Ile
ser
85
Tyr

val

2479_1040002_sequenceIDListing ascii
Artificial Ssequence

Anti-RON mAb 4C04
603

Gln
Cys
Arg
Gly
Leu
70

Leu
Tyr

Thr

61n Thr -I7e Gly Tgr Trp

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

<220>

<223>
<400

605
3

PRT |
Artificial Sequence

Ala ala Thr
1

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

<220>

<223>

<400>
Gln GIn Leu Tyr Agn Thr Pro Trp Thr

606
9

PRT |
Artificial sequence

<210> 607
<211> 8
<212> PRT
<213> Artificial sequence

heavy chain

ser

Lys

Gln

Thr
55

Thr
Thr
Gly

val

Gly
Ala
Lys
40

AsSp
val
ser
ASn

Ser
120

Pro
ser
25

Pro
Lys
Asp
Glu
Tyr
105
Ser

Glu
10

Asp
Gly
Thr
Thr
AsSp

val

Anti-RON mab 4cC04 Tight chain CDR2
605

Leu val
Tyr Thr
Gln Gly
Arg Tyr

60
Ser Sser
Thr Ala

Ala Met

Anti-RON mAb 4c04 T1ight chain CDR1

Anti-RON mab 4c04 Tight chain CDR3
606
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Lys
Leu
Leu
45

ASn
ser
val

Asp

Pro
Thr
30

Glu
Glu
Thr
Tyr

Tyr
110

- TXT

Gly
15

ASDh
Trp
Lys
Ala
Phe

95
Trp

Thr
Phe
Ile
Phe
Tyr
80

Cys

Gly



<220>

<223> Anti-RON mAb 4C04 heavy chain CBR1

<400> 607
Aip Tyr Thr Leu Thr Asp Phe Tyr
5

<210> 608

<211> 8

<212> PRT
<213> Artificial Sequence

<220>

<223> Anti-RON mab 4C04 heavy chain CDR2

<400> 608
11e Tyr Pro Gly Tgr Asp Lys Thr

<210> 609
<211> 14

<212> PRT
<213> Artificial sequence

<220>

<223> Anti-RON mAb 4C04 heavy chain CDR3

<400> 609
A}a Arg Ser Ala Tyr Tyr Gly Asn Tyr VS1 Ala Met Asp Tyr
5 1

<210> 610
<211> 107
<212> PRT
<213> Artificial Sequence

<220>

<223> Anti-RON mAb 11H09 Tight chain

<400> 610

Asp Ile
1
Glu Arg

Leu Ser

Tyr Ser
50

ser Arg

65

Glu Asp

Thr Phe

GIn
val
Trp
35

Thr
ser
Phe

Gly

<210> 611
<211> 117
<212> PRT
<213> Artificial Sequence

<220

<223> Anti-RON mAb 11H09 heavy chain

<400> 611

Met
Ser
20

Leu
Ser
Gly
val

Gly
100

Thr
5
Leu
Gln
ser
Ser
Asp

85
Gly

2479_1040002_SequenceIDListing ascii

Gln
Thr
Gln
Ley
ASp
70

Tyr
Thr

Ser
Cys
Glu
Asp
55

Tyr
Tyr

Lys

Pro
Arg
Pro
40

Ser
ser
Cys

Leu

ser
Ala
25

Asp
Gly
Leu
Leu

Glu
105

Ser
10

ser
Gly
val
Thr
GlIn

90
Ile

Leu
GlIn
Thr
Pro
Ile
75

Tyr

Lys

Ser
Asp
Ile
Lys
60

sSer

Ala
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Ala ser

Ile Gly
30

Lys Arg

45

Arg Phe

Ser Leu

Ser Ser

» TXT

Leu
15

ser
Leu
Ser
Glu

Pro
95

Gly
ser
Ile
Gly
Ser

80
Trp



Gln
-1
Ser
Trp
Gly
Lys
65
Met
Phe

val

<210>

val
val
Ile
TYr
50

Asp
GIn
Leu

Thr

<211> 6

<212>
<213>

<220>

<223>

Gln
Lys
His
35

Ile
Lys
Leu
Leu

val
115

612

PRT |
Artificial sequence

<400> 612
G}n Asp Ile Gly Ser Ser
5

<210>

<211> 3

<212>
<213>

<220>

<223>
<400>

613

PRT
Artificial Sequence

Ser Thr Ser
1

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

<220>

<223>
<400>

614
9

PRT L.
Artificial Sequence

Leu
Met
20

Trp
Tyr
Ala
Ser
Arg

160
ser

GIn
5
Ser
val
Pro
Thr
ser
85
Pro

ser

2479_1040002_5SequencelIDListing ascii

Gln
Cys
Lys
Thr
Leu
70

Leu

Trp

ser
Lys
Glu
Thr
55

Thr
Thr -

Tyr

Gly
ser
Arg
40

Gly
Ala
Ser

Phe

Ala
Ser
25

Pro
Tyr
ASp
Glu

Asp
105

teu Gln Tyr Ala Ser Ser Pro Trp Thr
1 5 :

<210>

<211> 8

<212>
<213>

<220>

<223>

<400> 61
Gly Tyr Thr Phe Thr Ser Tyr Trp
5

615

PRT |
Artificial sequence

5

Glu
10

Gly
Gly
Thr
Lys
AsSp

90
va'l

Leu
Tyr
G1n
Glu
Ser
75

Ser

Trp

Anti-RON mab 11H09 Tight chain CDRL

Anti-RON mab 11H09 Tight chain CDR2
613

Anti-RON mab 11H09 light chain CDR3
614

Anti-RON mab 11H09 heavy chain CDR1

Ala
Thr
Gly

ser
60

ser

Ala

Gly
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Lys
Phe
Leu
45

Asn
ser
val

Ala

Pro
Thr
30

Glu
Gln
Thr
Tyr

Gly
110

» TXT

Gly
15

ser
Trp
Lys
Ala
Tyr

95
Thr

Ala
Tyr
Ile
Phe
TYyr
80

Cys
Thr
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<210> 616

<211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> Anti-RON mAb 11HQ9 heavy chain CDR2

<400> 616
Ile Tyr Pro Thr Thr Gly Tyr Thr
1 5

<210> 617

<211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> Anti-RON mAb 11H09 heavy chain CDR3

<400> 617 :
Phe Leu Leu Arg Pro Trp Tyr Phe Asp ¥S1
1 5

<210> 618

<211l> 2

<212> PRT

<213> Artificial sequence

<220>
<223> Made in a Tab

<400> 618
Asn Ser
1

<210> 619

<211> 6

<212> PRT

<213> Artificial sequence

<220>
<223> Made in a lab

<400> 619
Sir Cys Pro Pro Cgs Pro

<210> 620

<211> 8

<212> PRT

<213> Artificial sequence

<220>
<223> Made in a Tab

<400> 620
Gly Gly Gly Gly Ser Gly Asn Ser
5

<210> 621

<211> 8

<212> PRT

<213> Artificial Sequence
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<220>
<223> Made in a lab

<400> 621
Gly Cys Pro Pro Cys Pro Asn Ser
5

<210> 622

<211> 8

<212> PRT

<213> Artificial Sequence

<220
<223> Made 1in a lab

<400> 622
Gly Ser Pro Pro Ser Pro Asn Ser
1 5

<210> 623

<211> B

<212> PRT

<213> artificial Sequence

<220>
<223> Made in a lab

<400> 623
Gly Ser Pro Pro Ser Pro Asn Ser
1 5

<210> 624

<211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 624
Gly Cys Pro Pro C§s Pro Asn Ser

<210> 625
<211> B

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tab

<400> 625
Gly Cys Pro Pro Cys Pro Asn Ser
1 5

<210> 626
<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> made in a lab

<400> 626
G}y Cys Pro Pro Cgs Pro Gly Asn Ser

<210> 627
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<211> 9
<212> PRT
<213> Artificial Seguence

<220>
<223> Made in a Tab

<400> 627
Gly Cys Pro Pro Cgs Pro Ala Asn Ser

<210> 628
<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 628
Gly Cys Pro Pro Cys Pro Ala Asn Ser
5

<210> 629
<211> 9

<212> PRT

<213> Artificial sequence

<220>
<223> Made in a Tlab

<400> 629
Giu Glu Glu Glu Agp Glu Gly Asn Ser

<210> 630

<211> 10

<212> PRT

<213> Artificial Sequence

<220
<223> Made in a Tab

<400> 630
Ain Tyr Gly Gly Gly Gly Ser Gly Asn igr
5

<210> 631

<211> 10

<212> PRT

<213> Aartificial Sequence

<220>
<223> Made in a Tab

<400> 631
val ser Glu Arg Pro Phe Pro Pro Asn Ser
1 5 10

<210> 632

<211> 11

<212> PRT

<213> Artificial sequence

<220>
<223> Made in a lab

<400> 632
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Glu Pro Lys Ser Cgs Asp Lys Thr Cys ggs Pro
1

<210> 633
<211> 11

<212> PRT

<213> Artificial Sequence

<220> -
<223>rMade in a Tab

<400> 633
ser Gln Pro Glu Ile val Pro Ile Ser Asn Ser
1 .. 5

<210> 634

<211> 12

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 634 )
Gly Gly Gly Gly Sgr Cys Pro Pro Cys ;60 Asn Ser
1

<210> 635

<211> 12

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tlab

<400> 635
Lys Ala Asp Phe Leu Thr Pro Ser Ile ggy Asn Ser
1 5

<210> 636

<211> 12

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tab

<400> 636
GIn Met Asn Ser Glu Leu Ser val Leu Ala Asn Ser
1 5

<210> 637

<211> 13

<212> PRT

<213> Artificial sequence

<220>
<223> Made in a Tab

<400> 637 _
Glu Pro Lys Ser Cys Asp Lys Thr His Igr Cys CySs Pro
1 5

<210> 638

<211> 13

<212> PRT

<213> Artificial Sequence
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<220>
<223> Made in a Tab

<400> 638
Glu Pro Lys Ser Cys Asp Lys Thr Cys Pgo Pro Cys Pro
1 5 1

<210> 639

<211> 13

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 639
Gly Gly Gly Gly Sgr Gly Gly Gly Gly isr Gly Asn Ser

<210> 640

<211> 13

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tab

<400> 640
Gly Cys Pro Pro Cys Pro Gly Gly Gly Gly Ser Asn Ser
1 5 10

<210> 641

<211> 13

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tab

<400> 641
G}y Gly Gly Gly Ser Cys Pro Pro Cys Pro Gly Asn Ser
5 10

<210> 642

<211> 13

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 642
Gly Cys Pro Pro Cgs Pro Gly Gly Gly G%y Ser Asn Ser
1

<210> 643
<211> 13

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 643
Gly Gly Gly Ala Sgr Cys Pro Pro Cys 250 Gly Asn Ser

<210> 644
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<211> 13
<212> PRT
<213> Artificial Sequence

<220>
<223> Made in a Tlab

<400> 644 '
Gly Gly Gly Ala s§r Cys Pro Pro Cys gga Gly Asn Ser
1

<210> 645

<211> 13

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tlab

<400> 645
Gly Gly Gly Ala Ser Cys Pro Pro Cys iga Gly Asn Ser
1 5

<210> 646

<211> 15

<212> PRT

<213> artificial Sequence

<220>
<223> Made in a lab

<400> 646
Asn Tyr Gly Gly Gly Gly Ser Gly Gly ggy Gly ser Gly Asn igr
1 5

<210> 647

<211> 15

<212> PRT

<213> Artificial Ssequence

<220>
<223> Made in a lab

<400> 647
Leu Ser val Lys Ala Asp Phe Leu Thr Pro ser Ile Gly Asn igr
1 5

<210> 648

<211> 15

<212> PRT

<213> Artificial sequence

<220>
<223> Made in a Tab

<400> 648
Leu Ser val Leu Ala Asn Phe Ser GIn Pro Glu Ile Gly Asn igr
1 5

<210> 649

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 649
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Leu Lys Ile GIn Glu Arg val Ser Lys ;So Lys ITe Ser Asn igr
1 5 ] .

<210> 650

<211> 15

<212> PRT

<213> artificial Sequence

<220>
<223> Made in a lab

<400> 650 .
Leu Asp val Ser Glu Arg Pro Phe Pro Pro His Ile GIn Ash igr
1 5

<210> 651

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tab

<400> 651
Arg Giu GIn Leu Ala Glu val Thr Leu SSr Leu Lys Ala Asn igr
1 5 1

<210> 652

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made Tn a lab

<400> 652
Arg Ile His GIn Met Asn Ser Glu Leu Ser val Leu Ala Asn igr
1 5

<210> 653

<211 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 653
Asp Thr Lys Gly Lys Asn val Leu Glu Lys Ile Phe Ser Asn Ser
1 5 10 15

<210> 654

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tlab

<400> 654
Leu Pro Pro Glu Thr Gln Glu Ser GIn Glu val Thr Leu Ash Ser
1 5 10 15

<210> 655

<211> 15

<212> PRT

<213> Artificial sequence
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<220>
<223> Made in a lab

<400> 655 :
Arg Ile His Leu Asn val Ser Glu Arg Pro Phe Pro Pro Asn Ser
1 5 10 15

<210> 656

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Jab

<400> 656
Leu Ser val Lys Ala Asp Phe Leu Thr ;50 Ser Ile Gly Asn igr
1 5

<210> 657

<211> 15

<212> PRT

<213> artificial Sequence

<220>
<223> Made 1in a lab

<400> 657
Lteu Ser val Leu Ala Asn Phe Ser Gln Pro Glu Ile Gly Asn igr
1 5

<210> 658

<211l> 15

<212> PRT

<213> Artificial sequence

<220>
<223> Made in a Tlab

<400> 658
Leu Ser val Leu Ala Asn Phe Ser GIn Pro Glu Ile Gly Asn igr
1 5

<210> 659

<211> 15

<212> PRT

<213> Artificial sequence

<220>
<223> Made in a Jab

<400> 659
Arg Ile His GIn Met Asn Ser Glu Leu igr val Leu Ala Asn Ser
1 5

<210> 660

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 660
Lys Pro phe Phe Thr Cys Gly Ser Ala &Sp Thr Cys Pro Asn igr
1 5

<210> 661
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<211> 15
<212> PRT -
<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 661
Lys Pro Phe Phe Thr Cys Gly Ser Ala éap Thr Cys Pro Asn Ser
1 5

<210> 662

<211> 15

<212> PRT

<213> artificial Sequence

<220>
<223> Made in a lab

<400> 662
GIn Tyr Asn Cys Pgo Gly Gln Tyr Thr ige Ser Met Pro Asn igr
1

<210> 663

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tlab

<400> 663
G}y Gly Gly Gly Sgr Gly Gly Gly Gly igr Gly Gly Gly Gly igr

<210> 664
<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 664 .
Glu Pro Lys Ser Ser Asp Lys Thr His IBF Cys Pro Pro Cys ;go
1 5

<210> 665

<21l> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tlab

<400> 665 )
Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Ser
1 5 10 15

<210> 666

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 666
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Glu Pro Lys Ser C§S Asp Lys Thr His {gr Ser Pro Pro Cys ier

<210> 667

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 667
Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro
1 5 10 15

<210> 668

<211> 15

<212> PRT

<213> Artificial sequence

<220>
<223> Made in a Tab

<400> 668
Glu Pro Lys Ser Cgs Asp Lys Thr His Ihr ser Pro Pro Ser igr

<210> 669

<211> 15

<212> PRT

<213 Artificial Sequence

<220>
<223> Made in a lab

<400> 669
Pro Arg Gly Pro Thr Ile Lys Pr¢ Cys Pro Pro Cys Lys Cys Pro
1 5 10 15

<210> 670

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 670
Glu Pro Lys Ser Ser Asp Lys Thr His Thr Ser Pro Pro Ser Ser
5 15

<210> 671

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 671
Glu Pro Lys Ser Ser Asp Lys Thr His Thr Ser Pro Pro Cys Ser
1 5 10 15

<210> 672

<211> 15

<212> PRT

<213> Artificial sequence
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<220>
<223> Made in a Tlab

<400> 672
Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Ser Ser
1 5 10

<210> 673

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tlab

<400> 673
Glu Pro Lys Ser Cys Asp Lys Thr His Thr Ser Pro Pro Cys Pro
1 5 10 15

<210> 674

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tab

<400> 674
Glu Pro Lys Ser Ser Asp Lys Thr His Thr Ser Pro Pro Ser EEO
1 5 10

<210> 675

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tab

<400> 675 _
Glu Pro Lys Ser Sgr Asp Lys Thr His Igr ser Pro Pro Cys z;o

<210> 676

<211s 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 676
Glu Pro Lys Ser Cys Asp Lys Thr His Thr Ser Pro Pro ser Pro
1 5 10 15

<210> 677

<21I> 15

<212> PRT

<213> Artificial Ssequence

<220>
<223> Made 1in a lab

<400> 677

Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Ser Pro
1 5 10 15

<210> 678
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<211> 15
<212> PRT
<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 678
Gly Gly Gly Gly Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro
1 5 10 15

<210> 679

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 679
Glu Pro Lys Ser Cys Gly Gly Gly Gly Gly Cys Pro Pro Cys Pro
1 5 10 15

<210> 680

<211> 15

<212> PRT

<213> Artificial Sequence

<220> .
<223> Made in a lab

<400> 680
Glu Pro Lys Ser Cgs Asp Lys Thr His Thr Cys Gly Gly Cys zgo
. 10

<210> 681

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tab

<400> 681
Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Ccys Gly
5 10 15

<210> 682

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 682
Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Ser Pro
1 5 10 15

<210> 683
<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tlab

<400> 683
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Glu Pro Lys Ser Cys ASp Lys Cys His Igr Cys Pro Pro Cys Ego
5

<210> 684

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 684
Glu Pro Lys Ser Cys Asp Lys Thr Cys EES Cys Pro Pro Cys Ego
5

<210> 685

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 685
Glu Pro Lys Ser Cys Pro Pro Pro Pro Pro Cys Pro Pro Cys Pro
1 5 10 15

<210> 686

<211> 15

<212> PRT

<213> Artificial sequence

<220>
<223> Made in a Tab

<400> 686
Pro Pro Pro Pro Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro
1 5 10 15

<210> 687

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> B87 .
Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Trp Trp Cys igo
5 10

<210> 688

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tab

<400> 688
Glu Pro Lys Ser Cys Asp Trp Trp His Thr Cys Pro Pro Cys Pro
1 5 10 15

<210> 689

<211> 15

<212> PRT

<213> Artificial Sequence
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<220>
<223> Made in a Tab

<400> 689
Glu Pro Lys Cys Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
1 5 10 15

<210> 690

<211> 15

<212> PRT

<213> Artificial sequence

<220>
<223> Made in a lab

<400> 6390 .
Glu Pro Lys Ser Agp Cys Lys Thr His Igr Cys Pro Pro Cys igo
1

<210> 691

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 691
Glu Pro Lys Ser Agp Cys Trp Trp His Thr Cys Pro Pro cys-igo
10

<210> 692

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tab

<400> 692
Glu Pro Lys Ser Cys Asp Phe Phe His Tgr Cys Pro Pro Cys ;go
5 1

<210> 693

<211> 15

<212> PRT

<213> Artificial sequence

<220>
<223> Made 1in a lab

<400> 693
G}u Pro Lys Ser c¥s Asp Trp Trp Trp Igr Cys Pro Pro Cys igo

<210> 694

<211- 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Made 1in a Tab

<400> 694
Glu Pro Lys Ser Cys Trp Trp Thr His Thr Cys Pro Pro Cys Pgo
5 10 1

<210> 695
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<211> 15
<212> PRT
<213> Artificial sequence

<220>
<223> Made in a lab

<400> 695 )
Glu Pro Trp Trp Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro
1 5 10 15

<210> 696

<211> 16

<212> PRT .

<213> Artificial Sequence

<220>
<223> Made in a T1ab

<400> 696
Ser GIn Pro Glu Ile val Pro ITe ser c%s Pro Pro Cys Pro égn Ser
1 5 1

<210> 697

<211> 17

<212> PRT

<213> Artificial Ssequence

<220>
<223> Made in a lab

<400>_697 _
Thr Gly GTu Pro Lys Ser Ser Asp Lys Igr His Thr Cys Pro i;o Cys
1 5

Pro

<210> 698
<211> 17

<212> PRT

<213> Artificial Seguence

<220>
<223> Made in a lab

<400> 698 .
Glu Pro Lys Ser Thr Asp Lys Thr His Igr Cys Pro Pro Cys zgo Asn
1 5

Ser

<210> 699

<211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tlab

<400> 699

Glu Pro Lys ser Thr Asp Lys Thr His Thr Ser Pro Pro Ser Pro Asn
1 5 10 15

ser

<21Q> 700
<211> 17
<212> PRT
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<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 700
Glu Pro Lys Ser T?r Asp Lys Thr His Thr Cys Pro Pro Cys Ego Asn
1 10

ser

<210> 701

<211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 701
Glu Pro Lys Ser Ser Asp Lys Thr His Tgr Cys Prao Pro Cys ;go Asn
1 5

Ser

<210> 702 -
<211> 18 '

<212> PRT

<213> Artificial Sequence

<220> .
<223> Made in a lab

<400> 702

Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Gly Gly Gly Pro
1 5 10 15

Cys Pro

<210> 703

<211> 18

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 703
Glu Pro Lys Ser Cys Asp Gly Gly Gly igs Thr His Thr Cys ;go Pro
1 5

Cys Pro

<210> 704

<211> 18

<212> PRT -
<213> Artificial Sequence

<220>
<223> made in a lab

<400> 704 _
Glu Pro Lys Ser Cys Asp Pro Pro Pro i%s Thr His Thr Cys ;go Pro
1 5

Cys Pro

<210> 705
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<211> 18
<212> PRT }
<213> Artificial Sequence

<220>
<223> Made in a Tab

<400> 705

Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pre Pro Pro Pro Pro
i 5 10 15

Cys Pro

<210> 706

<211> 18

<212> PRT

<213> Artificial Ssequence

<220>
<223> Made in a Tab

<400> 706
Gly Gly Gly Gly Sgr Gly Gly Gly Gly Ser Gly Gly Gly Gly igr Gly
10 _

Asn Ser

<210> 707

<211> 19

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tlab

<400> 707
Ain Tyr Gly Gly G}y Gly Ser Gly Gly ggy Gly Ser Gly Gly g}y Gly

Ser Asn Ser

<210> 708

<211> 19

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tlab

<400> 708
Liu ser val Lys A}a Asp Phe Leu Thr Pro Ser Ile Sser Pro EEO Cys
Pro Asn Ser

<210> 709

<211> 19

<212> PRT

<213> Artificial Seguence

<220>
<223> Made in a Tab

<400> 709

Sser val Leu Ala Asn Phe Ser GlIn Pro Glu Ile Ser Cys Pro Pro Cys
1 5 10 15

Pro Asn Ser
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<210> 710
<211> 20
<212> PRT
<213> Artificial Sequence
<220>
<223> Made in a lab
<400> 710
Gly GIn Arg His Asn Asn Ser Ser Leu Agn Thr Arg Thr G1n igs Ala
1 5 1
Arg His Ser Pro
20
<210> 711
<211> 20
<212> PRT
<213> Artificial Sequence
<220>
<223> Made in a lab
<400> 711
Leu Ser val Leu Ala Asn Phe Ser GIn Pro Glu Ile Ser Cys Pro Pro
1 5 10 15
Cys Pro Asn Ser
20
<210> 712
<211> 20
<212> PRT
<213> Artificial sequence
<220>
<223> Made in a Tab
<400> 712
Leu Lys ITe Gln Glu Arg val Ser Lys Pro Lys ITe Ser Cys Pro Pro
1 5 10 15
Cys Pra Ash Ser
20
<210> 713
<211> 20
<212> PRT
<213> Artificial sequence
<220>
<223> Made in a Tab
<400> 713
Arg Glu GIn Leu Ala Glu val Thr Leu Ser Leu Lys Ala Cys Pro Pro
1 5 10 15
Cys Pro Asn Ser
20
<210> 714
<211> 20
<212> PRT
<213> Artificial Sequence
<220>
<223> Made 1in a lab
<400> 714
Arg Ile His GIn Met Asn Ser Glu Leu igr val Leu Ala Cys ggo Pro
1 5
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Cys Pro Asn ggr

<210> 715

<211> 20

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tlab

<400> 715
Arg Ile His Leu Asn val Ser Glu Arg Ego Phe Pro Pro Cys Pro Pro
1 5

Cys Pro Asn Ser

20
<210> 716
<211> 20 -
<212> PRT
<213> Artificial Sequence
<220>
<223> Made in a lab
<400> 716
Asn Ser Leu Phe Asn GIn Glu val Gln Ile Pro Leu Thr Glu igr Tyr
1 5
Cys Pro Asn Ser
20
<210> 717
<211> 20
<212> PRT
<213> Artificial Sequence
<220>
<223> Made in a Tab
<400> 717

Glu Glu Glu Glu Asp Glu Glu Asp Glu Glu Asp Glu Glu Glu Glu Glu
1 5 10 15

Asp Gly Asn Ser
20

<210> 718

<211> 21

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 718 .
Leu Asp val Ser Glu Arg Pro Phe Pro Pro His Ile Gln Ser ggs Pro
1 5

Pro Cys Pro Asn Ser
20

<210> 719

<211> 21

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 719
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Asp Thr Lys Gly Lys Asn val Leu Glu i%s ITe phe Asp Ser ggs Pro
1 5

Pro Cys Pro Asn Ser
20

<210> 720

<211> 21

<212> PRT

<213> Artificial Ssequence

<220>
<223> Made in a lab

<400> 720
Leu Pro Pro Glu Tgr Gln Glu ser GIn Glu val Thr Leu Ser %gs Pro
1

Pro Cys Pro Asn Ser
20

<210> 721

<211> 21

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 721
Glu Pro Ala Phe T?r Pro Gly Pro Asn Ige Glu Leu GIn Lys ??p ser
1 1

Asp Cys Pro Asn Ser
- 20

<210> 722

<211> 21

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 722
GIn Arg His Asn Agn Ser Ser Leu Asn Igr Arg Thr GIn Lys éga Arg
1

His Cys Pro Asn Ser
20

<210> 723

<211> 21

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 723
Gln Arg His Asn Asn Ser Ser Leu Asn Tgr Arg Thr GIn Lys Q;a Arg
1 5 1

His Ser Pro Asn Ser
20

<210> 724

<211> 36

<212> PRT

<213> Artificial Sequence

<220> .
<223> Made 1in a Tab
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<400> 724
Ain Tyr Gly Gly Gly Gly Ser Gly Gly ggy Gly Ser Gly Gly ggy Gly
5

Ser Asn Tyr gay Gly Gly Gly ser g%y Gly Gly Gly ser g%y Gly Gly

Gly Ser Asn Ser

35
<210> 725
<211> 122
<212> PRT
<213> Artificial Sequence
<220>
<223> Made in a lab
<400> 725
Azg Thr 'Aarg Tyr Leu GIn val Ser GIn ggn Leu G1n G1n Thr an Arg
5
val Leu Glu val Thr Asn Ser Ser Leu Arg Gln Gln Leu ggg Leu Lys
20 25
ITe Thr g1n Leu Gly GIn Ser Ala Glu Asp Leu GIn 2gy ser Arg Arg
5 40

Glu %eu Ala GIn Ser GIn Glu Ala Leu GIn val ggu Gln Arg Ala His

0 55
GIn Ala Ala Glu Gly G1n Leu GIn Ala Cys GIn Ala Asp Arg GIn Lys
65 70 75 80
Thr Lys Glu Thr geu Gln ser Glu Glu GIn GIn Arg Arg Ala bgu Glu

5 90
GIn Lys Leu Ser Asn Met Glu Asn Arg Leu Lys Pro Phe Phe Thr Cys
100 105 110
Gly Ser Ala Asp Thr Cys Cys Pro Asn Ser
115 120

<210> 726
<211> 13
<212> PRT
<213> Artificial Seguence
<220>
<223> Made in a lab
<400> 726

Gly Gly Gly Ala Ser Cys Pro Pro Cys Ala Gly Asn Ser
1 5 10

<210> 727

<211> 39

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 727
Ain Ash Tyr Gly G}y Gly Gly Ser Gly g%y Gly Gly Ser Gly g}y Gly

Gly ser Gly ggn Tyr Gly Gly Gly g1y ser Gly Gly Gly ggy ser Gly
Gly Gly ggy Ser Gly Asn Ser

<210> 728

<211> 20

<212> PRT

<213> Artificial Sequence
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<220>
<223> Made in a lab

<400> 728
Asn Tyr Gly Gly Gly Gly Ser Gly Gly (1;£I)y Gly Ser Gly Gly %y Gly
1 3

Ser Gly Asn Ser
20

<210> 729

<211> 7

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tab

<400> 729
sSer Pro Pro Ser Pro Asn Ser
1 5

<210> 730

<211> 17

<212> PRT

<213> artificial Sequence

<220>
<223> Made in a lab

<400> 730 .
Glu Pro Thr Ser Thr Asp Lys Thr His Igr ser Pro Pro Ser ;go Asn
1 5

Ser

<210> 731

<21l> 17

<212> PRT

<213> artificial sequence

<220>
<223> Made in a Tab

<400> 731
Glu Pro Thr Ser Thr Asp Lys Thr His Igr Cys Pro Pro Cys igo Asn
1 5

Ser

<210> 732

<211> 19

<212> PRT

<213> Artificial sequence

<220>
<223> Made in a lab

<400> 732

Leu ser val Lys Ala Asp Phe Leu Thr Pro ser Ile Ser Pro Pro Cys
1 5 10 15

Pro Asn Ser

<210> 733

<211> 12

<212> PRT

<213> Artificial sequence
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<220>
<223> Made in a lab

<400> 733
Gly Gly Gly Ala s§r Cys Pro Pro Cys ﬁga Asn ser

<210> 734

<211> 22

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a Tab

<400> 734 :
Aig Thr G1n Arg His Asn Asn Ser Ser Leu Asn Thr Arg Thr GIn Lys
5 15

Ala Arg His ger Gly His
0

<210> 735
<211> 118
<212> PRT
<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 735
Arg Thr Arg Tyr Leu GIn val Ser GIn GIn Leu Gln GIn Thr Asn Arg
1 5 10 15
val Leu Glu 531 Thr Asn Ser Ser Egu Arg GIn Gln Leu égg Leu Lys
Ile Thr g;n Leu Gly GIn Ser Ala Glu Asp Leu GIn Gly Ser Arg Arg
40 45
Glu %gu Ala GTn Ser GIn Glu Ala Leu GIn val Glu GIn Arg Ala His
35 60
GIn Ala Ala Glu Gly GIn Leu Gln Ala Cys Gin Ala Asp Arg GIn Lys
65 70 75 80
Thr Lys Glu Thr ggu Gln Ser Glu Glu EAn GIin Arg Arg Ala Sgu Glu
Gln Lys lLeu Ser Asn Met Glu Asn Arg Leu Lys Pro Phe Phe Thr Cys
100 105 110
Gly Ser Ala Asp Thr Cys
115

<210> 736

<211> 35

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 736
A£g Thr Gln Ser Ggu Glu G1n GIn Arg Arg Ala Leu Glu Gln igs Leu
10

Ser Asn Met Glu Asn Arg Leu Lys Pro Phe Phe Thr Cys Gly Ser Ala
20 25 30
Asp Thr Cys
35
<210> 737
<211> 25
<212> PRT
<213> Artificial Ssequence
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<220>
<223> Made in a Tab

<400> 737
Aig Thr Glu G1n Lgs Leu Ser Asn Met ggu Asn Arg Leu Lys igo Phe

Phe Thr Cys Gly Ser Ala Asp Thr Cys
20 25

<210> 738

<211> 26

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 738
Sir Gly Gly Gly Ggy Ser Gly Gly Gly g&y ser Gly Gly Gly Gly Ser
15

Gly Gly Gly Gly Ser Gly Gly Gly Gly ser
20 25

<210> 739

<211> 16

<212> PRT

<213> Artificial sequence

<220>
<223> Made in a lab

<400> 739
Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ala Ser
5 10 . 15

<210> 740

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> Made 9n a lab

<400> 740
Sir Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro ggs Pro
5 10

<210> 741

<211> 18

<212> PRT

<213> artificial Sequence

<220>
<223> Made in a 1ab

<400> 741
Gly Asp GIn GIlu Pro Lys Ser Ser Asp Lys Thr His Thr Ser Pgo Pro
5 10 1

Cys Pro

<210> 742

<211> 21

<212> PRT

<213> Artificial sequence

<220>
<223> Made in a Tab
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<400> 742
GIn Arg His Asn Asn Ser Ser Leu Asn Igr Gly Thr GIn met i}a Gly
1 5

His Ser Pro Asn ser
20

<210> 743
<211> 21
<212> PRT
<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 743 :
Gln Arg His Ash Agn Ser Ser Leu Asn Igr Gly Thr G¢In Lys g}a Arg
1

His Ser Pro Asn Ser
20

<210> 744
<211> 21
<212> PRT
<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 744
GIn Arg His Asn Agn Ser Ser Leu Asn Tgr Gly Thr Gln Met i}a Arg
1 1

His Ser Pro Asn Ser °

<210> 745

<211> 21

<212> PRT

<213> Artificial Sequence

<220>
<223> Made in a lab

<400> 745
GIn Arg His Asn Agn Ser Ser Leu Asn Igr Arg Thr GIn Lys ?;a Gly
1

His Ser Pro Asnh Ser

<210> 746
<211> 21
<212> PRT
<213> Artificial Sequence

<220> :
<223> Made in a lab

<400> 746
GIn Arg His Asn Agn Ser Ser Leu Asn Thr Arg Thr Gln Met Q;a Gly
1 10

His Ser Pro Asn Ser
20

<210> 747
<211> 21
<212> PRT
<213> Artificial Sequence
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<220>
<223> Made in a lab

<400> 747

Gln Arg His Asn Asn Ser Ser Leu Asn Tgr Arg Thr GIn Met iga Arg
1 5 1

His Ser Pro Asn Ser

<210> 748

<211> 10

<212> PRT

<213> Artificial Sequence

<220>
<223> Hinge sequence

<400> 748
Pro Pro Pro Pro Pro Cys Pro Pro Cys Pro
1 5

<210> 749

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> Hinge sequence

<400> 749 ]
Thr Glu Pro Lys Ser Ser Asp Lys Thr 265 Thr Cys Pro Pro ggs Pro
i 5

<210> 750
‘<211> 20

<212> PRT

<213> Artificial Sequence

<220>
<223> Hinge sequence

<400> 750
Glu Pro Lys Ser Ser Asp Lys Thr His Thr Ser Pro Pro Ser ;ED Cys
5

Pro Pro Cys Pro
20

<210> 751

<211> 20

<212> PRT

<213> Artificial sequence

<220>
<223> Hinge sequence

<400> 751
Glu Pro Lys Ser Sgr Asp Thr Pro Pro Pro Ser Pro Arg Ser ;Eo Cys

Pro Pro Cys Pro

<210> 752
<211> 23
<212> PRT
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<213> Artificial Sequence

<220>
<223> Hinge sequence

<400> 752
Pro Ser Thr Pro Pro Thr pPro Ser Pro Ser Thr Pro Pro Thr Pro Ser
1 5

Pro ser Cys Pro Pro Cys Pro
20

<210> 753

<211> 23

<212> PRT

<213> Artificial Sequence

<220>
<223> Hinge sequence

<400> 753
Aig Thr Glu Pro Agg val Pro Ile Thr Gin Asn Pro Cys Pro igo Leu

Lys Glu Cys Pro Pro Cys Ala
20

<210> 754
<211> 39
<212> PRT
<213> Artificial Sequence
<220>
<223> Hinge sequence
<400> 754
Glu Ser Pro Lys Ala GIn Ala Ser ser val Pro Thr Ala Gln ;Eo Gln
1 10
Ala Glu Gly ggr Leu Ala Lys Ala Thr Thr Ala Pro Ala ;Br Thr Arg
25
Asn Thr Cys Pro Pro Cys Pro
35
<210> 755
<211> 50
<212> PRT
<213> Artificial sequence
<220>
<223> Hinge sequence
<400> 755
Gln Glu Lys Glu Ala Ile Glu Arg Leu Lys Ala Ala Gly Ala ;Eo Glu
5 10

ser Leu val Ile GIn Ala Tyr Phe éla ser Glu Lys Asn gTu Asn Leu
20 0
Ala Ala Asn Phe Leu Leu Ser GIn Asn Phe Asp Asp Glu Cys Pro Pro
45

Ccys Pro
50

<210> 756

<211> 52

<212> PRT

<213> Artificial Sequence
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<223> Hinge
<400> 756

GIn Glu
1

ser Leu

Ala Ala

Cys Pro
50

Lys
val
Asn

35
Ser

<210> 757
<211> 110
<212> PRT
<213> Artificial Sequence

<220>

<223> Hinge
<400> 757

Ser Arg
1
Asp Gly

ser Gly

Gln val
50

Glu Leu

65

Leu Ser

Phe Glu

Asp
Gly
TYr
35

Met
Ala
AsSp

Asp

<210> 758
<211> 111
<212> PRT
<213> Artificial Sequence

<220>

<223> Hinge
<400> 758

1
Asp Gly

Ser Gly

Gln val
50

Glu Leu

65

Leu Ser

Phe Glu

Ser Arg

Asp
Gly
Tyr
35

Met
Ala
ASp

Asp

<210> 759
<211> 116
<212> PRT
<213> artificial Sequence
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sequence

Glu A;a Ile Glu

ITe GIn Ala Tyr

20

Phe Leu Leu Ser

Gly

sequence

Phe
Gly
20

Thr
ASp
ser
Arg

Ser
100

Thr Pro
3
His Phe

Pro Gly
val Asp

Thr GIn
70

Thr Tyr

85

Thr Lys

sequence

Phe
Gly
20

Thr
Asp
ser
Arg

Ser
100

Thr Pro
5

His Phe
Pro Gly
val Asp
Thr Gln

70
Thr Tyr

85
Thr Lys

Pro
Pro
Thr
Leu
55

ser
Thr

Lys

Pro
Pro
Thr
Leu
Ser
Thr

Lys

Arg Leu Lys Ala Ala Gly Ala Pro Glu
10 15

Phe

GlIn
40

Thr
Pro
Ile
40

ser
Glu
Cys

Ser

Thr
Pro
Ile
40

ser
Glu
Cys

5er

Ala
25
Asn

val
Thr
25

Ash
Thr
Leu
GIn

Ala
105

val
Thr
25

Asn
Thr
Leu
GIn

Ala
105

Ser Glu Lys Asn Glu Asnh Leu

Phe Asp Asp Glu Cys
45

Lys
Ile
Ile
Ala
Thr
val

90
Cys

Lys
10

Ile
Ile
Ala
Thr
val

90
Cys

Ile
Gln
Thr
Ser
Leu
Thr

Pro

Ile
Gln
Thr
ser
Leu
Thr

Pro

Leu
Leu
Trp
Thr
60

Ser
Tyl"‘

Pro

Leu
Leu
Trp
Thr
60

Ser
Tyr

Pro
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Gln
Leu
Leu
Thr
Gln
GIn

Cys

Gln
Leu
Leu
Thr
GIn
Glin

Cys

Ser
Cys
30

Glu
Gln
Lys
Gly

Pro
110

ser
Cys
Glu
Gln
Lys
Gly

Ser
110

Pro

Ser
15

Leu
ASp
Glu
His

His
95

ser
15

Leu
Asp
Glu
His
His

Gly

Pro

Ser
val
Gly
Gly

Trp

Thr

ser -

val
Gly
Gly
Trp
Thr



<220>
<223> Hinge

<400> 759

Ile
1
Gly
Gly
Gln
Glu
65
Glu
Arg

Pro

Ala Glu
Phe Fhe
Phe ser
35

val Gly
50

Ser Gly
Ser Asp
Gly Leu

Pra Cys
115

<210> 760
<211> 6
<212> PRT

<213>

<220>

<223

<400> 760
G1y Gly Gly ser GTy Gly

<210> 761
<211> 106
<212> PRT

<213>

<400> 761

Gly
1
Glu
Tyr
Asn
Phe
65
Asn

Thr

Gln Pro
Leu Thr
Pro Ser
35

Asn Tyr
50

Leu Tyr
val phe

Gln Lys

<210> 762
<211> 216
<212> PRT

<213>

<220>

<223>

<400> 762
Ala Pro Glu Ala A1a Gly Ala Pro Ser val Phe Leu Phe Pro ;Eo Lys

2479_1040002_SequenceIDListing ascii

sequence

Leu
Gly
20

Pro
Ser
Pro
Trp
Thr

100
Pro

Arg
Lys
20

Asp
Lys
Ser
Ser

ser
100

Pro
5
ASn
Arg
Gly
Thr
Leu

85
Phe

Homo sapiens

Glu
5
Asn
Ile
Thr
Lys
Cys

85
Leu

Pro
Pro
GIn
val
Thr
Gly
Gln

Pro
Gln
Ala
Thr
Leu
70

Ser

Ser

Lys
Arg
Ile
Thr
55

TYyr
Gln

Gln

Artificial Sequence

Gln
val
val
Pro
Thr
val

Leu

Artificial Sequence

val Ser

Lys ser
25

Gln val

40

Thr Asp

Lys val
Ser Met

Asn Ala
105

Tinker segquence of monoIL-10

val Tyr

Ser Leu

val Asp
Met His

Ser Pro
105

IgGLl CH2 CH3 Null2 desLys

val Phe val
10
Lys Leu Ile

Sser Trp Leu
GIn val GIn

60
Thr ser Thr
Phe Thr Cys

90
Ser Ser Met

Thr Leu Pro
Thr Cys Leu
Glu Ser Asn
Leu Asp Ser

60
Lys Ser Arg

75

Glu Ala Leu

Gly

Pro
Cys
Arg
Ala
Leu
Arg

Ser

Pro
val
Gly
45

Asp
Trp

His

Pro
G1n
Glu
Glu
Thr
val

val
110

Ser
Lys
Gln
Gly
Gln

ASn

LTXT

Arg
Ala
Gly
Ala
Ile
Asp

95
Pro

Arg
Gly
Pro
ser
Gln

His
95

ASp
Thr
LyS
Lys
Lys
80

His

Ccys

Asp
Phe
Glu
Phe
Gly

80
Tyr

10
Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr Cys val
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2 5

val val gsp val Ser His Glu ﬁgp Pro Glu val Lys Z?e Asn Trp Tyr

5 .
val ?gp Gly val Glu val His Asn Ala Lys Thr ggs Pro Arg Glu Glu
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 Asn Gly Lys Ala Tyr Sga Cys Ala val Ser Asn Lys
85 ‘

Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly GIn

100 105 110
Pro Arg Glu Pro Gln 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 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 Lys Leu Thr val Asp Lys Ser Arg Trp GIn Gln 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
210 215

<210> 763

<21l> 7

<212> PRT

<213> artificial Sequence

<220>
<223> Peptide linker

<400> 763
Sgr Pro Pro Ser Pro Asn Ser
5

<210> 764

<211> 17

<212> PRT

<213> Artificial sequence

<220>
<223> Peptide linker

<400> 764
Glu Pro Thr ser Thr Asp Lys Thr His Thr Ser Pro Pro Ser Pro Asn
5

ser

<210> 765

<211= 17

<212> PRT

<213> aArtificial Sequence

<220>
<223> Peptide Tinker

<400> 765

Glu Pro Thr Ser Thr Asp Lys Thr His Thr Cys Pro Pro Cys Pro Asn
1 5 10 15

Ser
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<210> 766

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> Peptide linker

<400> 766
Asn G1n Glu val GIn Ile Pro Leu Thr Ggu Ser Tyr Ser Pro Asn Ser
1 5 1

<210> 767

<211> 20

<212> PRT

<213> Artificial Sequence

<220>
<223> Peptide Tinker

<400> 767
Asn Ser Gly Ala Asn GIn Glu val GIn Ile Pro Leu Thr Glu igr Tyr
1 5

Ser Pro Asn Ser
20

<210> 768

<211> 14

<212> PRT

<213> Artificial Ssequence

<220>
<223> Peptide Tinker

<400> 768
Glu val Gln Ile Pro Leu Thr Glu Ser Tyr Ser Pro Asn Ser
1 5 10

<210> 769

<211> 20

<212> PRT

<213> Artificial Seguence

<220>
<223> Peptide Tlinker.

<400> 769
Asn Ser Gly Phe Asn GIn Glu val GIn Ile Pro Leu Thr Glu Ser Tyr
1 3 10 15
sSer Pro Asn Ser
20

<210> 770

<211> 20

<212> PRT

<213> Artificial Sequence

<220>
<223> Peptide linker

<400> 770
Asn Ser Leu Ala Asn GIn Glu val.GIn Ile Pro Leu Thr Glu Ser Tyr
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1 10 15
Ser Pro Asn Ser

<210> 771

<211> 20

<212> PRT ’

<213> Artificial Sequence

<220>
<223> peptide linker

<400> 771
Ain Ser Leu Phe Sgr G1n Glu val Gln {ge Pro Leu Thr Glu igr Tyr

ser Pro Asn ser
20

<210> 772

<211> 20

<212> PRT

<213> Artificial Sequence

<220>

<223> pPeptide linker

<400> 772

Asn Ser Leu Ala Ser GIn Glu val Gln Ile Pro Leu Thr Glu Ser Tyr
1 5 10 15

Ser Pro Asn Ser

20

<210> 773

<211> 26

<212> PRT

<213> Artificial sequence

<220>

<223> Peptide linker

<400> 773

Glu Gln Lys Leu Ser Asn Met Glu Asn Arg Leu Lys Pro Phe ige Thr
1 5 10

ser Gly Ser Ala Asp Thr Ser Pro Asn Ser
20 25

<210> 774

<211> 21

<212> PRT

<213> Artificial Sequence

"<220>
<223> Peptide Tlinker

<400> 774
G}n Arg His Ala Asn Ser Ala Leu Asn Thr Gly Thr GIn Met Q;a Gly
5 10

His Ser Pro Asn Ser
20

<210> 775
<211> 21
<212> PRT
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<213> Artificial Sequence

<220>
<223> peptide linker

<400> 775

.TXT

GIn Arg His Asn Ala Ala Ser Leu Asn Thr Gly Thr Gln Met Ala Gly
1 5 10 15

His Ser Pro Asn Ser

<210> 776
<211> 21
<212> PRT
<213> Artificial Sequence

<220>
<223> Peptide linker

<400> 776

Gln Arg His.Ala Ala Ser Ser Leu Asn Thr Gly Thr Gln Met Ala Gly
1 5 10 15

His Ser Pro Asn Ser

<210> 777

<211> 19

<212> PRT

<213> Artificial Sequence

<220>
<223> pPeptide linker

<400> 777

Gln Arg His Ser Ser Leu Asn Thr Gly Thr GIn Met Ala Gly His Ser
1 5 10 15

Pro Asn ser

<210> 778
<211> 21
<212> PRT
<213> Artificial Sequence

<220>
<223> Peptide Tinker

<400> 778

GIn Arg His Gly Gly Ser Ser Leu Asn Thr Gly Thr Gln Met Ala Gly
1 5 10 15

His Ser Pro Asn Ser

<210> 779

<211> 11

<212> PRT

<213> Artificial Sequence

<220>
<223> Peptide Tinker

<400> 779
Hls Asp Gly Ser Ser Leu Asn Thr Pro Asn Ser
5
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<210> 780

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> Peptide Tinker

<400> 780 .
Sir Ser Leu Asn Tgr Gly Thr G1n Met Ala Gly His Ser Pro Asn Ser
10

<210> 781

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> peptide Tinker

<400> 781 . .
Ser Ser Leu Asn Thr Arg Thr Gln Met Ala Gly His Ser Pro Asn Ser
1 5 10

<210> 782

<211> 16

<212> PRT

<213> Artificial sequence

<220>
<223> pPeptide Tinker

<400> 782 : '
Ser ser Leu Asn Thr Gly Thr GIn Met isa Arg His Ser Pro égn Ser
1 5

<210> 783

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> Peptide linker

<400> 783
Ser Ser Leu Asn Thr Gly Thr Gln Lys iga Gly His Ser Pro Asn Ser
1 5 15

<210> 784

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> Peptide Tinker

<400> 784 )
Ser Ser Leu Asn Thr Gly Thr Gln Lys an Arg His Ser Pro ?gn ser
1 5

<210> 785
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<220>
<223>

<400>

2479_1040002_SequenceIDListing ascii .TXT
16
PRT
Artificial Sequence

Paptide Tinker
785

Ser Ser Leu Asn Thr Arg Thr Gln Met Ala Arg His Ser Pro Asn Ser
1 .3 10

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

<220>
«223>

<4 00>

786

16

PRT .

Artificial Sequence

Peptide Tinker
786

ser ser Leu Asn Thr Arg Thr GIn Lys Ala Gly His Ser Pro Asn Ser
1 5 10

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

<220>
<223>

<400>

1
Ser

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

<220>
<223>

<400>
1
<210>
<211>
<212>
<213>

<220>
<223>

<400>
1

<210>

787

17

PRT

Artificial sequence

Peptide Tinker
787

Asn Ser Leu Phe asn GIn Glu val GIn Ile Pro Leu Thr Glu Pro Asn
5

10 . 15

788

14

PRT

Artificial Sequence

Peptide Tinker
788

Asn Ser Leu Phe Asn GIn Glu val Gln Ile Pro Pro Asn Ser
5

789
11
PRT
Artificial sequence

peptide 1inker
789

Asn Ser Leu Phe Asn GIn Glu val Pro Asn Ser
5

790

<211> 13
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<212>
<213>

<220>
<223>

<400> 790

PRT

2479_1040002_SequenceIDListing ascii

Peptide Tinker

Artificial sequence

Gln Arg His Asn Asn Ser Ser Leu Asn Thr Pro Asn Ser
1 5

<210>
<211
<212>
<213>

<220>
<223>

<400>

791
19
PRT

791

Peptide T1inker

artificial Sequence

10

LTXT

Sir Gly Gly Gly Gly Ser Gly Gly Gly EAy ser Gly Gly Gly g;y ser
5

Pro Asn Ser

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

<220>
<223>

792
2730
DNA

Artificial Ssequence

TSC038 comprises: G19-4 (anti-CD3) scFv, human
IgGl SCC-P hinge, human IgGl CHZ, human IgGL CH3,

human Ck(YAE), H75 Tinker and 3D1 (anti-CDB6) scFv

<400> 792

acgactcact
cctcectgcta
tgaactggtg
cactggctac
acttattaat
attaactgta
agactctgca
cgatgtctgg
tggcggatcc
cctgtctgec
caattattta
cacatcaaga
ttattctctc
gagtaatacg
cgagcccaaa
actcctgggt
ctcccggacc
caagttcaac
ggagcagtac
gctgaatggc
gaaaaccatc
atcccgggat
tccaagecgac
cacgcctccc
caagagcagg
caaccactac
accatctgtc
tgtgtgcctg
cgccctccaa
ctacagcctc
cgcctgcgaa
agagcagagg

atagggagac
ctctggctec
aagcctggag
atcgtgaact
ccatacaaag
gacaagtcat
gtctattact
ggcgeaggga
ggaggtggtg
tctctgggag
aactggtatc
ttacactcag
accattgcca
cttccgtgga
tcttctgaca
ggaccgtcag
cctgaggtca
tggtacgtgg
aacagcacgt
aaggagtaca
tccaaagcca
gagctgacca
atcgccgtgg
gtgctggact
tggcagcagy
acgcagaaga
ttcatcttce
ctgaattact
tcgggtaact
agcagcgage
gtcacccatc
cacaacaatt

ccaagcttgc
cagataccac
cttcaatgaa
ggctgaagca
gtcttactac
ccagcacagc
gtgcaagatc
ccacggtcac
gctctgcaca
acagagtcac
agcagaaacc
gagtcccatc
acctgcaacc
cgtrcggtgg
aaactcacac
tctrectett
catgcgtggt
acggcgtgga
accgtgtggt
agtgcaaggt
aagggcagcc
agaaccaggt
agtgggagag
ccgacggctc
ggaacgtctt
gcctcteect
cgccatctga
tctatcccag
cccaggagag
tgacgctgag
agggcctgag
cttccctgaa

cgccatggaa
cggtgaggtc
gatttcctgc
gagccatgga
ctacaaccag
ctacatggag
tgggtactat
cgtctcaagc
agacatccag
catcagttgc
agatggaact
aaggttcagt
agaagatatt
aggcaccaaa
atgcccaceg
ccccccaaaa
ggtggacgtg
ggtgcataat
cagcgtcctc
ctccaacaaa
ccgagaacca
cagcctgacc
caatgggcayg
cttcttcctc
ctcatgctcec
gtctccgggt
tgagcagttg
agaggccaaa
tgccacagag
caaagcagac
ctcgccegte
tacaggaact

gcaccagcgc
cagcrtgcaac
aaggcctctg
aagaaccttg
aaattcaagg
ctcctcagtc
ggtgactcgg
ggtggcggag
atgacacaga
agggcaagtc
gttaaactcc
ggcagtgggt
gccacttact
ctggtaacca
tgcccatccg
cccaaggaca
agccacgaag
gccaagacaa
accgtcctge
gccecteccag
caggtgtaca
tgcctggtca
ccggagaaca
tacagcaagc
gtgatgcatg
aaatctagaa
aaatctggaa
gtacagtgga
caggacagca
tacgagaaac
acaaagagct
cagatggcag
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agcttctett
agtctggacc
gttactcatt
agtggattgg
gcaaggccac
tgacatctga
actggtactt
ggtctggggg
ctacatcctc
aggacattcg
tgatctacta
ctggaacaga
tttgccaaca
aacgctcgag
gagcacctga
ccctcatgat
accctgaggt
agccgceggga
accaggactg
cccccatcga
ccectgccecc
aaggcttcta
actacaagac
tcaccgtgga
aggctctgca
ctgtggctgc
ctgcctctgt
aggtggataa
aggacagcac
acaaagtcta
tcaacagogg
gtcattctce

60
120
180
240
300
360
420
480
540
600
660
720
780
B40
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920



gaattctcag
gaagatttcc
gcagagtcat
aaactacaac
agcctatatg
agcggectgg
tggaggctct
tgtgctgtca
ctgcaaatcc
ccagcagaaa
tggggtccct
cagtgtgcag
gttcggaggg
tattctatag

<210> 793
<211> 1821
<212> DNA
<213>

<220>
<223>

2479_1040002_sequenceIDListing ascii .TXT

gtccagctgce
tgcaagggtt
gcaaagagtc
cagaagttta
gaacttgcca
tatatggact
ggtggcggtg
cagtctccat
agtcagagtc
ccagggcagt
gatcgctteca
gctgaagacc
gggaccaagc
tgtcacctaa

agcagtctgg
ccggctacac
tagagtggat
dagggcaaggc
gattgacatc
actggggtca
gctctggegg
cctcectggc
tgctcaacag
ctcctaaact
caggcagtgog
tggcagttta
tggaaataaa
atgctagagg

Artificial sequence

and human Ck(YAE)

<400> 793

atggaagcac
ggacaggtcc
gtttcctgea
gcacctggcec
tacaatgaga
tacatggagc
agctactatg
agcggtggcyg
cagatgaccc
tgcagtgcca
cccaaaagat
ggcagtgggt
gctacgtatt
gtcgagatta
tgcccagceac
gacaccctea
gaagaccctg
acaaagccgc
ctgcaccagg
ccagccecca
tacaccctgc
gtcaaaggct
aacaactaca
aagctcaccg
catgaggctc
agaactgtgg
ggaactgcct
tggaaggtgg
agcaaggaca
aaacacaaag
agcttcaaca

<210> 794
<211> 1821
<212> DNA
<213>

<220>
<223>

cagcgcagct
aactagttca
aggctteegg
aggggctcga
agttcaaagg
tgagcagcct
attacgacgg
gagggtctgg
aatctccatc
cctcaagtgt
ggatctatga
ctgggaccga
actgccagca
aatcctcgag
ctgaactcct
tgatctceccg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
ccceatceceg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
ctgcaccatc
ctgttgtatg
ataacgccct
gcacctacag
tctacgectg

ggggagagtg

tctcttcctc
gtctggagca
atataaattc
gtggattgga
caaggccaca
gagatctgag
gtttgtttac
gggtrggcgga
gaccctgagt
aagttacatg
cacatccaaa
gttcacgctc
gtggagtagt
cgagcccaaa
gggtggaccg
gacccctgag
caactggtac
gtacaacagc
tggcaaggag
catctccaaa
ggatgagctg
cgacatcgcc
tcccgtgetyg
caggtggcag
ctacacgcag
tgtcttcatc
cctgctgaat
ccaatcgggt
cctcagcagc
cgaagtcacc
a

Artificial Sequence

and human Ck(YAE)

gcctgagetg
attcactgat
tggagttatt
cacaatgact
tgaggattct
aggaacctca
aggtggatcc
tgtgtcagca
tagaacccga
gctgatctac
atctgggaca
ttactgcacg
ataatctaga

ctgctactct
gaggttaaga
actagctatg
tatattaatc
cttacggccg
gacactgcag
tggggccaag
tccggaggtg
gcatctgtcg
cactggtatc
ctggcttctyg
acaatcagca
aacccgctca
tcttctgaca
tcagtcttcc
gtcacatgcg
gtggacggcg
acgtaccgtg
tacaagtgca
gccaaagggc
accaagaacc
gtggagtggg
gactccgacg
caggggaacg
aagagcctct
ttcccgecat
tacttctatc
aactcccagg
gagctgacgc
catcagggcc

gtgaggcctg
tatgctatac
aatatttact
gtagacaaat
gccatctatt
gtcaccgtct
ggtggcggceg
ggagagaagg
gagaactact
tgggcatcca
gatttcactc
caatcttata
gcggecgete

TSCO39 comprises: BMAQ31 (anti-TCR) scFv, human
IgGl SCC-P hinge, human IgGl CH2, human IgGl CH3,

ggctccecaga
agcctgggag
ttatgcactg
cttacaatga
acgagtccac
tccattactg
gtaccctggt
gtggctctgc
gggacagagt
agcagaagcc
gagtccctgce
gcctgcagcec
cgttcggtgg
aaactcacac
tcttcccccce
tggtggtgga
tggaggtgca
tggtcagcgt
aggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctccttett
tcttctcatyg
ccctgtctcec
ctgatgagca
ccagagaggc
agagtgccac
tgagcaaagc
tgagctecgcec

TSCO41 comprises: CRIS7 (anti-CD3) scFv, human
IgGl SCC-P hinge, human IgGl CHZ2, human IgGl CH3,
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gggaatcagt
agtgggtgaa
atgataatac
cctccagcac
actgtgcaag
cctcaggggg
gatctgacat
tcactatgag
tggcttggta
ctagggaatc
tcaccatcag
atctttacac
tagagggccce

taccaccggt
ctcagtgaag
ggtgaagcag
tgttactaag
taatacagcc
tgcaagaggg
caccgtctca
acaagatatc
caccatgacc
cgggaaggct
gcgcttcatt
agatgatttc
aggtaccaag
atgcccaccg
daaacccaag
cgtgagccac
taatgccaag
cctcacegtce
caaagccctc
accacaggtg
gacctgcctg
gcagccggag
cctctacagc
ctcecgtgatg
gggtaaatct
gttgaaatct
caaagtacag
agagcaggac
agactacgag
cgtcacaaag

1980
2040
2100
2160
2220
2280 .
2340
2400
2460
2520
2580
2640
2700
2730

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1821



<400> 794
atggaagcac
caggtccagc
tcctgcaagg
cctggaaagg
aatcagaaat
ctgcagatgg
gtccactatg
agcggtggeg
cagatgaccc
tgcagtgcca
cccaaaagat
ggcagtgggt
gccacttatt
ctacaaatta
tgcccagceac
gacaccctca
gaagaccctg
acaaagccgc
ctgcaccagg
ccagccccca
tacaccctgc
gtcaaaggct
aacaactaca
aagctcaccg
catgaggctc
agaactgtgg
ggaactgcct
tggaaggtgg
agcaaggaca
aaacacaaag
agcttcaaca

795
1773
DNA

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

<220>
<223>

2479_1040002_sequenceIDListing ascii .TXT

cagcgcagct
tggtgcagtc
cttctggcta
gtctggaatg
tcaaggacag
acagcctgag
attacaacgg

gagggtcigg
agtctccaag

gctcaagtgt

ggatttatga
ctgggaccga
actgccagca
cacgctcgag
ctgaactcct
tgatctcccg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
ccceatcecg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
ctgcaccatc
ctgttgtgtg
ataacgccct
gcacctacag
tctacgccetg

ggggagagtg

tctcttectc
tgggggecgga
cacctttact
gattggatac
gttcacaatc
gccecgaggac
gtttccttac
gggtagcgga
cagcctgtct
aagttacatrg
ctcatccaaa
ctataccctc
gtggagtcgt
cgagcccaaa
gggtggaccg
gacccctgag
caactggtac
gtacaacagc
tggcaaggag
catctccaaa
ggatgagctg
cgacatcgcc
tcccgtgctyg
caggtggcag
ctacacgcaq
tgtcttcatc
cctgctgaat
ccaatcgggt
cctcagcagc
cgaagtcacc
a

Artificial Sequence

ctgctactct
gtggtgcagc
agatctacga
attaatccta
agcgcagaca
accggcgtct
tggggccaag
tccggaggtg
gcaagcgtgg
aactggtacc
ctggcttctg
acaatcagca
aacccaccca
tcttctgaca
tcagtcttcc
gtcacatgcg
gtggacggcg
acgtaccgtg
tacaagtgca
gccaaagggc
accaagaacc
gtggagtggg
gactccgacg
caggggaacg
aagagcctct
ttcececgeceat
tacttctatc
aactcccagg
gagctgacgc
catcagggcc

ggctcccaga
ctgggcggtc
tgcactgggt
gcagtgctta
aatccaagag
atttctgtgc
ggactcccgt
gtggctctgce
gggacagggt
agcagaagcc
gagtccctge
gcctgcagcc
cgttcggagg
aaactcacac
tctteccccec
tggtggtgga
tggaggtgca
tggtcagcgt
aggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gcteecttctt
tcttctecatg
ccctgtctcce
ctgatgagca
ccagagaggc
agagtgccac
tgagcaaagc
tgagctcgcc

TSC043 comprises: OKT3-M (Micromet variant

taccaccggt
actgaggctg
aaggcaggcc
tactaattac
cacagccttc
acggccccaa
cactgtctct
acaagacatc
caccatgacc
cggcaaggcc
tcgcttcagt
cgaagatttc
ggggaccaag
atgcccaccg
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgcctg
gcagccggayg
cctctacagce
ctccgtgatg
gggtaaatct
gttgaaatct
caaagtacag
agagcaggac
agactacgag
cgtcacaaag

anti-cp3, see also US 7,635,472) scFv, human IgGl
SCC-P hinge, human IgGl-CH2, human XIgGl CH3, and
human Ck(YAE)

<400> 795

atggaagcac
gatatcaaac
tcctgcaaga
cctggacagg
aatcagaagt
atgcaactga
gatgatcatt
gaaggtggaa
ctgacccagt
agagccagtt
aaaagatgga
agtgggtctg
actrtattact
acatgcccac
ccaaaaccca
gacgtgagcc
cataatgcca
gtcctcaccg
aacaaagccc
gaaccacagg
ctgacctgcc
gggcagccgy
ttcctctaca

cagcgcagct

-tgcagcagtc

cttctggcta
gtctggaatg
tcaaggacaa
gcagcctgac
actgccttga
gtggaggttc
ctccagcaat
caagtgtaag
trtatgacac
ggacctcata
gccaacagtg
cgtgcccagc
aggacaccct
acgaagaccc
agacaaagcc
tcctgcacca
tcecageccec
tgtacaccct
tggtcaaagg
agaacaacta
gcaagctcac

tctcticctc
aggggctgaa
cacctttact
gattggatac
ggccacattg
atctgaggac
ctactggggc
tggtggaagt
catgtctgea
ttacatgaac
atccaaagtg
ctctctcaca
gagtagctcg
acctgaactc
catgatctcc
tgaggtcaag
gcgggaggag
ggactggctg
catcgagaaa
gcccecatcec
cttctatcca
caagaccacg
cgtggacaayg

ctgctactct
ctggcaagac
aggtacacga
attaatccta
actacagaca
tctgcagtct
caaggcacca
ggaggttcag
tctccaggag
tggtaccagc
gcttctggag
atcagcagca
agcgagececa
ctgggtggac
cggacccctg
ttcaactggt
cagtacaaca
aatggcaagg
accatctcca
cgggatgagc
agcgacatcg
cctcecegtge
agcaggrtggc

ggctcccaga
ctgggacctc
tgcactgggt
gccgtggtta
aatcctccag
attactgtgce
ctctcacagt
gtggagtcga
agaaggtcac
agaagtcagg
tcecttatcg
tggaggctga
aatcttctga
cgtcagtctt
aggtcacatg
acgtggacgg
gcacgtaccg
agtacaagtg
aagccaaagq
tgaccaagaa
ccgtggagtg
tggactccga
agcaggggaa
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taccaccggt
agtgaagatg
aaaacagagg
tactaattac
cacagcctac
aagatattat
ctcctcagtc
cgacattcag
catgacctgc
cacctcececc
cttcagtggc
agatgctgcc
caaaactcac
cctcttcccc
cgtggtggatg
cgtggaggtg
tgtggtcagc
caaggtctcc
gcagecccga
ccaggtcagc
ggagagcaat
cggctccttc
cgtcttctca

60
120
1380
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1821

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380



tgctccgtga
ccgggtaaat
cagttgaaat
gccaaagtac
acagagcagg
gcagactacg
cccgtcacaa

<210> 796
<211> 2088
<212> DNA
<213>

<220>
<223>

2479_1040002_sequencelDListing ascii

tgcatgaggce
ctagaactgt
ctggaactgc
agtggaaggt
acagcaagga
agaaacacaa
agagcttcaa

tctgcacaac
ggctgcacca
ctctgttgtg
ggataacgcc
cagcacctac
agtctacgcc
caggggagag

Artificial sequence

cactacacgc
tctgtcttca
tgcctgetga
ctccaatcgg
agcctcagca
tgcgaagtca
tga

agaagagcct
tcttceegec
attacttcta
gtaactccca
gcgagctgac
cccatcaggg

TSC049 comprises: HD37 (anti-CD19) scFv, human

IgGl sCC-P hinge, human IgGl CH2(ADCC/CDC null),
human IgGl CH3, and human IgGl CH1

<400> 796
cgaaattaat
agcttctctt
aatctccagce
gccaaagtgt
agccacccaa
ttagtggcag
atgctgcaac
ccaagctgga
ctagccaggt
agatttcctg
agaggcctgg
actacaatgg
cctacatgca
gggagactac
cagtcaccgt
gcccagcacc
acaccctecat
aagaccctga
caaagccgcg
tgcaccagga
cagcccccat
acaccctgec
tcaaaggctt
acaactacaa
agctcaccgt
atgaggctct
gagcctecac
ggggcacagc
cgtggaactc
caggactcta
cctacatctg
accactacat
agctcgetga
cccegtgect
ggaaattgca

<210> 797
<211> 2067
<212> DNA
<213>

<220>
<223>

SCC-P

acgactcact
cctcctgcta
ttctttggct
tgattatgat
actcctcatc
tgggtctggg
ctatcactgc
aatcaaaggt
tcagctgcag
caaggcttct
acagggtctt
aaagttcaag
actcagcagc
gacggtaggc
ctcctcgagt
tgaagccgeg
gatctcccgg
ggrtcaagttc
ggaggagcag
ctggctgaat
cgagaaaacc
cccatcccgg
ctatccaagc
gaccacgcct
ggacaagagc
gcacaaccac
caagggccca
ggccctyggce
aggcgccctg
ctcectcagce
caacgtgaat
atcgcggecg
tctgectcga
tecttgaccce
tcgcattgtce

hinge,

atagggagac
ctctggctcc
gtgtctctag
ggtgatagtt
tatgatgcat
acagacttca
cagcaaagta
ggcggtggtt
cagtctgggg
ggctatgcat
gagtggattg
ggtaaagcca
ctagcatctg
cgttattact
gagcccaaat
ggtgcaccgt
acccctgagg
aactggtacg
tacaacagca
ggcaaggcgt
atctccaaag
gatgagctga
gacatcgccg
ccegtgetgg
aggtggcagc
tacacgcaga
tcggtcttec
tgcctggtca
accagcggcg
agcgtggtga
cacaagccca
ctctagaggg
ctgtgccttc
tggaaggtgc
tgagtaggtg

Artificial Sequence

ccaagcttgc
cagataccac
ggcagagggc
atttgaactg
ccaatctagt
CCCtcaacat
ctgaggatcc
cgggcggtag
ctgagctggt
tcagtagcta
gacagatttg
ctctgactgc
aggactctgc
atgctatgga
cttctgacaa
cagtcttect
tcacatgcgt
tggacggcgt
cgtaccgtgt
acgcgtgegce
ccaaagggca
ccaagaacca
tggagtggga
actccgacgg
aggggaacgt
agagcctctc
ccctggcacc
aggactactt
tgcacacctt
ccgtgccecte
gcaacaccaa
ccctattcta
tagttgccad
cactcccact
tcattctatt

IgGl CH3, and human IgGl CH1

<400> 797

cgccatggaa
cggtgacatt
caccatctcc
gtaccaacag
ttctgggatc
ccatcctgtg
gtggacgttc
tgggtegogt

gaggcctggg
ctggatgaac

gcctggagat
agacgaatcc
ggtctatttc
ctactggggt
aactcacaca
cttccceccea
ggtggtggac
ggaggtgcat
ggtcagcgtc
ggtctccaac
gccccgagaa
ggtcagcctg
gagcaatggg
ctoettettc
cttctcatgc
cctgtctccg
ctcctccaag
ccccgagecg
cccggctgtc
cagcagcttg
ggtggacaag
tagtgtcacc
ccatctgttg
gtcctttcct

€t999999

JTXT

ctccctgtct
atctgatgag
tcccagagag
ggagagtgcc
gctgagcaaa
cctgagctcg

gcaccagegce
gtgctgaccc
tgcaaggcca
attccaggac
ccacccaggt
gagaaggtgg
ggtggaggca
ggcggcggag
tcctcagtga
tgggtgaagc
ggtgatacta
tccagcacag
tgtgcaagac
caaggaacct
tgcccaccgt
aaacccaagg
gtgagccacg
aatgccaaga
ctcaccgtec
aaagccctcc
ccacaggtgt
acctgcctgg
cagccggaga
ctctacagca
tccgtgatgc
ggtaaatcta
agcacctctg
gtgacggtgt
ctacagtcct
ggcacccaga
aaagtttgat
taaatgctag
tttgccccte
aataaaatga

TsSCO50 comprises: 2H7 (anti-cbp20) scFv, human IgGl
i human IgGl cH2({ADcC/cpC null), human

1440
1500
1560
1620
1680
1740
1773

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
20838

cgaaattaat acgactcact atagggagac ccaagcttgc cgccatggaa gcaccagegc 60
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agcttctctt
agtctccagc
gctcaagtgt
ggatttatgc
ctgggacctc
actgccagca
aagatggcgg
tacagcagtc
cttctggcta
gcctggaatg
tcaagggcaa
gcagcctgac
actcttactg
agcccaaatc
gtgcaccgtc
cccctgaggt
actggtacgt
acaacagcac
gcaaggcgta
tctccaaagc
atgagctgac
acatcgeccgt
ccgtgctgga
ggtggcagca
acacgcagaa
cggtcttccc
gcctggtcaa
ccagcggegt
gcgtggtgac
acaagcccag
tctagagggce
tgtgccttct
ggaaggtgcc
gagtaggtgt

<210> 798
<211> 2055
<212> DNA
<213>

<220>
<223>

2479_1040002_sequenceIDListing ascii

cctectgcta
aatcctgtcect
aagttacatg
cccatccaac
ttactctctc
gtggagtttt
tggctcgggce
tggggctgag
cacatttacc
gattggagct
ggccacactg
atctgaagac
gtacttcgat
ttctgacaaa
agtcttcctc
cacatgcgtyg
ggacggcgtg
gtaccgtgtg
cgcgtgcacg
caaagggcag
caagaaccag
ggagtgggag
ctccgacggc
ggggaacgtc
gagcctctcc
cctggcacce
ggactacttc
gcacaccttc
cgtgccctcec
caacaccaag
cctattctat
agttgccagc
actcccactg
cattctattc

ctctggctec
gcatcteccag
cactggtacc
ctggcttctg
acaatcagca
aacccaccca
ggtggtggat
tcggtdaggc
agttacaata
atttatccag
actgtagaca
tetgecggtct
gtctggggca
actcacacat
ttcceccccaa
gtggtggacyg
gaggtgcata
gtcagcgtcce
gtctccaaca
ccccgagaac
gtcagcctga
agcaatgggc
tcettettec
ttctcatgct
ctgtctccgg
tcctccaaga
cccgagecgg
ccggctgtec
agcagcttgg
gtggacaaga
agtgtcacct
catctgttgt
tcectttecta

tgggggg

Artificial-sequence

cagataccac
gggagaaggt
agcagaagcc
gagtccctge
gagtggaggc
cgttcggtge
ctggaggagg
ctggggectc

“tgcactgggt

gaaatggtga
aatcctccag
atttctgtgce
cagggaccac
gcccaccgtg
aacccaagga
tgagccacga
atgccaagac
tcaccgtect
aagccctccc
cacaggtgta
cctgectggt
agccggagaa
tctacagcaa
ccgtgatgea
gtaaatctag
gcacctctgg
tgacggtgtc
tacagtcctc

‘gcacccagac

aagtttgata
aaatgctaga
ttgccecctcce
ataaaatgag

cggtcaaatt
cacaatgact
aggatcctcc
tcgcttcagt
tgaagatgct
tgggaccaag
tggggctagce
agtgaagatg
aaagcagaca
tacttcctac
cacagcctac
aagagtggtg
ggtcaccgtc
cccagcacct
caccctcatg
agaccctgag
aaagccgcgg
gcaccaggac
agcccccatc
caccctgecec
caaaggcttc
caactacaag
gctcaccgtg
tgaggctctg
agcctccacc
gggcacagcg
gtggaactca
aggactctac
ctacatctgc
ccactacata
gctcgctgat
cccgtgcctt
gaaattgcat

TSCO51 comprises: P2C2 {anti-CD79) scFv, human

IgGl SCC-P hinge, human IgGl CH2(ADCC/CDC null),
human IgGl CH3, and human IgGl CH1

<400> 798
Cgaaattaat
agcttctctt
aggatgaact
gtaagagtct
gacaatctcc
ggtttagtgg
aggatgtgag
gcaccaagct
gctctcagat
agatctcctg
aggctccagg
catatgcaga
cctatttgca
ctgcttactg
ctgacaaaac
Tcttcctctt
catgcgtggt
acggcgtgga
accgtgtggt
cgtgcgcggt
aagggcagcc
agaaccaggt

acgactcact
cctcctgcta
ctccaatcct
cctagataag
tcagctcctg
cagtgggtca
tgtgtattac
ggaaatcaaa
ccagttggtg
caaggcttct
aaagggttta
tgacttcagg
gatcaacaac
gggccaagygyg
tcacacatgc
ccccccaaaa
ggtggacgtg
ggtgcataat
cagcgtcctc
ctccaacaaa
ccgagaacca
cagcctgacc

atagggagac
ctctggectcc
gtcagttcty
gaagggaaga
atctatctga
ggaacagatt
tgtcaacaac
ggtggcggtg
cagtctggac
ggttatacct
aagtggatgg
ggacggtttg
ctcaaaaatg
actctggtca
ccaccgtgcc
cccaaggaca
agccacgaag
gccaagacaa
accgtcctge
gcccteccag
caggtgtaca
tgcctggtea

ccaagcttgc
cagataccac
gagaatcagt
catacttgaa
tgtccatgeg
tcaccctgga
ttgtagagta
gctctggcgg
ctgagctgaa
tcacagactt

gctggataaa

ccttctettt
aggacacggc
ctgtctctgc
cagcacctga
ccctcatgat
accctgaggt
agccgcggga
accaggactg
cccccatcga
ccctgeeccecce
aaggcttcta

cgccatggaa
cggtgatatt
ttececatctec
ttgatttctg
tgaatcagga
aatcagtaga
tcegtggacg
aggtggatcc
gaagcctgga
ttcaatgcac
cactgagact
ggaaacttct
tacatatttt
ctcgagcgag
agccgcgggt
ctcccggacc
caagttcaac
ggagcagtac
gctgaatggc
gaaaaccatc
atcccgggat
tccaagcgac
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LIXT

gttctctcec
tgcagggcca
cccaaaccct
ggcagtgggt
gccacttatt
ctggagctga
caggcttatc
tcctgcaagg
cctagacagg
aatcagaagt
atgcagctca
tactatagta
tcctcgagceg
gaagccgcegg
atctcccgga
gtcaagttca
gaggagcagt
tggctgaatg
gagaaaacca
ccatcccggd
tatccaagcg
accacgcctc
gacaagagca
cacaaccact
aagggcccat
gccctgggct
ggcgcectga
tccctcagea
aacgtgaatc
tcgecggecgc
ctgcctcgac
ccttgaccct
cgcattgtct

gcaccagege
gtgatgatcc
tgtaggtcta
cagagaccag
gtctcagacc
gtgaaggctg
ttcggtagag
ggtggcggeg
gagacagtca
tgggtgaggc
ggtgagccaa
gccageactg
tgtacctggt
cccaaatctt
gcaccgtcag
cctgaggtca
tggtacgtgg
aacagcacgt
aaggcgtacg
tccaaageca
gagctgacca
atcgccgtgy

120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2067

60
120
180
240
300
360
420
480
540
600
660
720
780
240
900
960
1020
1080
1140
1200
1260
1320



agtgggagag
ccgacggctc
ggaacgtctt
gcctctecect
tggcaccctc
actacttccc
acaccttccc
tgccctecag
dcaccaaggt
tattctatag
ttgccagcca
tccecactgtce
ttctattctg

<210> 799
<211> 1870
<212> DNA
<213

<220>
<223>

2479_1040002_SequenceIDListing ascii

caatgggcag
cttcttecctc
ctcatgctcc
gtctccgggt
ctccaagagc
cgagccggtg
ggctgtccta
cagcttgggc
ggacaagaaa
tgtcacctaa
tctgttgttt
ctttcctaat
ggggg

ccggagaaca
tacagcaagc
gtgatgcatg
aaatctagag
acctctgggg
acggtgtcgt
cagtcctcag
acccagacct
gtttgatacc
atgctagagc
gccecteccece
aaaatgagga

artificial Seguence

actacaagac
tcaccgtgga
aggctctgca
cctccaccaa
gcacagcggc
ggaactcagg
gactctactc
acatctgcaa
actacatatc
tcgctgatct
cgtgccttce
aattgcatcg

IgGl CH3, and human IgGl CH1

<400> 799
cttatcgaat
gcgcagcttc
tcacagtctc
tccagtcagt
aaaccaggtc
cctgatcgcet
aaggctgacg
ggtggaggca
ggcggcggcet
tcagtgaaga
gttaaacaga
gacactaggt
aacacagcct
gccacatatg
gtctcctcga
cctgaageceg
atgatctccc
gaggtcaagt
€gggaggagc
gactggctga
atcgagaaaa
ccececatcecec
ttctatccaa
aagaccacgc
gtggacaaga
ctgcacaacc
accaagggcc
gcggcectgg
tcaggcgcecc
tactccctca
tgcaacgtga
atatcgcggc

<210> 800
<211> 1827
<212> DNA

taatacgact
tcttcecctect
catcctecct
cccttttata
agtctcctaa
tcacaggcag
acctggcagt
ccaagttgga
ctcaggtcca
tgtcctygceag
ggcctggaca
ttaatccgaa
acatgctgct
gtagctacgt
gcgagcccaa
cgggtgcacc
ggacccctga
tcaactggta
agtacaacag
atggcaaggc
ccatctccaa
gggatgagct
gcgacatcgc
ctcecegtgcet
gcaggtggca
actacacgca
catcggtctt
gctgcctggt
tgaccagcgyg
gcagcgtggt
atcacaagcc

cactataggg
gctactctgg
aactgtgtca
tactagcagt
actgctgatt
tggatctggg
ttattactgt
gctcaaaggt
actgcagcag
ggcttcgggc
aggccttgag
cttcaaggac
cagcagcctg
ttcecectetg
atcttctgac
gtcagtcttc
ggtcacatgc
cgtggacggc
cacgtaccgt
gtacgcgtgc
agccaaaggg
gaccaagaac
cgtggagtgg
ggactccgac
gcaggggaac
gaagagcctc
ccccctggea
caaggactac
cgtgcacacc
gaccgtgccc
cagcaacacc

<213> Artificial Sequence

<220>
<223>

agacccaagc
ctcccagata
gttggagaga
cagaagaact
tactgggcat
acagatttca
cagcaatatt
ggcggtggct
tctgggectg
tataccttca
tggattggca
aaggccacat
acatctgctg
gactactggg
aaaactcaca
ctctteccecc
gtggtggtgg
gtggaggtgc
gtggtcagcg
gcggtctcca
cagccccgag
caggtcagcc
gagagcaatg
ggctccttct
gtcttctcat
tccctgtetce
ccectecteca
ttccecgagce
ttcccggetg
tccagcagcet
aaggtggaca

cacgcctecec
caagagcagg
caaccactac
gggcccatcg
cctgggetgce
cgeccctgacc
cctcagcagc
cgtgaatcac
gcggecgctc
gcctecgactg
ttgaccctgg
cattgtctga

ttgccgcecat
ccaccggtga
aggttactgt
acttggcecctg
ccactaggga
ctctcaccat
atgcctatcc
ctggcggagg
agctggtgag
ccagctactg
tgattgatcc
tgaatgtaga
actctgcagt
gtcaaggaac
catgcccacc
caaaacccaa
acgtgagcca
ataatgccaa
tcctcaccgt
acaaagccct
aaccacaggt
tgacctgcct
ggcagccgga
tcctctacag
gctcegtgat
cgggtaaatc
agagcacctc
cggtgacggt
tcctacagtce
tgggcaccca
agaaagtttg

TSC053 comprises: G19-4 (anti €D3) scFv, human

IgGLl SCC-P hinge, human IgGl CH2({ADCC/CDC null),
human IgGl cH3, and human Ck(YAE)
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TXT

gtgctggact
tggcagcagg
acgcagaaga
gtcttccccc
ctggtcaagg
agcggegtge
gtggtgaccg
aagcccagca
tagagggccc
tgccttcetag
aaggtgccac
gtaggtgtca

TSCO52 comprises: 5D5 (anti-cMet) scFv, human IgGl
scc-P hinge, human IgGl cH2(ADCC/cDC null), human

ggaagcacca
ctttatgatg
gagctgcaag
gtaccagcag
atctggggtc
caccagtgtg
gtggacgttc
tggatccggt
gcctgggget
gttgcactgg
ttccaatagt
cagatcttcc
ctattactgt
ctcagtcacc
gtgcccagea
ggacaccctc
cgaagaccct
gacaaagccg
cctgcaccag
cccagcecccec
gtacaccctg
ggtcaaaggc
gaacaactac
caagctcacc
gcatgaggct
tagagcctecc
tgggdggcaca
gtcgtggaac
ctcaggactc
gacctacatc
ataccactac

1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2055

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1870



<400> 800

atggaagcac
gaggtccagc
tcctgcaagg
catggaaaga
aaccagaaat
atggagctcc
tactatggtg
tcaagcggtg
atccagatga
agttgcaggg
ggaactgtta
ttcagtggca
gatattgcca
accaaactgg
ccaccgtgcc
cccaaggaca
agccacgaag
gccaagacaa
accgtcctgc
gcccteccag
caggtgtaca
tgcctggtca
ccggagaaca
tacagcaagc
gtgatgcatg
aaatctagaa
aaatctggaa
gtacagtgga
caggacagca
tacgagaaac
acaaagagct

<210> 801
<211> 2707
<212> DNA
<213>

<220>
<223>

2479_1040002_sequenceIDListing ascii

cagcgcagct
tgcaacagtc
cctctggtta
accttgagtg
tcaagggcaa
tcagtctgac
actcggactg
gcggagggtc
cacagactac
caagtcagga
aactcctgat
gtgggtctgg
cttacttttg
taaccaaacyg
cagcacctga
ccctcatgat
accctgaggt
agccgeggga
accaggactg
ccceceatcga
ccctgecccec
aaggcttcta
actacaagac
tcaccgtgga
aggctctgcea
ctgtggctgc
ctgcctctgt
aggtggataa
aggacagcac
acaaagtcta
tcaacagggg

tctecttcecte
tggacctgaa
ctcattcact
gattggactt
ggccacatta
atctgaagac
gtacttcgat
tgggggtggc
atcctcccectg
cattcgcaat
ctactacaca
dacagattat
ccaacagggt
ctcgagcgag
agccgegggt
ctcccggacc
caagttcaac
ggagcagtac
gctgaatggc
gaaaaccatc
atcccgggat
tccaagcegac
cacgcctccc
caagagcadg
caaccactac
accatctgtc
tgtgtgcctg
cgccctccaa
ctacagcctc
cgcctgegaa
agagtga

Artificial sequence

ctgctactct
ctggtgaagc
ggctacatcg
attaatccat
actgtagaca
tctgcagtct
gtctggggcyg

ggatccggag
tctgectctc

tatttaaact
tcaagattac
tctctcacca
aatacgcttc
cccaaatctt
gcaccgtcag
cctgaggtca
tggtacgtgg
aacagcacgt
aaggcgtacg
tccaaageca
gagctgacca
atcgeegtgg
gtgctggact
tggcagcagy
acgcagaaga
ttcatcttcc
ctgaattact
tcgggtaact
agcagcgagc
gtcacccatc

ggctcccaga
ctggagcttc
tgaactggct
acaaaggtct
agtcatccag
attactgtgc
cagggaccac
gtggtgyctc
tgggagacag
ggtatcagca
actcaggagt
ttgccaacct
cgtggacgtt
ctgacaaaac
tctteoctctt
catgcgtggt
acggcgtgga
accgtgtggt
cgtgcgeggt
aagggcagcc
agaaccaggt
agtgggagag
ccgacggctc
ggaacgtctt
gcctcteect

.cgccatctga

tctatcecag
cccaggagag
tgacgctgag
agggcctgag

TSC064 comprises: G19-4 (anti-CD3) scFv, human
IgGl SCC-P hinge, human IgGL CH2, human IgGl CH3,

LTXT

taccaccggt
aatgaagatt
gaagcagagc
tactacctac
cacagcctac
aagatctggg
ggtcaccgtc
tgcacaagac
agtcaccatc
gaaaccagat
cccatcaagg
gcaaccagaa
cggtggaggc
tcacacatgc
ccccccaaaa
ggtggacgtg
ggtgcataat
cagcgtcctc
ctccaacaaa
ccgagaacca
cagcctgacc
caatgggcag
cttcttecctc
ctcatgctcc
gtctccgggt
tgagcagttg
agaggccaaa
tgccacagag
caaagcagac
ctcgeccgtc

human ck(YAE), H75 1inker, and Met021 (anti-c-Met)

SCFV

<400> 801
atacgactca
ttecctectge
cctgaactgg
ttcactgget
ggacttatta
acattaactg
gaagactctg
ttcgatgtet
ggtggeggat
tcecctgtctg
cgcaattatt
tacacatcaa
gattattctc
cagggtaata
agcgagccca
ctgggtggac
cggacccctg
ttcaactggt
cagtacaaca
aatggcaagg
accatctcca

cgggatgagc

ctatagggag
tactctggcet
tgaagcctgg
acatcgtgaa
atccatacaa
tagacaagtc
cagtctatta
ggggcgcagg
c€cggaggtgg
cctcetctggg
taaactggta
gattacactc
tcaccattgce
cgcttccgtg
aatcttctga
cgtcagtctt
aggtcacatg
acgtggacgg
gcacgtaccg
agtacaagtg
dagccaaagg
tgaccaagaa

acccaagctt
cccagatacc
agcttcaatag
ctggctgaag
aggtcttact
atccagcaca
ctgtgcaaga
gaccacggtc
tggctctgca
agacagagtc
tcagcagaaa
aggagtccca
caacctgcaa
gacgttcggt
caaaactcac
cctecttcccc
cgtggtggty
cgtggaggtyg
tatggtcagc
caaggtctcc
gcagccccga
ccaggtcagc

gcecgecatgg
accggtgagg
aagatttcct
cagagccatg
acctacaacc
gcctacatgg
tctgggtact
accgtctcaa
caagacatcc
accatcagtt
ccagatggaa
tcaaggttca
ccagaagata
ggaggcacca
acatgcccac
ccaaaaccca
gacgtgagcc
cataatgcca
gtcctcaccg
aacaaagccc
gaaccacagg
ctgacctgec

aagcaccagc
tccagctgca
gcaaggectce
gaaagaacct
agaaattcaa
agctcctcag
atggtgactc
gcgotagegg
agatgacaca
gcagggcaag
ctgttaaact
gtggcagtgg
ttgccactta
aactggtaac
cgtgcccagce
aggacaccct
acgaagaccc
agacaaagcc
tcctgeacca
tcccagccee
tgtacaccct
tggtcaaagg

Page 228

gcagcttcte
acagtctgga
tggttactca
tgagtggatt
gggcaaggcc
tctgacatct
ggactggtac
agggtctggg
gactacatcce
tcaggacatt
cctgatctac
gtctggaaca
cttttgccaa
caaacgctcg
acctgaactc
catgatctcc
tgaggtcaag
gcgggaggag
ggactggctg
catcgagaaa
gcccccatcce
cttctatcca

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1827

60
120
180
240
300
360
420
480
540
600
660
720
780
840
3900
960
1020
1080
1140
1200
1260
1320



agcgacatcyg
cctceecgtge
agcaggtggc
cactacacgc
tctgtcttca
tgcctgctga
Ctccaatcgg
agcctcagca
tgcgaagtca
Cagaggcaca
tctgacatcc
accatcactt
Ccagggaaag
tcaaggttca
Cctgaagatt
ggagggacca
ggtggatccg
cagcctggtg
gatatgcttt
ccttctggtg
gacaactcta
gtgtattact
acaatggtca
gctagag

<210> 802
<211> 1812
<212> DNA
<213>

<220>
<223>

<400> 802

atggaagcac
caggtccagc
tcctgcaagg
cctggacagg
aatcagaagt
atgcaactga
gatgatcatt
ggcggagggt
acccagtctc
gccagctcaa
agatggattt
gggictggga
tattactgcc
ataaactcga
cctgaagccg
atgatctecc
gaggtcaagt
cgggaggagc
gactggctga
atcgagaaaa
cccccatecec
ttctatccaa
aagaccacgc
gtggacaaga
ctgcacaacc
gctgcaccat
tctgttgtgt
gataacgccc
agcacctaca
gtctacgcct

aggggagagt

2479_1040002_SequenceIDListing ascii

ccgtggagtg
tggactccga
agcaggggaa
agaagagcct
tcttcecegec
attacttcta
gtaactccca
gcgagctgac
cccatcaggg
acaattcttc
agatgaccca
gtcgggcaag
cccctaagcet
gtggcagtgg
ttgcaactta
aggtggagat
gtggcggcgg
gttctttacg
gggttcgcca
gccttactga
agaatactct
gtgcgagacg
ccgtctraagce

cagcgcagct
tgcagcagtc
cttctggcta
gtctggaatg
tcaaggacaa
gcagcctgac
actgccttga
€tgggggtgg
cagcaatcat
gtgtaagtta
atgacacatc
cctcttactc
agcagtggag
gtgagcccaa
cgggtgcacc
ggacccctga
tcaactggta
agtacaacag
atggcaaggc
ccatctccaa
gggatgagct
gcgacatcge
ctccegtgcet
gcaggtggca
acracacgca
ctgtcttcat
gcctgctgaa
tccaatcggg
gcctcagcag
gcgaagtcac
ga

ggagagcaat
cggctccttc
cgtcttctea
ctcecetgtcet
atctgatgag
tcccagagag
ggagagtgcc
gctgagcaaa
cctgagcteg
cctgaataca
gtctccatce
tcagagcatt
cctgatctat
atctgggaca
ctactgtcaa
caaagggggt
ctctgaagtt
Tctttcttge
agctcctggt
gtatgctgac
ctacttgcag
ggcrecccgg
ggccgetcta

Artificial sequence

tctcttecte
tggggctgaa
cacctttact
gattggatac
ggccacattg
atctgaggac
ctactggggc
cggatccgga
gtctgcatct
catgaactgg
caaactggct
tctcacaatc
tagtaaccca
atcttctgac
gtcagtcttc
ggtcacatgc
cgtggacggc
cacgtaccgt
gtacgcgtgc
agccaaaggg
gaccaagaac
cgtggagtgg
ggactccgac
gcaggggaac
gaagagcctc
cttceccgeca
ttacttctat
taactcccag
cgagctgacg
ccatcagggc

gggcagcecgg
ttcctctaca
tgctcegtga
ccgggtaaat
cagttgaaat
gccaaagtac
acagagcagg
gcagactacg
cccgtcacaa
ggaactcaga
tccctgtctg
aggaactatt
gctgcatceca
gacttcattc
cagagttacg
ggaggctctg
caattgttag
gctgettecg
aaaggtttgg
tccgttaaag
atgaacagct
tcectttett
gagggcccta

ctgctactct
ctggcaagac
aggtacacga
attaatccta
actacagaca
tctgcagtct
caaggcacca
ggtggtgact
ccaggggaga
taccagcaga
tctggagtcc
agcggcatgg
ttcacgticg
daaactcaca
ctcttececcc
gtggtggtgg
grggaggtgc
gtggtcagcg
gcggtctcea
cagccccgag
caggtcagcc
gagagcaatg
ggctccttct
gtcttctcat
tcecctgtete
tctgatgagc
cccagagagd
gagagtgcca
ctgagcaaag
ctgagctcgc

agaacaacta
gcaagctcac
tgcatgaggc
ctagaactgt
ctggaactgc
agtggaaggt
acagcaagga
agaaacacaa
agagcttcaa
tggcaggtca
catctgtagg
taaattggta
gtttgcaaag
tcaccatcag
ttacccecget
gtggcggtgg
agtctggtgg
gattcacttt
agtgggtttc
gtcgcttcac
taagggctga
ttgatatctg
ttctatagtg

ggctcccaga
ctggggcctc
tgcactgggt
gccgtggtta
aatcctccag
attactgtgc
cggtcaccgt
ctgcacaaca
aggtcaccat
agtcaggcac
ctgctcactt
aggctgaaga
gctcggggac
catgcccacc
caaaacccaa
acgtgagcca
ataatgccaa
tcctcaccgt
acaaagccct
aaccacaggt
tgacctgect
ggcagccgga
tcctctacag
gctccgtaat
cgggtaaatc
agttgaaatc
ccaaagtaca
cagagcagga
cagactacga
ccgtcacaaa

Page 229

LTIXT

caagaccacg
cgtggacaag
tctgcacaac
ggctgcacca
ctctgttgty
ggataacgcc
cagcacctac
agtctacgcc
caggggagag
ttctccgaat
agacagagtc
tcagcaggaa
tggggtccca
cagtctgcag
cactttcggce
ctctggcgga
cggtcttgtt
ctctaagtac
ttatatctat
tatctctaga
ggacacggcc
gggccaaggg
tcacctaaat

TSCO76 comprises: OKT3 (anti-CD3) scFv, human IgGl
SCC-P hinge, human IgGl CH2(apcc/cbC null), human
IgGl CH3, and human Ck(YAE)

taccaccggt
agtgaagatg
aaaacagagg
tactaattac
cacagcctac
aagatattat
ctcaagcggt
aattgttctc
gacctgcagt
ctcccccaaa
caggggcagt
tgctgccact
aaagttggaa
gtgcccagca
ggacaccctc
cgaagaccct
gacaaagccd
cctgcaccag
cccagecccc
gtacaccctg
ggtcaaaggc
gaacaactac
caagctcacc
gcatgaggct
tagaactgtg
tggaactgcc
gtggaaggtg
cagcaaggac
gaaacacaaa
gagcttcaac

1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2707

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1812



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

<220>
<223>

803

DNA

1821

2479_1040002_sequenceIDListing ascii

Artificial Sequence

TSCO77 comprises: Hum291 (anti-CD3) scFv, human

IgGl scc-pP hinge, human IgGl cH2{ADcc/cDC null),
human IgGl cH3, and human Ck(YAE)

<400> 803

atggaagcac
caggtccagc
. tcctgcaagg
cctggacagg
aatcagaagt
atggaactga
tactatgatt
ggtggcggag
atgacccagt
tctgccagcet
aagagactaa
agtggatctg
acttattact
gagatcaaac
tgcccagcac
gacaccctca
gaagaccctyg
acaaagccgc
ctgcaccagg
ccagcccececa
tacaccctgce
gtcaaaggct
aacaactaca
aagctcaccg
catgaggctc
agaactgtgg
ggaactgcct
tggaaggtgg
agcaaggaca
aaacacaaag
agcttcaaca

<210> 804
<211> 1821
<212> DNA
<213>

<220>
<223>

cagcgcagct
ttgtccagte
cttctggcta
gtctggaatyg
taaaggacaa
gcagcctgag
atgacggctt
ggtctggggg
ctccatcttc
caagtgtaag
tttatgacac
ggaccgattt
gccagcaatg
gaacctcgag
ctgaagccgce
tgatctcecg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
ccccatceceg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
ctgcaccatc
ctgttgtgtg
ataacgccct
gcacctacag
tctacgecetg

ggggagagtg

tctettecte
tggggctgaa
cacctttatt
gatgggatat
ggcaacactt
atctgaggac
tgcttactgg
tggcggatcc
cctctetget
ttacatgaac
atccaaactg
caccctcaca
gagtagtaac
tgagcccaaa
gggtgcaccg
gacccctgag
caactggtac
gtacaacagc
tggcaaggcg
catctccaaa
ggatgagctg
cgacatcgcc
tccegtgcetg
caggtggcag
ctacacgcag
tgtcttcatc
cctgctgaat
ccaatcgggt
cctcagcage
cgaagtcacc
a

Artificial sequence

ctgctactct
gtcaagaaac
agttacacga
attaatccga
accgcggaca
accgcagrct
ggccaaggaa
ggaggtagtg
agcgtcgggg
tggtaccagc
gcttctggag
atcagctctc
ccacccacgt
tcttctgaca
tcagtcttec
gtcacatgcg
gtggacggcg
acgtaccgtg
tacgcgtgcg
gccaaaggac
accaagaacc
gtggagtgag
gactccgacy
caggggaacg
aagagcctct
ttcecgecat
tacttctatc

aactcccagg:

gagctgacgc
catcagggcc

ggctcccaga
ctggcgecag
tgcattgggt
gaagtgggta
aatccgcgag
attactgtgc
ccctggtcac
gctctgcaca
atagggtcac
agaagccagg
tcccttetag
tgcagccaga
tcggtggagg
aaactcacac
tctteecccee
tggtggtgga
tggaggtgca
tggtcagcgt
cggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctcettott
tcttcteatg
ccctgtetec
ctgatgagca
ccagagaggc
agagtgccac
tgagcaaagce
tgagctcgec

TSC093 comprises from its amino to carboxy

LTXT

taccaccggt
cgtgaaggtc
aaggcaggcec
tactcattac
cacagecctac
aagatcggcec
cgtctcaagc
agatattcag
cataacctgc
caaagctccc
gttcagtggc
agatttcgee
gaccaaggtg
atgcccaccyg
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgcctg
gcagccggag
cctctacagc
ctccgtgatg
gggtaaatct
gttgaaatct
caaagtacag
agagcaggac
agactacgag
cgtcacaaag

terminus: CRIS7 (anti-CD3) scFv, human IgGl SCC-P
hinge, human IgGl CH2(ADCC/cDC null), human IgGl
and human Ck(YAE)

CH3,

<400> 804
atggaagcac
caggtccagc
tcctgcaagqg
cctggaaagg
aatcagaaat
ctgcagatgg
gtccactatg
agcggtggcy
cagatgaccc
tgcagtgcca
cccaaaagat
ggcagtgggt
gccacttatt

cagcgcagcet
Tggtgcagtc
cttctggcta
gtctggaatg
tcaaggacag
acagcctgag
attacaacgg
gagggtctagg
agtctccaag
gctcaagtgt
ggatttatga
ctgggaccga
actgccagca

tctecttecte
tgggggcgga
cacctttact
gattggatac
gttcacaatc
gcccgaggac
gtttccttac
gggtggcgga
cagcctgtct
aagttacatg
ctcatccaaa
ctataccctce

gtggagtcgt

ctgctactct
gtggtgcagc
agatctacga
attaatccta
agcgcagaca
accggcgtct
tggggccaag
tccggaggtyg
gcaagcgtgg
aactggtacc
ctggcttctg
acaatcagca
aacccaccca

ggctcccaga
ctgggcggtc
tgcactgggt
gcagtgctta
aatccaagag
atttctgtgc
ggactcccgt
gtggctetge
gggacagggt
agcagaagcc
gagtcecctge
gcctgcagcec
cgticggagg

Page 230

taccaccggt
actgaggctg
aaggcaggcc
tactaattac
cacagccttc
acggccccaa
cactgtctct
acaagacatc
caccatgacc
cggcaaggcc
tcgcttcagt
cgaagatttc
ggggaccaag

60

120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1329
1380
1449
1500
1560
1620
1680 -
1740

1800
1821

60

120
180
240
300
360
420
430
540
600
660
720
780



Ctacaaatta
tgcccagecac
gacaccctca
gaagaccctg
acaaagccgc
ctgcaccagg
ccagcccceca
tacaccctgce
gtcaaaggct
aacaactaca
aagctcaccyg
catgaggctc
agaactgtgy
ggaactgcct
tggaaggtgg
agcaaggaca
daacacaaag
agcttcaaca

<210> 805
<211> 1773
<212> DNA
<213>

<220>
<223>

2479_1040002_SequenceIDListing ascii

cacgctcgag
ctgaagccgc
tgatctcecg
aggtcaagtt
gggagdagca
actggctgaa
tcgagaaaac
ccccateeeg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
ctgcaccatc
ctgttgtgtg
ataacgccct
gcacctacag
tctacgectg

ggggagagtg

tgagcccaaa
gggtgcaccg
gacccctgag
caactggtac
gtacaacagc
tggcaaggcg
catctccaaa
ggatgagctg
cgacatcgec
tccegtgety
caggtggcag
ctacacgcag
tgtcttcatc
cctgctgaat
ccaatcgggt
cctcagcagc
cgaagtcacc
a

PN

Artificial Sequence

tcttctgaca
tcagtcttcc
gtcacatgcg
gtggacggcg
acgtaccgtyg
tacgcgtgcg
gccaaagggc
accaagaacc
gtggagtogg
gactccgacg
caggggaacg
aagagcctct
ttcecgecat
tacttctatc
aactcccagg
gagctgacgc
catcagggcc

aaactcacac
tctteccccec
tggtggtgga
tggaggtgca
tggtcagcgt
cggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctccttctt
tcttctcatg
ccctgtctec
ctgatgagca
ccagagaggc
agagtgccac
tgagcaaagc
tgagctcgece

TSC094 comprises: OKT3-M (Micromet variant

L TXT

atgcccaccg
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgcctg
gcagccggag
cctctacagc
ctccgtgatg
gggtaaatct
gttgaaatct
caaagtacag
agagcaggac
agactacgag
cgtcacaaag

anti-Cb3) scrv, human IgGl SCC-P hinge, human IgGl

CH2 (ADCC/CDC nul1), human IgGl CH3, human Ck{YAE)

<400> 805

atggaagcac
gatatcaaac
tcctgcaaga
cctggacagg
aatcagaagt
atgcaactga
gatgatcatt
gaaggtggaa
ctgacccagt
agagccagtt
aaaagatdga
agtgggtctg
acttattact
acatgcccac
ccaaaaccca
gacgtgagcc
cataatgcca
gtcctcaccg
aacaaagccc
gaaccacagg
ctgacctgcc
gggcagcegg
ttcctctaca
tgctccgtoa
ccgggtaaat
cagttgaaat
gccaaagtac
acagagcagg
gcagactacg
cccgtcacaa

<210> 806
<211> 1821
<212> DNA
<213>

<220>

cdgcgcagcet
tgcagcagtc
cttctggcta
gtctggaatg
tcaaggacaa
gcagcctgac
actgccttga
gtggaggttc
ctccagcaat
caagtgtaag
tttatgacac
ggacctcata
gccaacagtg
cgtgcccage
aggacaccct
acgaagaccc
agacaaagcc
tcctgcacca
tcccageccc
tgtacaccct
tggtcaaagg
agaacaacta
gcaagctcac
tgcatgaggc
ctagaactgt
ctggaactgc
agtggaaggt
acagcaagga
agaaacacaa
agagcttcaa

tctcttcectce
aggggctgaa
cacctttact
gattggatac
ggccacattyg
atctgaggac
ctactggggc
tggtggaagt
catgtctgca
ttacatgaac
atccaaagtg
ctctctcaca
gagtagctcg
acctgaagcc
catgatctcc
tgaggtcaag
gcgggaggag
ggactggctg
catcgagaaa
gcccccatcce
cttctatcca
caagaccacg
cgtggacaag
tctgcacaac
ggctgcacca
ctctgttgtg
ggataacgcc
cagcacctac
agtctacgcc

caggggagag

Artificial Sequence

ctgctactct
ctggcaagac
aggtacacga
attaatccta
actacagaca
tctgcagtcet
caaggcacca
ggaggttcag
tctccagggg
tggtaccagc
gcttetggag
atcagcagca
agtgagccca
gcgggtgcac
cggacccctg
ttcaactggt
cagtacaaca
aatggcaagg
accatctcca
cgggatgagc
agcgacatcg
ccteccgtge
agcaggtggc
cactacacgc
tctgtcttca
tgcctgctga
ctccaatcgg
agcctcagea
tgcgaagtca
tga

ggctcccaga
ctggggcctc
tgcactgggt
gccgtggtta
aatcctccag
attactgtgc
ctctcacagt
gtggagtcga
agaaggtcac
agaagtcagg
tececttatceyg
tggaggctga
aatcttctga
cgtcagtctt
aggtcacatg
acgtggacgg
gcacgtaccg
cgtacgcgtg
aagccaaagg
tgaccaagaa
ccgtggagtg
tggactccga
agcaggggaa
agaagagcct
tcttcccgec
attacttcta
gtaactccca
gcgagctgac
cccatcaggy

<223> TSC095 comprises: BMAO31 (anti-TCR) scFv, human
Page 231

taccaccggt
agtgaagatg
aaaacagagg
tactaattac
cacagcctac
aagatattat
ctcctcagtc
cgacattcag
catgacctgc
cacctccceccc
cttcagtggc
agatgctgcec
caaaactcac
cctcttcccc
€gtggtggty
cgtggaggtg
tgtggtcagc
cgcggtctcc
gcagccccga
ccaggtcagc
ggagagcaat
cggctccttc
cgtcttctca
ctccctgtct
atctgatgag
tcccagagag
ggagagtgcc
gctgagcaaa
cctgagctcg

340

900

960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1821

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1773



2479_1040002_SequenceIDListing ascii

IgGl SCC-P hinge, human IgGl CH2(ADCC/CDC null),
.- human IgGl cH3, human Ck(YAE)

<400> 8006
atggaagcac
ggacaggtcc
gtttecctgca
gcacctggcc
tacaatgaga
tacatggagc
agctactatg
agcggtggceg
cagatgaccc
tgcagtgcca
cccaaaagat
ggcagtgggt
gctacgtatt
gtcgagatta
tgcccagcac
gacaccctca
gaagaccctg
acaaagccgc
ctgcaccagg
ccagcccceca
- tacaccctgc
gtcaaagact
aacaactaca
aagctcaccg
catgaggctc
agaactgtgg
ggaactgcct
tggaaggtgg
agcaaggaca
daacacaaag
agcttcaaca

<210> 807
<211> 1836
<212> DNA
<213>

<220>
<223>

cagcgcagct
aactagttca
aggcttccgy
aggggctcga
agttcaaagg
tgagcagcct
attacgacgg
gagggtctgg
aatctccatc
cctcaagtgt
ggatctatga
ctgggaccga
actgccagca
aatcctcgag
ctgaagccgc
tgatctceccyg
aggtcaagtt
gggaggagca
actgactgaa
tcgagaaaac
ccceatcececg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
ctgcaccatc
ctgttgtgtg
ataacgccct
gcacctacag
tctacgecctg

ggggagagtg

tctcttcctc
gtctggagca
atataaattc
gtggattgga
caaggccaca
gagatctgag
gtttgtttac
gggtggcgga
gaccctgagt
aagttacatg
cacatccaaa
gttcacgcte
gtggagtagt
tgagcccaaa
gggtgcaccy
gacccctgag
caactggtac
gtacaacagc
tggcaaggcg
catctccaaa
ggatgagctg
cgacatcgcc
tcccgtgotg
caggtggcag
ctacacgcag -
tgtcttcatc
cctgctgaat
ccaatcgggt
cctcagcagc
cgaagtcacc
a

Artificial Sequence

ctgctactct
gaggttaaga
actagctatg
tatattaatc
cttacggccg
gacactgcag
tggggccaag
tccggaggtg
gcatctgtcg
cactggtatc
ctggcttctg
acaatcagca
aacccgetca
tcttctgaca
tcagtcttcc
gtcacatgecg
gtggacggcg
acgtaccgtg
tacgcgtgcg
gccaaagggc
accaagaacc
gtggagtggg
gactccgacg
caggggaacyg
aagagcctct
ttccecgeccat
tacttctatc
aactcccagg
gagctgacgc
catcagggcc

human IgGl CH3, human Ck(YAE)

<400> 807

atggaagcac
gacattgtgc
atctcctgca
caacagattc
gggatcccac
cctgtggaga
acgttcggtg
tcgggtggcg
cctgggtect
atgaactggg
ggagatggtg
gaatcctcca
tatttctgtg
tggggtcaag
cacacatgcc
cccccaaaac
gtggacgtga
gtgcataatg
agcgtcctca
tccaacaaag
cgagaaccac

cagcgcagcet
tgacccaatc
aggccagcca
caggacagcc
ccaggtttag
aggtggatgc
gaggcaccaa
gcggagctag
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
caagacggga
gaacctcagt
caccgtgcecc
ccaaggacac
gccacgaaga
ccaagacaaa
ccgtcctgca
ccectcceagce
aggtgtacac

tctettecte
tccagettct
aagtgttgat
acccaaactc
tggcagtggg
tgcaacctat
gctggaaatc
ccaggttcag
ttcctgeaag
gcctggacag
caatggaaag
catgcaactc
gactacgacg
caccgtctec
agcacctgaa
cctcatgatc
ccctgaggte
gccgegggag
ccaggactgg
cceccatcgag
cctgeccecca

ctgctactct
ttggctgtgt
tatgatggtg
Ctcatctatg
tctgggacag
cactgccagc
d4aaggtggcg
ctgcagcagt
gcttectgget
ggtcttgagt
ttcaagggta
agcagcctag
gtaggccgtt
tcgagtgagc
gccgeggatg
tcececggaccec
aagttcaact
gagcagtaca
ctgaatggca
aaaaccatct
tccecgggatg

ggctcccaga
agcctgggag
ttatgcactg
cttacaatga
acgagtecac
tccattactg
gtaccctggt
gtggctctge
gggacagagt
agcagaagcc
gagtccctge
gcctgcagec
cgtteggtgg
aaactcacac
tcttcccecce
tggtggtgga
tggaggtgca
tggtcagcgt
cggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctccttett
tcttetcatg
ccctgtctec
ctgatgagca
ccagagaggc
agagtgccac
tgagcaaagc
tgagctcgce

TSC096 comprises: HD37 (anti-CD19) scFv, human
IgGl SCC-P hinge, human IgGl CH2 (ADCC/CDC null),

ggctcccaga
ctctagggca
atagttattt
atgcatccaa
acttcaccct
aaagtactga
gtggttcgyy

ctggggctga
atgcattcag

ggattggaca
aagccactct
catctgagga
attactatgc
ccaaatcttc
caccgtcagt
ctgaggtcac
ggtacgtgga
acagcacgta
aggcgtacgc
ccaaagccaa
agctgaccaa
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L TXT

taccaccggr
ctcagtgaag
ggtgaagcag
tgttactaag
taatacagcc
tgcaagaggg
caccgtctca
acaagatatc
caccatgacc
cgagaaggct
gcgcttcatt
agatgatttc
aggtaccaag
atgcccaccg
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgte
caaagccctc
accacaggtg
gaccrgcctg
gcagccggag
cctctacage
ctccgtgatg
gggtaaatct
gttgaaatct
caaagtacag
agagcaggac
agactacgag
cgtcacaaag

taccaccggt
gagggccacc
gaactggtac
tctagtttct
caacatccat
ggatccgtgg
cggtggtggg
gctggtgagg
tagctactgg
gatttggcct
gactgcagac
ctctgcggtc
tatggactac
tgacaaaact
cttcctettc
atgcgtggtg
cggcgtggag
ccgtgtggtc
gtgcgcggtc
agggcagcec
gaaccaggtc

60
120
180
240
300 -
360
420
480
540
600
660
720
780
840
900
360
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1821

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260



agcctgacct
aatgggcagc
ttcttoctct
tcatgctecg
tctccgggta
gagcagttga
gaggccaaag
gccacagagc
aaagcagact
tcgeeegtea

<210> 808
<211> 1812
<212> DNA
<213>

<220>
<223>
SCC-

2479_1040002_sequenceIDListing ascii .TXT

gcctggtcaa
cggagaacaa
acagcaagct
tgatgcatga
aatctagaac
aatctggaac
tacagtggaa
aggacagcaa
acgagaaaca
caaagagctt

P hinge,

aggcttctat
ctacaagacc
caccgtggac
ggctctgcac
tgtggctgca
tgcctctgtt
ggtggataac
ggacagcacc
caaagtctac
caacagggga

Artificial Sequence

ccaagcgaca
acgectceeg
aagagcaggt
aaccactaca
ccatctgtct
gtgtgcctgce
gccctecaat
tacagcctca
gcctgegaag
gagtga

IgGl CH3, and human CK(YAE) .

<400> 808

atggaagcac
gacattcaga
atcacatgcc
gggaaatctc
aggttcagtg
gaagattttg
ggcaccaagc
ggctctcaga
- aagatatcct
cagaagcctg
agatacaatg
gcctacatgc
tccgectact
gtctcctcga
cctgaagccg
atgatctccc
gaggtcaagt
cgggaggagc
gactggctga
atcgagaaaa
ccceecatecec
ttctatccaa
aagaccacgc
gtggacaaga
ctgcacaacc
gctgcaccat
tctgttgtgt
gataacgccc
agcacctaca
gtctacgcct

aggggagagt

<210> 809
<211> 1608
<212> DNA
<213>

<220>
<223>
as

<400> 809

cagcgcagct
tgacccagtc
tggcaagtca
ctcagctcct
ctagtggatc
taagttatta
tggaaatcaa
tccagctgea
gcaaggcttc
gacagggact
agaaattcag
agctcagcag
atggtaacta
gtgagcccaa
cgggtgcacc
ggacccctga
tcaactggta
agtacaacag
atggcaaggc
ccatctccaa
gggatgagct
gcgacatcgc
ctccecgtgcet
gcaggrggca
actacacgca
ctgtcttcat
gcctgctgaa
tccaatcggg
gcctcagceag
gcgaagtcac
ga

scl19x3

tctecttecte
tcctgectcc
gaccattggt
gatttatgct
tggcacaaaa
ctgtcaacaa
aggtggcggt
gcagtctgga
tgactacaca
tgagtggatt
ggacaaggcc
cctgacatca
cgttgctatg
atcttctgac
gtcagtcttc
ggtcacatgc
cgtggacggc
cacgtaccgt
gtacgcgtge
agccaaaggqg
gaccaagaac
cgtggagtgg
ggactccgac
gcaggggaac
gaagagcctc
cttceegeea
ttacttctat
taactcccag
cgagctgacg
ccatcagggc

Artificial sequence

Bispecific T-Cell Engaging

aagcttgccg ccatgggatg gagctgtatc
gtccactccg actacaaaga tgatgacgat
tctttggctg tgtctctagg gcagagggcc
gattatgatg gtgatagtta tttgaactgg

ctgctactct
cagtctgcat
acatggttag
gcaaccagct
ttttctttca
ctttacaata
ggctctggeg
cctgagctgg
ctcactgact
gggaggattt
atactgaccg
gaggacactg
gactactggg
aaaactcaca
ctctteecece
gtggtggtgg
gtggaggtgc
gtggtcagcg
gcggtctcca
cagccccgag
caggtcagcc
gagagcaatg
ggcteccttct
gtcttctcat
tccctgtcetc
tctgatgagce
cccagagagg
gagagtgcca
ctgagcaaag
ctgagctcgc

tcgecgtgga
tgctggactc
ggcagcaggg
cgcagaagag
tcatcttcec
tgaattactt
cgggtaactc
gcagcgagct
tcacccatca

ggctcccaga
ctctgggaga
catggtatca
tggcagatgg
agatcgacag
ctccgtggac
gaggtggatc
tgaagcctgg
tctatatgaa
atcctggaac
tggacacgtc
ctgtctattt
gtcaaggaac
catgcccacc
caaaacccaa
acgtgagcca
ataatgccaa
tcctecaccgt
acaaagccct
aaccacaggt
tgacctgect
ggcagccgga
tcctctacag
gctecgtgat
cgggtaaatc
agttgaaatc
ccaaagtaca
cagagcagga
cagactacga
ccgtcacaaa

molecule (BiTE) known

atcctcttct
aaggatatcc
accatctcct
taccaacaga

tggtagcaac
agctgaccca
gcaaggccag
ttccaggaca

Page 233

gtgggagagc
cgacggctcc
gaacgtectte
cctctecectg
gccatctgat
ctatcccaga
ccaggagagt
gacgctgagc
gggcctgage

TSCO097 comprises: 4C04 (anti-RON) scFv, human IgGl
human IgGl CH2(ADCC/CDC null), human

taccaccggt
aagtgtcacc
gcagaaacca
ggtcccatca
cctacagtct
gttcggtgga
cggtggcggc
gacttcagtg
ctgggtgagg
cgataaaact
ctccagcaca
ctgtgcaaga
ctcagtcacc
gtgcccagca
ggacaccctc
cgaagaccct
gacaaagccg
cctgcaccag
cccagcccce
gtacaccctg
ggtcaaaggc
gaacaactac
caagctcacc
gcatgaggct
tagaactgtg
tggaactgcc
gtggaaggtg
cagcaaggac
gadacacaaa
gagcttcaac

agctacaggt
gtctcecaget
ccaaagtgtt
gccacccaaa

1320
1380
1440
1500
1560
1620
1680
1740
1800
1836

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1812

60

120
180
240



ctcctcatct
gggtctggga
Tatcactgtc
atcaaaggtg
Cctgcagcagt
gcttctggct
ggtcttgagt
ttcaagggta
agcagcctag
gtaggccgtt
tccggaggtg
ggggcctcag
cactgggtaa
cgtggttata
tcctecagea
tactgtgcaa
ctcacagtct
ggagtcgacg
aaggtcacca
aagtcaggca
ccttatcget
gaggctgaag
ggtgctggga

<210> 810
<211> 859
<212> PRT

2479_1040002_SequenceIblListing ascii

atgatgcatc
cagacttcac
agcaaagtac
gtggtggttc
ctggggctga
atgcattcag
ggattggaca
aagccactct
catctgagga
attactatgc
gtggatccga
tgaagatgtc
aacagaggcc
ctaattacaa
cagcctacat
gatattatga
cctcagtcga
acattcagct
tgacctgcag
cctcccccaa
tcagtggcag
atgctgccac
ccaagctgga

Caatctagtt
cctcaacatc
tgaggatccg
tggcggcggc
gctggtgagg
tagctactgg
gatttggcct
gactgcagac
ctctgcggtc
tatggactac
tatcaaactg
ctgcaagact
tggacagggt
tcagaagttc
gcaactgagc
tgatcattac
aggtggaagt
gacccagtct
agccagttca
aagatggatt
tgggtctogg
ttattactgc
gctgaaacat

<213> Artificial Sequence

<220>

tctgggatcc
catcctgtgg
tggacgttcg
gactcecggtg
cctgggtect
atgaactggg
ggagatggtg
gaatcctcca
tatttctgtg
tggggccaag
cagcagtcag
tctggctaca
ctggaatgga
aaggacaagg
agcctgacat
tgccttgact
ggaggttctg
ccagcaatca
agtgtaagtt
tatgacacat
acctcatact
caacagtgga
catcaccatc

cacccaggtrt
agaaggtgga
gtggagggac
gtggtggttc
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
caagacggga
ggaccacggt
gggctgaact
cctttactag
ttggatacat
ccacattgac
ctgaggactc
actggggcca
gtggaagtgg
tgtctgcatc
acatgaactg
ccaaagtggc
ctctcacaat
gtagtaaccc
atcattag

<223> T5C038 comprises: G19-4 (anti-CD3) scFv, human

IgGLl SCC-P hinge, human IgGl CHZ,
human Ck(YAE), H75 linker and 3Dl

<400> 810

human IgQGl CH3,
(anti-CD86) scFv

LTXT

tagtggcagt
tgctgcaacc
caagctcgag
tcaggtgceag
ttcctgcaag
gcctggacag
caatggaaag
catgcaactc
gactacgacg
caccgtctec
ggcaagacct
gtacacgatg
taatcctagce
tacagacaaa
tgcagtctat
aggcaccact
aggttcaggt
tccaggggag
gtaccagcag
ttctggagtc
cagcagcatg
gctcacgttc

Glu
1

ser
Ile
Gly
Lys
65

Met
Ala
Gly
Gly
Gln
145
Ser
Gln
Leu
ASp
Tyr
225
Thr

Thr

val
Met
val
Leu
50

Gly
Glu
Arg
Ala
Gly
130
Thr
Cys
Lys
His
Tyr
210
Phe
Lys

His

Gln
Lys
ASN
35

Ile
Lys
Leu
Ser
Gly
115
Gly
Thr
Arg
Pro
ser
195
ser
Ccys
Leu

Thr

Leu
Ile
20

Trp
Asn
Ala
Leu
Gly
100
Thr
sSer
ser
Ala
Asp
180
Gly
Leu
Gln
val

Cys

Gin GIn
5

ser Cys

Leu Lys

Pro Tyr

Thr Leu
70
ser Leu
85
TYr Tyr

Thr val

Gly Gly

Ser Leu
150
Ser Gln
165
Gly Thr

val Pro

Thr 1le

GIn Gly
230
Thr Lys
245

Pro Pro

ser Gly Pro

Ala ser
25
His

Lys
GIn Ser
40
Lys Gly Leu
55
Thr

val Asp

Thr ser Glu
Ser
105

Ser

Gly Asp
val
120
Gly

Thr

Gly
135
ser

Ser

Ala ser

Asp ITe Arg

val Leu
185
Phe

Lys

ser Arg
200
Ala Asn
215

ASn

Leu

Thr Leu

Arg Ser ser

Cys Pro Ser

Glu
10

Gly
Gly
Thr
Lys
AsSp
90

Asp
ser
Ala
Leu
Asn
170
Leu
Ser
Gln
Pro
Glu

250
Gly

Leu
Tyr
Lys
Thr
Ser
75

ser
Trp
Gly
Gln
Gly
155
Tyr
Ile
Gly
Prro
Trp
235
Pro

Ala

val Lys

ser Phe

Asn Leu
45
Tyr Asn
60
ser Ser

Ala val

Tyr Phe

Gly Gly
125
Asp Ile
140
ASp Arg

Leu Asn

Tyr Tyr
Gly
205
Asp

Ser

Glu
220
Thr Phe

Lys Ser

Pro Giu

Page 234

Pro
Thr
30

Glu
Glin
Thr
Tyr
ASp
110
Gly
GIn
val
Trp
Thr
190
Ser
Ile
Gly
Ser

Leu

Gly
15

Gly
Trp
Lys
Ala
Tyr
a5

val
Ser
Met
Thr
Tyr
175
Ser
Gly
Ala
Gly
Asp

255
Leu

Ala
Tyr
Ile
Phe
Tyr
80

Cys
Trp
Gly
Thr
Ile
160
GIn
Arg
Thr
Thr
Gly
240
Lys
Gly

300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1608



Gly
Ile
Glu
305
His
Arg
Lys
Glu
Tyr
385
Leu
Trp
val
Asp
His
465
Pro
Pro
Leu
AsSn
ser
545
Ala
Gly
His
Pro
Pro
625
Thr
Glu
Gln
Thr
Tyr
705
Thr
ser
GIn
Ser
Tyr

785
Ile

Pro
ser
290
ASp
Asn
val
Glu
Lys
370
Thr
Thr
Glu
Leu
Lys
450
Glu
Gly
Ser
Asn
Ala
530
Lys
AsSp
Leu
AsSn
Asn
610
Gly
Asp
Trp
Lys
Ala
690
Tyr
ser
Gly
ser
Cys
770
Leu

Tyr

Ser
275
Arg
Pro
Ala
val

Tyr
355
Thr
Leu
Cys
ser
Asp
435
Ser
Ala
Lys
Asp
Tyr
515
Leu
Asp
Tyr
ser
ASn
585
Ser
Glu
Tyr
Ile
Phe
675
Tyr
Cys
val

Gly
Pro
755
Lys
Ala

Trp

260
val

Thr
Glu
Lys
ser
340
Lys
Ile
Pro
Leu
Asn
420
ser
Arg
Leu
ser
Glu
500
Phe
Gln
Ser
Glu
ser
580
Ser
Gln
Ser
Ala
Gly
660
Lys
Met
Ala
Thr
Gly
740
Ser
Ser
Trp

Ala

Phe
Pro
val
Thr
325
val
Cys
ser
Pro
val
405
Gly
Asp
Trp
His
Arg
485
Gln
Tyr
ser
Thr
Lys
565
Pro
ser
val
val
Ile
645
val
Gly
Glu
Arg
val
725
Gly
ser
sar
Tyr

ser

2479_1040002§gequenceIDListing ascii
5

Leu
Glu
Lys
310
Lys
Leu
Lys
Lys
ser
390
Lys
GIn
Gly
Gln
Asn
470
Thr
Leu
Pro
Gly
Tyr
550
His
val
Leu
Gln
Lys
630
Gln
Ile
Lys
Leu
Ala
710
ser
Ser
Leu
Gln
GlIn

790
Thr

Phe
val
295
Phe
Pro
Thr
val
Ala
375
Arg
Gly
Pro
ser
Gln
455
His
val
Lys
Arg
Asn
535
Ser
Lys
Thr
Asn
Leu
615
Ile
Trp
Asn
Ala
Ala
695
Ala
Ser
Gly
Ala
ser
775
GIn

Arg

Pro
280
Thr
Asn
Arg
val
Ser
360
Lys
Asp
Phe
Glu
Phe
440
Gly
Tyr
Ala
Sar
Glu
520
ser
Leu
val
Lys
Thr
600
GIn
Ser
val
Ile
Thr
680
Arg
Trp
Gly
Gly
val
760
Leu
Lys
Glu

Pro
Cys
Trp
Glu
Leu
345
ASN
Gly
Glu
Tyr
Ash
425
Phe
Asn
Thr
Ala
Gly
505
Ala
Gln
Ser
Tyr
ser
585
Gly
GIn
Cys
Lys
Tyr
665
Met
Leu
Tyr
Gly
Gly
745
Ser
Leu
Pro

ser

Lys
val
Tyr
Glu
330
His
Lys
Gln
Leu
Pro
410
Asn
Leu
val
Gln
Pro
490
Thr
Lys
Glu
ser
Ala
570
Phe
Thr
ser
Lys
Gln
650
Tyr
Thr
Thr
Met
Gly
730
Gly
Ala
Asn

Gly
Gly

Pro
val
val
315
GIn
Gln
Ala
Pro
Thr
395
sSer
Tyr
Tyr
Phe
Lys
475
ser
Ala
val
ser
Glu
555
Cys
AsSn
Gln
Gly
Gly
635
ser
Asp
val
Ser
Asp
715
Gly
Ser
Gly
Ser
Gln

795
val

LysS

val
300
AsSp

Tyr

ASp
Leu
Arg
380
Lys
ASp
Lys
Ser
ser
460
Ser
val
Ser
Gln
Ala
540
Leu
Glu
Arg
Met
Pro
620
Ser
His
Asn
Asp
Glu
700
Tyr
ser
ASp
Glu
Arg
780
Ser

Pro

Page 235

Asp
285

AsSp
Gly
ASn
Trp
Pro
365

Glu

Asn
Ile
Thr
Lys
445
Cys
Leu
Phe
val

Trp
525
Thr
Thr
val

Gly
Ala
605
Glu
Gly
Ala
Thr
Lys
685
ASp
Trp
Gly
Ile
Lys
765
Thr
Pro

Asp

270
Thr

val

val

ser
Leu
350
Ala
Pro
GIn
Ala
Thr
430
Leu
ser
ser
Ile
val

510
Lys
Glu
Leu
Thr
Glu
590
Gly
Leu
Tyr
Lys
Asn
670
ser
Ser
Gly
Gly
val
750
val
Arg
Lys

Arg

LTXT

Leu
ser
Glu
Thr
335

Asn
Pro
Gln
val

val

415
Pro
Thr
val

Leu
Phe
495
Cys
val

GlIn
ser
His
575
GIn
His
val

Thr
ser
655
Tyr
ser
Ala
Gln
Gly
735
Leu
Thr
Glu

Leu

Phe

Met
His
val
320
Tyr
Gly
Ile
val
Ser
400
Glu
Pro
val
Met
ser
480
Pro
Leu
Asp
ASp
Lys
560
Gln
Arg
Ser
Arg
Phe
640
Leu
Asn
ser
Ile
Gly
720
Gly
Ser
Met
Asn
Leu

800
Thr



Gly ser Gly Ser Gly Thr Asp Phe T
8

820

805

2479_1040002_sequenceIDListing ascii .TXT

810

hr Leu Thr Ile Ser s
25

830

815

er val Gln

Ala Glu ggg Leu Ala val Tyr Tyr Cys Thr Gln Ser Tyr Asn Leu Tyr
840

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys
855

<210>
<211
<212>
<213>

850

<220>

<223>

Gln
1

ser
val
Gﬁy
Lys
65

Met
Ala
Gly
Gly
Pro
145
Ser
Gly
Gly
Leu
Gln
225
Glu
Cys
Leu
Glu
LyS
305
Lys
Leu
Lys
Lys

811
585
PRT
Artificial sequence

TSCO039 comprises from its amino to carboxyl

terminus: BMAO3Ll (anti-TCR) scFv, human IgGl SCC-P
hinge, human IgGl CH2, human IgGl CH3, and human
Ck{YaE)

<400> 811

val
val
Met
Tyr
50

Gly
Glu
Arg
Thr
ser
130
ser
Ala
Lys
val
Thr
210
Gln
Ile
Pro
Phe
val
290
Phe
Pro
Thr
val

Ala

Gln
Lys
His
35

Ile
Lys
Leu
Gly
Leu
115
Gly
Thr
Thr
Ala
Pro
195
Ile
Trp
Lys
Pro
Pro
275
Thr
Asn
Arg
val
ser

355
Lys

Leu
val
20
Trp
Asn
Ala
ser
ser
100
val
Gly
Leu
Ser
Pro
180
Ala
ser
Ser
Ser
Cys
260
Pro
cys
Trp
Glu
Leu
340
AsN

Gly

val
5

ser
val
Pro
Thr
ser
85

Tyr
Thr
Gly
sSer
sSer
165
Lys
Arg
ser
Ser
Ser
245
Pro

Lys

val

Tyr
Glu
325
His
Lys
Gln

GIn
Cys
Lys
Tyr
Leu
70

Leu
Tyr
val
Gly
Ala
150
val
Arg
Phe
Leu
ASn
230
Ser
Ala
Pro
val
val
310
Gln
Gln
Ala

Pro

Ser
Lys
Gln
Asn
Thr
Arg
Asp
Ser
Ser
135
ser
ser
Trp
Ile
Gln
215
Pro
Glu
Pro
Lys
val
295
Asp
Tyr
Asp
Leu

Arg

Gly
Ala
Ala
40

Asp
Ala
Ser
Tyr
Ser
120
Ala
val
Tyr
Ile
Gly
200
Pro
Leu
Pro
Glu
ASp
280
Asp
Gly
Asn
Trp
Pro

360
Glu

Ala
ser
25

Pro
val
ASp
Glu
ASp
105
Gly
GlIn
Gly
Met
Tyr
185
Ser
ASp
Thr
Lys
Leu
265
Thr
val
val
ser
Leu
345
Ala

Pro

Glu
10

Gly
Gly
Thr
Glu
AsSp
90

Gly
Gly
Asp
Asp
His
170
Asp
Gly
Asp
Phe
Ser
250
Leu
Leu
Ser
Glu
Thr
330
Asn
Pro

Gln

val
Tyr
Gln
Lys
Ser
75

Thr
Phe
Gly
Ile
Arg
155
Trp
Thr
Ser
Phe
Gly
235
Ser
Gly
Met
His
val
315
Tyr
Gly
Ile

val

Lys
Lys
Gly
TYr
60

Thr
Ala
val
Gly
Gln
140
val
TYr
Ser
Gly
Ala
220
Gly
Asp
Gly
Ile
Glu
300
His
Arg
Lys
Glu

Tyr
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Lys
Phe
Leu
45

Asn
Asn
val
Tyr
Ser
125
Met
Thr
Gln
Lys
Thr
205
Thr
Gly
Lys
Pro
ser
285
ASp
Asn
val
Glu
Lys

365
Thr

Pro
Thr
Glu
Glu
Thr
His
Trp
110
Gly
Thr
Met
Gin
Leu
190
Glu
Tyr
Thr
Thr
ser
270
Arg
Pro
Ala
val
Tyr
350
Thr

Leu

Gly
15

ser
Trp
Lys
Ala
Tyr
Gly
Gly
Gln
Thr
Lys
175
Ala
Phe
Tyr
Lys
His
255
val
Thr
Glu
Lys
ser
335
Lys
Ile

Pro

ser
Tyr
Ile
Phe
Tyr
80

Cys
Gln
Gly
Ser
Cys
160
Pro
ser
Thr
Cys
val
240
Thr
Phe
Pro
val
Thr
320
val
Cys
Ser

Pro



370

ser Arg Asp Glu Leu Thr Lys Asn GIn val Ser Leu Thr Cys

385

390 395

Lys Gly Phe Tyr Pro Ser Asp Ile Ala val Glu Trp Glu Ser

405 410

GIn Pro GTu Asn Asn Tyr Lys Thr Thr Pro Pro val Leu

Gly Ser Phe Phe Leu Tyr Ser

Asp

420 425 430

Lys Leu Thr val Asp Lys Ser

435 440 445

GIn GIn Gly Asn val Phe Ser Cys Ser val Met His Glu Ala
450 455 460
Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys

465

470 475

Thr val Ala Ala Pro Ser val Phe ITe Phe Pro Pro Ser Asp

485 490

Leu Lys Ser Gly Thr Ala Ser val val Cys Leu Leu Asn Tyr

500 505 510

Pro Arg Glu Ala Lys val GIn Trp Lys val Asp Asn Ala Leu

515 ' 520 525

Gly Asn Ser G1n Glu Ser Ala Thr Glu GIn Asp Ser Lys Asp
530 535 540
Tyr Ser Leu Ser Ser Glu Leu Thr Leu Ser Lys Ala Asp Tyr

545

550 555

His Lys val Tyr Ala Cys Glu val Thr His Gln Gly Leu Ser

565 570

val Thr Lys Ser Phe Asn Arg Gly Glu

<210
<211>
<212>
<213>

<220>
<223>

<400

580 585

812
586
PRT
Artificial Ssequence

polypeptide TSC041l comprises from its amino to
carboxy terminus: CRIS7 (anti-CD3) scFv, human
IgGl scc-P hinge, human IgGl CH2, human IgGl CH3,
and human Ck(YAE)

812

Gln val GIn Leu val GIn Ser Gly Gly Gly val val GIn Pro

5 10

Ser Leu Arg Leu Ser Cys Lys Ala Ser Gly Tyr Thr pPhe Thr

20 25 30

Thr Met His Trp val Arg GIn Ala Pro Gly Lys Gly Leu Glu

35 40 45

Gly Tyr Ile Asn Pro Ser Ser Ala Tyr Thr Asn Tyr Asn Gln

50

35 60

Lys Asp Arg Phe Thr Ile Ser Ala Asp Lys Ser Lys Ser Thr

65

70 75

Leu GIn Met Asp Ser Leu Arg Pro Glu Asp Thr Gly val Tyr

85 90

Ala Arg Pro Gln val His Tyr Asp Tyr Asn Gly Phe Pro Tyr

100 105 110

GIn Gly Thr Pro val Thr val Ser ser Gly Gly Gly Gly Ser

115 120 125

Gly Gly ser Gly Gly Gly Gly Ser Ala GIn Asp Ile Gln Met
130 135 140
Ser Pro Ser Ser Leu Ser Ala Ser val Gly Asp Arg val Thr

145

150 155

Cys Ser Ala Ser Ser Ser val Ser Tyr Met Asn Trp Tyr GIn

165 170

Pro Gly Lys Ala Pro Lys Arg Trp Ile Tyr Asp Ser Ser Lys

180 185 150

ser Gly val Pro Ala Arg Phe Ser Gly ser Gly Ser Gly Thr

195 200 205

Thr Leu Thr ITle Ser Ser Leu GIn Pro Glu Asp Phe Ala Thr

Page 237

Leu
Asn
415
ser
Arg
Leu
Ser
Glu
495
Phe
GlIn
ser
Glu

ser
575

Gly
15

Arg
Trp
Lys
Ala
Phe
95

Trp
Gly
Thr
Met
Gln
175
Leu
ASp

Tyr

2479_1040002_sequenceIDListing ascii .TXT
375 380

val
400
Gly
Asp
Trp
His
Arg
480
G1ln
Tyr
ser
Thr
Lys
560
Pro

Arg
Ser
Ile
Phe
Phe'
80

Cys
Gly
Gly
Gin
Thr
160
Lys
Ala
Tyr
Tyr



Cys
225
Leu
Thr
Phe
Pro
val
305
Thr
val
Cys
Ser
Pro
385
val
Gly
Asp
Trp
His
465
Arg
Gln
Tyr
ser
Thr
545
Lys

Pro

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

210
GIn

Gln
Cys
Leu
Glu
290
Lys
Lys
Leu
Lys
Lys
370
Ser
Lys
GIn
Gly
Gln
450
Asn
Thr
Leu
Pro
Gly
530
Tyr
His

val

<220>

<223>

<400>

Gln
Ile
Pro
Phe
275
val
Phe
Pro
Thr
val
355
Ala
Arg
Gly
Pro
Ser
435
GIn
His
val
Lys
Arg
515
Asn
ser
Lys
Thr

813
570
PRT
Artificial Sequence

Trp
Thr
Pro
260
Pro
Thr
Asn
Arg
val
340
ser
Lys
Asp
Phe
Glu
420
Phe
Gly
Tyr
Ala
Ser
500
Glu
Ser
Leu
val

Lys
580

Ser
Arg
245
Cys
Pro
Cys
Trp
Glu
325
Leu
Asn
Gly
Glu
TYr
405
Asn
Phe
Asn
Thr
Ala
485
Gly
Ala
Gln
Ser
Tyr

565
ser

2479_1040002_SequenceIDListing ascii
215 220

Arg
230
Ser
Pro
Lys
val
Tyr
310
Glu
His
Lys
GIn
Leu
390
Pro
Asn
Leu
val
Gln
470
Pro
Thr
Lys
Glu
ser
550
Ala

Phe

Asn
ser
Ala
Pro
val
295
val
GIn
GIn
Ala
Pro
375
Thr
Ser
Tyr
Tyr
Phe
455
Lys
Ser
Ala
val
ser
535
Glu
Cys

Asn

Pro
Glu
Pro
Lys
280
val
ASp
TYr
Asp
Leu
360
Arg
LYys
AsSp
Lys
Ser
440
Ser
Ser
val
Ser
GlIn
520
Ala
Leu
Glu

Alg

Pro
Pro
Glu
265
ASp
Asp
Gly
Asn
Trp
345
Pro
Giu
ASn
Ile
Thr
425
Lys
cys
Leu
Phe
val
505
Trp
Thr
Thr
val

Gly
585

Thr
Lys
250
Leu
Thr
val
val
ser
330
Leu
Ala
Pro
GIn
Ala
410
Thr
Leu
Ser
ser
Ile
490
val
LyS
Glu
Leu
Thr

570
Glu

Phe
235
ser
Leu
Leu
Ser
Glu
315
Thr
Asn
Pro
Gln
val
395
val
Pro
Thr
val
Leu
475
Phe
Cys
val
Gln
Ser

555
His

Gly
ser
Gly
Met
His
300
val
Tyr
Gly
Ile
val
380
Ser
Glu
Pro
val
Met
460
ser
Pro
Leu
ASD
Asp
540
Lys
GIn

Gly
Asp
Gly
Ile
285
Glu
His
Arg
Lys
Glu
365
Tyr
Leu
Trp
val

Asp
445
His
Pro
Pro
Leu
ASn
525
ser
Ala

Gly

TSC043 comprises from its amino to carboxy

Gly
Lys
Pro
270
ser
ASp
AsSn
val
Glu
350
Lys
Thr
Thr
Glu
Leu
430
Lys
Glu
Gly
Ser
Asn
510
Ala
LysS
Asp

Leu

terminus: OKT3-Mm (Micromet variant anti-cD3, see
also US 7,635,472} scFv, human IgGl SCC-P hinge,
human IgGl CH2, human IgGl CH3, and human Ck(YAE)

813

Aip Ile Lys Leu G;n Gln Ser Gly Ala Glu Leu Ala Arg Pro

L TXT

Thr
Thr
255
Ser
Arg
Pro
Ala
val
335
Tyr
Thr
Leu
Cys
ser
415
Asp
Ser
Ala
Lys
Asp
495
Tyr
Leu
Asp
Tyr

ser
575

Gly
15

ser val Lys Met Ser Cys Lys Thr Ser Gly Tyr Thr Phe Thr Arg
20 25 30

Thr Met His Trp val Lys Gln Arg Pro Gly GIn Gly Leu Glu
35 40 45

Gly Tyr Ile Asn Pro Ser Arg Gly Tyr Thr Asn Tyr Asn GIn
Page 238

Trp
Lys

Lys
240
His
val
Thr
Glu
Lys
320
Ser
Lys
Ile
Pro
Leu
400
Asn
ser
Arg
Leu
ser
480
Glu
Phe
Gln
Ser
Glu

560
ser

Ala
Tyr
Ile
Phe



Lys
Met
Ala
Thr
Gly
Pro
145
Arg
Gly
Gly
Leu
Gln
225
Thr
Phe
Pro
val
Thr
305
val
Cys
Ser
Pro
val
385
Gly
AsSp
Trp
His
Arg
465
Gln
Tyr
Ser
Thr
Lys

545
Pro

50
Asp Lys

GIn Leu
Arg Tyr

Thr Leu
115

Ser Gly

130

Ala Ie

Ala ser
Thr ser

val Pro
195

Thr Ile

210

Gln Trp

Cys Pro
Leu Phe

Glu val
275

Lys Phe

290

Lys Pro

Leu Thr
Lys val

Lys Ala
355

Ser Arg

370

Lys Gly

Gin Pro
Gly Ser

GIn G1n
435
Asn H1s
450
Thr val

Leu Lys

Pro Arg

Gly Asn
515

Tyr Ser

530

His Lys

val Thr

<210> 814

Ala
ser
Tyr
100
Thr
Gly
Met
ser
Pro
180
Tyr
Ser
Ser
Pro
Pro
260
Thr
Asn
Arg
val
ser
340
Lys
ASp
Phe
Glu
Phe
420
Gly
Tyr
Ala
ser
Glu
500
sSer
Leu
val

Lys

Thr
ser
85

ASp
val
ser
Ser
Ser
165
Lys
Arg
Ser
Ser
Cys
245
Pro
Cys
Trp
Glu
Leu
325
Asnh
Gly
Glu
Tyr
AsSn
405
Phe
Asn
Thr
Ala
Gly
485
Ala
Gln
ser
Tyr

ser
365

2479_1040002_SequenceIDListing ascii
55 60

Leu
70

Leu
Asp
ser
Gly
Ala
150
val
Arg
Phe
Met
Ser
230
Pro
Lys
val
Tyr
Glu
310
His
Lys
Gln
Leu
Pro
390
ASn
Leu
val
GIn
Pro
470
Thr
Lys
Glu
ser
Ala

550
Phe

Thr
Thr
His
ser
Gly
135
ser
Ser
Trp
Ser
Glu
215
Ser
Ala
Pro
val
val
295
Gln
Gln
Ala
Pro
Thr
375
ser
Tyr
Tyr
Phe
Lys
455
Ser
Ala
val
Ser
Glu
535
cys

Asn

Thr
Ser
Tyr
val
120
val
Pro
Tyr
Ile
Gly
200
Ala
Glu
Pro
Lys
val
280
Asp
Tyr
ASp
Leu
Arg
360
Lys
Asp
Lys
Ser
Ser
440
Ser
val
ser
Gln
Ala
520
Leu
Glu

Arg

Asp
Glu
Cys
105
Glu
AsSp
Gly
Met
Tyr
185
Ser
Glu
Pro
Glu
ASp
265
Asp
Gly
Asn
Trp
Pro
345
Glu
Asn
Ile
Thr
Lys
425
Cys
Leu
Phe
val
Trp
505
Thr
Thr
val

Gly

Lys
Asp
90

Leu
Gly
Asp
Glu
Asn
170
Asp
Gly
Asp
Lys
Leu
250
Thr
val
val
ser
Leu
330
Ala
Pro
GlIn
Ala
Thr
410
Leu
ser
Ser
Ile
val
490
Lys
Glu
Leu
Thr

Glu
570

ser
75

ser
Asp
Gly
Ile
Lys
155
Trp
Thr
Ser
Ala
ser
235
Leu
Leu
ser
Glu
Thr
315
Asn
Pro
Gln
val
val
395
Pro
Thr
val
Leu
Phe
475
Cys
val
Gln
ser

His
555

LTXT

ser Ser Thr Ala

Ala
Tyr
Ser
Gln
140
val
Tyr
Ser
Gly
Ala
220
Ser
Gly
Met
His
val
300
Tyr
Gly
Ie
val
ser
380
Glu
Pro
val
Met
ser
460
Pro
Leu
ASp
ASp
Lys

540
Gln
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val
Trp
Gly
125
Leu
Thr
Gln
Lys
Thr
205
Thr
Asp
Gly
Ile
Glu
285
His
Arg
LyS
Glu
TYr
365
Leu
Trp
val
Asp
His
445
Pro
Pro
Leu
Asn
Ser
525
Ala

Gly

Tyr
Gly
110
Gly
Thr
Met
Gln
val
190
ser
Tyr
Lys
Pro
Ser
270
Asp
Asn
val
Glu
Lys
350
Thr
Thr
Glu
Leu
Lys
430
Glu
Gly
Ser
AsSn
Ala
510
Lys
ASp

Leu

TYr
95

Gln
ser
Gln
Thr
Lys
175
Ala
Tyr
Tyr
Thr
ser
255
Arg
Pro
Ala
val
Tyr
335
Thr
Leu
Cys
ser
Asp
415
Ser
Ala
Lys
Asp
Tyr
495
Leu
Asp
Tyr

Ser

TYr
80

Cys
Gly
Gly
Ser
Cys
160
Ser
ser
ser
Cys
His
240
val
Thr
Glu
Lys
ser
320
Lys
Ile
Pro
Leu
Asn
400
ser
Arg
Leu
ser
Glu
480
Phe
GIn
ser
Glu

ser
560



2479_1040002_sequenceIDListing ascii
<211> 584
<212> PRT
<213> Artificial Sequence
<220>

<223> TSC049 comprises from its amino to carboxy

terminus: HD37 (anti-Cp19) scFv, human IgGl SCC-P
hinge, human IgGl CH2(ADCC/CDC null}, human IgGl
CH3, and human IgGl CH1

<400> 814

ASp
1

GIn
Gly
Lys
Arg
65
Pro
Glu
Gly
val
val
145
Met
Gln
Gly
Gln
Arg
225
Trp
ser
Gly
Met
His
305
val
Tyr
Gly
Ile
val
385
sar
Glu
Pro

val

ITe val Leu Tgr GIn ser Pro Ala Sgr Leu Ala val ser
1
Arg Ala Thr ITe Ser Cys Lys Ala Ser Gln Ser val Asp
20 25 30
Asp Ser Tyr Leu Asn Trp Tyr Gln GIn Ile Pro Gly Gln
35 40 45
Leu Leu Ile Tyr Asp Ala Ser Asn Leu val Ser Gly Ile
50 55 60
Phe ser Gly Ser gay Ser Gly Thr Asp Phe Thr Leu Asn
75
val Glu Lys ¥§1 Asp Ala Ala Thr ggr His Cys Gln Gln
Asp Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile
100 105 110
Gly Gly Ser Gly Gly Gly Gly ser Gly Gly Gly Gly Ala
115 120 125
GIn Leu GIn GlIn Ser Gly Ala Glu Leu val Arg Pro Gly
130 - 135 140
Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ala Phe ser ser
150 155
Asn Trp val Lys GIn Arg Pro Gly GIn Gly Leu Glu Trp
165 170
ITe Trp Pro Gly Asp Gly Asp Thr Asn Tyr Ash Gly Lys
180 185 190
Lys Ala Thr Leu Thr Ala Asp Glu Ser Ser Ser Thr Ala
195 200 205
Leu Ser Ser Leu Ala Ser Glu Asp Ser Ala val Tyr Phe
210 215 220
Arg Glu Thr Thr ;gs val Gly Arg Tyr ggg Tyr Ala Met
Gly GIn Gly Thr ser val Thr val ser Ser ser Glu Pro
245 250
Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu
260 265 270
Ala Pro ser val phe Leu Phe Pro Pro Lys Pro Lys Asp
275 280 285
ITe ser Arg Thr Pro GTu val Thr Cys val val val Asp
290 295 300
Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val asp Gly
310 315
His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn
325 330
Arg val val ser val Leu Thr val Leu His Gln Asp Trp
340 345 350
Lys Ala Tyr Ala Cys Ala val Ser Asn Lys Ala Leu Pro
355 360 365
Glu Lys Thr ITe Ser Lys Ala Lys Gly Gln Pro Arg Glu
370 375 380
Tyr Thr Leu Pro Pro Ser Arg Asp Glu ggg Thr Lys Asn
390
Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp Ile
405 410
Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr
420 : 425 430
val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
435 440 445
AsSp Lys Ser Arg Trp GIn GIn Gly Asn val Phe Ser Cys
Page 240

L TXT

Leu
15
Tyr
Pro
Pro
Ile
Ser
95
Lys
ser
ser
Tyr
Ile
175
Phe
Tyr
Cys
ASD
Lys
255
Ala
Thr
val
val
ser
335
Leu
Ala
Pro
GlIn
Ala
415
Thr
Leu

Ser

Gly
AsSp
Pro
Pro
His
Thr
Gly
Gln
ser
Trp
160
Gly
Lys
Met
Ala
Tyr
240
Ser
Ala
Leu
Ser
Glu
320
Thr
Asn
Pro
G1n
val
400
val
Pro
Thr

val



Met
465
Ser
Leu
Cys
ser
ser
545
ser

Asn

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

<220>
<223>

450

His

Pra

Ala

Leu

Gly

530
ser

Leu

Thr

Glu
Gly
Pro
val
515
Ala
Gly
Gly

Lys

815
577
PRT
Artificial sequence

Ala
Lys
ser
500
LyS
Leu
Leu
Thr

val
580

Leu
Ser
485
ser
ASp
Thr
TYyr
Gln

563
Asp

2479_1040002_SequenceIDListing ascii
55 460

His
470
Arg
Lys
Tyr
ser
ser
550
Thr

Lys

Asn
Ala
ser
Phe
Gly
535
Leu
Tyr

Lys

His
ser
Thr
Pro
520
val
ser
Ile

val

Tyr
Thr
Ser
505
Glu
His
ser

Cys

Thr
Lys
490
Gly
Pro
Thr
val

Asn
570

GIn
475
Gly
Gly
val
Phe
val

555
val

Lys
Pro
Thr
Thr
Pro
540
Thr

ASn

TSCO50 comprises from its amino to carboxy

ser
ser
Ala
val
525
Ala
val

His

Leu
val
Ala
510
ser
val
Pro

Lys

terminus: 2H7 (anti-Cb20) scFv, human IgGl SCC-P
hinge, human IgGl CH2(ADCC/CDC null), human IgGL
CH3, and human IgGl cHl1

<400> 8
Gln I1e val
1

15

Glu Lys val

His
Ala
Gly
65

Asp
Phe
Gly
Ser
Lys
145
GIn
Asn
Thr
Thr
ser
225
Thr
Pro
Phe

val

Trp
Pro
50

ser
Ala
Gly
Gly
Gly
130
Ala
Thr
Gly
val
ser
210
Asn
val
Pro
Pro

Thr

Tyr
35

ser
Gly
Ala
Ala
Gly
115
Ala
ser
Pro
ASp
Asp
195
Glu
ser
Ser
Ccys
Pro

275
Cys

Leu
Thr
20

GIn
Asn
Thr
Thr
Gly
100
ser
Glu
Gly
Arg
Thr
180
Lys
Asp
Tyr
ser
Pro
260
Lys

val

Sser
5

Met
Gln
Leu
ser
Tyr
85

Thr
Gly
ser
Tyr
GIn
165
Ser
ser
ser
Trp
Ser
245
Ala
Pro

val

GIn
Thr
Lys
Ala
TYr
70

Tyr
Lys
Gly
val
Thr
150
Gly
Tyr
Ser
Ala
TYr
230
Glu
Pro
Lys
val

ser
Cys
Pro
ser
55

ser
Ccys
Leu
Gly
Arg
135
Phe
Leu
Asn
ser
val
215
Phe
Pro
Glu
ASp

ASp

Pro
Arg
Gly
40

Gly
Leu
Gln
Glu
Gly
120
Pro
Thr
Glu
Gln
Thr
200
Tyr
Asp
Lys
Ala
Thr

280
val

Ala
Ala
25

Ser
val
Thr
Gln
Leu
105
Ala
Gly
Ser
Trp
Lys
185
Ala
Phe
val
ser
Ala
265
Leu

ser

Ile
10

Ser
Ser
Pro
Ile
Trp
90

Lys
Ser
Ala
Tyr
Ile
170
Phe
Tyr
Cys
Trp
ser
250
Gly
Met

His

Leu
ser
Pro
Ala
Ser
75

ser
ASp
Gln
ser
Ash
155
Gly
Lys
Met
Ala
Gly
235
Asp
Ala
Ile

Glu

ser Ala Ser

Ser
Lys
Arg
60
Arg
Phe
Gly
Ala
val
140
Met:
Ala
Gly
GlIn
Ar
220
Thr
Lys
Pro
Ser

AsSp

Page 241

val
Pro
45

Phe
val
Asn
Gly
Tyr
125
Lys
His
Ile
Lys

Leu
205

g val

Gly
Thr
ser

Ar
285
Pro

ser
30

Trp
ser
Glu
Pro
Gly
110
Leu
Met
Trp
Tyr
Ala
190
Ser
val
Thr
His

val
270

g Thr

Glu

LTXT

ser
Phe
495
Leu
Trp
Leu
ser

Pro
575

Pro
15
Tyr
Ile
Gly
Ala
Pro
95
ser
GIn
ser
val
Pro
175
Thr
Ser
Tyr
Thr
Thr
255
Phe
Pro

val

Leu
480
Pro
Gly
Asn
Gln
ser

560
Ser

Gly
Met
Tyr
ser
Glu
Thr
Gly
Gln
Cys
Lys
160
Gly
Leu
Leu
Tyr
val
240
Cys
Leu

Glu

Lys



Phe
305
Pro
Thr
val
Ala
Arg
385
Gly
Pro
ser
GlIn
His
465
Ser
Thr
Pro
val
ser
545
Ile

val

290
Asn Trp Tyr val Asp Gly val Glu val His Asn Ala Lys
310 315
Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg val val ser
325 330
val Leu His GIn Asp Trp Leu Asn Gly Lys Ala Tyr Ala
340 345 350
Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile
355 360 365
Lys Gly GIn Pro Arg Glu Pro Gln val Tyr Thr Leu Pro
370 375 380
Asp Glu Leu Thr Lys Asn GIn val Ser Leu Thr Cys Leu
390 395
Phe Tyr Pro Ser Asp Ile Ala val Glu Trp Glu Ser Asn
405 410
GIu Asn Asn Tyr Lys Thr Thr Pro Pro val Leu Asp Ser
420 425 430
Phe Phe Leu Tyr Ser Lys Leu Thr val Asp Lys Ser Arg
435 440 ’ 445
Gly Asn val Phe ser Cys Ser val-Met His Glu Ala Leu
450 455 460
Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys Ser
- 470 475
Thr Lys Gly Pro Ser val Phe Pro Leu Ala Pro Ser Ser
485 480
Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu val Lys Asp
500 505 510
Glu Pro val Thr val Ser Trp Asnh Ser Gly Ala Leu Thr
515 - 520 525
His Thr Phe Pro Ala val Leu GIn Ser Ser Gly Leu Tyr
530 535 540
ser val val Thr val Pro Ser Ser Ser Leu Gly Thr Gln
550 555
Cys Asn val Asn His Lys Pro Ser Asn Thr Lys val Asp
565 570

<210> 816
<211> 573
<212> PRT
<213> Artificial Sequence

<220>
<223> TSCO051 comprises from its amino to carboxy

terminus: P2C2 (anti-CD79) scFv, human IgGl SCC-P
hinge, human IgGl CH2({ADCC/cDC null), human IgGl
CH3, and human IgGl CH1l

<400> 816

ASp
1
Glu
Glu
Pro
ASp
65
ser
val
Gly

Ile

Ile val Met I}e GIn Asp Glu Leu Ser Asn Pro val ser
10
ser val Ser Ile Ser Cys Arg Ser Ser Lys Ser Leu Leu
20 25 30
Gly Lys Thr Tyr Leu Asn Trp Phe Leu GIn Arg Pro Gly
35 40 45
Gln Leu Leu Ile Tyr Leu Met Ser Met Arg Glu Ser Gly
50 55 60
Arg Phe ser Gly ggr Gly Ser Gly Thr Asp Phe Thr Leu
. 75
Arg val Lys an Glu Asp val Gly val Tyr Tyr Cys GIn
90
Glu Tyr Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu
100 - 105 110
Gly Gly Gly Ser Gly Gly Gly Gly ser Gly Gly Gly Gly
115 120 125
GIn Leu val GIn ser Gly Pro Glu Leu Lys Lys Pro Gly
Page 242

Thr
val
335
Cys
ser
Pro

val

Gly
415
Asp
Trp
His
Arg
Lys
495
Tyr
ser
ser
Thr

Lys
575

ser
15

ASp
GIn
val
Glu
Gln
Ile

Ser

Glu

2479_1040002_sequenceIDListing ascii .TXT
295 300

Lys
320
Leu
Ala
Lys
Ser
Lys
400
Gln
Gly
Gln
Asn
Ala
480
Ser
Phe
Gly
Leu
Tyr

560
Lys

Gly
Lys
Ser
Ser
Ile
80

Leu
Lys
G1n

Thr



val
145
Met
Trp
Gly
Gln
Trp
225
sSer
Ala
Pro
val
val
305
Gln
Gln
Ala
Pro
Thr
385
ser
TVYr
TYr
Phe
Lys
465
Pro
Thr
Thr
Pro
Thr

545
Asn

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

130
Lys

His
Ile
Arg
Ile
210
ser
Glu
Pro
Lys
val
290
Asp
Tyr
Asp
Leu
Arg
370
Lys
ASp
Lys
Ser
ser
450
ser
Ser
Ala
val
Ala
530
val

His

<220>

<223>

Ile
Trp
Ash
Phe
195
Asn
Ala
Pro
Glu
Asp
275
Asp
Gly
Asn
Trp
Pro
355
Glu
Ash
Ile
Thr
Lys
435
Cys
Leu
val

Ala
Ser
515
val

Pro

LyS

817
580
PRT
Artificial sequence

ser
val

Thr
180
Ala
Asn
Tyr
Lys
Ala
260
Thr
val

val

Ser
Leu
340
Ala
Pro
GIn
Ala
Thr
420
Leu
ser
ser
Phe
Leu
500
Trp
Leu
ser

Pro

Cys
Arg
165
Glu
Phe
Leu
Trp
ser
245
Ala
Leu
sSar
Glu
Thr
325
Ash
Pro
G1n
val
val
405
Pro
Thr
val
Leu
Pro
485
Gly
Asn
Gln
ser

Ser
565

2479_1040002_SequenceIDListing ascii

Lys
150
Gln
Thr
ser
Lys
Gly
230
ser
Gly
Met
His
val
310
Tyr
Gly
ITe
val
ser
390
Glu
Pro
val
Met
Ser
470
Leu
Cys
Ser
ser
ser

550
Asn

135
Ala

Ala
Gly
Leu
Asn
215
Gln
ASp
Ala
Ile
Glu
295
H1S
Arg
Lys
Glu
Tyr
375
Leu
Trp
val
Asp
His
455
Pro
Ala
Leu
Gly
Ser
535
Leu

Thr

Ser
Pro
Glu
Glu
200
Glu
Gly
Lys
Pro
ser
280
Asp
Asn
val
Ala
Lys
360
Thr
Thr
Glu
Leu
Lys
440
Glu
Gly
Pro
val
Ala
520
Gly
Gly

Lys

TSC052 comprises from its

terminus: 5D5 (anti-cMet)
hinge, human IgGl CH2{ADCC/CDC null), human IgGl
CH3, and human IgGl CH1l

Gly
Gly
Pro
185
Thr
Asp
Thr
Thr
ser
265
Arg
Pro
Ala
val
Tyr
345
Thr
Leu
Cys
ser
Asp
425
Ser
Ala
Lys
Ser
Lys
505
Leu
Leu
Thr

val

Tyr
Lys
170
Thr
ser
Thr
Leu
His
250
val
Thr
Glu
Lys
Ser
330
Ala
Ile
Pro
Leu
Asn
410
Ser
Arg
Leu
Ser
Ser
490
ASp
Thr
Tyr
Gln

Asp
570

Thr
155
Gly
Tyr
Ala
Ala
val
235
Thr
Phe
Pro
val
Thr
315
val
Cys
ser
Pro
val
395
Gly
Asp
Trp
His
Arg
475
Lys
Tyr
ser
Ser
Thr

555
Lys

140

Phe.

Leu
Ala
Ser
Thr
220
Thr
Cys
Leu
Glu
Lys
300
Lys
Leu
Ala
Lys
ser
380
Lys
GIn
Gly
Gln
Asn
460
Ala
ser
Phe
Gly
Leu
540
Tyr
Lys

Thr
Lys
Asp

Thr
205

Tyr

val
Pro
Phe
val
285
Phe
Pro
Thr
val
Ala
365
Arg
Gly
Pro
Sar
Gln
445
His
Ser
Thr
Pro
val
525
ser
Ile

val

amino to carboxy
scFv, human IgGl SCC-P
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Asp
Trp
Asp
190
Ala
Phe
Ser
Pro
Pro
270
Thr
Asn
Arg
val
Ser
350
Lys
ASp
Phe
Glu
Phe
430
Gly
Tyr
Thr
Ser
Glu
510
His
Ser

Cys

. TXT

Phe
Met
175
Phe
TYr
Cys
Ala
Cys
255
Pro
Cys
Trp
Glu
Leu
335
Ash
Gly
Glu
Tyr
Asn
415
Phe
Asn
Thr
Lys
Gly
495
Pro
Thr
val

Asn

ser
160
Gly
Arg
Leu
Thr
ser
240
Pro
Lys
val
TYyr
Glu
320
His
Lys
Gln
Leu
Pro
400
Asn
Leu
val
Gln
Gly
480
Gly
VaTH
Phe
val

val
560



<400> 817

Asp
1

Glu
Ser
Ser
Pro
65

Ile
Tyr
Lys
GIn
Sar
145
Trp
Gly
Lys
Met
Ala
225
Thr
His
val
Thr
Glu
305
Lys
ser
Ala
Ile
Pro
385
Leu
Asn
Ser
Arg
Leu
465
ser
ser
Asp

Thr

Phe
Lys
ser
Pro
50

Asp
Thr
Tyr
Gly
val
130
val
Leu
Met
ASD
Leu
210
Thr
ser
Thr
Phe
Pro
290
val
Thr
val
Cys
Ser
370
Pro
val
Gly
AsSp
Trp
450
His
Arg
Lys
Tyr

ser

Met
val
GIn
35

Lys
Arg
ser
Ala
Gly
115
Gln
Lys
His
Ile
Lys
195
Leu
Tyr
val
Ccys
Leu
275
Glu
Lys
Lys
Leu
Ala
355
Lys
ser
Lys
Gln
Gly
435
Gln
Asn
Ala
Ser
Phe

515
Gly

Met
Thr
20

Lys
Leu
Phe
val

Tyr

100 -

Gly
Leu
Met
Trp
ASp
180
Ala
ser
Gly
Thr
Pro
260
Phe
val
Phe
Pro
Thr
340
val
Ala

Arg

Gly

Pro
420
ser
Gln
His
Ser
Thr
500
Pro

val

Ser
val
Asn
Leu
Thr
Lys
85

Pro
Gly
GIn
Ser
val
165
Pro
Thr
Ser
ser
val
245
Pro
Pro
Thr
Asn
Arg
325
val
Ser
Lys
Asp
Phe
405
Glu
Phe
Gly
Tyr
Thr
485
ser
Glu

His

2479_1040002_sequenceIDListing ascii .TXT

GIn
ser
Tyr
Ile
Gly
70

Ala
Trp
Ser
Gln
Cys
150
Lys
Ser
Leu
Leu
Tyr
230
sSer
Cys
Pro
Cys
Trp
310
Glu
Leu
Asn
Gly
Glu
390
TYyr
Asn
Phe
Asn
Thr
470
Lys
Gly
Pro

Thr

Ser
Cys
Leu
Tyr
55

Ser
AsSp
Thr
Gly
ser
135
Arg
GIn
Asn
Asn
Thr
215
val
ser
Pro
Lys
val
295
TYyr
Glu
His
Lys
Gln
375
Leu
Pro
Asn
Leu
val
455
GIn
Gly
Gly
val

Phe

Pro
Lys
Ala
40

Trp
Gly
AsSp
Phe
Gly
120
Gly
Ala
Arg
ser
val
200
ser
Ser
Ser
Ala
Pro
280
val
val
GIn
Gln
Ala
360
Pro
Thr
Ser
Tyr
Tyr
440
Phe
Lys
Pro
Thr
Thr

520
Pro

ser
ser
25

Trp
Ala
ser
Leu
Gly
105
Gly
Pro
Ser
Pro
Asp
185
ASp
Ala
Pro
Glu
Pro
265
Lys
val
Asp
Tyr
Asp
345
Leu
Arg
Lys
Asp
LysS
425
Ser
Ser
ser
ser
Ala
505
val

Ala

ser
10

Ser
Tyr
ser
Gly
Ala
90

Gly
Gly
Glu
Gly
Gly
170
Thr
Arg
Asp
Leu
Pro
250
Glu
Asp
AsSp
Gly
Asn
330
Trp
Pro
Glu
Asn
Ile
410
Thr
Lys
Cys
Leu
val
490
Ala
ser

val

Leu Thr val Ser val

GlIn
GTn
Thr
Thr
75

val
Gly
Ser
Leu
Tyr
155
Gln
Arg
Ser
ser
Asp
235
Lys
Ala
Thr
val
val
315
ser
Leu
Ala
Pro
Gin
365
Ala
Thr
Leu
ser
ser
475
Phe
Leu
Trp

Leu

ser
Gln
Arg
60
Asp
Tyr
Thr
Gly
val
140
Thr
Gly
Phe
ser
Ala
220
Tyr
ser
Ala
Leu
Ser
300
Glu
Thr
Asn
Pro
Gln
380
val
val
Pro
Thr
val
460
Leu
Pro
Gly
Asn

Gln

Page 244

Leu
Lys
45
Glu
Phe
Tyr
Lys
Gly
125
Arg
Phe
Leu
AsSn
Asn
205
val
Trp
Ser
Gly
Metl
285
His
val
Tyr
Gly
Ile
365
val
Ser
Glu
Pro
val
445
Met
ser
Leu
Cys
ser

525
ser

Leu
30

Pro
Ser
Thr
Cys
Leu
110
Gly
Pro
Thr
Glu
Pro
190
Thr
Tyr
Gly
Asp
Ala
270
ITe
Glu
His
Arg
Lys
350
Glu
Tyr
Leu
Trp
val
430
AsSp
His
Pro
Ala
Leu
510
Gly

Ser

Tyr
Gly
Gly
Leu
Gln
95

Glu
Gly
Gly
Ser
Trp
175
Asn
Ala
Tyr
Gln
Lys
255
Pro
Ser
Asp
Asn
val
335
Ala
Lys
Thr
Thr
Glu
415
Leu
Lys
Glu
Gly
Pro
495
val

Ala

Gly

Gly
Thr
Gln
val
Thr
80
Gln
Leu
Ser
Ala
TYyr
160
Ile
Phe
Tyr
Cys
Gly
240
Thr
ser
Arg
Pro
Ala
320
val
Tyr
Thr
Leu
Cys
400
Ser
ASp
Ser
Ala
Lys
480
Ser
LyS
Leu

Leu



2479_1040002_SequenceIDListing ascii .TXT
540

530 535

Tyr Ser Leu Ser Ser val val Thr val Pro Ser Ser Ser Leu Gly Thr

545
Gln

Asp

550 555
Thr Tyr Ile Cys Asn val Asn His Lys Pro Ser Asn Thr
565 570

Lys Lys val
580

<210> 818

<211> 588

<212> PRT -

<213> Artificial Sequence

<220>
<223> TSCO053 comprises from its amino to carboxy

terminus: G19-4 (anti CD3) scFv, human IgGl SCC-P
hinge, human IgGl CH2(ADCC/CDC null), human IgGl
CH3, and human Ck(YAE) g

<400> 818

Glu
1

Ser
Ile
Gly
LyS
65

Met
Ala
Gly
Gly
Gln
145
ser
GIn
Leu
Asp
Tyr
225
Thr
Thr
ser
Arg
Pro
305
Ala
val
Tyr
Thr

val GIn Leu G1n GIn Ser Gly Pro ggu Leu val Lys Pro
5
Met Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ser Phe Thr
20 25 30
val Asn Trp Leu Lys Gln Ser His Gly Lys Asn Leu Glu
35 40 45
Egu ITe Asn Pro Tyr Lys Gly Leu Thr Thr E%r Asn GIn
55
Gly Lys Ala Thr ggu Thr val Asp Lys ;gr Ser Ser Thr
Glu Leu Leu Ser Leu Thr Ser Glu ggp ser Ala val Tyr
85
Arg Ser Gly Tyr Tyr Gly Asp Ser Asp Trp Tyr Phe Asp
100 105 110
Ala Gly Thr Thr val Thr val ser Ser Gly Gly Gly Gly
115 120 125
Gly Gly ser Gly Gly Gly Gly Ser Ala Gln Asp Ile Gln
130 135 140 ‘
Thr Thr ser ser Leu ser Ala Ser Leu Gly Asp Arg val
150 155
Cys Arg Ala Ser GIn Asp Ile Arg Asn Tyr Leu Asn Trp
165 170
Lys Pro Asp Gly Thr val Lys Leu Leu Ile Tyr Tyr Thr
] 180 185 190
His ser Gly val Pro Ser Arg Phe Ser Gly Ser Gly Ser
195 200 205
Tyr Ser Leu Thr ITe Ala Asn Leu GIn Pro Glu Asp ITe
210 215 220
Phe Cys GIn GIn 61% Asn Thr Leu Pro ;gg Thr Phe Gly
23
Lys Leu val Thr Lys Arg Ser Ser Glu Pro Lys Ser Ser
245 250
Cys Pro Pro Cys Pro Ala Pro Glu Ala Ala Gly
260 265 270
val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met
275 280 285
Thr Pro Glu val Thr Cys val val val Asp val Ser His
290 295 300
Glu val Lys Phe Asn Trp Tyr val Asp Gly val Glu val
310 315
Lys Thr Lys ggg Arg Glu Glu Gln ;gg Asn Ser Thr Tyr
Ser val Leu Thr val Leu His GIn Asp Trp Leu Asn Gly
340 _ 345 350
Ala Cys Ala val Ser Asn Lys Ala Leu Pro Ala Pro Ile
355 360 365
Ile ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GIn val
Page 245

His Thr

Lys
575

Gly
Gly
Trp
Lys
Ala
Tyr
val
Ser
Met
Thr
175
Ser
Gly
Ala
Gly
Asp
255
Ala
Ile
Glu
His
Arg
335
Lys
Glu

Tyr

560
val

Ala
Tyr
Ile
Phe
Tyr
80

Cys
Trp
Gly
Thr
Ile
160
Gln
Arg
Thr
Thr
Gly
240
Lys
Pro
ser
AsSp
Asn
320
val
Ala
Lys
Thr



Leu
385
Cys
Ser
Asp
Ser
Ala
465
Lys
Asp
Tyr
Leu
Asp
545
Tyr

Ser

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

370
Pro

Leu
Asn
Ser
Arg
450
Leu
Ser
Glu
Phe
Gln
530
Ser
Glu

Ser

<220>

<223>

<400>

Glu
1
ser
Ile
Gly
Lys
65
Met
Ala
Gly
Gly
Gln
145
ser
GIn
Leu

ASp

Pro
val
Gly
ASp
435
Trp
His
Arg
Gln
Tyr
515
Ser
Thr
Lys

Pro

819
853
PRT
Artificial sequence

ser
Lys
Gln
420
Gly
Gln
Asn
Thr
Leu
500
Pro
Gly
Tyr
His

val
580

Arg
Gly
405
Pro
ser
GIn
His
val
485
Lys
Arg
Asn
ser

Lys

565

Thr

2479_1040002_sequenceIDListing.ascii
380

Asp
390
Phe
Glu
Phe
Gly
Tyr
470
Ala
Ser
Glu
Ser
Leu
550
val

Lys

375
Glu

Tyr
Asn
Phe
Asn
455
Thr
Ala
Gly
Ala
Gln
535
ser
Tyr

Ser

Leu
Pro
Asn
Leu
440
val
Gln
Pro
Thr
Lys
520
Glu
ser
Ala

Phe

Thr
Ser
Tyr
425
Tyr
Phe
Lys
Ser
Ala
505
val
Ser
Glu
Cys

Asn
585

Lys
Asp
410
Lys
ser
ser
ser
val
490
ser
Gln
Ala
Leu
Glu

570
Arg

Asn
395
Ile
Thr
Lys
Cys
Leu
475
Phe
val
Trp
Thr
Thr
555
val

Gly

Gln
Ala
Thr
Leu
Ser
460
Ser
Ile
val
Lys
Glu
540
Leu

Thr

Glu

val
val
Pro
Thr
445
val
Leu
Phe
Cys
val
525
Gln
ser

His

TSC064 comprises from its amino to carboxy

ser
Glu
Pro
430
val
Met
Ser
Pro
Leu
510
Asp
Asp
Lys
Gln

terminus: G19-4 (anti-CD3) scFv, human IgGl SCC-P
hinge, human IgGl CH2, human IgGl CH3, human
Ck(YAE), H75 linker, and Met021 (anti-c-Met) scFv

val
Met
val
Leu
50

Gly
Glu
Arg
Ala
Gly
130
Thr
cys
Lys
His

Tyr

819

G1In
Lys
Asn
35

Ile
Lys
Leu
Ser
Gly
115
Gly
Thr
Arg
Pro
sSer

195
Ser

Leu
Ile
20

Trp
Asn
Ala
Leu
Gly
100
Thr
ser
Ser
Ala
Asp
180
Gly

Leu

Gln
5
Ser
Leu
Pro
Thr
Ser
85
Tyr
Thr
Gly
Ser
Ser
165
Gly
val

Thr

Gln

Cys

Lys

Tyr
Leu
70

Leu
Tyr
valil
Gly
Leu
150
Gln
Thr
Pro

Ile

Ser
Lys

GlIn

.Lys

55
Thr

Thr
Gly
Thr
Gly
135
Ser
Asp
val

Ser

Ala

Gly
Ala
Ser
40

Gly
val
ser
Asp
val
120
Gly
Ala
Ile
Lys
Arg

200
Asn

Pro
Ser
25

His
Leu
Asp
Glu
ser
105
Ser
ser
ser
Arg
Leu
185
Phe

Leu

Glu
10

Gly
Gly
Thr
Lys
Asp
90

Asp
ser
Ala
Leu
Asn
170
Leu
Ser

Gln

Leu
Tyr
Lys
Thr
ser
75

ser
Trp
Gly
Gln
Gly
155
Tyr
Ile
Gly

Pro

val
Ser
Asn
Tyr
60

Ser
Ala
Tyr
Gly
Asp
140
Asp
Leu
Tyr
Ser

Glu
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Lys
Phe
Leu
45

Asn
ser
val
Phe
Gly
125
Ile
Arg
Asn
TYr
Gly

205
Asp

Pro
Thr
30

Glu
Gln
Thr
Tyr
ASp
110
Gly
Gln
val
Trp
Thr
190
Ser

Ile

L TXT

Leu
Trp
415
val
Asp
His
Pro
Pro
495
Leu
AsSn
ser
Ala

Gly

575

Gly
Gly
Trp
Lys
Ala
Tyr
val
ser
Met
Thr
Tyr
175
Ser
Gly
Ala

Thr
400
Glu
Leu
Lys
Glu
Gly
480
ser
Asn
Ala
Lys
Asp

560
Leu

Ala
Tyr
Ile
Phe
Tyr
80

Cys
Trp
Gly
Thr
Ile
160
GIn
Arg
Thr

Thr



Tyr
225
Thr
Thr
Ser
Arg
Pro
305
Ala
val
Tyr
Thr
Leu
385
Cys
Ser
ASp
ser
Ala
465
Lys
ASp
Tyr
Leu
ASp
545
Tyr
Ser
Asn
Ser
Gly
625
Tyr
Ile
Gly
Pro
Leu
705
Ser
Glu

Ser

210
Phe

Lys
His
val
Thr
290
Glu
Lys
Ser
Lys
Ile
370
Pro
Leu
Asn
Ser
Arg
450
Leu
Ser
Glu
Phe
G1n
530
Ser
Glu
Ser
ser
ASp
610
AsSp
Leu
Tyr
Ser
Glu
690
Thr
Gly
val

Leu

Cys
Leu
Thr
Phe
275
Pro
val
Thr
val
Cys
355
Ser
Pro
val
Gly
ASp
435
Trp
His
Arg
Glin
Tyr
515
ser
Thr
Lys
Pro
ser
595
Ile
Ara
AsSn
Ala
Gly
675
AsSp
Phe
Gly
Gln

Arg

Gln
val
Cvs
260
Leu
Glu
Lys
LysS
Leu
340
Lys
LySs
ser
Lys
G1n
420
Gly
Gln
Asn
Thr
Leu
500
Pro
Gly
Tyr
His
val

580
Leu
Gln
val

Trp
Ala
660
ser
Phe
Gly
Gly
Leu

740
Leu

GIn
Thr
245
Pro
Phe
val
Phe
Pro
325
Thr
val
Ala
Arg
Gly
405
Pro
Ser
Gln
His
val
485
Lys
Arg
Asn
ser
LyS
565
Thr
ASn
Meat
Thr
fyr
645
ser
Gly
Ala
Gly
Gly
725
Leu

Ser

2479_1040002_sequenceIDListing ascii .TXT

Gly
230
Lys
Pro
Pro
Thr
ASn
310
Arg
val
ser
Lys
ASp
390
Phe
Glu
Phe
Gly
Tyr
470
Ala
Ser
Glu
ser
Leu
550
val
Lys
Thr
Thr
Ile
630
Gln
Ser
Thr
Thr
Gly
710
Ser
Glu

Cys

215
Asn

Arg
Cys
Pro
Cys
295
Trp
Glu
Leu
Asn
Gly
375
Glu
Tyr
Asn
Phe
Asn
455
Thr
Ala
Gly
Ala
Gln
535
ser
Tyr
ser
Gly
Gin
615
Thr
Gin
Leu
Asp
Tyr
695
Thr
Gly
ser

Ala

Thr
ser
Pro
Lys
280
val
Tyr
Glu
His
Lys
360
Gln
Leu
Pro
Asn
Leu
440
val
GIn
Pro
Thr
Lys
520
Glu
Ser
Ala
Phe
Thr
600
Ser
Cys
Glu
GlIn
Phe
680
Tyr
Lys
Gly
Gly

Ala

Leu
Ser
Ala
265
Pro
val
val
Gln
Gln
345
Ala
Pro
Thr
ser
Tyr
425
Tyr
Phe
Lys
Ser
Ala
505
val
Ser
Glu
Cys
Asn
585
GlIn
Pro
Arg
Pro
Ser
665
Ile
Cys
val
Gly
Gly

745
Ser

Pro
Glu
250
Pro
Lys
val
Asp
Tyr
330
Asp
Leu
Arg
Lys
ASp
410
Lys
Ser
Ser
ser
val
490
ser
Gln
Ala
Leu
Glu
570
Arg
Met
Ser
Ala
Gly
650
Gly
Leu
Gln
Glu
Gly
730
Gly

Gly

Trp
235
Pro
Glu
AsSp
ASp
Gly
315
Asn
Trp
Pro
Glu
Asn
395
ITe
Thr
Lys
Cys
Leu
475
Phe
val
Trp
Thr
Thr
555
val
Gly
Ala
Ser
ser
635
Lys
val
Thr
G1n
Ile
715
ser
Leu

Phe

220
Thr Phe

Lys Ser
Leu Leu

Thr Leu
285

val ser

300

val Glu

Ser Thr
Leu Asn

Ala Pro
365

Pro GIn

380

Gln val

Ala val
Thr Pro

Leu Thr
445

ser val

460

Ser Leu

Ile Phe
val Cys
Lys val
525
Glu GIn
540
Leu Ser
Thr His
Glu G1n
Gly His
605
Leu Ser
620
Gln ser
Ala Pro
Pro ser
Ile Ser
685
Ser Tyr
700
Lys Gly
Gly Gly
val Gln

Thr Phe
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Gly
ser
Gly
270
Met
His
val
Tyr
Gly
350
Ile
val
Ser
Glu
Pro
430
val
Met
ser
Pro
Leu
510
Asp
ASp
Lys
GIn
Arg
590
Ser
Ala
Ile
Lys
Arg
670
Ser
val
Gly
Gly
Pro

750
ser

Gly
Asp
255
Gly
Ile
Glu
His
Arg
335
Lys
Glu
Tyr
Leu
Trp
415
val
AsSp
His
Pro
Pro
495
Leu
AsSn
Ser
Ala
Gly
575
His
Pro
Ser
Arg
Leu
655
Phe
Leu
Thr
Gly
Gly
735
Gly

Lys

Gly
240
Lys
Pro
ser
Asp
Asn
320
val
Glu
Lys
Thr
Thr
400
Glu
Leu
Lys
Glu
Gly
480
ser
Asn
Ala
Lys
Asp
560
Leu
Asn
Asn
val
AsSn
640
Leu
Ser
Gln
Pro
Gly
720
ser
Gly

Tyr



Asp
ser
785
Lys
Leu
Ala

Thr

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

Met
770
Tyr
Gly
GlIn
Arg

Met
850

<220>

<223>

755
Leu

Ile
Arg
Met
Arg

835
val

820
583
PRT
Artificial sequence

Trp
Tyr
Phe
Asn
820
Ala

Thr

val
Pro
Thr
805
Ser
Pro

val

2479_1040282_SequenceIDListi
7

Arg
Ser
790
Ile
Leu

Arg

Gin
775
Gly
ser
Arg

Ser

Ala Pro Gly Lys

Giy-Leu Thr

Arg Asp Asn

810

Ala GTu Asp

B25

Leu Ser Phe

840

Glu
795
Ser
Thr

ASD

Gly
780
Tyr
Lys
Ala

Ile

ng ascii

765
Leu

Ala
Asn
val

Trp
845

TSCO076 comprises from its amino to carboxy

Glu
Asp
Thr
Tyr

830
Gly

terminus: OKT3 (anti-CD3) scFv, human IgGl SCC-P
hinge, human IgGl CHZ(ADCC/CDC null),

CH3, and human Ck(YAE)

<400> 820

Gln
1

Ser
Thr
Gly
Lys
65

Met
Ala
Thr
Ser
Ala
145
Ala
Thr
val
Thr
Gln
225
Ile
Pro
Pro
Thr
Asn

305
Arg

val
val
Met
Tyr
50

ASp
Gln
Arg
Thr
Gly
130
Ile
ser
ser
Pro
Ile
210
Trp
Asn
Cys
Pro
Ccys
290
Trp

Glu

Gln
Lys
His
35

Ile
LYysS
Leu
Tyr
val
115
Gly
Met
ser
Pro
Ala
195
Ser
Ser
ser
Pro
Lys
275
val
Tyr

Glu

Leu
Met
20

Trp
Asn
Ala
Ser
Tyr
100
Thr
Gly
Ser
sar
Lys
180
His
Gly
ser
ser
Ala
260
Pro
val
val

Gln

Gln
5

Ser
val
Pro
Thr
Ser
85

Asp
val
Gly
Ala
va'l
165
Arg
Phe
Met
Asn
Glu
245
Pro
Lys
val
Asp

Tyr

Gln
Cys
Lys
ser
Leu
70

Leu
Asp
ser
Ser
Ser
150
Ser
Trp
Arg
Glu
Pro
230
Pro
Glu
Asp
Asp
Gly

310
Asn

Ser Gly Ala Glu

Lys
GIn
Arg
55

Thr
Thr
His
ser
Ala
135
Pro
Tyr
Ile
Gly
Ala
215
Phe
Lys
Ala
Thr
val
295
val

Ser

Ala
Arg
40

Gly
Thr
ser
Tyr
Gly
120
GIn
Gly
Met
Tyr
ser
200
Glu
Thr
ser
Ala
Leu
280
ser
Glu

Thr

Ser
25

Pro
Tyr
Asp
Glu
Cys
105
Gly
Gln
Glu
Asn
ASp
185
Gly
ASp
Phe
ser
Gly
265
Met
His
val

Tyr

10
Gly

Gly
Thr
LyS
Asp
90

Leu
Gly
Ile
Lys
Trp
170
Thr
Ser
Ala
Gly
Asp
250
Ala
Ile
Glu
His

Arg

Leu
Tvr
Gln
Asn
ser
75
ser
AsSp
Gly
val
val
155
Tyr
ser
Gly
Ala
ser
235
Lys
Pro
ser
Asp
Asn

315
val

human IgGl

Ala
Thr
Gly
Tyr
60

ser
Ala
Tyr
Ser
Leu
140
Thr
Gln
Lys
Thr
Thr
220
Gly
Thr
Ser
Arg
Pro
300
Ala

val
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Arg
Phe
Leu
45

Asn
Ser
val
Trp
Gly
125
Thr
Met
Gln
Leu
ser
205
Tyr
Thr
His
val
Thr
285
Glu
Lys

Ser

Pro
Thr
Glu
Gln
Thr
Tyr
Gly
110
Gly
G1In
Thr
Lys
Ala
190
Tyr
Tyr
Lys
Thr
Phe
270
Pro
val
Thr

val

LTXT

Trp
ser
Leu
815
Tyr

Gln

Gly
15
Arg

VTr'p

Lys
Ala
TYr
Gln
Gly
Ser
cys
Ser
175
Ser
ser
Cys
Leu
Ccys
255
Leu
Glu
Lys
Lys

Leu

val
val
800
Tyr
Cys

Gly

Ala
Tyr
Ile
Phe
Tyr
80

Cys
Gly
Gly
Pro
Ser
160
Gly
Gly
Leu
GIn
Glu
240
Pro
Fhe
val
Phe
Pro

320
Thr



val
Ser
Lys
Asp
385
Phe
Glu
Phe
Gly
Tyr
465
Ala
Ser
Glu
Ser
Leu
545
val

Lys

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

Leu
Asn
Gly
370
Glu
TYr

ASn

Phe-

Asn
450
Thr
Ala
Gly
Ala
GIn
530
Ser
Tyr

Ser

<220>

<223>

<400>

His
Lys
355
GlIn
Leuy
Pro
Asn
Leu
435
val
G1n
Pro
Thr
Lys
515
Glu
ser
Ala

Phe

821
586
PRT
Artificial Sequence

821

GIn val G1n
1

Ser
Thr
Gly
Lys
65

Met
Ala
Gly
Gly
Pro

145
Ser

val
Met
Tyr
50

Asp
Glu
Arg
Thr
ser
130
ser

Ala

Lys
His
35

Ile
Lys
Leu
Sser
Leu
115
Gly
ser

ser

GIn
340
Ala
Pro
Thr
ser
Tyr
420
TYr
Phe
Lys
ser
Ala
500
val
sSer
Glu
Cys

Asn

580

Leu
val
20

Trp
Asn
Ala
ser
Ala
100
val
Gly
Leu

Ser

325
Asp

Leu
Arg
Lys
Asp
405
Lys
Ser
Ser
ser
val
485
Ser
G1n
Ala
Leu
Glu

565
Arg

2479_1040002_sequenceIDListing ascii
330

Trp
Pro
Glu
Asn
390
Ile
Thr
Lys
Cys

Leu

470

Phe
val
Trp
Thr
Thr
550
val

Gly

Leu
Ala
Pro
375
GlIn
Ala
Thr
Leu
Ser
455
Ser
Ile
val
Lys
Glu
535
Leu
Thr

GTq

Ash
Pro
360
Gln
val
val
Pro
Thr
440
val
Leu
Phe
Cys
val
520
Gln
Ser

His

Gly
345
Ile
val
ser
Glu
Pro
425
val
Met
ser
Pro
Leu
505
Asp
Asp
Lys

G1ln

Lys
Glu
Tyr
Leu
Trp
410
val
Asp
His
Pro
Pro
490
Leu
Asn
Ser
Ala

Gly
570

Ala Tyr Ala

Lys
Thr
Thr
395
Glu
Leu
Lys
Glu
Gly
475
Ser
Asn
Ala
Lys
AsSp

555
Leu

Thr
Leu
380
Cys
ser
Asp
Ser
Ala
460
Lys
AsSp
Tyr
Leu
Asp
540
Tyr

Ser

TSCO77 comprises: HuM291 (anti-CD3) scFv,
IgGl scCc-P

hinge, human IgGl CH2(ADCC/CDC
human IgGl CH3, and human CK(YAE)

V§1 Gln Ser Gly

ser
val
Pro
Thr
Ser
BS

Tyr
Thr
Gly
Ser

Ser
165

Cys
Arg
Arg
Leu
70

Leu
Tyr
val
Gly
Ala

150
val

Lys
Gln
Ser
55

Thr
Arg
ASp
Ser
Ser
135
Ser

Ser

Ala
Ala
40

Gly
Ala
ser
Tyr
ser
120
Ala
val

Tyr

Ala
ser
25

Pro
Tyr
AsSp
Glu
Asp
105
Gly
Gln
Gly

Met

Glu
10

Gly
Gly
Thr
Lys
Asp
90

Gly
Gly
Asp
Asp

Asn
170

val
Tyr
G1n
His
Ser
75

Thr
Phe
Gly
Ile
Arg

155
Trp

Lys
Thr
Gly
Tyr
60

Ala
Ala
Ala
Gly
Gln
140
val

Tyr
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Ile
365
Pro
Leu
Asn
Ser
Arg
445
Leu
ser
Glu
Phe
Gln
525
ser
Glu

Ser

Cys
350
ser
Pro
val
Gly
Asp
430
Trp
His
Arg
GIn
Tyr
510
ser
Thr
Lys

Pro

human
null),

Lys
Phe
Leu
45

Asn
ser
val
Tyr
ser
125
Met
Thr

Gln

Pro
Ile
Glu
GIn
Thr
Tyr
Trp
110
Gly
Thr
Ile

GIn

. TXT

335
Ala

Lys
ser
Lys
Gln
415
Gly
Gln
Asn
Thr
Leu
495
Pro
Gly
Tyr
His

val
575

Gly
15

ser
Trp
Lys
Ala
Tyr
95

Gly
Gly
Gln
Thr

Lys
175

val
Ala
Arg
Gly
400
Pro
ser
Gln
His
val
480
LyS
Arg
Asn
ser
Lys

560
Thr

Ala
Tyr
Met
Leu
Tyr
80

Cys
Gln
Gly
ser
Cys

160
Pro



Gly
Gly
Leu
Gln
225
Glu
Thr
Phe
Pro
val
305
Thr
val
Cys
Ser
Pro
385
val
Gly
Asp
Trp
His
465
Arg
Gln
Tyr
ser
Thr
545
Lys

Pro

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

Lys
val
Thr
210
Gln
ITe
Cys
Leu
Glu
290
Lys
LYyS
Leu
Ala
Lys
370
Ser
Lys
Gln
Gly
Gln
450
Asn
Thr
Leu
Pro
Gly
530
Tyr
His

val

<220>

<223>

<400>

Ala
Pro
195
Ile
Trp
Lys
Pro
Phe
275
val
Phe
Pro
Thr
val
355
Ala
Arg
Gly
Pro
Ser
435
Gln
His
val
Lys
Arg
515
AsSn
ser
Lys
Thr

822
586
PRT
artificial Sequence

Pro
180
ser

ser

Ser

Arg
Pro
260
Pro
Thr
Asn
Arg
val
340
ser
Lys
Asp
Phe
Glu
420
Phe
Gly
Tyr
Ala
Ser
500
Glu
ser
Leu

val

Lys
580

Lys
Arg
sSer
ser
Thr
245
Cys
Pro
Cys
Trp
Glu
325
Leu
Asnh
Gly
Glu
Tyr
405
Asn
Phe
Asn
Thr
Ala
485
Gly
Ala
G1n
ser
Tyr

565
ser

2479_1040002_sequenceIDListing ascii

Arg
Phe

Leu

-Asn
230

ser
Pro
Lys
val
TYr
310
Glu
His
Lys
GIn
Leu
390
Pro
Asnh
Leu
val
Gln
470
Pro
Thr
Lys
Glu
ser
550
Ala

Phe

Leu
ser
GIn
215
Pro
ser
Ala
Pro
val
295
val
G1n
GlIn
Ala
Pro
375
Thr
Ser
Tyr
Tyr
Phe
455
Lys
Ser
Ala
val
ser
535
Glu
Cys

AsSn

Ile
Gly
200
Pro
Pro
Glu
Pro
Lys
280
val
Asp
Tyr
Asp
Leu
360
Arg
Lys
Asp
Lys
Ser
440
sSer
ser
val
ser
Gin
520
Ala
Leu
Glu

Arg

TYr
185
Ser
GTu
Thr
Pro
Glu
265
Asp
AsSp
Gly
ASn
Tr

345
Pro
Glu
AsSn
Ile
Thr
425
Lys
Cys
Leu
Phe
val
505
Trp
Thr
Thr
val

Gly
585

Asp
Gly
ASD
Phe
Lys
Ala
Thr
val
val

ser
330

p Leu

Ala
Pro
GlIn
Ala
410
Thr
Leu
Ser
ser
Ile
490
val
Lys
Glu
Leu
Thr

570
Glu

Thr
ser
Phe
Gly
235
ser
Ala
Leu
ser
Glu
315
Thr
Asn
Pro
Gln
val
395
val
Pro
Thr
val
Leu
475
Phe
Cys
val
GIn
ser

555
His

ser
Gly
Ala
220
Gly
ser
Gly
Met
His
300
val
Tyr
Gly
Ile
val
380
ser
Glu
Pro
val
Met
460
ser
Pro
Leu
Asp
Asp
540
Lys

GIn

LyS
Thr
205
Thr
Gly
ASp
Ala
Ile
285
Glu
His
Arg
Lys
Glu
365
Tyr
Leu
Trp
val
Asp
445
His
Pro
Pro
Leu
Asn
525
ser
Ala

Gly

TSC093 comprises from its amino to carboxy

Leu
190
Asp
TYr
Thr
LyS
Pro
270
Ser
Asp
Asn
val
Ala
350
Lys
Thr
Thr
Glu
Leu
430
Lys
Glu
Gly
ser
ASn
510
Ala
Lys
Asp

Leu

terminus: CRIS7 (anti-CD3) scFv, human IgGl SCC-P
hinge, human IgGl CH2(ADCC/cCDC null), human IgGl

CH3, and human ck(YAE)
822

L TXT

Ala
Phe
Tyr
Lys
Thr
255
ser
Arg
Pro
Ala
val
335
Tyr
Thr
Leu
Cys
ser
415
AsSp
Ser
Ala
Lys
Asp
495
Tyr
Leu
Asp
Tyr

Ser
575

ser
Thr
Cys
val

240
His
val

Thr
Glu
Lys
320
ser
Ala
Ile
Pro
Leu
400
Asn
ser
Arg
Leu
ser
480
Glu
Phe
Gln
ser
Glu

560
Ser

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

Page 250



ser
Thr
Gly
Lys
65
Leu
Ala
GIn
Gly
Ser
145
Cys
Pro
ser
Thr
Cys
225
Leu
Thr
Phe
Pro
val
305
Thr
val
Cys
ser
Pro
385
val
Gly
ASp
Trp
His
465
Arg
Gln
Tyr
ser

Thr
545

Leu
Met
TYyr
50

Asp
G1n
Arg
Gly
Gly
130
Pro
ser
Gly
Gly
Leu
210
Gln
Gln
Cys
Leu
Glu
290
Lys
LYys
Leu
Ala
Lys
370
ser
Lys
Gln
Gly
Gln
450
Asn
Thr
Leu
Pro
Gly

530
Tyr

Arg
His
Ile
Arg
Met
Pro
Thr
115
Ser
Ser
Ala
Lys
val
195
Thr
Gln
Ile
Pro
Phe
275
val
Phe
Pro
Thr
val
355
Ala
Arg
Gly
Pro
ser
435
G1n
His
val
Lys
Arg
515

Asn

ser

Leu
20

Trp
ASn
Phe
Asp
Gln
100
Pro
Gly
Ser
ser
Ala
180
Pro
Ile
Trp
Thr
Pro
260
Pro
Thr
Asn
Arg
val
340
Ser
Lys
ASp
Phe
Glu
420
Phe
Gly
Tyr
Ala
ser
500
Glu
Ser

Leu

Ser
val
Pro
Thr
Ser
85

val
val
Gly
Leu
Ser
165
Pro
Ala
Ser
Ser
Arg
245
Cys
Pro
Cys
Trp
Glu
325
Leu
Asn
Gly
Glu
Tyr
405
Asn
Phe
ASn
Thr
Ala
485
Gly
Ala
Gln

Ser

Cys
Arg
ser
Ile
70

Leu
His
Thr
Gly
Ser
150
Ser
Lys
Arg
Ser
Arg
230
Ser
Pro
Lys
val
Tyr
310
Glu
His
Lys
Gln
Leu
390
Pro
AsSn
Leu
val
Gln
470
Pro
Thr
Lys
Glu

ser
550

Lys A
G1n
ser
55

ser
Arg
Tyr
val
Gly
135
Ala
val
Arg
Phe
Lau
215
ASn
sSer
Ala
Pro
val
295
val
Gln
Gln
Ala
Pro
375
Thr
Ser
Tyr
Tyr
Phe
455
Lys
ser
Ala
val
sSer

535
Glu

Ala
40

Ala
Ala

Pro

Asp T

sar
120
ser
ser
Ser
Trp
ser
200
Gln
Pro
Glu
Pro
Lys
280
val
Asp
Tyr
ASp
Leu
360
Arg
Lys
Asp
Lys
ser
440
Ser
Ser
val
Ser
Gln
520
Ala

Leu

Ser
25

Pro
Tyr
ASp
Glu

y

105
Ser
Ala
val
Tyr
Ile
185
Gly
Pro
Pro
Pro
Glu
265
Asp
Asp
Gly
Asn
Trp
345
Pro
Glu
Ash
Ile
Thr
425
Lys
Cys
Leu
Phe
val
505
Trp
Thr

Thr

Gly
Gly
Thr
Lys

Asp
90

r Asn

Gly
Gln
Gly
Met
170
Tyr
ser
Glu
Thr
Lys
250
Ala
Thr
val
val
Ser
330
Leu
Ala
Pro
Gln
Ala
410
Thr
Leu
Ser
ser
Ile
490
val
Lys
Glu

Leu

Tyr
Lys
Asn
ser
75

Thr
Gly
Gly
Asp
ASp
155
Asn
ASp
Gly
ASp
Phe
235
ser
Ala
Leu
ser
Glu
315
Thr
Asn
Pro
Gin
val
395
val
Pro
Thr
val
Leu
475
Phe
Cys
val
G1n

Ser
555

2479_ 1040?02 _SequenceIDListin

Thr
Gly
Tyr
60

Lys
Gly
Phe
Gly
Ile
140
Arg
Trp
Ser
ser
Phe
220
Gly
ser
Gly
Met
His
300
val
Tyr
Gly
I7e
val
380
Ser
Glu
Pro
val
Met
460
ser
Pro
Leu
ASp
AsSp

540
Lys
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Phe
Leu
45

Asn
ser

val

Pro T

Gly
125
GIn
val
Tyr
Ser
Gly
205
Ala
Gly
ASp
Ala
ITe
285
Glu
His
Arg
Lys
Glu
365
Tyr
Leu
Trp

val

ascii

Thr
30

Glu
Gln
Thr
Tyr

b4

110
ser
Met
Thr
G1n
Lys
190
Thr
Thr
Gly
Lys
Pro
270
ser
ASp
Asn
val
Ala
350
Lys
Thr
Thr
Glu

Leu
430

Asp Lys

445
H1s
Pro
Pro
Leu
Asn
525
Ser

Ala

Glu
Gly
ser
Asn
510
Ala
Lys

Asp

L TXT

Arg
Trp
Lys
Ala

Phe
a5

r Trp

Gly
Thr
Met
Gln
175
Leu
Asp
Tyr
Thr
Thr
255
Ser
Arg
Pro
Ala
val
335
Tyr
Thr
Leu
Cys
Ser
415
ASp
sSar
Ala
LyS
AsSp
495
Tyr
Leu
ASp

Tyr

ser
Ile
Phe
Phe
80
Cys
Gly
Gly
Gln
Thr
160
Lys
Ala
Tyr
Tyr
Lys
240
His
val
Thr
Glu
LysS
320
Ser
Ala
Ile
Pro
Leu
400
Asn
Ser
Arg
Leu
ser
480
Glu
Phe
GIn
ser

Glu
560



- 2479_1040002_sequenceIDListin
Lys His Lys val Tyg Ala Cys Glu val Thr His GIn Gly Leu Ser Ser
56

570

Pro val Thr Lys Ser Phe Asn Arg Gly Glu
580 585

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

<220>

<223>

823
570
PRT
Artificial Sequence

TSC0%4 comprises from its amino to carboxy
terminus: OKT3-M (Micromet variant anti-CD3) scFv,

ascii

human IEGl SCC-P hinge, human IgGl CH2(ADCC/CDC
uman IgGl CH3, human ck(yaEg)

nultl),

<400> 823

Asp
1

Ser
Thr
Gly
Lys
65

Met
Ala
Thr
Gly
Pro
145
Arg
Gly
Gly
Leu
Gln
225
Thr
Phe
Pro
val
Thr
305
val
Cys
ser
Pro

val
385

Ile
val
Met
Tyr
50

AsSp
Gln
Arg
Thr
ser
130
Ala
Ala
Thr
val
Thr
210
GIn
Cys
Leu
Glu
Lys
290
Lys
Leu
Ala
Lys
Ser

370
Lys

Lys
Lys
His
35

ITe
Lys
Leu
Tyr
Leu
115
Gly
Ile
ser
Ser
Pro
195
Ile
Trp
Pro
Phe
val
275
Phe
Pro
Thr
val
Ala
355
Arg

Gly

Leu
Met
20

Trp
Asn
Ala
ser
Tyr
100
Thr
Gly
Met
ser
Pro
180
TYyr
ser
ser
Pro
Pro
260
Thr
ASnN
Arg
val
ser
340
Lys
Asp
Phe

Gln
5

ser
val
Pro
Thr
ser
85

Asp
val
ser
ser
Sar
165
Lys
Arg
ser
ser
Cys
245
Pro
Cys
Trp
Glu
Leu
325
Asn
Gly
Glu

TYr

Gln
Cys
Lys
ser
Leu
70
Leu
Asp
ser
Gly
Ala
150
val
Arg
Phe
Mat
Ser
230
Pro
Lys
val
Tyr
Glu
310
His
Lys
Gln
Leu

Pro
3980

ser
Lys
Gln
Arg
55

Thr
Thr
His
ser
Gly
135
ser
Ser
Trp
Ser
Glu
215
Ser
Ala
Pro
val
val
295
GIn
Gln
Ala
Pro
Thr

375
Ser

Gly
Thr
Arg
40

Gly
Thr
ser
Tyr
val
120
val
Pro
TYr
Ile
Gly
200
Ala
Glu
Pro
Lys
val
280
Asp
Tyr
Asp
Leu
Arg
360
Lys

Asp

Ala
ser
25

Pro
Tyr
Asp
Glu
Cys
105
Glu
Asp
Gly
Met
Tyr
185
Ser
Glu
Pro
Glu
Asp
265
Asp
Gly
Asn
Trp
Pro
345
Glu
Asn

Ile

Glu
10

Gly
Gly
Thr
Lys
Asp
a0

Leu
Gly
Asp
Glu
ASn
170
ASp
Gly
Asp
Lys
Ala
250
Thr
val
val
Sser
Leu
330
Ala
Pro
GIn

Ala

Leu
Tyr
Gln
Asn
Ser
75

ser
ASD
Gly
Ile
Lys
155
Trp
Thr
Ser
Ala
ser
235
Ala
Leu
Ser
Glu
Thr
315
ASn
Pro
GIn
val

val
395

Ala
Thr
Gly
TYr
60

ser
Ala
Tyr
Ser
GlIn
140
val
Tyr
Ser
Gly
Ala
220
ser
Gly
Met
His
val
300
Tyr
Gly
Ile
val
Ser

380
Glu
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Arg

‘Phe

Leu
45
Asn
ser
val
Trp
Gly
125
Leu
Thr
Gln
Lys
Thr
205
Thr
Asp
Ala
Ile
Glu
285
His
Arg
Lys
Glu
Tyr
365
Leu

Trp

Pro
Thr
30

Glu
Gln
Thr
Tyr
Gly
110
Gly
Thr
Met
GlIn
val
190
Ser
Tyr
Lys
Pro
ser
270
ASp
Asn
val
Ala
Lys
350
Thr
Thr

Glu

L TXT

575

Gly
15

Arg
Trp
Lys
Ala
Tyr
a5

Gln
Ser
Gln
Thr
Lys
175
Ala
Tyr
Tyr
Thr
Ser
255
Arg
Pro
Ala
val
TYr
335
Thr
Leu
Cys

Ser

Ala
Tyr
Ile
Phe
Tyr
80

Cys
Gly
Gly
ser
cys
160
ser
ser
ser
Cys
His
240
val
Thr
Glu
Lys
ser
320
Ala
Ile
Pro
Leu

AsSn

400



Gly
Asp
Trp
His
Arg
465
Gln
Tyr
sSer
Thr
Lys
545
Pro

<210>
<211>
<212
<213>

Gln
Gly
Gln
ASn
450
Thr
Leu
Pro
Gly
TYyr
530
His

val

<220>

<223>

Pro
Ser
Gln
435
His
val
Lys
Arg
Asn
515
ser
Lys

Thr

824
586
PRT
artificial sequence

Glu
Phe
420
Gly
Tyr
Ala
ser
Glu
500
ser
Leu
val

Lys

ASn
405
Phe
ASn
Thr
Ala
Gly
485
Ala
Gln
ser
Tyr

ser
565

2479_1040002_sequenceIDListing ascii

Asn
Leu
val
Gln
Pro
470
Thr
Lys
Glu
Ser
Ala

550
Phe

Tyr
Tyr
Phe
Lys
455
Ser
Ala
val
ser
Glu
535
Cys

Asn

Lys
ser
Ser
440
ser
val
ser
Gln
Ala
520
Leu

Glu

‘Arg

Thr
Lys
425
Cys
Leu
Phe
val
Trp
505
Thr
Thr
val

Gly

Thr
410
Leu
Ser
ser
Ile
val
490
Lys
Glu
Leu
Thr

Glu
570

Pro
Thr
val
Leu
Phe
475
Ccys
val
GIn
Ser

His
555

Pro
val
Met
ser

4860
Pro

Leu

Asp
Asp
Lys

540
Glin

val
ASp
His
445
Pro
Pro
Leu
Asn
Ser
525
Ala

Gly

TSC095 comprises from its amino to carboxy

Leu
Lys
430
Glu
Gly
Ser
Asn
Ala
510
Lys
ASp

Leu

. TXT

AsSp
415
ser
Ala
Lys
Asp
Tyr‘
495
Leu
Asp
Tyr

Ser

terminus: BMAO31 (anti-TCR) scFv, human IgGl SCC-P
hinge, human IgGl cH2(ADCC/CDC null), human IgGl

CH3, human Ck(YAE)

<400> 824

Gly
1
ser
Tyr
Ite
Phe
65
Tyr
Cys
Gln
Gly
ser
145
Cys
Pro
sSer
Thr
Ccys

225
val

Gln
Ser
val
Gly
50

Lys
Met
Ala
Gly
Gly
130
Pro
ser
Gly
Gly
Leu
210
Gln

Glu

val
val
Met
35

Tyr
Gly
Giu
Arg
Thr
115
ser
Ser
Ala
Lys
val
195
Thr
Gin

Ile

Gln
Lys
20

His
ITe
Lys
Leu
Gly
100
Leu
Gly
Thr
Thr
Ala
180
Pro
Ile
Trp

Lys

Leu
5
val
Trp
Asn
Ala
Ser
85
Ser
val
Gly
Leu
ser
165
Pro
Ala
Ser
Ser

ser
245

val
ser
val
Pro
Thr
70

Ser
Tyr
Thr
Gly
Ser
150
Ser
Lys
Arg
ser
ser

230
Ser

Gln
Cys
Lys
TYr
55

Leu
Leu
Tyr
val
Gly
135
Ala
val
Arg
Phe
Leu
215
Asn

Ser

Ser
Lys
Gin
40

ASnh
Thr
Arg
Asp
Ser
120
Ser
Ser
Ser
Trp
Ile
200
Gln
Pro

Glu

Gly
Ala
25

Ala
Asp
Ala
Ser
Tyr
105
Ser
Ala
val
Tyr
Ile
185
Gly
Pro
Leu

Pro

Ala
10

ser
Pro
val
AsSp
Glu
90

Asp
Gly
Gln
Gly
Met
170
Tyr
Ser
Asp

Thr

Lys
250

Glu
Gly
Gly
Thr
o
Asp
Gly
Gly
Asp
Asp
155
His
Asp
Gly
Asp
Phe

235
ser

val
TYyr
Gin
Lys
60

ser
Thr
Phe
Gly
Ile
140
Arg
Trp
Thr
ser
Phe
220
Gly

ser
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Lys
Lys
Gly
45

Tyr
Thr
Ala
val
Gly
125
Gln
val
Tyr
ser
Gly
205
Ala
Gly

Asp

Lys
Phe
30

Leu
Asn
Asn
val
Tyr
110
ser
Met
Thr
GIn
Lys
190
Thr
Thr
Gly

Lys

Pro
15

Thr
Glu
Glu
Thr
His
95

Trp
Gly
Thr
Met
Gln
175
Leu
Glu
Tyr
Thr

Thr
255

Ser
Arg
Leu
Ser
Glu
480
Phe
GIn
Ser

Glu

Ser
560

Gly
ser
Trp
Lys
i
Tyr
Gly
Gly
Gln
Thr
160
Lys
Ala
Phe
Tyr
Lys

240
His



Thr
Phe
Pro
val
305
Thr
val
Cys
ser
Pro
385
val
Gly
Asp
Trp
His
465
Arg
Gln
TVYr
Ser
Thr
545
Lys

Pro

Cys
Leu
Glu
290
Lys
Lys
Leu
Ala
Lys
370
Ser
Lys
Gln
Gly
Gln
450
Asn
Thr
Leu
Pro
Gly
530
Tyr
His

val

Pro
Phe
275
val
Phe
Pro
Thr
val
355
Ala
Arg
Gly
Pro
ser
435
Gin
His
val
Lys
Arg
515
Asn
ser

LyS

Pro
260
Pro
Thr
Asn
Arg
val
340
ser
Lys

Asp

Cys
Pro
Cys
Trp
Glu
325
Leu
Asn
Gly

Glu

Phe Tyr

Glu
420
Phe
Gly
Tyr
Ala
ser
500
Glu
ser
Leu

val

Thr Lys

<210> 825
<211> 591
<212»> PRT
<213> Artificial Sequence

<220>
<223> TSC096 comprises:
IgGl sCC-P hinge,
human IgGl CH3,

<400> 825

AsSp
1
Gln
Gly
Lys
Arg
65
Pro

Glu

Ile
Arg
Asp
Leu
50

Phe
val

Asp

val
Ala
Ser
35

Leu
ser
Glu

Pro

y
580

Leu
Thr
20

Tyr
ITe
Gly
Lys
Trp

Y
405
Asn
Phe
Asn
Thr
Ala
485
Gly
Ala
GIn
Ser
Tyr

565
Ser

Thr
5
Ile
Leu
Tyr
Ser
val

85
Thr

Pro
Lys
val
Tyr
310
Glu
His
Lys
GIn
Leu
390
Pro
Asn
Leu
val
GIn
470
Pro
Thr
Lys
Glu
Ser
550
Ala

Phe

GIn
ser
Asn
Asp
Gly
70

Asp

Phe

Ala
Pro
val
295
val
Gln
Gln
Ala
Pro
375
Thr
ser
Tyr
Tyr
Phe
455
Lys
Ser
Ala
val
sSer
535
Glu
Cys

Asn

Pro
Lys
280
val
ASp
Tyr
Asp
Leu
360
Arg
Lys
Asp
Lys
ser
440
Ser
Ser
val
ser
G1n
520
Ala
Leu
Glu

Arg

Glu
265
ASp
Asp
Gly
ASn
Trp

345
Pro
Glu
Asn
Ile
Thr
425
Lys
Cys
Leu
Phe
val
505
Trp
Thr
Thr
val

Gly
585

Thr
val
val
Ser
330
Leu
Ala
Pro
Gln
Ala
410
Thr
Leu
ser
ser
Ile
490
val
Lys
Glu
Leu
Thr

570
Glu

2479_1040002_. Sequ$nceIDL1st1n

Ala Gly Ala

Leu

sSer

Glu’

315
Thr

AsSD
Pro
Gln
val
395
val

Pro

Thr

val
Leu
475
Phe
Cys
val
GIn
ser

555
His

Met
His
300
val
Tyr
Gly
Ile
val
380
ser
Glu
Pro
val
Met
460
ser
Pro
Leu
Asp
Asp
540
Lys

Gn

Ile
285
Glu
His
Arg
Lys
Glu
365
Tyr
Leu
Trp
val
ASD
445
His
Pro
Pro
Leu
Asn
525
ser
Ala

Gly

ascii

Pro
270
Ser
Asp
Asn
val
Ala
350
Lys
Thr
Thr
Glu
Leu
430
Lys
Glu
Gly
Ser
Asn
510
Ala
Lys
Asp

Leu

HD37 (anti-cpl9) scFv, human
Gl cH2 {apcc/cpc null),

human I
human ¢

ser
Cys
Trp
Ala
55

Ser
Ala

Gly

Pro
Lys
Tyr
40

Ser
Gly
Ala

Gly

R

(YAE)

Ala
Ala
25

Gln
Asn
Thr
Thr

Gly

ser
10

Ser
GIn
Leu
Asp
TYr

90
Thr

Leu
Gln
Ile
val
Phe
75

His

Lys

Ala
Ser
Pro
ser
60

Thr
Cys

Leu
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val
val
Gly
45

Gly
Leu
Gln

Glu

Ser
Asp
30

Gln
Ile
Asn
Gln

Ile

L TXT

Ser
Arg
Pro
Ala
val
335
Tyr
Thr
Leu
Cys
Ser
415
Asp
Ser
Ala
Lys
Asp
495
Tyr
Leu
Asp
Tyr

ser
575

Leu
15

Tyr
Pro
Pro
Ile
ser

95
Lys

val
Thr
Glu
Lys
320
ser
Ala
I7e
Pro
Leu
400
AsSn
Ser
Arg
Leu
ser
480
Glu
Phe
Gln
Ser
Glu

560
ser

Gly
Asp
Pro
Pro
His
Thr
Gly



Gly
val
val
145
Met
Gln
Gly
Gln
Arg
225
Trp
Ser
Gly
Met
His
305
val
Tyr
Gly
Ile
val
385
ser
GTu
Pro
val
Met
465
Ser
Pro
Leu
Asp
ASp
545
Lys

Gln

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

Gly
Gln
130
Lys
Asn
Ile
Lys
Leu
210
Arg
Gly
Asp
Ala
Ile
290
Glu
His
Arg
LyS
Glu
370
Tyr
Leu
Trp
val
Asp
450
His
Pro
Pro
Leu
Asn
530
Ser
Ala

Gly

Gly
115
Leu
Ile
Trp
Trp
Ala
195
ser
Glu
GIn
LyS
Pro
275
ser
AsSp
ASn
va’l
Ala
355
Lys
Thr
Thr
Glu
Leu
435
Lys
Glu
Gly
Ser
AsSn
515
Ala
Lys
Asp

Leu

826
583
PRT
Artificial Sequence

100
ser

GlIn
Ser
val
Pro
180
Thi
Ser
Thr
Gly
Thr
260
sSer
Arg
Pro
Ala
val
340
Tyr
Thr
Leu
Cys
sSar
420
Asp
Ser
Ala
Lys
ASp
500
Tyr
Leu
Asp
Tyr

ser
580

Gly
Gln
Cys
Lys
165
Gly
Leu
Leu
Thr
Thr
245
His
val
Thr
Glu
Lys
325
ser
Ala
Ile
Pro
Leu
405
Ash
ser
Arg
Leu
ser
485
Glu
Phe
Gln
ser
Glu

565
Ser

2479_1040002

Gly
ser
Lys
150
Gln
ASp
Thr
Ala
Thr
230
ser
Thr
Phe
Pro
val
310
Thr
val
Cys
ser
Pro
390
val
Gly
ASp
Trp
His
470
Arg
Gln
Tyr
ser
Thr
550
Lys

Pro

Gly
Gly
135
Ala
Arg
Gly
Ala
Ser
215
val
val
Cys
Leu
Glu
295
Lys
Lys
Leu
Ala
Lys
375
Ser
Lys
GIn
Gly
Gln
455
Asn
Thr
Leu
Prro
Gly
535
Tyr
His

val

Gly
120
Ala
ser
Pro
Asp
Asp
200
Glu
Gly
Thr
Pro
Phe
280
val
Phe
Pro
THr
val
360
Ala
Arg
Gly
Pro
Ser
440
GIn
His
va'l
Lys
Arg
520
Asn
Ser
Lys

Thr

105
ser

Glu
Gly
Gly
Thr
185
Glu
Asp
Arg
val
Pro
265
Pro
Thr
Asn
Arg
val
345
Ser
Lys
Asp
Phe
Glu
425
Phe
Gly
Tyr
Ala
ser
505
Glu
Ser
Leu
val

Lys
585

Gly
Leu
Tyr
GlIn
170
Asn
ser
ser
Tyr
Ser
250
Cys
Pro
Cys
Trp
Glu
330
Leu
Ash
Gly
Glu
Tyr
410
Asn
Phe
AsSn
Thr
Ala
490
Gly
Ala
Gln
Ser
Tyr

570
ser

Gly
val
Ala
155
Gly
Tyr
sSer
Ala
Tyr
235
ser
Pro
Lys
val
Tyr
315
Glu
His
Lys
Gln
Leu
395
Pro
Asn
Leu
val
Gln
475
Pro
Thr
Lys
Glu
Ser
555
Ala

Phe

Gly
Arg
140
Phe
Leu
AsSn
Ser
val
220
Tyr
ser
Ala
Pro
val
300
val
GIn
Gin
Ala

Pro
380

Th(

ser
Tyr
Tyr
Phe
460
Lys
Ser
Ala
val
ser
540
Glu
Cys

ASn
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Gly
125
Pro
ser
Glu
Gly
Thr
205
Tyr
Ala
GTu
Pro
Lys
285
val
Asp
Tyr
Asp
l.eu
365
Arg

Lys

Asp

Lys
ser
445
ser
Ser
val
Ser
G1n
525
Ala
Leu
Glu

Arg

110
Ala

Gly
Ser
Trp
Lys
190
Ala
Phe
Met
Pro
Glu
270
ASp
Asp
Gly
Asn
Trp
350
Pro
Glu
Asn
Ile
Thr
430
Lys
Cys
Leu
Phe
val
510
Trp
Thr
Thr
val

Gly
590

Ser
Ser
Tyr
Ile
175
Phe
Tyr
Cys
Asp
Lys
255
Ala
Thr
val

val

ser
335
Leu
Ala
Pro
Gln
Ala
415
Thr
Leu
sSer
ser
Ile
485
va'l

Lys
Glu
Leu
Thr

575
GTu

_SequenceIDListing ascii .TXT

Gln
ser
Trp
160
Gly
Lys
Met
Ala
Tyr
240
ser
Ala
Leu
Ser
Glu
320
Thr
Asn
Pro
GlIn
val
400
val
Pro
Thr
val
Leu
480
Phe
Cys
val
Gln
Ser

560
H1s



<220>
<223> TSC097 comprises from its amino to carboxy
terminus: 4C04 (anti-RON) scFv, human IgGl SCC-P
hinge, human IgGl CH2(ADCC/CDC null),

CH3, and human Ck(YAE)

<400> 826

ASp
1

Glu
Leu
Tyr
ser
65
Glu
Thr
Gly
ser
Lys
145
Gin
Thr
Thr
Thr
Gly
225
val
Pro
Pro
Thr
Ash
305
Arg
val
Ser
Lys
Asp
385
Phe
Glu
Phe
Gly
Tyr

465
Ala

Ile
Ser
Ala
Ala
50

Gly
Asp
Phe
Gly
Gly
130
Ala
Lys
Asp
val
Ser
210
Asn
ser
Cys
Pro
Cys
290
Trp
Glu
Leu
Asn
Gly
370
Glu
Tyr
Asn
Phe
Asn
450
Thr

Ala

GIn
val
Trp
35

Ala
ser
Phe
Gly
Gly
115
Pro
ser
Pro
Lys
Asp
195
Glu
Tyr
Ser
Pro
Lys
275
val
Tyr
Glu
His
Lys
355
GIn
Leu
Pro
ASn
Leu
435
val
G1n

Pro

Met
Thr
20

Tyr
Thr
Gly
val
Gly
100
Gly
Glu
Asp
Gly
Thr
180
Thr
ASp
val
ser
Ala
260
Pro
val
val
Gln
GIn
340
Ala
Pro
Thr
Ser
Tyr
420
Tyr
Phe
Lys

Ser

Thr
5

Ile
Gln
ser
Thr
ser
85

Gly
Ser
Leu
Tyr
Gln
165
Arg
Ser
Thr
Ala
Glu
245
Pro
Lys
val
Asp
Tyr
325
Asp
Leu
Arg
Lys
Asp
405
Lys
Ser
Ser
ser

val

2479_1040002_SequenceIDListing ascii

Gln
Thr
Gin
Leu
Lys
70

TYr
Thr
Gly
val
Thr
150
Gly
Tyr
ser
Ala
Met
230
Pro
Glu
Asp
Asp
Gly
310
Asn
Trp
Pro
Glu
Asn
390
Ile
Thr
Lys
Cys
Leu

470
Phe

Ser Pro Ala

Cys
Lys
Ala
55

Phe
Tyr
Lys
Gly
Lys
135
Leu
Lau
Asn
ser
val
215
Asp
Lys
Ala
Thr
val
295
val
ser
Leu
Ala
Pro
375
Gln
Ala
Thr
Leu
ser
455
ser

Ile

Leu
Pro
40

ASp
Ser
cys
Leu
Gly
120
Pro
Thr
Glu
Glu
Thr
200
Tyr
Tyr
Ser
Ala
Leu
280
ser
Glu
Thr
ASn
Pro
360
Gln
val
val
Pro
Thr
440
val
Leu

Phe

Ala
25

Gly
Gly
Phe
GIn
Glu
105
Gly
Gly
Asp
Trp
Lys
185
Ala
Phe
Trp
ser
Gly
265
Met
His
val
Tyr
Gly
345
ITe
val
ser
Glu
Pro
425
val
Met
ser

Pro

ser
i0
ser
Lys
val
Lys
Gln
Ile
Ser
Thr
Phe
Ile
170
Phe
Tyr
Cys
Gly
ASp
250
Ala
Ile
Glu
His
Arg
330
Lys
Giu
Tyr
Leu
Trp
410
val
Asp
His
Pro

Pro

Gln
Gln
Ser
Pro
Ile

75
Leu

Lys’

Gln
ser
Tyr
155
Gly
Arg
Met
Ala
Gln
235
Lys
Pro
ser
Asp
Asn
315
val
Ala
Lys
Thr
Thr
395
Glu
Leu
Lys
Glu
Gly

475
Ser

human IgGl

ser
Thr
Pro
ser
60
Asp
Tyr
Gly
Ile
val
140
Met
Arg
Asp
Gln
Arg
220
Gly
Thr
ser
Arg
Pro
300
Ala
val
Tyr
Thr
Leu
380
Cys
ser
Asp
ser
Ala
460
Lys

ASp
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Ala
Ile
Gln
45
Arg
ser
AsSn
Gly
GIn
125
Lys
Asn
Ile
Lys
Leu
205
ser
Thr
His
val
Thr
285
Glu
Lys
ser
Ala
Ile
365
Pro
Leu
Asn
ser
Arg
445
Leu
ser

Glu

ser
Gly
30

Leu
Phe
Leu
Thr
Gly
110
Leu
Ile
Trp
Tyr
Ala
190
Ser
Ala
ser
Thr
Phe
270
Pro
val
Thr
val
Cys
350
ser
Pro
val
Gly
ASp
430
Trp
His
Arg
GIn

L TXT

Leu
Thr
Leu
ser
Gln
Pro
95
Gly
Gln
ser
val
Pro
175
Ile
Ser
Tyr
val
Cys
255
Leu
Glu
Lys
Lys
Leu
335
Ala
Lys
Ser
Lys
Gln
415
Gly
Gln
Asn

Thr

Leu

Gly
Trp
Ile
Ala
ser
80

Trp
ser
Gln
Cys
Arg
160
Gly
Leu
Leu
Tyr
Thr
240
Pro
Phe
val
Phe
Pro
320
Thr
val
Ala
Arg
Gly
400
Pro
ser
Gln
His
val

480
Lys



ser
Glu
Ser
Leu
545
val

Lys

Gly Thr

Ala Lys
515

Gln Glu

530

Ser Ser

Tyr Ala

ser Phe

<210> B27
<211> 512
<212> PRT

<213>

<220>

<223>

Asp
1

Ala
Ala
GIn
Asn
65

Thr
Thr
Gly
Ser
Leu
145
Tyr
Gln
Asn
ser
Ser
225
Tyr
Ser
Glu
Gly
Gly
305
Thr

Lys

Ala
500
val
ser
Glu
Cys

Asn
580

485
Ser

Gln
Ala
Leu
Glu

565
Arg

as bscl9x3

<400> 827

Tyr Lys
ser Leu

ser GIn
35

Gln Tle

50

Leu val

Asp Phe
Tyr His
Thr Lys
115
Gly Gly

130
val Arg

Ala Phe
Gly Leu
Tyr Asn
195
Ser Ser
210
Ala val
Tyr Tyr
Ser Gly
Leu Ala
275
Tyr Thr
290
GIn Gly
Asn Tyr

ser ser

Asp
Ala
20

ser
Pro
ser
Thr
Cys
100
Leu
Gly
Pro
Ser
Glu
180
Gly
Thr
Tyr
Ala
Gly
260
Arg
Phe
Leu
Asn

sSer

ASp
5

val
val
Gly
Gly
Leu
85

Gln
Glu
Gly
Gly
Ser
165
Trp
Lys
Ala
Phe
Met
245
Gly
Pro
Thr
Glu
GIn

325
Thr

2479_1040002_sequenceIDListing ascii .TXT
490 495

val
Trp
Thr
Thr
550
val

Gly

Asp
Ser
ASp
G1n
Ile
70

Asn
GIn
Ile
ser
ser
150
TYr
ITe
Phe
Tyr
Cys
230
Asp
Gly
Gly
Arg
Trp
310
Lys

Ala

val Cys

Lys val
520

Glu GIn

535

Leu Ser

Thr His
Glu

Artificial Sequence

Asp Lys
Leu Gly

Tyr Asp
40

Pro Pro

55

Pro Pro

Ile His
Ser Thr

Lys Gly
120

Gln val

135

Ser val

Trp Met
Gly Gin
Lys Gly
200
Met Gln
215
Ala Arg
Tyr Trp
ser Asp
Ala Ser
280
Tyr Thr
295
Ile Gly
Phe Lys

TYyr Met

Leu
505
Asp
ASp
Lys

Gln

Asp
GIn
25

Gly
Lys
Arg
Pro
Glu
105
Gly
Gln
Lys
ASN
Ile
185
Lys
Leu
Arg
Gly
Ile
265
val
Met
Tyr
Asp
Gln

Leu
Asn
Ser
Ala

Gly
570

Ile
10

Arg
Asp
Leu
Phe
val
20

ASp
Gly
Leu
Ile
Trp
170
Trp
Ala
ser
Glu
GIn
250
Lys
Lys
His
Ile
Lys

330
Leu

Asn
Ala
Lys
Asp

355
Leu

GIn
Ala
ser
Leu
Ser
75

Glu
Pro
Gly
Gln
ser
155
val
Pro
Thr
Ser
Thr
235
Gly
Leu
Met
Trp
AsSn
315
Ala

ser

Tyr
Leu
Asp
540
Tyr

Ser

Leu
Thr
Tyr
Ile
60

Gly
Lys
Trp
ser
Gln
140
Cys
Lys
Gly
Leu
Leu
220
Thr
Thr
Gln
Ser
val
300
Pro
Thr

Ser

Page 257

Phe
GIn
525
ser
Glu

Ser

Thr
Ile
Leu
45
TYr
sSer
val
Thr
Gly
125
ser
Lys
GlIn
Asb
Thr
205
Ala
Thr
Thr
Gln
Cys
285
Lys
ser
Leu

Leu

Tyr
510
Ser
Thr
Lys

PO

Bispecific T-Cell Engaging molecule (BiTE) known

GIn
ser
30

Asn
ASp
Gly
Asp
Phe
110
Gly
Gly
Ala
Arg
Gly
190
Ala
ser
val
val
ser
270
Lys
Gin
Arg
Thr

Thr

Pro
Gly
Tyr
His

val
575

ser
15

Cys
Trp
Ala
Ser
Ala
95

Gly
Gly
Ala
Ser
Pro
175
AsSp
AsSp
Glu
Gly
Thr
255
Gly
Thr
Arg
Gly
Thr

335
Ser

Arg
Asn
ser
Lys

560
Thr

Pro
Lys
Tyr
Ser
Gly
80

Ala
Gly
Gly
Glu
Gly
160
Gly
Thr
Glu
ASD
Arg
240
val
Ala
ser
Pro
Tyr
320
AsSp

Glu



2479_1040002_SequenceIDListing ascii .TXT

340 345

Asp ser Ala val Tyr Tyr Cys Ala Arg Tyr Tyr

355 360

Leu Asp Tyr Trp Gly Gln Gly Thr Thr Leu Thr
370 375

Gly GI
385
Asp I

y Ser Gly Gly Ser Gly Gly Ser Gly Gly

390 395

e GIn Leu Thr GIn Ser Pro Ala ITe Met
405 410

Glu Lys val Thr Met Thr Cys Arg Ala Ser Ser

420 425

Asn Trp Tyr GIn GIn Lys Ser Gly Thr Ser Pro

435 440

Asp Thr Ser Lys val Ala ser Gly val Pro Tyr

45

0 455

Gly Ser Gly Thr Ser Tyr Ser Leu Thr Ile Ser

465
Asp Al

Phe G1

<210>
<211>
<212>
<213

<220>
<223>

<400>

470 475
a Ala Thr Tyr Tyr Cys Gln Gln Trp Ser
485 490
y Ala Gly Thr Lys Leu Glu Leu Lys His
500 505

828
120
PRT
Homo sapiens

VH region of BMAO31 (anti-TCR) scFv
828

GIn val GIn Leu val GIn ser Gly Ala Glu val
1 5 10

Ser val Lys val Ser Cys Lys Ala Ser Gly Tyr

val Me
Gly Ty
50

Lys GI1
65
Met G1

Ala Ar

Gly Th

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

<220>
<223>

<400>

Ala G1
1

val G1

Tyr Me
ITe Ty

50
Gly Se

20 25
t His Trp val Lys GIn Ala Pro Gly Gin
35 40
r Ile Asn Pro Tyr ?gn Asp val Thr Lys
y Lys Ala Thr Leu Thr Ala Asp Glu ;gr
70
u Leu Ser Ser Leu Arg Ser Glu Asp Thr
85 90
g Gly Ser Tyr Tyr Asp Tyr Asp Gly Phe
100 105
r Leu val Thr val sSer ser
115 120

829
111
PRT
Homo sapiens

VL region of BMAO31 (anti-TCR) scFv

ﬁzgsp Ile GIn Met Thr G1n Ser Pro Ser
y ASp Arg Vg1 Thr Met Thr Cys %gr Ala
t His $2p Tyr Gln Gln Lys %?o Gly Lys
r igp Thr Ser Lys Leu i?a Ser Gly val

55
r Gly Ser Gly Thr Glu Phe Thr Leu Thr

Asp
val
380
Ser
ser
Ser
Lys
Arg
460
Ser
Ser

His

Lys
Lys
Gly
TYr
60

Thr
Ala

val

Thr
Thr
Ala
Pro

60
Ile
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ASp
365
Ser
Gly
Ala
val
Arg
445
Phe
Met
Asn

His

Lys
Phe
Leu
45

Asn
Asn
val

Tyr

Leu
Ser
Pro
Ala

Ser

350
His

ser
Gly
ser
ser
430
Trp
ser
Glu
Pro

His
510

Pro
Thr
Glu
Glu
Thr
His

Trp
110

ser
ser
30

Lys
Arg

ser

Tyr
val
val
Pro
415
Tyr
Ile
Gly
Ala
Leu

495
His

Gly
15

ser
Trp
Lys
Ala
Tyr'

Gly

Ala
val
Arg
Phe

Leu

Cys
Glu
Asp
400
Gly
Met
Tyr
ser
Glu
480
Thr

His

ser
TYr
Ile
Phe
TYr
80

cys
GIn

Ser
ser
Trp
Ile

Gln



65

Pro Asp Asp Phe Ala

85

Leu Thr Phe Gly Gly
100

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

<220>

<223>
<400>

GIn
1
ser
val
Gly
Lys
65
Met
Ala
Gly
Gly
Pro
145
Ser
Gly
Gly
Leu
Gln

225
Glu

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

val
val
Met
Tyr
50

Gly
Glu
Arg
Thr
Ser
130
Ser
Ala
Lys
val
Thr
210
GIn

Ile

<220>

<223>
<400>

Asp
1
ser
Thr
Gly
Lys

Ile
val
Met
Tyr
50

Asp

830
246
PRT
Homo sapiens

Gln
Lys
His
35

Ile
Lys
Leu
Gly
Leu
115
Gly
Thr
Thr
Ala
Pro
195
Ile
Trp

Lys

831
119
PRT
Homo sapiens

Lys
Lys
His
35

Ile

Lys

Leu
val
20

Trp
Asn
Ala
Ser
ser
100
val
Gly
Leu
ser
Pro
180
Ala
ser
Ser

Ser

BMAO31l scFv
830

val
5
ser
val
Pro
Thr
ser
85
Tyr
Thr
Gly
ser
Ser
165
Lys
Arg
ser
Ser

Ser
245

;479_1040002_Sequence§DListing ascii
7

L TXT

80

Thr Tyr Tyr Cys GIn Gln Trp Ser Ser Asn Pro
90

95

Gly Thr Lys val Glu Ile Lys Ser Ser Ser
105 110

Gln ser
Cys Lys
Lys GIn

Tyr Asn
55

Leu Thr

70

Leu Arg

Tyr Asp
val ser

Gly Sser
135

Ala Ser

150

val Ser

Arg Trp
Phe Ile

Leu G1In
215

Asn Pro

230

Ser

Leu G;n GIn ser

Met Ser Cys Lys
20

Trp val Lys GIn

Ash Pro Ser Arg
55

Ala Thr Leu Thr

Gly
Ala
Ala
40

Asp
Ala
Ser
Tyr
Ser
120
Ala
val
Tyr
I7e
Gly
200
Pro

Leu

Gly
Thr
Arg
40

Gly

Thr

Ala
ser
25

Pro
val
ASp
Glu
Asp
105
Gly
GIn
Gly
Met
Tyr
185
Ser
AsSp

Thr

Ala
Ser
25

Pro
TyYr

ASp

Glu
Gly
Gly
Thr
Glu
Asp
Gly
Gly
Asp
Asp
His
170
Asp
Gly
Asp
Phe

Glu
10

Gly
Gly

Thr

val
Tyr
Gln
Lys
ser
Thr
Phe
Gly
Ile
Arg
155
Trp
Thr
Ser

Phe

Gly
235

VH region of OKT3-M (anti-CD3) scFv
831

Leu
Tyr
GlIn

Asn

Lys
Lys
Gly
Tyr
Thr
Ala
val
Gly
Gin
140
val
TYr
Ser
Gly
Ala

220
Gly

Ala
Thr
Gly

Tyr
60

Lys Ser Ser
Page 259

Lys
Phe
Leu
45

Asn
ASn
val
Tyr
ser
125
Met
Thr
Gln
Lys
Thr
205
Thr

Gly

Arg
Phe
Leu
45

Asn

Ser

Pro
Thr
30

Glu
Glu
Thr
His
Trp
110
Gly
Thr
Met
GIn
Leu
190
Glu
Tyr

Thr

Pro
Thr
Glu
Gln
Thr

Gly
15

ser
Trp
Lys
Ala
Tyr
Gly
Gly
Gln

Ser
Tyr
Ile
Phe
Tyr
80

Cys
Gin
Gly

Ser

Thr cys

Lys
175
Ala
Phe
Tyr

Lys

Gly
15

Arg
Trp
Lys

Ala

Y
160
Pro

ser
Thr
Cys

val
240

Tyr
Ile
Phe

Tyr



65

2479_1040002_sequenceIDListing ascii
70 75

LTXT
80

Met G1n Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala val Tyr ggr Ccys
90

Ala Arg Tyr Tyr Asp Asp His Tyr Cys Leu Asp Tyr Trp Gly GIn Gly
100 105 110

Thr Thr Leu Thr val Sser Ser

val Glu Gly Gly ser Gly Gly ser Gly Gly Ser Gly Gly Ser Gly Gly
1 5 10 . 15

Gln
Thr
Lys
Ala
Tyr

70
Tyr

Gln
Cys
Lys
ser
Leu

70
Leu

ser
Cys
ser
Ser
55

ser

Cys

Ser
Lys
Gln
Arg
Thr
Thr

115
<210> 832
<211> 18
<212> PRT
<213> Artificial Sequence
<220>
<223> OKT3-M Linker
<400> 832
val Asp
<210> 833
<211> 94
<212> PRT
<213> Homo sapiens
<220>
<223>
<400> 833
Aip Ile GIn Leu Tgr
Glu Lys val Thr Met
20
Asn Trp Tyr Gln GIn
35
Asp Thr Ser Lys val
50
g}y Ser Gly Thr Ser
Asp Ala Ala Thr Tyr
85
<210> 834
<211> 231
<212> PRT
<213> Homo sapiens
<220>
<223> OKT3-M sCFv
<400> 834
Asp Ile Lys Leu Gln
1 5
Ser val Lys Met Ser
20
Thr mMet His Trp val
35
Gly E5r Ile Asn Pro
ggs Asp Lys Ala Thr
Met GIn Leu Ser Ser
85

Pro
Arg
Gly
40

Gly
Leu

GIn

Gly
Thr
Arg
Gly
Thr

Ser

Ala
Ala
25

Thr
val
Thr

Gln

Ala
ser
25

Pro
Tyr
Asp

Glu

VL region of OKT3-M (anti-CD3) scFv

Ile Met Ser
10
Ser Ser Ser

Ser Pro Lys

Pro Tyr Arg
60
ITe ser ser
75
Trp Ser Ser
a0

Glu Leu Ala
Gly Tyr Thr
Gly Gln Gly
Thr Asn Tyr
60
Lys Ser Ser
75
Asp Ser Ala
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Ala
val
Arg
Phe
Met

Ser

Arg
Phe
Leu
45

Asn
ser

val

Ser
ser
30

Trp
Ser
Glu

Ser

Pro
Thr
Glu
Gln
Thr

Tyr

Pro Gly
15

Tyr Met
ITe Tyr
Gly Ser

Ala Glu
80

Gly Ala

15

Arg Tyr

Trp Ile

Lys Phe

Ala Tyr
80

Tyr Cys
25



Ala
Thr
Gly
Pro
145
Arg
Gly
Gly
Leu

Gln
225

Arg
Thr
ser
e
Ala
Thr
val
Thr

210
Gln

Tyr
Leu
115
Gly
Ile
ser
ser
Pro
195
Ile

Trp

<210> 835
<211> 120
<212> PRT
<213> Homo sapiens

<220>

<223>
<400>

Gln
1
Ser
Thr
Gly
Lys
65
Met
Ala

Gly

val
val
Met
Tyr
50

Asp
Glu
Arg

Thr

Gln
Lys
His
35

Ile
Lys
Leu

ser

Leu
115

<210> 836
<211> 112

<212>

PRT

Tyr
100
Thr
Gly
Met
ser
Pro
180
TYFP
ser

Ser

VH region
835

Leu
val
20

Trp
Asn
Ala
Ser
Ala

100
val

Asp
val
ser
ser
Ser
165
Lys
Arg
ser

Ser

2479_1040002_sequenceIDListing ascii .TXT

Asp
ser
Gly
Ala
150
val
Arg
Phe
Met

Ser
230

His
ser
Gly
135
Ser
Ser
Trp
ser
Glu

215
Ser

Tyr
val
120
val
Pro
Tyr
Ile
Gly

200
Ala

Cys
105
Glu
Asp
Gly
Met
Tyr
185
Ser

Glu

Leu
Gly
Asp
Glu
Asn
170
Asp
Gly
Asp

Asp
Gly
Ile
Lys
155
Trp
Thr
Ser

Ala

of HuM291 (anti-cD3) scFv

val
5
ser
val
Pro
Thr
Ser
85
Tyr

Thr

<213> Homo sapiens
<220>

<223>
<400>

Ala
1
val
Tyr
Ile
Gly

65
Pro

Gln
Gly
Met
Tyr
50

ser

Glu

Asp

Asn

35

Asp
Gly

ASp

VL region

836
Asp

Ile
Arg
20

Trp
Thr
Ser

Phe

GIn
Cys
Arg
Arg
Leu
70

Leu
Tyr

val

Ser Gly Ala Glu val

Lys
Gln
ser
55

Thr
Arg
Asp

Ser

Ala
Ala
40

Gly
Ala
ser
Tyr

Ser
120

Ser
25

Pro
Tyr
Asp
Glu

Asp
105

10
Gly

Gly

'Thr

Lys
ASp
90

Gly

Tyr
Gln
His
ser
75

Thr

Phe

of HuM291 (anti-CD3) scFv

Gln
5
val
TYr
Ser
Gly

Ala
85

Met
Thr
G1n
Lys
Thr

70
Thr

Thr
Ile
Gln
Leu
55

Asp

Tyr

Gln
Thr
Lys
40

Ala
Phe

Tyr

ser
Cys
25

Pro
Ser
Thr

Cys

Pro
10
Ser

Gly
Gly

Leu

Gln
90

ser
Ala
Lys
val
Thr

75
Gln

Tyr
Ser
Gln
140
val
Tyr
ser
Gly

Ala
220

Lys
Thr
Gly
Tyr
Ala
Ala

Ala

ser
ser
Ala
Pro
60

Ile

Trp
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Trp
Gly
125
Leu
Thr
GlIn
Lys
Thr

205
Thr

Lys
Phe
Leu
45

Asn
ser
val

Tyr

Leu
ser
Pro
45

Ser
Ser

Ser

Gly
110
Gly
Thr
Mat
GIn
val
190
ser

Tyr

Pro
Ile
30

Glu
GIn
Thr
Tyr

Trp
110

Ser
ser
30

Lys
Arg
ser

Ser

Gln
ser
G1n
Thr
Lys
A
Tyr
Tyr

Gly
15

Ser
Trp
Lys
Ala
Tyr‘

95
Gly

Ala
val
Arg
Phe
Leu

Asn
95

Gly
Gly
ser
Cys
160
ser
Ser
Ser

Ccys

Ala
Tyr
Met
Leu
Tyr
80 .
Cys

GIn

Ser
Ser
Leu
ser
GIn

80
Pro



2479_1040002_sequenceIDListing ascii

Pro Thr Phe Gly Gly Gly Thr Lys
100

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

<220>

<223>
<400

Gln
1
Ser
Thr
Gly
Lys
65
Met
Ala
Gly
Gly
Pro
145
ser
Gly
Gly
Leu
Gln

225
Glu

val
val
Met
Tyr
50

Asp
Glu
Arg
Thr
Ser
130
Ser
Ala
Lys
val
Thr
210
Gln

Ile

837
247
PRT
Homo sapiens

HuM291 scFv
837

GIn Leu Vg]

Lys
His
35

Ile
Lys
Leu
ser
Leu
115
Gly
ser
Ser
Ala
Pro
195
Ile
Trp

Lys

<210> 838
<211> 105

<212>

PRT

val
20

Trp
Asn
Ala
Ser
Ala
100
val
Gly
Leu
Ser
Pro
180
ser
ser
ser

Arg

Ser
val
Pro
Thr
ser
85

TYyr
Thr
Gly
ser
ser
165
Lys
Arg
ser
Ser

Thr
245

Gln
Cys
Arg
Arg
lLeu
70

Leu
Tyr
val

G1y'

Ala
150
val
Arg
Phe
Leu
Asn

230
ser

ser
Lys
Gln
Ser
Thr
Arg
Asp
ser
ser
135
Ser
ser
Leu

Ser

GlIn
215

Pro.

Ser

<213> Artificial Sequence
<220>

<223>
<400>

Thr
1
Leu
Pro
Gly
TYr
65
His

val

val
Lys
Arg
Asn
50

ser
Lys
Thr

Ala
ser
Glu
35

Ser
Leu
val

Lys

Ala
Gly
20

Ala
GIn
Ser
Tyr

Ser

Pro
5
Thr
Lys
GTu
Ser
Ala

85
Phe

Ser
Ala
val
Ser
Glu
70

Cys

Asn

mutated human Ck DAE
838

val
Ser
GlIn
Ala
55

Leu
Glu

Arg

Gly

Ala

Ala
40

Gly
Ala
Ser
Tyr
ser
120
Ala
val
TYr
Ile

Gly
200
Pro

Pro

Phe
val
Trp
Thr
Thr
val

Gly

105

Ala
ser
25

Pro
TYyr
ASD
Glu
Asp
105
Gly
GIn
Gly
Met
Tyr
185
Ser
Glu

Thr

ITe
val
25

Lys
Glu
Leu
Thr

Glu

Glu
10

Gly
Gly
Thr
Lys
Asp
Gly
Gly
Asp
Asp
Asn
170
Asp
Gly
Asp

Phe

Phe
10

Cys
val
Gln
Ser

His
90

val
Tyr
Gln
His
ser
Thr
Phe
Gly
Ile
Arg
155
Trp
Thr
Ser
Phe

Gly
235

Pro
Leu
Asp
Asp
Lys

75
Gln

Lys
Thr
Gly
Tyr
60

Ala
Ala
Ala
Gly
Gln
140
val
Tyr
Ser
Gly
Ala

220
Gly

Pro
Leu
Asn
Ser
60

Ala

Gly
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LyS
Phe
Leu
45

Asn
ser
val
TYr
ser
125
Met
Thr
Gln
Lys
Thr
205
Thr

Gly

ser
Asn
Ala
45

Lys
Asp

Leu

110

Pro

Ile-

Glu
Gln
Thr
Tyr
Trp
110
Gly
Thr
ITe
GIln
Leu
190
Asp
Tyr
Thr

Asp
Asp
30

Leu
Asp
Tyr

Ser

LTXT
val Glu Ile Lys Arg Thr Ser Ser

Gly
15

Ser
Trp
Lys
Ala
Tyr
95

Gly
Gly
GlIn
Thr
Lys
175
Ala
Phe
Tyr

Lys

Glu
15

Phe
Gln
Ser
Glu

Ser
95

Ala
Tyr
Met
Leu
TYIr
80 -
Cys
Gln
Gly
ser
Cys
160
Pro
ser
Thr
Cys

val
240

Gln
Tyr
Ser
Thr
Lys

80
Pro



<210>
<211>
<212>

100

839
105
PRT

<213> Artificial sequence

<220>

<223> mutated human Ck MAE

<400>

839 -

Thr val Ala Ala Pro Ser val Phe

1

5

Leu Lys Ser g1y Thr Ala ser val

0

Pro Arg §1u Ala Lys val
5

Gly Asn Ser GIn Glu Ser
50
TYr Ser Leu Ser Sser Glu

65

His Lys val Tyr Ala cys

val Th

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

<220>
<223>

<400

85
r Lys Ser Phe Asn
100

B840
105
PRT

GIn

Ala

Artificial Ssequence

mutated human Ck SAE

840

Tgr val aAla Ala Pro Ser
5

Leu Lys Ser Gly Thr Ala

Pro Ar

Gly As

50
Tyr Se
65

20
g Glu Ala Lys val
35
n ser Gln Glu Ser

r Leu Ser Ser Glu
70

His Lys val Tyr Ala Cys

val Th

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

<220>
<223>

<400>

85
r Lys Ser Phe Asn
100

841

105

PRT
Artificial
mutated human FAE
841

Tgr val Ala Ala Pro ser
5

Leu Lys Ser Ggy Thr Ala
2

Pro Ar

Gly As
50
Tyr Se

g Glu Ala Lys val
35
n Ser GIn Glu Ser

r Leu Ser Ser Glu

val
Ser
Gln
Ala
55

Leu
Glu

Arg

Sequence

val
ser
Gln
Ala

55
Leu

Trp
40

Thr
Thr
val

Gly

Phe
val
Trp
40

Thr
Thr
val

Gly

Phe
val
Trp
Thr
Thr

Ile
val
25

Lys
Glu
Leu
Thr

Glu
105

Ile
val
25

Lys
Glu
Leu
Thr

Glu
105

Ile
val
25

Lys
Glu

Leu

Phe
10

Cys
val
Gln
Ser

His-
90

Phe
10

Cys
val
Gln
ser

His
90

Phe
10

Cys
val
G1n

Ser

Pro
Leu
Asp
AsP
Lys
Gln

Pro
Leu
Asp
Asp
Lys

75
GIn

Pro
Leu
Asp
Asp
Lys

Pro
Leu
Asn
ser
Ala

Gly

Pro
Leu
ASn
ser
60

Ala

Gly

Pro
Leu
Asn
ser

60
Ala
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Ser
Asn
Ala
45

Lys
Asp

Leu

Ser
Asn
Ala
45

Lys
Asp

Leu

Ser
Asn
Ala
45

Lys

Asp

2479_1040002_sSequenceIDListing ascii
105

Asp
Met
30

Leu
AsSp
Tyr

Ser

Asp
Ser
30

Leu
Asp
Tyr

ser

Asp
Phe
30

Leu
Asp

Tyr

LTXT

Glu
15

Phe
GIn
ser
Glu

ser
95

Glu
15

Phe
GIn
ser
Glu

Ser
95

Glu
Phe
GIn
ser

Glu

Gln
Tyr
Ser
Thr
Lys

80
Pro

Gln
Tyr
Ser
Thr
Lys
80

Pro

Gln
Tyr
Ser
Thr
Lys



2479_1040002_sequenceIDListing ascii .TXT
65 70 75 80
His Lys val Tyr gga cys Glu val Thr ggs GIn Gly Leu Ser Ser Pro

val Thr Lys Ser Phe Asn Arg Gly Glu

100 105
<210> 842
<211> 105
<212> PRT
<213> Artificfa}_Sequence
<220>
<223> mutated Cck L27E
<400> 842 _
Thr val Ala ala Pgo ser val phe Ije ige Pro Pro Ser Asp Glu Gln
1 15
Leu Lys Ser géy Thr Ala Ser val gai Cys Glu Leu Asn ésn Phe Tyr
5 0
Pro Arg g;u Ala Lys val GlIn Tgp_Lys va'l Asp Asn an Leu Gln Ser
Gly gsn ser Gln Glu ser ggT Thr Glu Gin Asp égr LYs Asp Ser Thr
Q .
Tyr Ser teu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
65 70 75 80
His Lys val Tyr Ala cys Glu val Thr gas Gln Gly Leu Ser-ggr Pro
85
val Thr Lys Ser pPhe Asn Arg Gly Glu - .
- 100 105
<210> 843
<211i> 105
<212> PRT
<213> artificial sequence =
<220>
<223> mutated Ck L27K
<400> 843
Tgr val ala ala Pgo ser val phe Ile Pge Pro Pre Ser Asp Glu Gln
1 15
Leu Lys Ser ggy Thr Ala ser val §§1 Cys Lys Leu Asn égn rPhe Tyr
Pro Arg ggu Ala Lys val Gln zrp Lys val Asp Asn gga Leu Gin Ser
0 .
Gly égn ser Gin Glu Ser V%W Thr Glu Gin Asp ger Lys Asp Ser Thr
. : 5 0
Tyr Ser teu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
65 70 .73 80
His Lys val Tyr g;a Cys G¢lu val Thr gas Gin Gly Leu Ser Ser Pro
95
val Thr Lys Ser Phe Asn Arg Gly Glu
100 105
<210> 844
<211> 98
<212> PRT
<213> Artificial sequence
<220>
<223> mutated CH1 VGSE
<400> B44
Ala Ser Thr Lys Ggy pro Ser val phe gge Leu Ala Pro Ser Ser Lys
15
ser Thr Ser ggy Gly Thr Ala ala Lgu Gly Cys teu val Lys Asp Tyr
2

: 0
phe Pro Glu pro val Thr val Ser Trp Asn Ser Gly Ala Leu Thr Ser
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40

35
Gly val His Thr Phe Pro Ala val Leu

50

55
Leu Ser Ser Glu val Thr val Pro Ser
65 70

Tyr ITe Cys Asn val Asn His Lys Pro
85

Lys val

<210> 845

<211> 98

<212> PRT

<213> Artificial Sequence

<220>
<223> mutated CH1l V68K

<400> 845
Ala ser Thr Lys G;y Pro Ser

Ser Thr Ser g%y Gly Thr Ala
Phe Pro Glu Pro val Thr val
35
Gly val His Thr Phe Pro Ala
50 55

Leu Ser Ser Lys val Thr val
65 70

Tyr Ile Cys Asn gg1 Asn His
Lys val

<210> 846

<211> 3

<212> PRT

<213> Artificial Sequence

<220>

val
Ala
Ser
40

val
Pro

Lys

Phe
Leu
25

Trp
Leu
Ser

Pro

GIn

Ser

sSer

ser
75

Ser Asn

90

Pro
Gly
Asn
Gln
Ser

Ser
90

<223> CH3-CH1 linker or CcH3-Ck linker

<400> 846
Lys Ser Arg
1

<210> 847

<211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> CH3-CcH1l Tinker

<400> 847
G}y Gly Gly Ser Sgr

<210> 848

<211> 6

<212> PRT

<213> Artificial Sequence

<220>
<223> CH3-CH1l Tlinker

<400> 848
Ser Tyr Ser Pro Asn Ser

Leu
Cys
Ser
ser
ser

75
Asn

ser Gly Leu
60

Leu Gly Thr

Ala
Leu
Gly
ser
60

Leu

Thr
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Pro
val
Ala
45

Gly
Gly

Lys

Thr Lys val

Ser
Lys
30

Leu
Leu
Thr

val

Tyr ser

Gln Thr

Ser
15

Asp
Thr
Tyr
Gin

ASD
95

80

Asp Lys
95

Lys
Tyr
ser
Ser
Thr

80
Lys
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1 5
<210> 849
<211> 8
<212> PRT
<213> Artificial Sequence
<220>
<223> CH3-CHL1 T1inker
<400> 849
Ser Ser Leu Asn Thr Pro Asn Ser

1 5
<210> 850
<211> 5
<212> PRT
<213> Artificial Sequence
<220>
<223> CH3-Ck Tinker
<400> 850
Gly Gly Gly Ser Arg

1 5

<210> 851
<21l> 7
<212> PRT -
<213> Artificial Seguence
<220>
<223> CH3-Ck Tinker

<400> 851

Sir Tyr Ser Pro Asn Ser Arg

5

<210> 852

<211> 9

<212> PRT .
<213> Artificial Sequence
<220>
<223> CH3-Ck 1inker
<400> 852
Sir Ser Leu Asn Thr Pro Asn Ser Arg

5

<210> 853
<211> 1806
<212> DNA
<213> Artificial Sequence
<220>
<223> TSCl1l45 (Cris7 scFv-hinge-CH2-CH3-GGGSS Tinker-cHl)
<400> 853 .
atggaagcac cagcgcagct tctcttcctc ctgctactct ggctcccaga taccaccggt
caggtccagce tggtgcagtc tgggggcdga gtggtgcagc ctgggcggtc actgaggctg
tcctgcaagg cttctggcta cacctttact agatctacga tgcactgggt aaggcaggcc
cctggaaagg gtctggaatg gattggatac attaatccta gcagtgctta tactaattac
aatcagaaat tcaaggacag gttcacaatc agcgcagaca aatccaagag cacagcctic
ctgcagatgg acagcctgag gcccgaggac accggegtct atttctgtge acggecccaa
gtccactatg attacaacgg gtttccttac tggggccaag ggactcccgt cactgtctct
agcggtggcg gagggtctgg gggtggcgga tccggaggtg gtggctctge acaagacatc
cagatgaccc agtctccaag cagcctgtct gcaagegtgg gggacagggt caccatgacc

Page 266

60
120
180
240
300
360
420
480
540



tgcagtgcca
cccaaaagat
ggcagtgggt
gccacttatt
ctacaaatta
tgcccageac
gacaccctca
gaagaccctg
acaaagccgc
ctgcaccagg
ccagccccca
tacaccctgc
gtcaaaggct
aacaactaca
aagctcaccg
catgaggctc
ggctcctcag
acctctggygg
acggtgtcot
cagtcctcag
acccagacct
gtttga

<210> 854
<211> 1809
<212> DNA

2479_1040002_SequenceIDListing ascii

gctcaagtgt
ggatttatga
ctgggaccga
actgccagca
cacgctcgag
ctgaageccgce
tgatctcccy
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
ccccatececey
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
cctccaccaa
gcacagcggc
ggaactcagg
gactctactc
acatctgcaa

aagttacatg
ctcatccaaa
Ctataccctc
gtggagtcgt
tgagcccaaa
gggtgcaccg
gacccctgag
caactggtac
gtacaacagc
tggcaaggcg
catctccaaa
ggatgagctg
cgacatcgcecc
tceegtgetg
caggtggcag
ctacacgcag
gggcceatcg
cctgggctgc
cgcectgacce
cctcagcagc
cgtgaatcac

<213> Artificial Sequence

<220>

aactggtacc
ctggcttctg
acaatcagca
aacccaccca
tcttctgaca
tcagtcttcce
gtcacatgcg
gtggacggcg
acgtaccgtg
tacgcgtgeg
gccaaagggce
accaagaacc
gtggagtggg
gactccgacy
caggggaacg
aagagcctct
gtctteeccce
ctggtcaagg
agcggegtgce
gtggtgaccg
aagcccagca

agcagaagcc
gagtcccigce
gcctgcagec
cgttcggagg
aaactcacac
tcttcccccc
tggtggrtaga
tggaggtgca
tggtcagcgt
cggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctccttctt
tcttctcatg
ccctgtctcec
tggcaccctc
actacttccc
acaccttccc
tgccctccag
acaccaaggt

<223> TSC146 (Cris7 scFv-hinge-CH2-CH3-SYSPNS
Tinker-cHl)

<400> 854

atggaagcac
caggtccagc
tcctgcaagg
cctggaaagg
aatcagaaat
ctgcagatgg
gtccactatg
agcggtggeg
cagatgaccc
tgcagtgcca
cccaaaagat
ggcagtgggt
gccacttatt
ctacaaatta
tgcccagcac
gacaccctca
gaagaccctg
acaaagccgc
ctgcaccagg
ccagccccca
tacaccctgc
gtcaaaggct
aacaactaca
aagctcaccg
catgaggctc
agcccgaact
agcacctctg
gtgacggtgt
ctacagtcct
ggcacccaga
aaagtttga

<210> 855
<211> 1815
<212> DNA

cagcgcagcet
tggtgcagtc
cttctggcta
gtctggaatg
tcaaggacag
acagcctgag
attacaacgg
gagggtctgg
agtctccaag
gctcaagtgt
ggatttatga
ctgggaccga
actgccagca
cacgctcgag
ctgaagccgc
tgatctcccg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
ccccateccg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
ctgcctecac
ggggcacagc
cgtggaactc
caggactcta
cctacatctg

tctettectce
tgggggcgga
cacctttact
gattggatac
gttcacaatc
gceccgaggac
gtttccttac
gggtggcgga
cagcctgtct
aagttacatg
ctcatccaaa
ctataccctc
gtggagtcgt
tgagcccaaa
gggtgcaccg
gacccctgag
caactggtac
gtacaacagc
tggcaaggcg
catctccaaa
ggatgagctg
cgacatcgcc
tccegtactg
caggtggcag
ctacacgcag
caagggccca
ggccctgggce
aggcgcecectg
ctccctcagc
caacgtgaat

ctgctactct
gtggtgcagc
agatctacga
attaatccta
agcgcagaca
accggcgtct
tggggccaag
tccggaggtg
gcaagecgtgyg
aactggtacc
ctggcttctg
acaatcagca
aacccaccca
tcttctgaca
tcagtcttecc
gtcacatgcg
gtggacggcg
acgtaccgtg
tacgcgtgeg
gccaaagggc
accaagaacc
gtggagtggyg
gactccgacg
caggggaacg
aagagcctct
tcggtetteco
tgcctggtca
accagcggcg
agcgtggtga
cacaagceca

ggctcccaga
ctgggeggtc
tgcactgggt
gcagtgctta
aatccaagag
atttctgtgc
ggactcccgt
gtggctctgc
gggacagggt
agcagaagcec
gagtccctgc
gcctgcagec
cgttcggagyg
aaactcacac
tcttccceccc
tggtggtgga
tggaggtgca
tggtcagcgt
cggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctecttett
tcttctcatg
ccectgtctcc
ccctggeacc
aggactactt
tgcacacctt
ccgtgcectc
gcaacaccaa
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cggcaaggcec
tcgcttcagt
cgaagatttc
ggggaccaag
atgcccaccg
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgcctg
gcagccggag
cctctacagc
ctcecgtgatg
gggtggcgga

ctccaagagce -

cgagccggtg
ggctgtccta
cagcttgggc
ggacaagaaa

taccaccggt
actgaggctg
aaggcaggcc
tactaattac
cacagccttc
acggccccaa
cactgtctct
acaagacatc
caccatgacc
cggcaaggcc
tcgcttcagt
cgaagatttc
ggggaccaag
atgcccaccg
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgcctg
gcagccggag
cctctacagce
ctccgtgatg
gggtagttac
ctcctccaag
ccccgagecg
cccggetgrc
cagcagcttg
ggtggacaag

600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1806

60
120
180
240
300
360
420
480
540
600
660
720
780
340
900
960

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1809



2479_1040002_sequenceIDListing ascii

<213> Artificial Sequence

<220>

<223> T5C147 (Cris7 SCFV—hinge—CHZ—CH3—SSLNTPNS
Tinker-cHl)

<400> 855

atggaagcac
caggtccagc
tcctgcaagg
cctggaaagg
aatcagaaat
ctgcagatgg
gtccactatg
agcggtggceg
cagatgaccc
tgcagtgcca
cccaaaagat
ggcagtgggt
gccacttatt
ctacaaatta
tgcccagcac
gacaccctca
gaagaccctg
acaaagccgc
ctgcaccagg
ccagcececcea
tacaccctgc
gtcaaaggct
aacaactaca
aagctcaccg
catgaggctc
ctgaatacac
tccaagagca
gagccggtga
gctgtcctac
agcttgggca
gacaagaaag

<210> 856
<211> 1842
<212> DNA

cagcgcagcet
tggtgcagtc
cttctggcta
gtctggaatg
tcaaggacag
acagcctgag
attacaacgg
gagggtctgg
agtctccaag
gctcaagtgt
ggatttatga
ctgggaccga
actgccagea
cacgctcgag
ctgaagcegc
tgatctcceg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
cccecatceccg
tctatccaag
agaccacgcc
tggacaagagd
tgcacaacca
cgaactctgc
cctcetggygag
cggtgtcgtg
agtcctcaqyg
cccagaccta
tttga

tctcttecte
tgggggcgga
cacctttact
gattggatac
gttcacaatc
gcccgaggac
gtttccttac
gggtggcgga
cagcctgtct
aagttacatg
ctcatccaaa
ctataccctc
gtggagtcgt
tgagcccaaa
gggtgcaccg
gacccctgag
caactggtac
gtacaacagc
tggcaaggeg
catctccaaa
ggatgagctg
cgacatcgcc
tccegtgcetg
caggtggcag
ctacacgcag
ctccaccaag
cacagcggec
gaactcaggc
actctactcc
catctgcaac

<213> Artificial Sequence

<220>
<223>

<400> 856

atggaagcac
gacattgtgc
atctcctgeca
caacagattc
gggatcccac
cctgtggaga
acgttcggtg
tcgggtogeg
cctgggtcct
atgaactggg
ggagatggtg
gaatcctcca
tatttctgty
tggggtcaag
cacacatgcc
cccccaaaac
gtggacgtga
gtgcataatg
agcgtcctca
tccaacaaag

cagcgcagct
tgacccaatc
aggccagcca
caggacagcc
ccaggtttag
aggtggatgc
gaggcaccaa
gcggagctag
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
caagacggga
gaacctcagt
caccgtgece
ccaaggacac
gccacgaaga
ccaagacaaa
ccgtecctgea
cccteecagce

tctettecte
tccagcttct
aagrgttgat
acccaaactc
tggcagtggyg
tgcaacctat
gctggaaatc
ccaggttcag
ttcctgcaag
gcctggacag
caatggaaag
catgcaactc
gactacgacg
caccgtctcc
agcacctgaa
cctcatgatc
ccctgaggtce
gccgcgggag
ccaggactgg
ccccatcgag

ctgctactct
gtggtgcagc
agatctacga
attaatccta
agcgcagaca
accggegtet
tggggccaag
tccggaggtg
gcaagcgtgg
aactggtacc
ctggcttctyg
acaatcagca
aacccaccca
tcttctgaca
tcagtcttcc
gtcacatgcg
gtggacggcg
acgtaccgtg
tacgcgtgeg
gccaaagggc
accaagaacc
gtggagtggg
gactccgacg
caggggaacg
dagagcctct
ggcccategg
ctgggctgcc
gccctgacca
ctcagcagcg
gtgaatcaca

TSC148 (HD37 scFv-hinge-CH2-CH3-GGGSR

ctgctactct
ttggctgtgt
tatgatggtg
ctcatctatg
tctgggacag
cactgccagce
aaaggtggcg
ctgcagcagt
gcttctgget
ggtcttgagt
ttcaagggta
agcagcctag
gtaggccgtt
tcgagtgagc
gccgcgggtg
tceceggaccc
aagttcaact
gagcagtaca
ctgaatggca
aaaaccatct

ggctcccaga
ctgggcggtc
tgcactgggt
gcagtgctta
aatccaagag
atttctgtgc
ggactccegt
gtggctctgce
gggacagggt
agcagaagcc
gagtccctgce
gcctgeagece
cgttcggagg
aaactcacac
tctteccecce
tggtggtgga
tggaggtgca
tggtcagecgt
cggtctccaa
agccccgaga
aggtcagcect
agagcaatgg
gctccttctt
tettctcatg
ccctgtetee
tetteecect
tggtcaagga
gcggcgtgca
tggtgaccot
agcccagcaa

Tinker-ck)

ggctcccaga
ctctagggca
atagttattt
atgcatccaa
acttcaccct
aaagtactga
gtggttcgag
ctggggctga
atgcattcag
ggattggaca
aagccactct
catctgagga
attactatgc
ccaaatcttc
caccgtcagt
ctgaggtcac
ggtacgtgga
acagcacgta
aggcgtacgc
ccaaagccaa

Page 268

L TXT

taccaccggt
actgaggctg
aaggcaggec
tactaattac
cacagccttc
acggcecccaa
cactgtctct
acaagacatc
caccatgacc
cggcaaggec
tcgcttcagt
cgaagatttc
ggggaccaag
atgcccaccg
adddCcCcCaag
cgtgagccac
taatgccaag
ccteaccgtc
caaagccctce
accacaggtg
gacctgcctg
gcagccggag
cctctacagce
ctccgtgatg
gggttcttcc
ggcacecctee
ctacttcccc
caccttcecy
gccctecage
caccaaggtg

taccaccggt
gagggccacc
gaactggtac
tctagtttct
caacatccat

ggatccgtgg
cggtggtggy
gctggtgagg
tagctactgg
gatttggect
gactgcagac
ctctgeggtce
tatggactac
tgacaaaact
cttcctcttce
atgcgtggtg
cggcgtggag
ccgtgtggtc
gtgcgeggtc
agggcagccc

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

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1815

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

1020
1080
1140
1200



cgagaaccac
agcctgacct
aatgggcagc
ttcttcctct
tcatgctecg
tctccgggtg
tctgatgagce
cccagagagg
gagagtgcca
ctgagcaaag
ctgagctcge

<210> 857
<211> 1848
<212> DNA
<213>

<220
<223>

<400> 857
atggaagcac
gacattgtgc
atctcctgeca
caacagattc
gggatcccac
cctgtggaga
acgttcggtg
tcgggtggeg
cctgggtcct
atgaactggg
ggagatggtg
gaatcctcca
tatttctgtg
tggggtcaag
cacacatgcc
cccccaaaac
gtggacgtga
gtgcataatg
agcgtcctca
tccaacaaag
cgagaaccac
agcctgacct
aatgggcagc
ttcttccrct
tcatgctcecy
tctccgggta
ccgccatctg
ttctatccca
tcccaggaga
ctgacgctga
cagggcctga

<210> 858
<211> 1854
<212> DNA
<213>

<220>
<223>

2479_1040002_sequenceIDListing ascii .TXT

aggtgtacac
gcctggtcaa
cggagaacaa
acagcaagct
tgatgcatga
gcggaggetc
agttgaaatc
ccaaagtaca
cagagcagga
cagactacga
ccgtcacaaa

cagcgcagcet
tgacccaatc
aggccageca
caggacagcc
ccaggtttag
aggtggatgce
gaggcaccaa
gcggagctag
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
caagacggga
gaacctcagt
caccgtgccc
ccaaggacac
gccacgaaga
ccaagacaaa
ccgtcctgea
ccctcccage
aggtgtacac
gcctggtcaa
cggagaacaa
acagcaagct
tgatgcatga
gttacagccc
atgagcagtt
gagaggccaa
gtgccacaga
gcaaagcaga
gctcgeeegt

Tinker-ck)

<400> 858

atggaagcac
gacattgtgc
atctcctgea
caacagattc
gggatcccac

cagcgcaget
tgacccaatc
aggccagceca
caggacagcc
ccaggtttag

cctgecceca
aggctrctat
ctacaagacc
caccgtggac
ggctctgcac
caggactgty
tggaactgcc
gtggaaggtg
cagcaaggac
gaaacacaaa
gagcttcaac

Artificial Sequence

tctctrecte
tccagettct
aagtgttgat
acccaaactc
tggcagtggg
tgcaacctat
gctggaaatc
ccaggttcag
ttcctgeaag
gcctggacag
caatggaaag
catgcaactc
gactacgacg
caccgtctcc
agcacctgaa
cctcatgatc
ccctgaggic
gccgcgggag
ccaggactogg
ccccategag
cctgececca
aggcttctat
ctacaagacc
caccgtggac
ggctctgcac
gaactctagg
gaaatctgga
agtacagtgg
gcaggacagc
ctacgagaaa
cacaaagagc

Artificial Sequence

tctcttccte
tccagcttct
aagtgttgat
acccaaactc
tggcagtggg

tcccgggatg
ccaagcgaca
acgcctcecg
aagagcaggt
aaccactaca
gctgcaccat
tctgttgtgt
gataacgccc
agcacctaca
gtctacgcct

aggggagagt

ctgctactct
ttaggectgtgt
tatgatggtg
ctcatctatg
tctgggacag
cactgccagc
aaaggtggcg
ctgcagcagt
gcttctgget
ggtcttgagt
ttcaagggta
agcagcctag
gtaggccgtt
tcgagtgagc
gccgcegggtg
tcccggacce
aagttcaact
gagcagtaca
ctgaatggca
aaaaccatct
tcccgggatg
ccaagcgaca
acgecctcccg
aagagcaggt
aaccactaca
actgtggctg
actgcctctg
aaggtggata
aaggacagca
cacaaagtct
ttcaacaggg

ctgctactct
ttggctgtgt
tatgatggtg
ctcatctatg
tctgggacag

agctgaccaa
tcgecgtgga
tgctggactc
ggcagcagag
cgcagaagag
ctgtcttcat
gcctgetgaa
tccaategag
gcctcageag
gcgaagtcac
ga

ggctcccaga
ctctagggca
atagttattt
atgcatccaa
acttcaccct
aaagtactga
gtggttcggg
ctggggctga
atgcattcag
ggattggaca
aagccactct
catctgagga
attactatgc
ccaaatcttc
caccgtcagt
ctgaggtcac
ggtacgtgga
acagcacgta
aggcgtacgc
ccaaagccaa
agctgaccaa
tcgecgtgga
tgctggactc
ggcagcaggyg
cgcagaagag
caccatctgt
ttgtgtgcect
acgcccteca
cctacagcct
acgcctgcga
gagagtga

TSC150 (HD37 scFv-hinge-CH2-CH3-SSLNTPNSR

ggctcccaga
ctctagggca
atagttattt
atgcatccaa
acttcaccct

Page 269

gaaccaggtc
gtgggagagc
cgacggctcce
gaacgtcttc
cctetecctg
cttccegeca
ttacttctat
taactcccag
cgagctgacg
ccatcaggge

TSC149 (HD37 scFv-hinge-CH2-CH3-SYSPNSR linker-ck)

taccaccggt
gagggccacc
gaactggtac
tctagtttct
caacatccat
ggatccgtgg
cggtggtggg
gctggtgagg
tagctactgg
gatttggcct
gactgcagac
ctctgcggtce
tatggactac
tgacaaaact
cttcctecttc
atgcgtggtg
cggcgtggag
ccgtgtggtc
gtgcgeggtc
agggcagccc
gaaccaggtc
gtgggagagc
cgacggctcc
gaacgtcttc
cctcteectd
cttcatcttc
gctgaatrtac
atcgggtaac
cagcagcgag
agtcacccat

taccaccggt
gagggccacc
gaactggtac
tctagtttct
caacatccat

1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1842

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

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1749
1800
1848

60
120
180
240
300



cctgtggaga
acgttcggtyg
tcgggtggcg
cctgggtect
atgaactggg
ggagatggtg
gaatcctcca
tatttctgtg
tggggtcaag
cacacatgcc
cccccaaaac
gtggacgtga
gtgcataatg
agcgtcctca
tccaacaaag
cgagaaccac
agcctgacct
aatgggcagc
ttcttcctct
tcatgctccg
tctecegggtt
atcttcccge
aattacttct
ggtaactccc
agcgagctga
acccatcagg

<210> 859
<211> 581
<212> PRT

2479_1040002_SequencelIDListing ascii

aggtggatgc
gaggcaccaa
gcggagctag
cagtgaagat
‘tgaagcagag
atactaacta
gcacagccta
caagacggga
gaacctcagt
caccgtgccc
ccaaggacac
gccacgaaga
ccaagacaaa
ccgtcctgea
ccctecccage
aggtgtacac
gcctggtcaa
cggagaacaa
acagcaagct
tgatgcatga
cttccctgaa
catctgatga
atcccagaga
aggagagtgc
cgctgagcaa
gcctgagetc

tgcaacctat
gctggaaatc
ccaggttcag
ttcctgcaag
gcctggacag
caatggaaag
catgcaactc
gactacgacg
caccgtctcc
agcacctgaa
cctcatgatc
ccctgaggrc
gccgcgggag
ccaggactgg
ccccatcgag
cctgcceccca
aggcttctat
ctacaagacc
caccgtggac
ggctctgcac
tacaccgaac
gcagttgaaa
ggccaaagta
cacagagcagd
agcagactac
gcececgtcaca

<213> Artificial sequence

<220>
<223>

<400> 859

cactgccagc
aaaggtggcg
ctgcagcagt
gcttetgget
ggtcttgagt
ttcaagggta
agcagcctag
gtaggccgtt
tcgagtgagce
gccgegggtg
tceccggacce
aagttcaact
gagcagtaca
ctgaatggca
aaaaccatct
tcccgggatg
ccaagcgaca
acgcctcecg
aagagcaggt
aaccactaca
tctaggactg
tctggaactg
cagtggaagg
gacagcaagg
gagaaacaca
aagagcttca

Gln
1
Ser
Thr
Gly
Lys
65
Leu
Ala
Gln
Gly
ser
145
Cys
Pro
ser
Thr
Cys

225
Leu

val
Leu
Met
Tyr
50

Asp
Gln
Arg
Gly
Gly
130
Pro
Ser
Gly
Gly
Leu
210
Gln

GlIn

Gln
Arg
His
35

ITe
Arg
Met
Pro
Thr
115
Ser
Ser
Ala
Lys
val
195
Thr
Gln

Ile

Leu
Leu
20

Trp
Asn
Phe
Asp
GIn
100
Pro
Gly
ser
Ser
Ala
180
Pro
Ile
Trp

Thr

val
5
Ser
val
Pro
Thr
ser
85
val
val
Gly
Leu
sSer
165
Pro
Ala
ser
ser

Arg
245

Gln
Cys
Arg
Ser
Ile
70

Leu
His
Thr
Gly
ser
150
ser
Lys
Arg
Sser
Arg
230
Ser

Ser
Lys
Gln
Ser
55

Ser
Arg
Tyr
val
Gly
135
Ala
val
Arg
Phe
Leu
215
Asn

sSer

Gly
Ala
Ala
40

Ala
Ala
Pro
ASD
ser
120
Ser
ser
ser
Trp
Ser
200
Gln
Pro

Glu

Gly
ser
25

Pro
Tyr
Asp
Glu
Tyr
105
Ser
Ala
val
Tyr
Ile
185
Gly
Pro
Pro

Pro

Gly
10

Gly
Gly
Thr
Lys
Asp
90

Asn
Gly
GIn
Gly
Met
170
Tyr
Ser
Glu
Thr

Lys
250

val
Tyr
Lys
Asn
Ser
75

Thr
Gly
Gly
Asp
Asp
155
Asn
Asp
Gly
Asp
Phe

235
ser

aaagtactga
gtggttcggg

ctggggctga
atgcattcag
ggattggaca
aagccactct
catctgagga
attactatgc
ccaaatcttc
caccgtcagt
ctgaggtcac
ggtacgtgga
acagcacgta
aggcgtacgc
ccaaagccaa
agctgaccaa
tcgcecgtgga
tgctggactc
ggcagcaggy
cgcagaagag
tggctgcacc
cctectgttgt
tggataacgc
acagcaccta
aagtctacgc
acaggggaga

val Gln

Thr Phe

30
Leu
45
Asn

Gly

Tyr
60
Lys Ser

Gly val

Phe Pro

. TXT

ggatccgtgg
cggtggtgag
gctggtgagg
tagctactgg
gatttggcct
gactgcagac
ctctgcggte
tatggactac
tgacaaaact
cttcetette
atgcgtggtg
cggcgtggag
ccgtgtggtc
gtgcgcggtc
agggcagecc
gaaccaggtc
gtgggagagc
cgacggctcce
gaacgtcttc
cctctecectg
atctgtcttc
gtgcctgctg
cctccaatcg
cagcctcagce
ctgcgaagtc
gtga

TSC145 (Cris? scFv-hinge-CH2-CH3-GGGSS Tinker-CHL)

Thr
Glu
Gln
Thr
Tyr

TYr

Pro Gly

15
Arg

Trp
Lys
Ala
Phe

95
Trp

110

Gly
125
Gln

Gly

Ile
140
Arg val

Trp Tyr

Ser Sser

Ser
Met
Thr
G1n

Lys

Gly
Thr
Met
G1n

175
Leu

190

ser Gly
205
Phe Ala
220
Gly Gly

ser Asp

Page 270

Thr
Thr
Gly
Lys

ASp
Tyr
Thr

Thr
255

Arg
Ser
Ite
Phe
Phe
80

Cys
Gly
Gly
Gln
Thr
160
Lys
Ala
Tyr
Tyr
Lys

240
His

360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1854



Thr Cys
Phe Leu

Pro GTu
290
val Lys
305
Thr Lys

val Leu
Cys Ala

Ser Lys
370

Pro Ser

385

val Lys

Gly G1n
Asp Gly

Trp GIn
450

His Asn

465

Gly Ser

Ser ser

Lys Asp

Leu Thr
530

Leuy Tyr

545

Thr GIn

val Asp

Pro
Phe
275
val
Phe
Pro
Thr
val
355
Ala
Arg
Gly
Pro
ser
435
Gln
His
Ser
Lys
TYr
515
ser
Ser
Thr

Lys

<210> 860
<211> 582
<212> PRT
<213> Artificial Sequence

<220>

Pro
260
Pro
Thr

Asn

Arg

val
340
ser
Lys

Asp

cys
Pro
Cys
Trp
s
Leu
Asn
Gly
Glu

Phe Tyr

Glu
420
Phe
Gly
Tyr
Ala
Ser
500
Phe
Gly
Leu
TYr

Lys
580

Yy
405
Asn
Phe
AsSn
Thr
ser
485
Thr
Pro
val
ser
Ile

565
val

Pro
Lys
val
Tyr
310
Glu
His
LYyS
GIn
Leu
390
Pro
AsSn
Leu
val
GIn
470
Thr
Ser
Glu
His
ser

550
Cys

Ala
Pro
val
295
val
GIn
Gln
Ala
Pro
375
Thr
ser
Tyr
Tyr
Phe
455
Lys
Lys
Gly
Pro
Thr
535
val

Asn

Pro
Lys
280
val
Asp
Tyr
ASp
Leu
360
Arg
Lys
Asp
Lys
ser
440
Ser
Sar
Gly
Gly
val
520
Phe
val

val

Glu
265
Asp
Asp
Gly
AsSn
Trp
345
Pro
Glu
Asn
Ile
Thr
425
Lys
Cys
Leu
Pra
Thr
505
Thr
Pro
Thr

Asn

Thr
val
val
ser
330
Leu
Ala
Pro
GIn
Ala
410
Thr
Leu
Ser
sSer
ser
490
Ala
val
Ala
val

His
570

Ala
Leu
ser
Glu
315
Thr
Asn
Pro
Gln
val
395
val
Pro
Thr
val
Leu
475
val
Ala
Ser
val
Pro

555
Lys

-2479_1040002_ Sequ$nceIDL1st1n

Gly
Met
His
300
val
Tyr
Gly
Ile
val
380
ser
Glu
Pro
val
Met
460
Ser
Phe
Leu
Trp
Leu
540
ser

Pro

<223> TSC1l46 (Cris7 scFv-hinge-CH2-CH3-5YSPNS
Tinker-cHl)

<400> 860

GIn val
1

Ser Leu

Thr Met
Gly Tyr

50

Lys Asp
65

Leu Gln

Ala Arg

Gln Gly

Gln
Arg
His
35

Ile
Arg
Met
Pro

Thr

Leu
Leu
20

Trp
Asnh
Phe
Asp
Gln

100
Pro

val
5
ser
val
Pro
Thr
ser
85
val

val

GIn
Cys
Arg
Ser
Iie
70

Leu
His

Thr

Ser
Lys
Gln
Ser
55

Ser
Arg
TYyT
val

Gly
Ala
Ala
40

Ala
Ala

Pro

ASp T

Ser

Gly
Ser
25
Pro
Tyr
AsSp
Glu
y
105
ser

Gly
10

Gly
Gly
Thr
Lys

Asp
90

r Asn

Gly

val
Tyr
Lys
Asn
Ser
75

Thr
Gly

Gly

val
Thr
Gly
Tyr
60

Lys
Gly
Phe

Gly

Page 271

Ala
Ile
285
Glu
His
Arg
Lys
Glu
365
Tyr
Leu
Trp
val
Asp
445
His
Pro

Pro

ascii

Pro
270
Ser
Asp
Asn
val
Ala
350
Lys
Thr
Thr
Glu
Leu
430
Lys
Glu
Gly

Leu

Gly Cys

Asn
525
GIn
Ser

Ser

Gln
Phe
Leu
45

Asn
sSer
val
Pro

Gly

Y
510
Ser

ser
ser

Asn

Pro
Thr
30

Glu
GlIn
Thr
Tyr
Tyr

110
ser

- TXT

Ser
Arg
Pro
Ala
val

335
Tyr
Thr
Leu
Cys
Ser
415
Asp
ser
Ala
Gly
Ala
495
Leu
Gly
ser

Leu

Thr
575

Gly
15

Arg
Trp
Lys
Ala
Phe
95

Trp

Gly

val
Thr
Glu
Lys
320
Ser
Ala
Ile
Pro
Leu
400
Asn
ser
Arg
Leu
Gly
480
Pro
val
Ala
Gly
Gly

560
Lys

Arg
Ser
Ile
Phe
Phe
80

Cys
Gly
Gly



Gly
Ser
145
Cys
Pro
Ser
Thr
Cys
225
Leu
Thr
Phe
Pro
val
305
Thr
val

cys
ser
Pro
385
val

Gly
Asp
Trp
His
465
Ser
Pro
val

Ala
Gly
545
Gly

Lys

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

Gly
130
Pro
Ser
Gly
Gly
Leu
210
Gln
Gln
Cys
Leu
Glu
290
Lys
Lys
Leu
Ala
Lys
370
Ser
Lys
GlIn
Gly
GlIn
450
AsSn
Pro
Ser
Lys
Leu
530
Leu
Thr

val

<220>

<223>

115
Ser

Ser
Ala
Lys
val

195
Thr
GIn
Ile
Pro
Phe
275
val

Phe
Pro
Thr
val

355
Ala

Arg

Gly
Pro
Ser
435
Gln
His
Asn
Ser
Asp
515
Thr
Tyr
GIn

Asp

86l
584
PRT
Artificial Sequence

Gly
ser
Ser
Ala
180
Pro
Ile
Trp
Thr
Pro
260
Pro
Thr
Asn
Arg
val
340
ser
Lys
Asp
Phe
Glu
420
Phe
Gly
TYr
Ser
Lys
500
Tyr
Ser
sSer

Thr

Lys
580

Gly
Leu
Ser
165
Pro
Ala
Ser
Ser
Arg
245
Cys
Pro
Cys
Trp
Glu
325
Leu
ASn
Gly
Glu

Tyr

405

Asn
Phe
Asn
Thr
Ala
485
Ser
Phe
Gly
Leu
Tyr

565
Lys

Tinker-cHl)

2479_1040002_sequenceIDListing ascii

Gly
ser
150
Ser
Lys
Arg
Ser
Arg
230
Ser
Pro
Lys
val
Tyr
310
Glu
His
Lys
Gln
Leu
390
Pro
Asn
Leu
va'l
Gln
470
Ser
Thr
Pro
val
sSer
550
Ile

val

Gly
135
Ala
val
Arg
Phe
Leu
215
Asn
Ser

Ala

Pro’

val
295
val
GIn
GIn
Ala
Pro
375
Thr
ser
Tyr
Tyr
Phe
455
Lys
Thr
Ser
Glu
His
535
Ser

Cys

120
ser

ser
Ser
Trp
Ser
200
GIn
Pro
Glu
Pro
Lys
280
val
Asp
Tyr
ASp
Leu
360
Arg
Lys
AsSp
Lys
Ser
440
Ser
ser
Lys
Gly
Pro
520
Thr
val

Asn

Ala
val
Tyr
Ile
185
Gly
Pro
Pro
Pro
Glu
265
Asp
Asp
Gly
Asn
Trp
345
Pro
Glu
ASn
Ile
Thr
425
Lys
Cys
Leu
Gly
Gly
505
val
Phe
val

val

Gln
Gly
Met
170
Tyr
ser
Glu
Thr
Lys
250
Ala
Thr
val
val
ser
330
Leu
Ala
Pro
GIn
Ala
410
Thr
Leu
ser
ser
Pro
490
Thr
Thr
Pro
Thr

Asn
570

Asp
ASp
155
AsSn
Asp
Gly
Asp
Phe
235
Ser
Ala
Leu
Ser
Glu
315
Thr
Asn
Pro
Gln
val
395
val
Pro
Thr
val
Leu
475
Ser
Ala
val
Ala
val

555
His

Ile
140
Arg
Trp
ser
ser
Phe
220
Gly
ser
Gly
Met
His
300
val

Tyr
Gly
ITe
val

380
ser
Glu
Pro
val

Met
460
ser
val

Ala
ser
val
540
Pro

Lys

TSCLl47 (Cris7 scFv-hinge~CH2~CH3-SSLNTPNS

Page 272

125
Gln

val
Tyr
ser
Gly
205
Ala
Gly
Asp
Ala
Ile
285
Glu
His
Arg
Lys
Glu
365
Tyr
Leu
Trp
val
Asp
445
His
Pro
Phe
Leu
Tr

525
Leu
ser

Pro

Met
Thr
Gln
Lys
190
Thr
Thr
Gly
Lys
Pro
270
Ser
ASp
Asn
val

Ala
350
Lys
Thr
Thr
Glu
Leu
430
Lys
Glu
Gly
Pro

Gly
510

p Asn

G1n
Ser

ser

LTIXT

Thr
Met
GlIn
175
Leu
ASp
Tyr
Thr
Thr
255
ser
Arg
Pro
Ala
val
335
Tyr
Thr
Leu
cys
ser
415
ASp
Ser
Ala
Ser
Leu
495
Cys
ser
ser

Ser

Asn
575

Gln -

Thr
160
Lys
Ala
Tyr
Tyr
Lys
240
His
val

Thr
Glu
Lys
320
Ser
Ala
ITe
Pro
Leu
400
Asn
Ser
Arg
Leu
Tyr
480
Ala
Leu
Gly
Ser
Leu

560
Thr



<400> 861

GlIn
1

ser
Thr
Gly
Lys
65
Leu
Ala
Gln
Gly
ser
145
Cys
Pro
ser
Thr
Cys
225
Leu
Thr
Phe
Pro
val
305
Thr
val
Cys
Ser
Pro
385
val
Gly
Asp
Trp
His
465
Leu
Leu

Cys

val
Leu
Met
Tyr
50

Asp
Gln
Arg
Gly
Gly
130
Pro
Ser
Gly
Gly
Leu
210
GIn
Gln
Cys
Leu
Glu
290
Lys
Lys
Leu
Ala
Lys
370
Ser
Lys
Gln
Gly
Gln
450
Asn
AsSn
Ala

Leu

Gln
Arg
His
35

Ile
Arg
Met
Pro
Thr
115
ser
ser
Ala
Lys
val
195
Thr
Gln
Ile
Pro
Phe
275
val
Phe
Pro
Thr
val
355
Ala
Arg
Gly
Pro
Ser
435
GIn
His
Thr
Pro

val
515

Leu
Leu
20

Trp
Asn
Phe
Asp
G1n
100
Pro
Gly
Ser

Ser

‘Ala

180
Pro

Ile
Trp
Thr
Pro
260
Pro
Thr
Asn
Arg
val
340
ser
Lys
Asp
Phe
Glu
420
Phe
Gly
Tyr
Pro
ser

500
Lys

val
ser
val
Pro
Thr
ser
val
val
Gly
Leu
ser
165
Pro
Ala
Ser
Sar
Arg
245
Cys
Pro
Cys
Trp
Glu
325
Leu
Asn
Gly
Glu
Tyr
405
Asn
Phe
ASn
Thr
ASn
485
Ser

ASD

2479_1040002_sequenceIDListing ascii

Gln
Cys
Arg
ser
Ile
70

Leu
His
Thr
Gly
ser
150
ser
Lys
Arg
Ser
Arg
230
Ser
Pro
Lys
val
Tyr
310
Glu
His
Lys
Gln
Leu
390
Pro
Asn
Leu
val
Gln
470
ser
Lys
Tyr

ser ély Gly

Lys
Gln
ser
55

ser
Arg
Tyr
val
Gly
135
Ala
val
Arg
Phe
Leu
215
Asn
ser
Ala
Pro
val
295
val
GIn
GIn
Ala
Pro
375
Thr
Ser
Tyr
Tyr
Phe
455
Lys
Ala
ser

Phe

Ala
Ala
40

Ala
Ala
Pro
Asp
ser
120
ser
ser
ser
Trp
ser
200
Gln
Pro
Glu
Pro
Lys
280
val
Asp
Tyr
ASp
Leu
360
Arg
Lys
Asp
Lys
ser
440
ser
ser
ser
Thr

Pro
520

Ser
25

Pro
Tyr
ASp
Glu
TYr
105
ser
Ala
val
Tyr
Ile
185
Gly
Pro
Pro
Pro
Glu
265
ASp
ASp
Gly
Asn
Trp
345
Pro
Glu
ASn
Ile
Thr
425
Lys
Cys
Leu
Thr
Ser

505
Glu

Gly
10

Gly
Gly
Thr
Lys
Asp
90

Asn
Gly
Gln
Gly
Met
170
TYyr
sSer
Glu
Thr
Lys
250
Ala
Thr
val
val
ser
330
Leu
Ala
Pro
GIn
Ala
410
Thr
Leu
ser
ser
Lys
490
Gly

Pro

val
Tyr
Lys
Asn
ser
75

Thr
Gly
Gly
ASp
ASp
155
Asn
ASp
Gly
ASD
Phe
235
ser
Ala
Leu
ser
Glu
315
Thr
ASn
Pro
Gln
val
395
val
Pro
Thr
val
Leu
475
Gly
Gly

val

val
Thr
Gly
Tyr
60

Lys
Gly
Phe
Gly
Ile
140
Arg
Trp
ser
ser
Phe
220
Gly
ser
Gly
Met
His
300
val
Tyr
Gly
Ile
val
380
Ser
Glu
Pro
val
Met
460
ser
Pro
Thr

Thr

Page 273

Gln
Phe
Leu
45

Asn
ser
val
Pro
Gly
125
G1In
val
Tyr
ser
Gly
205
Ala
Gly
Asp
Ala
Ile
285
Glu
His
Arg
Lys
Glu
365
Tyr
Leu
Trp
val
Asp
445
His
Pro
ser
Ala

val
525

Pro
Thr
30
Glu
Glin
Thr
Tyr
Tyr
110
ser
Met
Thr
Gln
Lys
190
Thr
Thr
Gly
Lys
Pro
270
ser
Asp
Asn
val
Ala
350
Lys
Thr
Thr
Glu
Leu
430
Lys
Glu
Gly
val
Ala

510
Ser

L TXT

Gly
15

Arg
Trp
Lys
Ala
Phe
a5

Trp
Gly
Thr
Met
Gln
175
Leu
ASp
Tyr
Thr
Thr
255
ser
Arg
Pro
Ala
val
335
Tyr
Thr
Leu
Cys
ser
415
Asp
Ser
Ala
ser
Phe
495
Leu

Trp

Arg
ser
Ile
Phe
Phe
80

Cys
Gly
Gly
Gln
Thr
160
Lys
Ala
Tyr
Tyr
Lys
240
His
val
Thr
Glu
LysS
320
ser
Ala
Ile
Pro
Leu
400
Asn
ser
Arg
Leu
ser
480
Pro
Gly

Asn



530

2479_1040002_SequenceIDListin
Ser Gly Ala Leu Thr Ser Gly val His Thr Phe Pro Ala val

535

Ser Ser Gly Leu Tyr Ser Leu Ser Ser val val

545

550

555

Ser Leu Gly Thr G%n Thr Tyr Ile Cys Asn val
565

Asn

Thr Lys val Asp Lys Lys val
580

<210> 862
<211> 593
<212> PRT
<213> Artificial Sequence

<220>
<223> TSC148 (HD37 scFv-hinge~CH2-CH3-GGGSR

<400> 862

ASp
1

GTn
Gly
Lys
Arg
65

Pro
Glu
Gly
val
val
145
Met
Gln
Gly
Gln
Alg
225
Trp
ser
Gly
Met
His
305
val
Tyr
Gly
Ile

val
385

Ile
Arg
ASp
Leu
50

Phe
val
Asp
Gly
G1n
130
Lys
Asn
Ile
Lys
Leu
210
Arg
Gly
Asp
Ala
Ile
290
Glu
His
Arg
Lys
Glu

370
Tyr

val
Ala
Ser
35

Leu
Ser
Glu
Pro
Gly
115
Leu
Ile
Trp
Trp
Ala

195
Ser

Glu

G1n
Lys

Pro
275

-Ser

Asp
Asn
val
Ala
355
Lys

Thr

Leuy
Thr
20

Tyr
Ile
Gly
Lys
Trp
100
Ser
GIn
Ser
val
Pro
180
Thr
Ser
Thr
Gly
Thr

260
Ser

-Arg

Pro
Ala
val
340
Tyr
Thr

Leu

Thr
5

Ile
Leu
Tyr
ser
val
85

Thr
Gly
Gln
Cys
Lys
165
Gly
Leuy
Leu
Thr
Thr
245
His
val
Thr
Glu
LysS
325
Ser
Ala
Ile

Pro

Gln
ser
Asn
Asp
Gly
70

ASp
Phe
Gly
ser
Lys
150
GIn
Asp
Thr
Ala
Thr
230
ser
Thr
Phe
Pro
val
310
Thr
val
Cys
Ser

Pro
390

Ser
Cys
Trp
Ala
55

ser
Ala
Gly
Gly
Gly
135
Ala
Arg
Gly
Ala
ser
215
val
va'l
Cys
Leu
Glu
295
Lys
Lys
Leu
Ala
Lys

375
ser

Pro
Lys
Tvyr
40

Ser
Gly
Ala
Gly
Gly
120
Ala
ser
Pro
Asp
ASp
200
Glu
Gly
Thr
Pro
Phe
280
val
Phe
Pro
Thr
val
360
Ala

Arg

Ala
Ala
25

Gln
Asn
Thr
Thr
Gly
105
ser
Glu
Gly
Gly
Thr
185
Glu
AsSD
Arg
val
Pro
265
Pro
Thr
Asn
Arg
val
345
Ser
Lys

Asp

570

Ser Leu
10
ser G1n

GIn Ile
Leu val

Asp Phe
75

Tyr -His

90

Thr Lys

Gly Gly
Leu val

Tyr Ala
155

Gln Gly

170

Asn Tyr

Ser ser
ser Ala
Tyr Tyr
235
Ser ser
250
Cys Pro
Pro Lys
Cys val
Trp Tyr
315
Glu Glu
330
Leu His
Asn Lys
Gly GIn

Glu Leu
395

540

ascii

Thr val Pro

Asn His Lys

Tinker-ck)

Ala
Ser
Pro
Ser
60
Thr
Cys
Leu
Gly
Arg
140
Phe
Leu
Asn
ser
val
220
Tyr
Ser
Ala
Pro
val
300
val
Gln
GIn
Ala
Pro

380
Thr

Page 274

val
val
Gly
45

Gly
Leu
G1n
Glu
Gly
125
Pro
ser
Glu
Gly
Thr
205
Tyr
Ala
Glu
Pro
Lys
285
val
Asp
Tyr
Asp
Leu
365
Arg

Lys

ser
Asp
30

Gln
Ile
Asn
G1In
Ile
110
Ala
Gly
ser
Trp
Lys
190
Ala
Phe
Met
Pro
Glu
270
Asp
Asp
Gly
AsSn
Trp
350
Pro
Glu

Asn

LTXT

Leu
Ser

Pro
375

Leu
15
Tyr
Pro
Pro
Ile
ser
a5
Lys
Ser
ser
Tyr
Ile
175
Phe
Tyr
Cys
ASD
LyS
255
Ala
Thr
val
val
Ser
335
Leu
Ala
Pro

Gln

Gln
Ser

560
Ser

Gly
Asp
Pro
Pro
His
80

Thr
Gly
Gln
ser
Trp
160
Gly
Lys
Met
Ala
Tyr
240
sar
Ala
Leu
ser
Glu
320
Thr
Asn
Pro
GIn

val
400



Ser
GTu
Pro
val
Met
465
ser
Ile
val
Lys
Glu
545
Leu
Thr

Glu

Leu
Trp
val
Asp
450
His
Pro
Phe
Cys
val
530
Gln
ser

His

Thr
Glu
Leu
435
Lys
Glu
Gly
Pro
Leu
515
Asp
Asp
Lys
G1n

<210> 863
<211> 595

<212>

PRT

Cys
Ser
420
Asp
Ser
Ala
Gly
Pro
500
Leu
Asn
Ser
Ala

Gly
580

Leu
405
AsSn
Ser
Arg
Leu
Gly
485
ser
Asn
Ala
Lys
AsSp

565
Leu

2479_1040002_sequenceIDListing ascii

val Lys Gly Phe

Gly
AsSp
Trp
His
470
Gly
AsSp
TYyr
Leu
Asp
550
Tyr

Ser

Gln
Gly
GlIn
455
Asn
Ser
Glu
Phe
Gln
535
ser
GTu

ser

<213> Artificial Sequence

<220>

<223>
<400>

Asp
1
Gln
Gly
LysS
Arg
65
Pro
Glu
Gly
val
val
145
Met
G1n
Gly
Gln
Arg

225
Trp

ITe val Leu Thr GlIn
5

Arg
Asp
Leu
50

Phe
val
AsSp
Gly
Gn
130
Lys
Asn
Ile
Lys
Leu
210
Arg

Gly

Ala
Ser
35

Leu
sSer
Glu
Pro
Gly
115
Leu
Ile
Trp
Trp
Ala
195
ser
Glu

GIn

Thr
20

Tyr
Ile
Gly
Lys
Trp
100
ser
Gln
ser
val
Pro
180
Thr
ser

Thr
Gly

Ile
Leu
Tyr
ser
val
85

Thr
Gly
GIn
Cys
Lys
165
Gly
Leu
Leu
Thr

Thr
245

Ser
Asn
Asp
Gly
70

Asp
Phe
Gly
ser
Lys
150
Gin
ASp
Thr
Ala
Thr

230
Ser

Ser
Cys
Trp
Ala
55

Ser
Ala
Gly
Gly
Gly
135
Ala
Alrg
Gly
Ala
ser
215
val

val

Pro
Ser
440
Gln
His
Arg
Gln
Tyr
520
ser
Thr
Lys

Pro

Pro
Lys
TVYIFR
40

Ser
Gly
Ala
Gly
Gly
120
Ala
Ser
Pro
Asp
Asp
200
Glu
Gly

Thr

Glu
425
Phe
Gly
Tyr
Thr
Leu
505
Pro
Gly
Tyr
His

val
585

Tyr Pro Ser Asp Ile

410
Asn

Phe
Asn
Thr
val
490
Lys
Arg
Asn
Ser
Lys

570
Thr

Asn
Leu
val
GIn
475
Ala
Ser
Glu
Ser
Leu
555
val

Lys

Ala Ser Leu

Ala
25

GlIn
Asn
Thr
Thr
Gly
105
ser
Glu
Gly
Gly
Thr
185
Glu
Asp
Arg

val

10
Ser

GIn
Leu
AsSp
Tyr
90

Thr
Gly
Leu
Tyr
Gln
170
Asn
Ser
Ser
Tyr

Ser
250

Gln
Tle
val
Phe
75

His
Lys
Gly
val
Ala
155
Gly
Tyr
Ser
Ala
Tyr

235
Ser

Tyr Lys Thr

Tyr
Phe
460
Lys
Ala
Gly
Ala
GIn
540
Ser
Tyr

Ser

Ala
ser
Pro
ser
60

Thr
Cys
Leu
Gly
Arg
140
Phe
Leu
ASh
ser
val
220
Tyr

ser

Page 275

ser
445
Ser
Ser
Pro
Thr
Lys
525
Glu
Ser
Ala

Phe

val
val
Gly
45

Gly
Leu
Gln
Glu
Gly
125
Pro
ser
Glu
Gly
Thr
205
Tyr
Ala

Glu

430
Lys

Cys
i.eu
ser
B
val
ser
Glu
Cys

Asn
590

TSC1l49 (HD37 scFv-hinge-CH2-CH3-SYSPNSR 1inker-ck)
863

Ser
Asp
30

GlIn
Ile
Asn
GIn
Ile
110
Ala
Gly
Ser
Trp
Lys
190
Ala
Fhe
Met

Pro

< TXT

Ala
415
Thr
Leu
Ser
ser
val
495
ser
Gln
Ala
Leu
Glu

575
Arg

Leu
15

Tyr
Pro
Pro
Ile
ser
95

Lys
Ser
ser
Tyr
Ile
175
Phe
Tyr
Cys
Asp

LyS
255

val
Pro
Thr
val
LLeu
480
Phe
val
Trp
Thr
Thr
560
val

Gly

Gly
Asp
Pro
Pro
His
80

Thr
Gly
Gln
Ser
Trp
160
Gly
Lys
Met
Ala
Tyr

240
Ser



ser
Gly
Met
His
305
val
TYr
Gly
Ile
val

385
ser
Glu
Pro
val

Met
465
Ser
val

ser
Gln
Ala
545
Leu
Glu

Arg

2479_1040002_SequenceIDListing ascii

Asp Lys Thr His Thr Cys Pro Pro Cys Pra Ala
260 265
Ala pro Ser val Phe Leu Phe Pro Pro Lys Pro
275 280
Ile Ser Arg Thr Pro Glu val Thr Cys val val
290 295 ) 300
Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val
310 - 315
Lys Thr Lys Pro Arg Glu Glu GIn
325 330
arg val val ser val Leu Thr val Leu His Gln
340 345
Lys Ala Tyr Ala Cys Ala val Ser Asn Lys Ala
355 360
Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro
370 375 380
Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr
390 395
Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser
405 410
Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr
420 425
val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr
435 440
Asp Lys Ser Arg Trp Gln GIn Gly Asn val Phe
450 455 460
His Glu Ala Leu His Asnh His Tyr Thr GIn Lys
470 475
Pro Gly Ser Tyr Ser Pro Asn Ser Arg Thr val
485 490
Phe I1e Phe Pro Pro Ser Asp Glu GIn Leu Lys
500 505
val val Cys Leu Leu Asn Tyr Phe Tyr Pro Arg
515 520
Trp Lys val Asp Asn Ala Leu GIn Ser Gly Asn
530 535 540
Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser
550 555
Lys Ala Asp Tyr Glu Lys His Lys
565 570
val Thr His GIn Gly Leu Ser Ser pPro val Thr
580 585

His Asn Ala

Thr Leu Ser

Gly Glu
595

<210> 864
<211> 597
<212> PRT
<213> Artificial sequence

<220>
<223> TSC150 (HD37 scFv-hinge-CH2-CH3-SSLNTPNSR

Tinker-ck)

<400> 864

Asp
1
Gln
Gly
Lys
Arg
65
Pro

Glu

ITe val Leu T?r Gln Ser Pro Ala igr Leu Ala
Arg Ala ggr Ile Ser Cys Lys Ala Ser Gln Ser
25
Asp ger Tyr Leu Asn Trp Tyr Gln GIn Ile Pro
5 40
Leu Leu Ile Tyr Asp Ala Ser Asn Leu val Ser
50 55 60
Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
70 75
val Glu Lys g?1 Asp Ala Ala Thr g%r His Cys
Asp Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu
Page 276

Pro
Lys
285
val
Asp
Tyr
Asp
Leu
365
Arg
Lys
Asp
Lys
Ser
445
ser
ser
Ala
Ser
Glu
525
ser
Leu

val

Lys

val
val
Gly
Gly
Leu
G1n
Glu

Glu
270
Asp
Asp
Gly
Asn
Trp
350
Pro
Glu
Asn
Ile
Thr
430
Lys
Cys
Leu
Ala
Gly
510
Ala
GIn
ser
Tyr

ser
590

Ser
Asp
Gln
Ile
Asn
G1n

Ile

LIXT
Ala Ala

Thr Leu
val Sser

val Glu
320

ser Thr

335

Leu Asn

Ala Pro
Pro G1In

Gln val
400

Ala val

415

Thr Pro

Leu Thr
ser val

Ser Leu
480

Pro Ser

495

Thr Ala

Lys val
Glu ser
Ser Glu

560
Ala Cys

575
Phe Asn

Leu Gly
15

TYr ASp
Pro Pro
Pro Pro
Ile His
ser Thr

95
Lys Gly



Gly
val
val
145
Met
GIn
Gly
Gln
Arg
225
Trp
Ser
Gly
Met
His
305
val
Tyr
Gly
_Tle
val
385
ser
Glu
Pro
val
Met
465
Ser
Pro
Thr
Lys
Glu
545
Ser
Ala

Phe

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

Gly

GlIn
130
Lys

.Asn

Ile
Lys
Leu
210
Al'g
Gly
ASp
Ala
Ile
290
Glu
His
Arg
Lys
Glu
370
Tyr
Leu
Trp
val

ASp
450
His
Pro
Ser
Ala
val

530
ser
Glu
Cys

Asn

Gly
115
Leu
Ile
Trp
Trp
Ala
195
ser
Glu
Gln
Lys
Pro
275
ser
Asp
Asn
val
Ala
355
Lys
Thr
Thr
Glu
Leu
435
Lys
Glu
Gly
val
ser
515
Gln
Ala
Leu
Glu

Arg
595

865
1800
DNA
Artificial sequence

100
ser

GIn
ser
val

Pro

Gly
Gln
Cys
Lys

165
Gly

180 -

Thr
ser
Thr
Gly
Thr
260
Ser
Arg
Pro
Ala
val
340
Tyr
Thr
Leu
Cys
ser
420
ASp
ser
Ala
Ser
Phe
500
vaT
Trp
Thr
Thr
val

580
Gly

Leu
Leu
Thr
Thr
245
His
val
Thr
Glu
Lys
325
Ser
Ala
Ile
Pro
Leu
405
Asn
ser
Arg
Leu
Ser
485
Ile
val
Lys
Glu
Leu
565
Thr

Glu

2479_1040002_sequenceIDListing ascii
105 110

Gly Gly Gly

ser
Lys
150
Gln
Asp
Thr
Ala
Thr
230
ser
Thr
Phe
Pro
val

310
Thr
val

Cys
Ser
Pro
390
val

Gly
AsSp
rp
His
470
Leu
Phe
Cys
val

Gln
550
Ser

His

Gly
135
Ala
Arg
Gly
Ala
sSer
215
val
val
Cys
Leu
Glu
295
Lys
Lys
Leu
Ala
Lys
375
Ser
Lys
Gln
Gly
GlIn
455
Asn
Asn
Pro
Leu
Asp
535
Asp
Lys

Gln

120
Ala

ser
Pro
Asp
ASp
200
Glu
Gly
Thr
Pro
Phe
280
val
Phe
Pro
Thr
val
360
Ala
Arg
Gly
Pro
ser
440
Gln
His
Thr
Pro
Leu
520
Asnh
ser
Ala

Gly

Ser
Glu
Gly
Gly
Thr
185
Glu
Asp
Arg
val
Pro
265
Pro
Thr
Asn
Arg
val
345
Ser
Lys
Asp
Phe
Glu
425
Phe
Gly
TVr
Pro
Ser
505
Asn
Ala
Lys
Asp

Leu
585

Gly
Leu
Tyr
GIn
170
Asn
Ser
Ser
Tyr
Ser
250
Cys
Pro
Cys
Trp
Glu
330
Leu
Asn
Gly
Glu
Tyr
410
Asn
Phe
Asn
Thr
Asn
490
Asp
Tyr
Leu
Asp
Tyr

570
Ser

Gly
val
Ala
155
Gly
Tyr
Ser
Ala
Tyr
235
Ser
Pro
Lys
val
Tyr
315
Glu
His
Lys
Gln
Leu
395
Pro
Asn
Leu
val
Gln
475
Ser
Glu
Phe
Gln
ser
555
Glu

ser

Gly
Ar

140
Phe
Leu
Asn
Ser
val
220
Tyr
Ser
Ala
Pro
val
300
val
Gln
Gln
Ala
Pro
380
Thr
Ser
Tyr
Tyr
Phe
460
LysS
Arg
Gln
Tyr
Ser
540
Thr
Lys

Pro

Page 277

Gly
125

g Pro

ser
Glu
Gly
Thr
205

Tyr
Ala
Glu
Pro
Lys
285
val

Asp
Tyr
Asp
Leu
365
Arg
Lys
ASp
Lys
ser
445
ser
Ser
Thr
Leu
Pro
525
Gly
Tyr
His

val

Ala
Gly
Ser
Trp
Lys
190
Ala
Phe
Met
Pro
Glu
270
Asp
ASp
Gly
Asn
Trp
350
Pro
Glu
Asn
ITe
Thr
430
Lys
Cys
Leu
val
Lys
510
Arg
Asn
Ser
Lys

Thr
590

LTXT

ser
ser
Tyr
Ile
175
Phe
Tyr
Cys

Asp

Gln
Ser
Trp
160
Gly
Lys
Met
Ala

Tyr

- 240

Lys
255
Ala
Thr
val
val
Ser
335
Leu
Ala
Pro
Gin
Ala
415
Thr
Leu
ser
Ser
Ala
495
Ser
Glu
Ser
Leu
val

575
Lys

Ser
Ala
Leu
Ser
Glu
320
Thr
ASn
Pro
Gln
val
400
val
Pro
Thr
val
Leu
480
Ala
Gly
Ala
Gln
ser
560
Tyr

Ser



<220>

2479_1040002_sequenceIDListing ascii

<223> TSC125 {(Cris7 scFv-CHZ2-CH3-CH1)

<400> 865

atggaagcac
caggtccagc
tcctgcaagg
cctggaaagg
aatcagaaat
ctgcagatgg
gtccactatg
agcggtggeg
cagatgaccc
tgcagtgcca
cccaaaagat
ggcagtgggt
gccacttatt
Ctacaaatta
tgcccagcac
gacaccctca
gaagaccctg
acaaagccgc
ctgcaccagg
ccagccccca
tacaccctgc
gtcaaaggct
aacaactaca
aagctcaccg
catgaggctc
agagcctcca
gggggcacag
tcgtggaact
tcaggactct
acctacatct

<210> 866
<211> 1785
<212> DNA
<213>

<220
<223>

<400> 866
atggaagcac
caggtccagc
tcctgcaagg
cctggaaaggd
aatcagaaat
ctgcagatgg
gtccactatg
agcggtggeg
cagatgaccc
tgcagtgcca
CcCcCaaaagat
ggcagtgggt
gccacttatt
ctacaaatta
gcecgegggtg
tccecggacee
aagttcaact
gagcagtaca
ctgaatggca
aaaaccatct
tccecgggatg
ccaagcgaca
acgcctcccg

cagcgcagct
tggtgcagtc
cttctggcta
gtctggaatg
tcaaggacag
acagcctgag
attacaacgg
gagggtctgg
agtctccaag
gctcaagtgt
ggatttatga
ctgggaccga
actgccagca
cacgctcgag
ctgaagccgc
tgatctcccg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
ccceateccg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
ccaagggccc
cggccctggg
caggcgccct
actcccteag
gcaacgtgaa

cagcgcagct
tggtgcagtc
cttctggcta
gtctggaatg
tcaaggacag
acagcctgag
attacaacgg
gagggtctgg
agtctccaag
gctcaagtgt
ggatttatga
ctgggaccga
actgccagca
cacgctcgag
caccgtcagt
ctgaggtcac
ggtacgtgga
acagcacgta
aggcgtacgce
ccaaagccaa
agctgaccaa
tcgccgtgga
tgctggactc

tctettoctce
tgggggcgga
cacctitact
gattggatac
gttcacaatc
gcccgaggac
gtttccttac
gggtggcgga
cagcctgtet
aagttacatg
ctcatccaaa
ctatacccte
gtggagtcgt
tgagcccaaa
gggtgcaceg
gacccctgag
caactggtac
gtacaacagc
tggcaaggcg
catctccaaa
ggatgagctg
cgacatcgec
tccegtgotg
caggtggcag
ctacacgcag
atcggtcttc
ctgcctggtce
gaccagcggce
cagcgigaty
tcacaagccc

Artificial sequence

tctcrtecte
tgggggcgga
cacctttact
gattggatac
gttcacaatc
gcccgaggac
gtttccttac
gggtggcgga
cagectgtct
aagttacatg
ctcatccaaa
ctataccctc
gtggagtcgt
ccccccacct
cttecctcttce
atgcgtggtg
cggegtggag
ccgtgtggtce
gtgcgeggtc
agggcagccc
gaaccaggtc
gtgggagagc
cgacggctece

ctgctactct
gtggtgcage
agatctacga
attaatccta
agcgcagaca
accggegtct
tggggccaag
tccggaggtg
gcaagcgtgg
aactggtacc
ctggcttctg
acaatcagca
aacccaccca
tcttctgaca
tcagtcttce
gtcacatgcg
gtggacggcg
acgtaccgtg
tacgcgtgeg
gccaaagggc
accaagaacc
gtggagtggy
gactccgacg
caggdgaacg
aagagcctct
cccetggeac
aaggactact
gtgcacacct
accgtgecct
agcaacacca

TSC157 (Cris7 scFv-IgA2UH-CH2-CH3-CH1)

ctgctactct
gtggtgcagc
agatctacga
attaatccta
agcgcagaca
accggcgtct
tggggccaag
tccggaggtg
gcaagcgtgg
aactggtacc
ctggcttctyg
acaatcagca
aacccaccca
ccccecatgcec
cccccaaaac
gtggacgtga
gtgcataatg
agcgtcctca
tccaacaaag
cgagaaccac
agcctgacct
aatgggcagc
Ttcttectct

ggctcccaga
ctgggcggte
tgcactgggt
gcagtgctta
aatccaagag
atttctgtgc
ggactcccgt
gtggctctgc
gggacagggt
agcagaagcc
gagtccctgc
gcectgeagece
cgttcggagg
aaactcacac
tcttcccecee
tggtggtggda
tggaggtgca
tggtcagcgt
cggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctccttett
tcttctcatg
ccctgtctec
cctcctecaa
tcccegagece
tcccggetgt
ccagcagett
aggtggacaa

ggctcccaga
ctgggcggtc
tgcactgggr
gcagtgctta
aatccaagag
atttctgtgce
dgactcccgt
gtggctctgc
gggacagggt
agcagaagcce
gagtcectgc
gcctgcagec
cgttcggagg
caccgtgccc
ccaaggacac
gccacgaaga
ccaagacaaa
ccgtectgea
ccctcccagc
aggtgtacac
gcctggtcaa
cggagaacaa
acagcaagct
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taccaccggt
actgaggctg
aaggcaggcc
tactaattac
cacagccttc
acggcecccaa
cactgtctct
acaagacatc
caccatgacc
cggcaaggce
tcgcttcagt
cgaagatttc
ggggaccaag
atgcccaccg
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagcectc
accacaggtg
gacctgcctg
gcagccggag
cctctacagce
ctccgtgatg
gggtaaatct
gagcacctct
ggtgacggtg
cctacagtcc
gggcacccag
gaaagtttga

taccaccggt
actgaggctg
aaggcaggcc
tactaattac
cacagccttc
acggccccaa
cactgtctct
acaagacatc
caccatgacc
cggcaaggcc
tcgcttcagt
cgaagatttc
ggggaccaag
agcacctgaa
cctcatgatc

cectgaggte

gccgcgggag
ccaggactgg
ccccatcgag
cctgecceca
aggcttctat
ctacaagacc
caccgtggac

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

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800

60
120
180
240
300
360
420
480
340
600
660
720
780
840
900
960

1020
1080
1140
1200
1260
1320
1380



aagagcaggt
aaccactaca
ggcccatcgg
ctgggctgcc
gccctgacca
ctcagcagcg
gtgaatcaca

<210> 867
<211- 1815
<212> DNA

2479_1040002_SequenceIDListing ascii

ggcagcaggg
cgcagaagag
tcttcceccet
tggtcaagga
gcggegtgea
fggtgaccgt
agcccagcaa

gaacgtcttc
cctcteectg
ggcaccctcc
ctactteccc
caccttcecg
gccctccage
caccaaggtg

<213> Artificial Sequence

<220>

tcatgctccg tgatgcatga
tctccgggta aatctagagce
tccaagagca cctctggggg
gagccggtga cggtgtcgtg
gctgtcctac agtcctcagg
agcttgggca cccagaccta
gacaagaaag tttga

<223> TSCL58 (Cris7 scFv-IgGlminiUH-CH2-CH3-CH1)

<400> 867

atggaagcac
caggtccagc
tcctgcaagg
cctggaaagg
aatcagaaat
ctgcagatgg
gtccactatg
agcggtggcg
cagatgaccc
tgcagtgcca
cccaaaagat
ggcagtgggt
gccacttatt
ctacaaatta
agcccatgcc
cccccaaaac
gtggacgtga
gtgcataatg
agcgtcctca
tccaacaaag
cgagaaccac
agcctgacct
aatgggcagc
ttcttectct
tcatgcectccg
tctccgggta
tccaagagca
gagccggtga
gctgtcctac
agcttgggca
gacaagaaag

<210> 868
<211> 1815
<212> DNA
<213>

<220>
<223>

<400> 868

atggaagecac
caggtccagce
tcctgcaagg
cctggaaagg
aatcagaaat
ctgcagatgg
gtccactatg
agcggtggeg
cagatgaccc
tgcagtgcca

cagcgcagcet
tggtgcagtc
cttctggcra
gtctggaatg
tcaaggacag
acagcctgag
attacaacgg
gagggtctgg
agtctccaag
gctcaagtgt
ggatttatga
ctgggaccga
actgccagca
cacgctcgag
caccgtgccec
ccaaggacac
gccacgaaga
Ccaagacaaa
ccgtcctgea
ccctcccagce
aggtgtacac
gcctggtcaa
cggagaacaa
acagcaagct
tgatgcatga
aatctagagc
cctctggggg
cggtgtcgtg
agtcctcagg
cccagaccta
tttga

cagcgcagct
tggtgcagtc
cttctggcta
gtctggaatg
tcaaggacag
acagcctgag
attacaacgg
gagggtctgg
agtctccaag
gctcaagtgt

tctcttecte
tgggggcgga
cacctttact
gattggatac
gttcacaatc
gcccgaggac
gtttccttac
gggtggcgga
cagcctgtct
aagttacatg
Ctcatccaaa
ctataccctc
gtggagtcgt
cgagcccaaa
agcacctgaa
cctcatgatc
ccctgaggtc
gccgegggag
ccaggactgg
ccccatcgag
cctgecececca
aggcttctat
Ctacaagacc
caccgtggac
ggctctgcac
ctccaccaag
cacagcggcc
gaactcaggc
actctactcc
catctgcaac

Artificial sequence

tctcttecetce
tgggggcgga
cacctttact
gattggatac
gttcacaatc
gcccgaggac
gtttccttac
gggtgagcgga
cagcctgtct
aagttacatg

ctgctactct ggctcccaga
gtggtgcagc ctgggcggtc
agatctacga tgcactgggt
attaatccta gcagtgctta
agcgcagaca aatccaagag
accggcgtct atttctgtgc
tggggccaag ggactcccgt
tccggaggig gtggctctgce
gcaagcgtgg gggacagggt
aactggtacc agcadaagcc
ctggcttctg gagtccctgc
acaatcagca gcctgcagcec
aacccaccca cgttcggagg
tcttctgaca aaactcacac
gccgegggtg caccgtcagt
tcccggaccc ctgaggtcac
aagttcaact ggtacgtgga
gagcagtaca acagcacgta
ctgaatggca aggcgtacgc
aaaaccatct ccaaagccaa
tcccgggatg agctgaccaa
ccaagcgaca tcgccgtgga
acgcctcccg tgctggactc
adagagcaggt ggcagcaggg
aaccactaca cgcagaagag
ggcccatcgg tcttcccect
ctgggctgcecc tggtcaagga
gccctgacca gcggegtgea
ctcagcagcg tggtgaccgt
gtgaatcaca agcccagcaa

TSC159 (Cris7 scFv-IgG3UH-CH2-CH3-CH1)

ctgctactct
gtggtgcagc
agatctacga
attaatccta
agcgcagaca
accggcegtct
tggggccaag
tccggaggtg
gcaagcgtgg
aactggtacc

ggctcccaga
ctgggcggtc
tgcactgggt
gcagtgctta
aatccaagag
attrtctgtgc
ggactcccgt
gtggctctgce
gggacagggt
agcagaagcc
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ggctctgcac
ctccaccaag
cacagcggec
gaactcaggc
actctactcc
catctgcaac

taccaccggt
actgaggctg
aaggcaggcc
tactaattac
cacagccttc
acggccccaa
cactgtctct
acaagacatc
caccatgacc
cggcaaggcc
tcgcttcagt
cgaagatttc
ggggaccaag
aagcccaccg
cttcctctrtc
atgcgtggtg
cggcgtggag
ccgtgtggtc
gtgcgcggtc
agggcagccc
gaaccaggtc
gtgggagagc
cgacggctcc
gaacgtcttc
cctctcecectg
ggcaccctcc
Ctacttcccc
caccttcccg
gccectcecage
caccaaggtg

taccaccggt
actgaggctyg
aaggcaggcc
tactaattac
cacagccttce
acggccccaa
cactgtctct
acaagacatc
caccatgacc
cggcaaggcec

1440
1500
1560
1620
1680
1740
1785

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

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1815

60
120
180
240
300
360
420

480
540
600



cccaaaagat
ggcagtgggt
gccacttatt
ctacaaatta
tccccatgec
cccccaaaac
gtggacgtga
gtgcataatg
agcgtcctca
tccaacaaag
cgagaaccac
agcctgacct
aatgggcagc
Ttcttcctct
tcatgctceg
tctccgggta
tccaagagea
gagccggtga
gctgtcctac
agcttgggca
gacaagaaag

<210> 869
<211> 2103
<212> DNA
<213>

<220>
<223>

<400> 869

atggaagcac
caggtccagc
tcctgcaagg
cctggaaagg
aatcagaaat
ctgcagatgg
gtccactatg
agcggtggeg
cagatgaccc
tgcagtgcca
cccaaaagat
ggcagtgggt
gccacttatt
ctacaaatta
ccccgegacyg
ttcagtocec
gtcaccacgg
accagcacac
gtggatcaca
ccgtgcccag
aaggacaccc
cacgaagacc
aagacaaagc
gtcctgcacc
ctcccagecc
gtgtacaccc
ctggtcaaag
gagaacaact
agcaagctca
atgcatgagg
tctagagect
tctgggggca
gtgtcgtgga
tcctcaggac
cagacctaca
tga

2479_1040002_sequenceIDListing ascii

ggatttatga
ctgggaccga
actgccagca
cacgctcgag
caccgtgcce
ccaaggacac
gccacgaaga
ccaagacaaa
ccgtcctgea
cccteccagce
aggtgtacac
gcctggtcaa
cggagaacaa
acagcaagct
tgatgcatga
aatctagagc
cctctyggygy
cggtgtcgtg
agtcctcagg
cccagaccta
tttga

cagcgcagct
tggtgcagtc
cttctggcta
gtctggaatg
tcaaggacag
acagcctgag
attacaacgg
gagggtctgg
agtctccaag
gctcaagtgt
ggatttatga
ctgggaccga
actgccagca
cacgctcgag
gcttcttcgg
ggcagattca
accaggtgca
tgaccatcaa
ggggcctgac
cacctgaagc
tcatgatctc
ctgaggtcaa
cgcgggagga
aggactggct
ccatcgagaa
tgecececeatce
gcttctatcce
acaagaccac
ccgtggacaa
ctctgcacaa
ccaccaaggg
cagcggecct
actcaggcgce
tctactcect
tctgcaacgt

ctcatccaaa
ctataccctc
gtggagtcgt
cgagcccaaa
agcacctgaa
cctcatgatc
ccctgaggtce
gccgegggag
ccaggactgg
ccccatcgag
cctgceccea
aggcttctat
ctacaagacc
caccgtggac
ggctctgcac
ctccaccaag
cacagcggec
gaactcaggc
actctactcc
catctgcaac

Artificial sequence

tctcrtecte
tgggggcgga
cacctttact
gattggatac
gttcacaatc
gcccgaggac
gtttccttac
gggtgacgga
cagcctgtct
aagttacatg
ctcatccaaa
ctataccctc
gtggagtcgt
cattgccgag
caacccccgc
ggtgtcctgyg
ggctgaggcc
agagagcgac
cttccagcag
cgcgggtgea
ccggacccect
gttcaactgg
gcagtacaac
gaatggcaag
aaccatctcc
ccgggatgag
aagcgacatc
gcctecccgtg
gagcaggtgg
ccactacacg
cccatcggtc
gggctgectg
cctgaccagc
cagcagcgtg
gaatcacaag

ctggcttctg
acaatcagca
aacccaccca
tctagcgaca
gccgegggtg
tcccggacce
aagttcaact
gagcagtaca
ctgaatggca
aaaaccatct
tceecgggatyg
ccaagcgaca
acgcctcccg
aagagcaggt
aaccactaca
ggcccatcgg
ctgggctgcec
gccctgacca
ctcagcagcg
gtgaatcaca

ctgctactct
gtggtgcagc
agatctacga
attaatccta
agcgcagaca
accggecgtct
tggggccaag
tccggaggtg
gcaagcgtgg
aactggtacc
ctggcttctg
acaatcagca
aacccaccca
ctgcctcceca
aagtccaagc
ctgcgcgagg
aaagagtctg
tggctcagec
aatgcgtcct
ccgtcagtcet
gaggtcacat
tacgtggacg
agcacgtacc
gcgtacgegt
aaagccaaag
ctgaccaaga
gccgtggagt
ctggactccg
cagcagggga
cagaagagcc
tteccecectgg
gtcaaggact
ggcgtgcaca
gtgaccgtgc
cccagcaaca

gagtccctgce
gcctgcagcec
cgttcggagg
cacctcecccc
caccgtcagt
ctgaggtcac
ggtacgtgga
acagcacgta
aggcgtacgc
ccaaagccaa
agctgaccaa
tcgcecgtgga
tgctggactc
ggcagcagyg
cgcagaagag
tcttccecect

‘tggtcaagga

gcggcgtgca
tggtgaccgt
agcccagcaa

T5C160 (Cris? scFv-IgMCH2UH-CH2-CH3-CH1)

ggctcccaga
ctgggeggtc
tgcactgggt
gcagtgctta
aatccaagag
atttctgtgc
ggactccegt
gtggctctgce
gggacagggt
agcagaagcc
gagtccctgce
gcctgeagcece
cgttcggagg
aagtgagcgt
tcatctgeca
ggaagcaggt
ggcccacgac
agagcatgtt
ccatgagtgt
tcctettecce
gcgtggtggt
gcgtggaggt
gtgtggtcag
gcgeggtctce
ggcagcccecg
accaggtcag
gggagagcaa
acggctectt
acgtcttctce
tctccetgtce
caccctectce
acttccccga
cctteccggce
cctccageag
ccaaggtgga
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tcgettcagt
cgaagatttc
ggggaccaag
aagcccacgg
cttcctcttc
atgcgtggtg
cggcgtggayg
ccgtgtggtc
gtgcgeggtce
agggcagccc
gaaccaggtc

gtgggagagc

cgacggctcc
gaacgtcttc
cctctceetg
ggcaccctcc
ctacttcccce
caccttcecg
gccctccage
caccaaggtg

taccaccggt
actgaggctyg
aaggcaggcc
tactaattac
cacagccttc
acggccccaa
cactgtctct
acaagacatc
caccatgacc
cggcaaggcc
tcgcttcagt
cgaagatttc
ggggaccaag
cttcgtccca
ggccacgggt
ggggtctggc
ctacaaggtg
cacctgccge
ccecctgecca
cccaaaaccc
ggacgtgagc
gcataatgcc
cgtcctcacc
caacaaagcc
agaaccacag
cctgacctgc
tgggcagceg
cttcctctac
atgctccgtg
tccgggtaaa
caagagcacc
gccggtgacg
tgtcctacag
cttgggcacc
caagaaagtt

660

720

780

8§40

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1815

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

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2103



<210> 870
<211> 1821
<212> DNA

2479_1040002_sequenceIDListing ascii

<213> Artificial Sequence

<220>
<223>

<400=> 870
atggaagcac
gacattgtgc
atctcctgca
caacagattc
gggatcccac
cctgtggaga
acgttcggtg
tcgggtggcg
cctgggtcct
atgaactggg
ggagatggtg
gaatcctcca
tatttctgtyg
tggggtcaag
tgcccagcac
gacaccctca
gaagaccctg
acaaagccgc
ctgcaccagg
ccagccccca
tacaccctgce
gtcaaaggct
aacaactaca
aagctcaccg
catgaggctc
agaactgtgg
ggaactgcct
tggaaggtgg
agcaaggaca
aaacacaaag
agcttcaaca

<210> 871
<211> 1851
<212> DNA
<213>

<220>
<223>

<400> 871
atggaagcac
gacattgtgc
atctcctgeca
caacagattc
gggatcccac
cctgtggaga
acgttcggtg
tcgggtggeg
cctgggtcct
atgaactggg
ggagatggtg
gaatcctcca
tatttctgtg
tggggtcaag
cacacaagcc
tcagtcttcc
gtcacatgcg
gtggacggcyg

cagcgcagct
tgacccaatc
aggccagcca
caggacagcc
ccaggtttag
aggtggatgc
gaggcaccaa
gcggagctag
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
Caagacggga
gaacctcagt
ctgaagccgc
tgatctcccg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
ccceatcccg
tctatccaag
agaccacgcc
tggacaagad
tgcacaacca
ctgcaccatc
ctgttgtgtyg
ataacgccct
gcacctacag
tctacgectg

ggggagagtg

cagcgcagct

tgacccaatc

aggccagceca
caggacagcc
ccaggtttag
aggtggatgc
gaggcaccaa
gcggagctag
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
caagacggga
gaacctcagt
caccgagccc
tcttcccoccee

tggtggtgga
tggaggtgca

tctecttectc
tccagettct
aagtgttgat
acccaaactc
tggcagtgag
tgcaacctat
gctggaaatc
ccaggttcag
ttcctgcaag
gcctggacag
caatggaaag
catgcaactc
gactacgacg
caccgtctec
gggtgcaccg
gacccctgag
caactggtac
gtacaacagc
tggcaaggcg
catctccaaa
ggatgagctg
cgacatcgcc
tcccgtgetg
caggtggcag
ctacacgcag
tgtcttcatc
cctgctgaat
ccaatcgggt
cctcagcagce
cgaagtcacc
a

Artificial Sequence

tctcttecte
tccagettet
aagtgttgat
acccaaactc
tggcagtggg
tgcaacctat
gctggaaatc
ccaggttcag
ttcctgcaag
gcctggacag
caatggaaag
catgcaactc
gactacgacg
caccgtctee
atgcccaccg
aaaacccaag
cgtgagccac
taatgccaag

TSCl6l (HD37 scFv-IgA2UH-CH2-CH3-Ck)

ctgctactct
ttggctgtgt
tatgatggtg
ctcatctatg
tctgggacag
cactgccagc
aaaggtggcy
ctgcagcagt
gcttctggcet
ggtcttgagt
ttcaagggta
agcagcctag
gtaggcegtt
tcgageeccc
tcagtcrtec
gtcacatgcg
gtggacggcg
acgtaccgtg
tacgcgtgceg
gccaaagggc
accaagaacc
gtggagtggg
gactccgacg
caggggaacg
aagagcctct
ttcccgecat
tacttctatc
aactcccagg
gagctgacgc
catcagggcc

ctgctactct
ttggctgtgt
tatgatggtg
ctcatctatg
tctgggacag
cactgccagce
aaaggtggcg
ctgcagcagt
gcttctgget
ggtcttgagt
ttcaagggta
agcagcctag
gtaggcecgtt
tcgagegage
tgcccageac
gacaccctca
gaagaccctg
acaaagccgc

ggctcccaga
ctctagggca
atagttattt
atgcatccaa
acttcaccct
aaagtactga
gtggttcggyg

ctggggctaa
atgcattcag

ggattggaca
aagccactct
catctgagga
attactatgc
cacctccece
tcttcececcce
tggtggtgga
tggaggtgca
tggtcagcgt
cggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctecocttett
tcttctcatg
ccctgtctcc
ctgatgagca
ccagagaggc
agagtgccac
tgagcaaagc
tgagctcgec

TSC162 (HD37 scFv-XIgGlminiUH-CH2-CH3-Ck)

ggctecccaga
ctctagggca
atagttattt
atgcatccaa
acttcaccct
aaagtactga
gtggttecggg
ctggggctga
atgcattcag
ggattggaca
aagccactct
catctgagga
attactatgc
ccaaatcttc
ctgaagccgce
tgatctcecy
aggtcaagtt

gggaggagca
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taccaccggt
gagggccacc
gaactggtac
tctagtttct
caacatccat
ggatccgtgg
cggtggrggg
gctggtgagg
tagctactgg
gatttggcct
gactgcagac
ctctgcggtc
tatggactac
atgcccaccg
aaaacccaag
cgtgagccac
taatgccaag
cctcaccgtc
caaagccctc
accacaggtg
gacctgecctg
gcagccggag
cctctacagc
ctccgtgatg
gggtaaatct
grttgaaatct
caaagtacag
agagcaggac
agactacgag
cgtcacaaag

taccaccggt
gagggccacc
gaactggtac
tctagtttct
caacatccat
ggatccgtgg
cggtggtggg
gctggtgagg
tagctactgg
gatttggcct
gactgcagac
ctctgcggtce
tatggactac
tgacaaaact
gggtgcaccg
gaccecctgag
caactggtac
gtacaacagc

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

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1821

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

1020
1080



acgtaccgtg
tacgcgtgceg
gccaaagggc
accaagaacc
gtggagtggg
gactccgacg
caggggaacyg
aagagcctct
ttcecgecat
tacttctatc
aactcccagg
gagctgacgc
catcagggcc

<210> 872
<211> 1851
<212> DNA

2479_1040002_SequenceIDListing ascii .TXT

tggtcagcgt
cggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctcecttctt
tcttctcaty
ccctgtctec
ctgatgagca
ccagagaggc
agagtgccac
tgagcaaagc
tgagctcgcec

cctcaccgtc
caaagccctc
accacaggtg
gacctgcctg
gcagccggag
cctctacagce
ctccgtgatg
gggtaaatct
gttgaaatct
caaagtacag
agagcaggac
agactacgag
cgtcacaaag

ctgcaccagg
ccagccceca
tacaccctgce
gtcaaaggct
aacaactaca
aagctcaccg
catgaggctc
agaactgtgg
ggaactgect
tggaaggtgg
agcaaggaca
aaacacaaag
agcttcaaca

<213> Artificial Sequence

<220>
<223>

<400> 872
atggaagcac
gacattgtgc
atctcctgca
caacagattc
gggatcccac
cctgtggaga
acgttcggtg
tcgggtageg
cctgggtcect
atgaactggg
ggagatggty
gaatcctcca
tatttctgtg
tggggtcaag
cccccaagcec
tcagtcttece
gtcacatgcg
gtggacggcg
acgtaccgtg
tacgecgtgceg
gccaaagggc
accaagaacc
gtggagtggg
gactccgacg
caggggaacg
aagagcctct
ttceccgecat
tacttctatc
aactcccagg
gagctgacgc
catcagggcc

<210> 873
<211> 2139
<212> DNA

cagcgcagct
tgacccaatc
aggccagcca
caggacagcc
ccaggtttag
aggtggatgc
gaggcaccaa
gcggagctag
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
caagacggga
gaacctcagt
cacggtccce
tcttcececcece
tggtggtgga
tggaggtgca
tggtcagcgt
cggtctccaa
agccccgaga
aggtcagcct
agagcaatgg
gctccttett
tcttctcatg
ccctgtctec
ctgatgagca
ccagagaggc
agagtgccac
tgagcaaagc
tgagctcgec

TSC163 (HD37 sScFv-IgG3UH-CH2-CH3-Ck)

tctecttecte ctgctactct
tccagcttct ttggctgtgt
aagtgttgat tatgatggtg
acccaaactc ctcatctatg
tggcagtggg tctgggacag
tgcaacctat cactgccagc
gctggaaatc aaaggtggcg
ccaggttcag ctgcagcagt
ttcctgcaag gettctggcet
gcctggacag ggtcttgagt
caatggaaag ttcaagggta
catgcaactc agcagcctag
gactacgacg gtaggccgtt
caccgtctcc tcgagcgagc
atgcccaccg tgcccagcac
aaaacccaag gacaccctca
cgtgagccac gaagaccctg
taatgccaag acaaagccgc
cctcaccgtc ctgcaccagg
caaagccctc ccagccccca
accacaggtg tacaccctgc
gacctgcctg gtcaaaggct
gcagccggag aacaactaca
cctctacagc aagctcaccg
ctccgtgatg catgaggctc
gggtaaatct agaactgtgg
gttgaaatct ggaactgcct
caaagtracag tggaaggtgg
agagcaggac agcaaggaca
agactacgag aaacacaaag
cgtcacaaag agcttcaaca

<213> Artificial Sequence

<220>

<223> TSC1l64 (HD37 SCFv-IgMCHZ2UH-CH2-CH3-ck)

<400> 873

actggctgaa
tcgagaaaac
cceeateeceg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
ctgcaccatc
ctgttgtgtg
ataacgccct
gcacctacag
tctacgcctg
ggggagagtg

ggctcccaga
ctctagggca
atagttattt
atgcatccaa
acttcaccct
aaagtactga
gtggttcggg
ctggggctga
atgcattcag

ggattggaca
aagccactct
catctgagga
attactatgc
ccaaatctag
ctgaagccgc
tgatctcceg
aggtcaagtt
gggaggagca
actggctgaa
tcgagaaaac
ccccateceg
tctatccaag
agaccacgcc
tggacaagag
tgcacaacca
ctgcaccatc
ctgttgtgtg
ataacgccct
gcacctacag
tctacgcectg

ggggagagtg

atggaagcac cagcgcagct tctcttccte ctgctactct ggectcccaga
gacattgtgc tgacccaatc tccagcttct ttggctgtgt ctctagggca
atctcctgeca aggccagcca aagtgttgat tatgatggtg atagttattt
caacagattc caggacagcc acccaaactc ctcatctatg atgcatccaa
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tggcaaggcg
catctccaaa
ggatgagctg
cgacatcgcc
tcccegtgetg
caggtggcag
ctacacgcag
tgtcttcatc
cctgctgaat
ccaatcgggt
cctcagcagc
cgaagtcacc
a

taccaccggt
gagggccacc
gaactggtac
tctagtttct
caacatccat
ggatccgtgg
cggtggtgag
gctggtgagg
tagctactgg
gatttggcct
gactgcagac
ctctgeggtc
tatggactac
cgacacacct
gggtgcaccg
gacccctgag
caactggtac
gtacaacagc
tggcaaggcg
catctccaaa
ggatgagctg
cgacatcgcc
tccegtgetg
caggtggcag
ctacacgcag
tgtcttcatc
cctgctgaat
ccaatcgggt
cctcagcagc
cgaagtcacc
a

taccaccggt
gagggccacc
gaactggtac
tctagtttet

1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1851

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

1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1851

60
120
180
240



gggatcccac
cctgtggaga
acgttcggtg
tcgggtggceg
cctgggtect
atgaactggg
ggagatggtg
gaatcctcca
tatttctgtg
tggggtcaag
agcgtcttcg
tgccaggcecca
caggtggggt
acgacctaca
atgttcacct
agtgtcccct
ttccccceccaa
gtggtggacg
gaggtgcata
gtcagcgtcc
gtctccaaca
ccccgagaac
gtcagcctga
agcaatgggc
tccttcttece
Tttctcatgcect
ctgtctccgg
gatgagcagt
agagaggcca
agtgccacag
agcaaagcag
agctcgcccg

<210> 874
<211> 579
<212> PRT
<213>

<220>

2479_1040002_SequenceIDListing ascii .TXT

ccaggtttag
aggtggatgc
gaggcaccaa
gcggagctag
cagtgaagat
tgaagcagag
atactaacta
gcacagccta
caagacggga
gaacctcagt
tcccacccey
cgggtttcag
ctggcgtcac
aggtgaccag
gccgegtgga
gcccaccgtg
aacccaagga
tgagccacga
atgccaagac
tcaccgtcct
aagccctccce
cacaggtgta
cctgecctggt
agccggagaa
tctacagcaa
ccgtgatgca
gtaaatctag
tgaaatctogg
aagtacagtg
agcaggacag
actacgagaa
tcacaaagag

tggcagtggg
tgcaacctat
gctggaaatc
ccaggttcag
ttcctgcaag
gcctggacag
caatggaaag
catgcaactc
gactacgacg
caccgtctcc
cgacggcttc
tcececcggeag
cacggaccag
cacactgacc
tcacaggggc
cccagcacct
caccctcatg
agaccctgag
aaagccgcgg
gcaccaggac
agcccccatc
caccctgecc
caaaggcttc
caactacaag
gctcacegtg
tgaggctctyg
aactgtggct
aactgcctcet
gaaggtggat
caaggacagc
acacaaagtc
cttcaacagg

Artificial sequence

tctgggacag
cactgecage
aaaggtggcg
ctgcagcagt
gcttetgget
ggtcttgagt
ttcaagggta
agcagcctag
gtaggccgtt
tcgagecattg
ttcggcaacc
attcaggtgt
gtgcaggctyg
atcaaagaga
ctgaccttcc
gaagccgcegg
atctcccgga
gtcaagttca
gaggagcagt
tggctgaatg
gagaaaacca
ccatcccggg
tatccaagcg
accacgcctc
gacaagagca
cacaaccact
gcaccatctyg
gttgtgtgcc
aacgccctce
acctacagcc
tacgcctgeg
ggagagtga

acttcaccct
aaagtactga
gtggttcggg
ctggggctga
atgcattcag
ggattggaca
aagccactct
catctgagga
attactatgc
ccgagetgece
cccgcaagte
cctggctgeg
aggccaaaga
gcgactgoct
agcagaatgc
gtgcaccgtc
cccctgaggt
actggtacgt
acaacagcac
gcaaggcgta
tctccaaagce
atgagctgac
acatcgccgt
ccgtgetgga
ggtggcagca
acacgcagaa
tcttcatctt
tgctgaatta
aatcgggtaa
tcagcagcga
aagtcaccca

caacatccat
ggatccgtgog
<ggtggtogg
gctggtgagqg
tagctactgg
gatttggcct
gactgcagac
ctctgcggtc
tatggactac
tcccaaagtg
caagctcatc
cgaggggaag
gtctgggecc
cagccagagc
gtcctccatg
agtcttcctc
cacatgcgtg
ggacggcgtg
gtaccgtgtg
cgcgtgcgcg
caaagggcag
caagaaccag
ggagtgggag
ctccgacggc
ggggaacgtc
gagcctctcc
cccgecatct
cttctatrccc
ctcccaggag
gctgacgctg
tcagggcctg

<223>
<400>

Gln
1
Ser
Thr
Gly
Lys
65
Leu
Ala
Gln
Gly
Ser
145
Cys
Pro

Ser

val
Leu
Met
Tyr
50

Asp
Gn
Arg
Gly
Gly
130
Pro
ser
Gly

Gly

Gln
Arg
His
35

Ile
Arg
Met
Pro
Thr
115
Ser
ser
Ala
Lys

val
195

Leu
Leu
20

Trp
Asn
Phe
Asp
GIn
100
Pro
Gly
ser
Ser
Ala

130
Pro

val
5
Ser
val
Pro
Thr
ser
85
val
val
Gly
Leu
ser
165
Pro

Ala

Gln
Cys
Arg
Ser
Ile
70

Leu
His
Thr
Gly
Ser
150
Ser
Lys

Arg

ser
Lys
GlIn
Ser
55

ser
Arg
Tyr
val
Gly
135
Ala
val
Arg

Phe

Gly
Ala
Ala
40

Ala
Ala
Pro
ASD
ser
120
Ser
Ser
Ser
Trp

ser
200

Gly
ser
25

Pro
Tyr
ASp
Glu
Tyr
105
Ser
Ala
val
Tyr
Ile

185
Gly

TsC125 (Cris7 scFv-CHZ2-CH3-CH1)
874

Gly
10

Gly
Gly
Thr
Lys
Asp
90

Asn
Gly
Gln
Gly
Met
170
Tyr

Ser

val
Tyr
Lys
AsSn
ser
75

Thr
Gly
Gly
Asp
ASp
155
Asn
Asp

Gly

val
Thr
Gly
Tyr
60

Lys
Gly
Phe
Gly
Ile
140
Arg
Trp
ser

Ser

Page 283

GIn
Phe
Leu
45

Asn
Ser
val
Pro
Gly
125
Gln
val
Tyr
Ser

Gly
205

Pro
Thr
30

Glu
GIn
Thr
Tyr
TYI
110
ser
Met
Thr
Gin
Lys

190
Thr

Gly
15

Arg
Trp
Lys
Ala
Phe
95

Trp
Gly
Thr
Met
GIn
175
Leu

ASD

Arg
ser
Ile
Phe
Phe
80

Cys
Gly
Gly
GIn
Thr
160
Lys
Ala

Tyr

300
360
420
480
540
600
660

720

780

840

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2139



Thr Leu
210
Cys Gln
225
Leu G1n

Thr Cys

Phe Leu

Glu
290
Lys

Pro

val
305
Thr Lys

val Leu

Cys Ala

Ser Lys
370
Pro ser
385
val Lys

Gly Gln

Asp Gly
Gln
450
Asn

Trp

His
465
Arg Ala

Lys Ser

Tyr Phe

Ser Gly
530
Ser Leu
545
Thr Tyr

Lys Lys

Thr Ile ser

GIn Trp ser

Ile Thr Arg
245
Pro Cys
260

Pro

Pro

Phe
275
val

Pro

Thr Cys

Phe Asn Trp
Gliu
325

Leu

Pro Arg
val
340
ser

Thr

val
355
Ala

ASn

Lys Gly

Arg Asp Glu

Gly Phe Tyr
405
Glu Asn
420
Phe

Pro

Ser Phe

435

Gln Gly Asn

His Tyr Thr

Ser Thr Lys

485
Gly

Thr ser

500

Pro Glu Pro

515

val His Thr

Ser Ser val

Ile Asn

565

Cys

val

<210> 875

<211>
<212>
<213>

<220
<223>

<400>

Gln
1

Ser

val
Leu

Thr Met

Gly Tyr
50
Lys
65

AsSp Arg

574
PRT
Artificial Sequence

val
5
Ser

GIn Leu

Arg Leu

20

His Trp val
35
Ile

Asn Pro

Phe Thr

24791040002 _SequenceIDListin

Ser
Arg
230
Ser
Pro
Lys
val
Tyr
310
Glu
His
Lys
GlIn
Leu
390
Pro
Asn
Leu
val
Gln
470
Gly
Gly
val
Phe
val

550
val

Gln
Cys
Arg
Ser

Ile
70

Leu
215
Asn
Ser
Ala
Pro
val
295
val
GIn
Gln
Ala
Pro
375
Thr
ser
Tyr
TYr
Phe
455
Lys
Pro
Thr
Thr
Pro
535
Thr

Asn

ser
Lys
Gln
Ser
55

Ser

Gln Pro Glu

Pro Pro Thr

Glu Pro Lys

250

Pro Glu Ala
265

Lys Asp

280

val Asp

Thr
val
Asp Gly val
ser

330
Leu

Tyr Asn

Asp Trp
345

Leu Pro

360

Arg Giu

Ala
Pro
Lys Asn G1n
Ala

410
Thr

Asp Ile

Lys Thr
425
ser Lys
440
ser Cys

Leu
Ser
Ser Leu Ser
Phe

490
Leu

ser val

Ala Ala
505
val Ser
520
Ala val

Trp
Leu
val Pro Ser

Pro

His Lys
570

TSC157 (Cris7 scFv-IgA2UH-CH2-CH3-
875

Gly Gly Gly

10

Ala ser Gly
25

Ala Pro Gly
40
Ala Tyr Thr

Ala Asp Lys

Phe
220
Gly

Asp

Phe
235
Ser Ser

Ala Gly

Leu Met
His
300
val

Ser

Glu
315
Thr Tyr

Asn Gly

Pro Ile

val
380
ser

GIn

val
395
val Glu

Pro Pro

Thr val

val Met
460
Leu Ser
475
Pro Leu

Gly Cys

Asn Ser

GIn ser

540

sSer ser

555

ser Asn

CH1)

val val
Tyr Thr
Lys Gly
Asn Tyr
60

Ser Lys
75

Page 284

Ala
Gly
ASp
Ala
Ile
285
Glu
His
Arg
Lys
Glu
365
Tyr
Leu
Trp
val

AsSp
445
His
Pro
Ala
Leu
Gly
525
ser
Leu

Thr

Gln
Phe
Leu
45

Asn

sSer

ascii

Thr
Gly
Lys
Pro
270
ser
Asp
Asn
val
Ala
350
Lys
Thr
Thr
Glu
Leu
430
Lys
Glu
Gly
Pro
val
510
Ala
Gly
Gly

Lys

Pro
Thr
Glu
Gln

Thr

LIXT

TVr
Thr
Thr
255
ser
Arg
Pro
Ala
val
335
Tyr
Thr
Leu
Cys
ser
415
AsSp
ser
Ala
Lys
ser
495
Lys
Leu
Leu
Thr

val
575

Gly
15

Arg
Trp
LysS

Ala

Tyr
LyS
240
His
val
Thr
Glu
LyS
320
Ser
Ala
Ile
Pro
Leu
400
Asnh
ser
Arg
Leu
ser
480
sSer
ASp
Thr
Tyr
GIn

560
Asp

Arg
Ser
Ile
Phe

Phe
80



Leu
Ala
Gln
Gly
sSer
145
Cys
Pro
sSer
Thr
Cys
225
Leu
Pro
Lys
val

Tyr
305
Glu
His
Lys
GIn
Leu
385
Pro
Asn
Leu
val

Gln
465

Gly
Gly
val

Phe
val

545
val

Gln
Arg
Gly
Gly
130
Pro
ser
Gly
Gly
Leu
210
Gln
Gln
Ala
Pro
val
290
val
Gln
Gln
Ala
Pro
370
Thr
ser
TYr
Tyr
Phe
450
Lys
Pro
Thr
Thr
Pro
530
Thr

Asn

Met
Pro
Thr
115
Ser
ser
Ala
Lys
val
195
Thr
Gln
Ile
Pro
Lys
275
val
Asp
Tyr
Asp
Leu
355
Arg
Lys
Asp
Lys
Ser
435
ser
ser
ser
Ala
val
515
Ala
val

His

<210> 876
<211> 584
<212> PRT
<213> Artificial Sequence

ASp
Gln
100
Pro
Gly
Ser
Ser
Ala
180
Pro
Ile
Trp
Thr
Glu
260
Asp
Asp
Gly
Asn
Trp
340
Pro
Glu
Asn
ITe
Thr
420
Lys
Ccys
Leu
val
Ala
500
ser
val
Pro

Lys

ser
val
val
Gly
Leu
Ser
165
Pro
Ala
ser
Ser
Arg
245
Ala
Thr
val
val
ser
325
Leu
Ala
Pro
GIn
Ala
405
Thr
Leu
ser
ser
Phe
485
Leu
Trp
Leu
ser

Pro
565

2479_1040002_sequenceIDListing ascii .TXT

Leu
His
Thr
Gly
ser
150
Ser
Lys
Arg
ser
Arg

230
ser

Ala

Leu
Ser
Glu
310
Thr
Asn
Pro
Gln
val
390
val
Pro
Thr
val
Leu
470
Pro
Gly
Asn
Gln
Ser

550
Ser

Arg
Tyr
val
Gly
135
Ala
val
Arg
Phe
Leu
215
Asn
ser
Gly
Met
His
295
val
Tyr
Gly
ITe
val
375
Ser
Glu
Pro
val
Met
455
Ser
Leu
Cys
Ser
ser
535
Ser

Asn

Pro
Asp
ser
120
ser
ser
ser
Trp
Ser
200
Gln
Pro
Pro
Ala
Ile
280
Glu
His
Arg
Lys
Glu
360
Tyr
Leu
Trp
val
ASp
440
His
Pro
Ala
Leu
Gly
520
ser
Leu

Thr

Glu
TYyr
105
ser
Ala
val
Tyr
Ile
185
Gly
Pro
Pro
Pro
Pro
265
ser
Asp
ASn
val
Ala
345
Lys
Thr
Thr
Glu
Leu
425
Lys
Glu
Gly
Pro
val
505
Ala
Gly
Gly

Lys

Asp

90

Asn
Gly
GIn
Gly
Met
170
Tyr
Ser
Glu
Thr
Pro
250
Ser
Arg
Pro
Ala
val
330
Tyr
Thr
Leu
Cys
ser
410
Asp
Ser
Ala
Lys
Ser
4390
Lys
Leu
Leu
Thr

val
570

Thr
Gly
Gly
Asp
Asp
155
Asn
ASp
Gly
ASp
Phe
235
Pro
val
Thr
Glu
Lys
315
ser
Ala
Ile
Pro
Leu
395
Asn
sSar
Arg
Leu
ser
475
Ser
Asp
Thr
TYr
Gln

555
Asp

Gly
Phe
Gly
Ile
140
Arg
Trp
Ser
Ser
Phe
220
Gly
Pro
Phe
Pro
val
300
Thr
val
Cys
Ser
Pro
380
val
Gly
Asp
Trp
His
460
Arg
Lys
Tyr
ser
ser
540
Thr

Lys

Page 285

val
Pro
Gly
125
GIn
val
Tyr
ser
Gly
205
Ala
Gly
Cys
Leu
GTu
285
Lys
Lys
Leu
Ala
Lys
365
Ser
Lys
GlIn
Gly
GIn
445
Asn
Ala
ser

Phe

Gly
525
Leu
TYr

Lys

Tyr
Tyr
110
ser
Met
Thr
Gln
Lys
190
Thr
Thr
Gly
Pro
Phe
270
val
Phe
Pro
Thr
vali
350
Ala
Arg
Gly
Pro
Ser
430
Gln
His
Ser
Thr
Pro
510
val
Ser
Ile

val

Phe
95

Trp
Gly
Thr
Met
Gln
175
Leu
Asp
Tyr
Thr
Pro
255
Pro
Thr
Asn
Arg
val
335
sSer
Lys
AsSp
Phe
Glu
415
Phe
Gly
Tyr
Thr
ser
495
Glu
His
ser

Cys

Cys
Gly
Gly
Gln
Thr
160
Lys
Ala
Tyr
Tyr
Lys
240
Cys
Pro
Cys
Trp
Glu
320
Leu
Asn
Gly
Glu
Tyr
400
Asn
Phe
Asn
Thr
LyS
480
Gly
Pro
Thr
val

Asn
560



<220>
<223> TSC158 (Cris7

<400> 876

Gln
1

ser
Thr
Gly
Lys
65
Leu
Ala
Gln
Gly
Ser
145
Cys
Pro
Ser
Thr
Ccys
225
Leu
Thr
Gly
Met
His
305
val
Tyr
Gly
Ile
val
385
Ser
Glu
Pro
val
Met
465
Sar

Leu

val
Leu
Met
Tyr
50

Asp
Gln
Arg
Gly
Gly
130
Pro
ser
Gly
Gly
Leu
210
Gln
Gln
ser
Ala
Ile
290
Glu
His
Arg
Lys
Glu
370
Tyr

Leu

‘Trp

val
Asp
450
His
Pro

Ala

Gln
Arg
His
35

Ile
Arg
Met
Pro
Thr
115
Ser
ser
Ala
Lys
val
195
Thr
Gln
Ile
Pro
Pro
275
Ser
Asp
Asn
val
Ala
355
Lys
Thr
Thr
Glu
Leu
435
Lys
Glu
Gly

Pro

Leu
Leu
20

Trp
Asn
Phe

Asp

G1n.

100
Pro

Gly
Ser
ser
Ala
180
Pro
Ile
Trp
Thr
Pro
260
ser
Arg
Pro
Ala
val
340
Tyr
Thr
Leu
Cys
Ser
420
Asp
Ser
Ala
Lys

ser
500

val
5
ser
val
Pro
Thr
Ser
85
val
val
Gly
Leu

ser
165

‘Pro

Ala
ser
ser
Arg
245
ser
val
Thr
Glu
Lys
325
ser
Ala
Ile
Pro
Leu
405
Ash
Ser
Arg
Leu
Ser

485
ser

2479_1040002_SequenceIDListing ascii .TXT

sCFv-IgGlminiUH-CH2~CH3-CHL)

GIn
Cys
Arg
ser
Ile
70

Leu
His
Thr
Gly
Ser
150
Ser
Lys
Arg
Ser
Arg
230
ser
Pro
Phe
Pro
val
310
Thr
val
Cys
Ser
Pro
390
val
Gly
AsSp
Trp
His
470
Arg

Lys

ser
Lys
Gln
Ser
55

Ser
Arg
Tyr
val
Gly
135
Ala
val
Arg
Phe
Leu
215
Asn
Ser
Cys
Leu
Glu
295
Lys
Lys
Leu
Ala
Lys
375
ser
Lys
Gln
Gly
Gln
455
Asn
Ala

ser

Gly
Ala
Ala
40

Ala
Ala
Pro
Asp
ser
120
Ser
Ser
ser
Trp
ser
200
Gln
Pro
Glu
Pro
Phe
280
val
Phe
Pro
Thr
val
360
Ala
Arg
Gly
Pro
ser
440
Gln
His
Ser

Thr

Gly
Ser
25

Pro
Tyr
Asp
Glu
Tyr
105
Ser
Ala
val
Tyr
Ile
185
Gly
Pro
Pro
Pro
Pro
265
Pro
Thr
Asn
Arg
val
345
Ser
Lys
ASp
Phe
Glu
425
Phe
Gly
Tyr
Thr

ser
505

Gly
10

Gly
Gly
Thr
Lys
Asp
90

Asn
Gly
GIn
Gly
Met
170
Tyr
ser
Glu
Thr
Lys
250
Cys
Pro
Cys
Trp
Glu
330
Leu
Asn
Gly
Glu
Tyr
410
Asn
Phe
Asn
Thr
Lys
490
Gly

val
Tyr
Lys
Asn
ser
75

Thr
Gly
Gly
ASp
Asp
155
Asn
Asp
Gly
Asp
Phe
235
Ser
Pro
Lys
val
Tyr
315
Glu
His
Lys
Gln
Leu
395
Pro
ASn
Leu
val
Gln
475
Gly

Gly

val
Thr

Gly

Tyr
60

Lys
Gly
Phe
Gly
Ile
140
Arg
Trp
Ser
ser
Phe
220
Gly
ser
Ala
Pro
val
300
val
Gln
Gin
Ala
Pro
380
Thr
ser
Tyr
Tyr
Phe
460
Lys
Pro

Thr
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Gln
Phe
Leu
45
Asn
ser
val
Pro
Gly
125
Gln
val
Tyr
Ser
Gly
205
Ala
Gly
Asp
Pro
LYyS
285
val
Asp
Tyr
Asp
Leu
365
Arg
Lys
Asp
Lys
ser
445
ser
ser
ser

Ala

Pro
Thr
30
Glu
Gln
Thr
Tyr
TYr
110
ser
Met
Thr
GIn
Lys
190
Thr
Thr
Gly
Lys
Glu
270
Asp
Asp
Gly
Asn
Trp
350
Pro
Glu
Asn
Ile
Thr
430
Lys
Cys
Leu
val

Ala
510

Gly
15

Arg
Trp
Lys
Ala
Phe
95

Trp
Gly
Thr
Met
GlIn
175
Leu
Asp
Tyr
Thr
Thr
255
Ala
Thr
val
val
Ser
335
Leu
Ala
Pro
GIn
Ala
415
Thr
Leu
Ser
ser
Phe

495
Leu

Arg
Ser
ITe
Phe
Phe
80
Cys
Gly
Gly
Gin
Thr
160
LyS
Ala
Tyr
Tyr
Lys
240
His
Ala
Leu
Ser
Glu
320
Thr
Asn
Pro
Gln
val
400
val
Pro
Thr
val
Leu
480
Pro

Gly



Cys Leu val

5315

ser Gly Ala

530

Ser Ser Gly

545

Ser Leu Gly

Asn Thr Lys

<210> 877
<211> 584
<212> PRT
<213> Artificial Sequence

<220>

<223> TSC159 (Cris? scFv-IgG3UH-CH2-

<400> 877

G1ln val
1

Ser Leu
Thr Met

Gly Tyr
50

Lys Asp

65

Leu G1n

Ala Arg
Gln Gly

Gly Gly
130

Ser Pro

145

Cys Sser

Pro Gly
ser Gly
Thr Leu
210
Cys G1n
225
Leu G1n
Pro Ser
Gly Ala
Met Ile
290
His Glu
305
val His
Tyr Arg
Gly Lys

Ile Glu
370

Gln
Arg
His
35

Ile
Arg
Met
Pro
Thr
115
sSer
Ser
Ala
Lys
val
195
Thr
Gln
Ile
Pro
Pro
275
ser
Asp
Asn
val
Ala

355
Lys

Lys
Leu
Leu
Thr

val
580

Leu
Leu
20

Trp
ASnN
Phe
Asp
Gln
100
Pro
Gly
Ser
ser
Ala
180
Pro
Ile
Trp
Thr
Arg
260
ser
Ar'g
Pro
Ala
val
340
Tyr

Thr

Asp
Thr
Tyr
GIn

565
ASDp

val
5

ser
val
Pro
Thr
Ser
85

val
val
Gly
Leu
ser
165
Pro
Ala
ser
Ser
Arg
245
Ser
val
Thr
Glu
Lys
325
ser

Ala

Ile

2479_1040002_SequenceIDListing ascii

Tyr Phe Pro Glu Pro val Thr

520

ser Gly val His

ser
550
Thr

Lys

Gln
Cys
Arg
Ser
Ile
70

Leu
His
Thr
Gly
ser
150
ser
Lys
Arg
ser
Arg
230
ser
Pro
Phe
Pro
val
310
Thr
val
Cys

Ser

535
Leu

Tyr

Lys

Ser
Lys
GIn
Ser
55

ser
Arg
Tyr
val

Gly

135

Ala
val
Arg
Phe
Leu
215
Asn
ser
Cys
Leu
Glu
295
Lys
Lys
Leu
Ala

Lys
375

Ser Ser
Ile Cys
val

Gly Gly
Ala ser

Pro Glu

Asp Tyr
105

Ser ser

120

Ser Ala

Ser val
Ser Tyr

Trp Ile
185

ser Gly

200

Gln Pro

Pro Pro
Glu Pro

Pro Pro
265

Phe Pro

280

val Thr

Phe Asn
Pro Arg

Thr val
345
val ser
360
Ala Lys

Thr Phe Pro
540

val val Thr
555

Asnh val Asn

570

CH3-CH1)

Gly val val
10

Gly Tyr Thr
Gly Lys Gly

Thr Asn Tyr

60

Lys Ser Lys
75

Asp Thr Gly
90
Asn Gly Phe

Gly Gly Gly

Gln Asp Ile
140
Gly Asp Arg
155
Met Asn Trp
170
Tyr Asp Ser

ser Gly Ser

Glu Asp Phe
220
Thr Phe Gly
235
Lys Ser ser
250
Cys Pro Ala

Pro Lys Pro

cys val val
300
Trp Tyr val
315
Glu Glu G1n
330
Leu His Gln

Asn Lys Ala
Gly GIn Pro

380
Page 287

525
Ala

val

His

Gln
Phe
Leu
45

Asn
Ser
val
Pro
Gly
125
Gln
val
Tyr
Ser
Gly
205
Ala
Gly
Asp
Pro
Lys
285
val
Asp
Tyr
AsSp
Leu

365
Arg

val
Pro

Lys

Pro
Thr
Glu
GIn
Thr
Tyr
Tyr
110
ser
Met
Thr
GIn
Lys
190
Thr
Thr
Gly
Thr
Glu
270
AsSp
Asp
Gly
Asn
Trp
350

Pro

Glu

TXT
val Ser Trp

Leu
Ser

Pro
575

Gly
15

Arg
Trp
Lys
Ala
Phe
95

Trp
Gly
Thr
Met
Gln
175
Leu
Asp
Tyr
Thr
Pro
255
Ala
Thr
val
val
ser
335
Leu
Ala

Pro

Asn
Gln
Ser

560
Ser

Arg
Ser
Ile
Phe
Phe
80

Cys
Gly
Gly
Gln
Thr
160
Lys
Ala
Tyr
TYyr
Lys
240
Pro
Ala
Leu
ser
Glu
320
Thr
Asn

Pro

GIn



val
385
ser
Glu
Pro
val
Met
465
Ser
Leu
Cys
ser
Ser
545
Ser

Asn

Tyr

Leu

Trp:

val
AsSp
450
His
Pro
Ala
Leu
Gly
530
ser
Leu

Thr

Thr
Thr
Glu
Leu
435
Lys
Glu
Gly
Pro
val
515
Ala
Gly
Gly

Lys

<210> 878
<211> 680
<212> PRT
<213> Artificial Sequence

<220>

<223>
<400>

Gln val GIn
1

Ser
Thr
Gly
Lys
65

Leu
Ala
Gln
Gly
ser
145
Cys
Pro
ser
Thr
Cys

225
Leu

Leu
Met
Tyr
50

ASp
Gln
Arg
Gly
Gly
130
Pro
Ser
Gly
Gly
Leu
210
Gln

Gln

Arg
His
35

Ile
Arg
Met
Pro
Thr
115
Ser
ser
Ala
Lys
val
195
Thr
Gln

Ile

Leu
Cys
ser
420
Asp
Ser
Ala
Lys
Ser
500
Lys
Leu
Leu
Thr

val
580

Leu
Leu
20

Trp
Asn
Phe
Asp
GIn
100
Pro
Gly
ser
ser
Ala
180
Pro
Ile
Trp

Thr

Pro
Leu
405
Asn
Ser
Arg
Leu
Ser
485
ser
Asp
Thr
Tyr
Gln

565
Asp

val
5
ser
val
Pro
Thr
ser
85
val
val
Gly
Leu
ser
165
Pro
Ala
Ser
Ser

Arg
245

2479_1040002_SsequenceIbListing ascii

Pro
390
val
Gly
Asp
Trp
His
470
Arg
Lys
TYr
Ser
Ser
550
Thr

Lys

GlIn
Cys
Arg
Ser
Ile
70

Leu
His
Thr
Gly
Ser
150
ser
Lys
Arg
Ser
Arg

230
Ser

Ser

Arg

Asp

Lys Gly Phe

GlIn
Gly
Gln
455
Asn
Ala
ser
Phe
Gly
535
Leu
Tyr

Lys

ser
Lys
Gln
Ser
55

ser
Arg
Tyr
val
Gly
135
Ala
val
Arg
Phe
Leu
215
Asn

Ser

Pro
Ser
440
Gln
His
ser
Thr
Pro
520
val
Ser
Ile

val

Gly
Ala
Ala
40

Ala
Ala
Pro
Asp
Ser
120
Ser
ser
Ser
Trp
Ser
200
GIn
Pro

Ile

Glu
425
Phe
Gly
Tyr
Thr
Ser
505
Glu
His
Ser

cys

Gly
ser
25

Pro
Tyr
Asp
GTu
Tyr
105
Ser
Ala
val
Tyr
Ile
185
Gly
Pfo
Pro

Ala

Glu
Tyr
410
Asn
Phe
Asn
Thr
Lys

490
Gly

‘Pro

Thr
val

Asn
570

Gly
10

Gly
Gly
Thr
Lys
Asp
a0

Asn
Gly
Gln
Gly
Met
170
Tyr
ser
Glu
Thr

Glu
250

Leu
395
Pro
Asn
Leu
val
Gin
475
Gly
Gly
val
Phe
val

555
val

val
Tyr
Lys
Asn
Ser
75

Thr
Gly
Gly
Asp
Asp
155
Asn
AsSp
Gly
Asp
Phe

235
Leu

Thr
ser
Tyr
Tyr
Phe
460
Lys
Proc
Thr
Thr
Pro
540
Thr

Asn

TSC160 (Cris7 scFv-IgMCH2UH-CHZ2-CH3-CHL)
878

val
Thr
Gly
Tyr
60

Lys
Gly
Phe
Gly
Ile
140
Arg
Trp
ser
Ser
Phe
220
Gly

Pro
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Lys
Asp
Lys
ser
445
ser
ser
ser
Ala
val
525
Ala
val

His

GIn
Phe
Leu
45

ASn
ser
val
Pro
Gly
125
GlIn
val
Tyr
Ser
Gly
205
Ala
Gly

Pro

Asn
Ile
Thr
430
Lys
Cys
Leu
val
Ala
510
ser
val
Pro

Lys

Pro
Thr
30

Glu
Gln
Thr
Tyr
Tyr
110
Ser
Met
Thr
GlIn
LyS
190
Thr
Thr
Gly

Lys

. TXT

Gln
Ala
415
Thr
Leu
ser
ser
Phe
495
Leu
Trp
Leu
Ser

Pro
375

Gly
15

Arg
Trp
Lys
Ala
Phe
a5

Trp
Gly
Thr
Met
Gln
175
Leu
Asp
Tyr
Thr

val
255

val
400
val
Pro
Thr
val
Leu
480
Pro
Gly
ASn
Gln
Ser

560
Ser

Arg
ser
Ile
Phe
Phe
80

Cys
Gly
Gly
Gln
Thr
160
Lys
Ala
Tyr
Tyr
Lys

240
ser



. 2479_1040002_seqguenceIDListing ascii .TXT
val Phe val Pro Pro Arg Asp Gly Phe Phe Gly Asn Pro Arg Lys Ser
260 265 270
Lys Leu Ile Cys GIn Ala Thr Gly Phe Ser Pro Arg Gln Ile Gln val
275 280 285
Ser Trp Leu Arg Glu Gly Lys GIn val Gly Ser Gly val Thr Thr Asp
290 295 300
Gln val GIn Ala Glu Ala Lys Glu Ser Gly Pro Thr Thr Tyr Lys val
305 310 315 320
Thr Ser Thr Leu Thr Ile Lys Glu Ser Asp Trp Leu Ser Gln Ser Met
325 330 335
Phe Thr Cys Arg val Asp His Arg Gly Leu Thr Phe GIn G1n Asn Ala
340 345 350
Ser Ser Met Ser val Pro Cys Pro Pro Cys Pro Ala Pro Glu Ala Ala
355 . 360 365
Gly Ala Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu
370 375 380
Met ITe Ser Arg Thr Pro Glu val Thr Cys val val val Asp val Ser
385 390 395 400
His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val Asp Gly val Glu
405 410 415
val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr
420 425 430
Tyr Arg val val Ser val Leu Thr val Leu His GIn Asp Trp Leu Asn
435 440 445
Gly Lys Ala Tyr Ala Cys Ala val Ser Asn Lys Ala Leu Pro Ala Pro
450 455 460
Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln
465 470 475 480
val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn val
485 490 495
Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp Ile Ala val
500 505 510
Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro
515 520 525
Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr
530 535 540
val Asp Lys Ser Arg Trp GIn GIn Gly Asn val Phe Ser Cys Ser val
545 550 555 560
Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu
565 570 575
Lys Ser Arg Ala Ser Thr Lys Gly Pro Ser val Phe Pro
580 585 590
Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly
595 600 605
Cys Leu val Lys Asp Tyr Phe Pro Glu Pro val Thr val Ser Trp Asn
610 615 620
ser Gly Ala Leu Thr Ser Gly val His Thr phe Pro Ala val Leu Gln
625 630 635 640
Ser ser Gly Leu Tyr Ser Leu Ser Ser val val Thr val Pro Ser Ser
645 650 655
Ser Leu Gly Thr GIn Thr Tyr Ile Cys Asn val Asn His Lys Pro Ser
660 665 670
Asn Thr Lys val Asp Lys Lys val
675 680

<210> 879
<211> 586
<212> PRT
<213> Artificial Sequence

<220>
<223> TSC1l61l (HD37 scFv-IgA2UH-CH2-CH3-Ck)

<400> 879
Aip ITe val Leu Thr Gln Ser Pro Ala Ser Leu Ala val Ser Leu Gly
5 10 15

ser Pro Gly

G1n Arg Ala Thr Ile Ser Cys Lys Ala Ser Gin Ser val Asp Tyr Asp
20 25 30
Page 289



Gly
Lys
Arg
65

Pro
Glu
Gly
val
val
145
Met
Gln
Gly
Gln
Arg
225
Trp
. Pro
Phe
Pro
val
305
Thr
val
Cys
Ser
Pro
385
val
Gly
AsSp
Trp
His
465
Arg
Gln
Tyr
ser
Thr

545
Lys

Asp Ser Tyr Leu

Leu
50

Phe
val
Asp
Gly
Gln

130
Lys

Asn’

Ile
Lys

Leu

.210

Arg
Gly
Cys
Leu
Glu
290
LysS
Lys
Leu
Ala
Lys
370
Sser
Lys
G1n
Gly
GIn
450
ASn
Thr
Leu
Pro
Gly
530
Tyr

His

35
Leu

ser
Glu
Pro
Gly
115
Leu
Ile
Trp
Trp
Ala
195
Ser
Glu
Gln
Pro
Phe
275
val

Phe
Pro
Thr
val

355
Ala
Arg
Gly
Pro
sSer
435
Gln
His
val

Lys
Arg
515
Asn
ser

Lys

Ile
Gly
Lys
Trp
100
Ser
G1n
ser
val
Pro
180
Thr
Ser
Thr
Gly
Pro
260
Pro
Thr
Asn
Arg
val
340
ser
Lys
ASp
Phe
Glu
420
Phe
Gly
Tyr
Ala
Ser
500
Glu
ser
Leu

val

Tyr
ser
val
Thr
Gly
Gln
Cys
Lys
165
Gly
Leu
Leu
Thr
Thr
245
cys
Pro
Cys
Trp
Glu
325
Leu
Asn
Gly
Glu
Tyr
405
AsSn
Phe
Asn
Thr
Ala
485
Gly
Ala
GlIn

Ser

Tyr
565

Asn
Asp
Gly
70
Asp
Phe
Gly
ser
Lys
150
G1n
Asp
Thr
Ala
Thr
230
Ser
Pro
Lys
val
Tyr
310
Glu
His
Lys
Gln
Leu
390
Pro
ASn
Leu
val
Gln
470
Pro
Thr
Lys
Glu
Ser

550
Ala

Trp
Ala
55

Ser
Ala
Gly
Gly
Gly
135
Ala
Arg
Gly
Ala
ser
215
val
val
Ala
Pro
val
295
val
Gln
Gln
Ala
Pro
375
Thr
Ser
Tyr
Tyr
Phe
455
Lys
ser
Ala
val
ser
535
Glu

Cys

Tyr
40

Ser
Gly
Ala
Gly
Gly
120
Ala
ser
Pro
Asp
Asp
200
Glu
Gly
Thr
Pro
Lys
280
val
ASp
TYr
ASp
Ley
360
Arg
Lys
Asp
Lys
ser
440
Ser
Ser
val
ser
GIn
520
Ala
Leu

Glu

Gln
Asn
Thr
Thr
Gly
105
Ser
Glu
Gly
Gly
Thr
185
Glu
ASp
Arg
val
Giu
265
ASp
Asp
Gly
Asn
Trp
345
Pro
Glu
Asn
Ile
Thr
425
Lys
Cys
Leu
Phe
val
505
Trp
Thr
Thr

val

GIn
Leu
ASp
Tyr
90
Thr
Gly
Leu
Tyr
Gln
170
Asn
Ser
ser
Tyr
Ser
250
Ala
Thr
val
val
Ser
330
Leu
Ala
Pro
GIn
Ala
410
Thr
Leu
Ser
ser
Ile
490
val
Lys
Glu
Leu

Thr
570

Ile
val
Phe
75

His
Lys
Gly
val
Ala
155
Gly
Tyr
Ser
Ala
Tyr
235
Ser
Ala
Leu
Ser
Glu
315
Thr
AsSnh
Pro
GIn
val
395
val
Pro
Thr
val
Leu
475
Phe
Cys
val
GIn
ser

555
His

Pro

2479_1040002_SequenceIDListin?
Y
5

Ser
60

Thr
Cys
Leu
Gly
Arg
140
Phe
Leu
Asn
ser
val
220
Tyr
Ser
Gly
Met
His
300
val
Tyr
Gly
Ile
val
380
ser
Glu
Pro
val
Met
460
Ser
Pro
Leu
Asp
Asp
540
Lys

Gln
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G

4

Gly
Leu
GIn
Glu
Gly
125
Pro
ser
Glu
Gly
Thr
205
Tyr
Ala
Pro
Ala
Ile
285
Glu
His
Arg
Lys
Glu
365
Tyr
Leu
Trp
val
Asp
445
His
Pro
Pro
Leu
Asn
525
Ser
Ala

Gly

ascii

GIn
Ile
Asn
Gln
Ile
110
Ala
Gly
ser
Trp
Lys
190
Ala
Phe
Met
Pro
Pro
270
ser
Asp
Asn
val
Ala
350
Lys
Thr
Thr
Glu
Leu
430
Lys
Glu
Gly
Ser
Asn
510
Ala
Lys
Asp

Leu

-TXT,

Pro
Pro
Ile
Ser
95

Lys
Ser
Ser
Tyr
Ile
175
Phe
Tyr
Cys
AsSD
Pro
255
ser
Arg
Pro
Ala
val
335
Tyr
Thr
Leu
Cys
sSer
415
Asp
Ser
Ala
Lys
Asp
495
Tyr
Leu
Asp
Tyr

ser
575

Pro
Pro
His
80

Thr
Gly
Gln
sSer
Trp
160
Gly
Lys
Met
Ala
Tyr
240
Pro
val
Thr
Glu
Lys
320

Ser
Ala
Ile
Pro
Leu
400
Asn
Ser
Arg
Leu
ser
480
Glu
Phe
GlIn
Ser
Glu

560
ser



2479_1040002_sequenceIDListing ascii

Pro val Thr Lys Ser pPhe Asn Arg Gly Glu

<210> 880
<211> 596
<212> PRT
<213> Artificial Sequence

<220>
<223> T5C162 (HD37 SCFV—IgGlminiUH-CHZ—CH3-Ck)

<400>

880

Asp Ile val
1

Gln
Gly
Lys
Arg
65
Pro
Glu
Gly
val
val
145
Met
Gln
Gly
Gln
Arg
225
Trp
ser
Ala
Pro
val
305
val
Gln
G1In
Ala
Pro
385
Thr
ser

Tyr

Arg
Asp
Leu
50

Phe
val
Asp
Gly
Gin
130
Lys
Asn
Ile
Lys
Leu
210
Arg
Gly
Asp
Pro
Lys
290
val
Asp
Tyr
ASp
Leu
370
Arg
Lys
Asp

Lys

Ala
Ser
35

Leu
ser
Glu
Pro
Gly
115
Leu
Ile
Trp
Trp
Ala
195
Ser
GTu
G1n
Lys
Glu
275
Asp
Asp
Gly
ASn
Trp
355
Pro
Glu
AsSn
Ile

Thr
435

580

Leu Thr Gln
5

Thr

20 -

Tyr
ITe
Gly
Lys
Trp
100
Ser
Gln
ser
val
Pro

180
Thr

Ser,

Thr
Gly
Thr
260
Ala
Thr
val
val
Ser
340
Leu
Ala
Pro
Gln
Ala

420
Thr

Ile
Leu
TYyr
Ser
val
85

Thr
Gly
Gln
Cys
Lys
165
Gly
Leu
Leu
Thr
Thr
245
His
Ala
Leu
ser
Glu
325
Thr
Asnh
Pro
Gln
val
405
val

Pro

Ser
Asnh
Asp
Gly
70

Asp
Phe
Gly
ser
Lys
150
GlIn
Asp
Thr
Ala
Thr
230
ser
Thr
Gly
Met
His
310
val
Tyr
Gly
ITe
val
390
ser
Glu

Pro

ser
Cys
Trp
Ala
55

Ser
Ala
Gly
Gly
Gly
135
Ala
Arg
Gly
Ala
Ser
215
val
val
Ser
Ala
Ile
295
Glu
His
Arg
LyS
Glu
375
Tyr
Leu
Trp

val

Pro
LysS
Tyr
40

ser
Gly
Ala
Gly
Gly
120
Ala
ser
Pro
Asp
Asp
200
Glu
Gly
Thr
Pro
Pro
280
ser
Asp
Asn
val
Ala
360
Lys
Thr
Thr
Glu

Leu
440

585

Ala
Ala
25

GIn
Asn
Thr
Thr
Gly
105
Ser
Glu
Gly
Gly
Thr
185
Glu
ASp
Arg
val
Pro
265
ser
Arg
Pro
Ala
val
345
Tyr
Thr
Leu
Cys
Ser

425
ASp

ser
10

Ser
Gln
Leu
ASp
Tyr
a0

Thr
Gly
Leu
Tyr
GIn
170
AsSn
Ser
ser
Tyr
ser
250
Ser
val
Thr
Glu
Lys
330
ser
Ala
Ile
Pro
Leu
410
Asn

ser

Leu
Gln
Ile
val
Fhe
75

His
LyS
Gly
val
Ala
155
Gly
Tyr
ser
Ala
Tyr
235
Ser
Pro
Phe
Pro
val
315
Thr
val
Cys
Ser
Pro
395
val
Gly

AsSp

Ala
ser
Pro
ser
60

Thr
Cys
Leu
Gly
Arg
140
Phe
Leu
Asn
ser
val
220
Tyr
Sear
Cys
Leu
Glu
300
Lys
Lys
Leu
Ala
Lys
380
ser
Lys
Gln

Gly
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val

val

Gly
Gly
Leu
Gin
Glu
Gly
125
Pro
ser
Glu
Gly
Thr
205
Tyr
Ala
Glu
Pro
Phe
285
val

Phe
Pro
Thr
val

365
Ala
Arg
Gly
Pro

ser
445

ser
Asp
GIn
Ile
Asn
GIn
ITe
110
Ala
Gly
Ser
Trp
Lys
190
Ala
Phe
Met
Pro
Pro
270
Pro
Thr
Asn
Arg
val
350
ser
Lys
Asp
Phe
Glu

430
Phe

JTIXT

Leu
15

Tyr
Pro
Pro
Ile
Ser
95

Lys
Ser
ser
Tyr
Ile
175
Phe
Tyr
Cys
Asp
Lys
255
Cys
Pro
Cys
Trp
Glu
335
Leu
Asn
Gly
Glu
Tyr
415
AsSn

Phe

Gly
Asp
Pro
Pro
His
80

Thr
Gly
Gln
ser
Trp
160
Gly
Lys
Met
Ala
Tyr
240
ser
Pro
Lys
val
Tyr
320
Glu
His
Lys
GlIn
Leu
400
Pro

Asn

Leu



TYr
Phe
465
Lys
Ser
Ala
val
Ser
545
Glu
Cys

Asn

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

Ser
450
Ser
ser
val
Ser
Gln
530
Ala
Leu
GTu

Arg

<220>

<223>
<400>

Asp
1

Gln
Gly
Lys
Arg
65

Pro
Glu
Gly
val
val
145
Met
Gln
Gly
Gln
Arg
225
Trp
Ser
Ala

Pro

Ile
Arg
Asp
Leu
50

Phe
val
Asp
Gly
GlIn
130
Lys
Asn
Ile
Lys
Leu
210
Arg
Gly
Asp

Pro

Lys
290

Lys
Cys
Leu
Phe
val
515
Trp
Thr
Thr
val

Gly
595

881
596
PRT
Artificial Sequence

val
Ala
Ser
35

Leu
Ser
Glu
Pro
Gly
115
Leu
Ile
Trp
Trp
Ala
195
Ser
Glu
Gln
Thr
Glu

275
ASp

Leu
Ser
ser
Ile
500
val
Lys
Glu
Leu
Thr

580
Glu

Leu
Thr
20

Tyr
Ile
Gly
Lys
Trp
100
Ser
Gln
Ser
val
Pro
180
Thr
ser
Thr
Gly
Pro
260
Ala

Thr

Thr
val
Leu
485
Phe
Cys
val
Gln
Ser

565
His

Thr
5

Ile
Leu
Tyr
Ser
val
85

Thr
Gly
Gln
Cys
Lys
165
Gly
Leu
Leu
Thr
Thr
245
Pro
Ala

Leu

2479_1040002_sequenceIDListin

val
Met
470
ser
Pro
Leu
ASp
Asp
550
Lys

Gln

Gln
ser
Asn
Asp
Gly
70

Asp
Phe
Gly
ser
Lys
150
Gln
Asp
Thr
Ala
Thr
230
ser
Pro
Gly

Met

Asp
455
His
Pro
Pro
Leu
Asn
535
ser
Ala

Gly

ser
Cys
Trp
Ala
55

ser
Ala
Gly
Gly
Gly
135
Ala
Arg
Gly
Ala
ser
215
val
val
Ser
Ala

Ile
295

Lys
Glu
Gly
ser
Asn
520
Ala
Lys
Asp

Leu

Pro
Lys
Tyr
40

Ser
Gly
Ala
Gly
Gly
120
Ala
ser
Pro
Asp
Asp
200
Glu
Gly
Thr
Pro
Pro

280
Ser

Ser
Ala
Lys
Asp
505
Tyr
Leu
Asp
Tyr

ser
585

Arg
Leu
Ser
490
Glu
Phe
Gln
Ser
Glu

570
Ser

Trp
His
475
Arg
Gln
TYyr
Ser
Thr
555
Lys

Pro

TSC163 (HD37 scFv-IgG3UH-CH2-CH3-Ck)
881

Ala Ser Leu

Ala
25

GIn
Asn
Thr
Thr
Gly
105
Ser
Glu
Gly
Gly
Thr
185
Glu
ASp
Arg
val
Ar

265
Ser

Arg

10
ser

Gln
Leu
ASp
Tyr
30

Thr
Gly
Leu
Tyr
Gln
170
Asn
Ser
Ser
Tyr

ser
250

g Ser

val

Thr:

Gln
Ile
val
Phe
75

His
Lys
Gly
val
Ala
155
Gly
Tyr
ser
Ala
Tyr
235
ser
Pro
Phe

Pro

GlIn
460
Asn
Thr
Leu
Pro
Gly
540
Tyr
His

val

Ala
ser
Pro
ser
Thr
Cys
Leu
Gly
Arg
140
Phe
Leu
Asn
Ser
val
220
Tyr
Ser
Cys
Leu

Glu
300
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GIn
His
val
Lys
Arg
525
Asn
Ser
Lys
Thr

val
val
Gly
Gly
Leu
GIn
Glu
Gly
125
Pro
Ser
Glu
Gly
Thr
205
Tyr
Ala
Glu
Pro
Phe

285
val

ascii

Gly
Tyr
Ala
Ser
510
Glu
ser
Leu

val

Lys
590

Ser
Asp
Gin
I7e
Asn
Gln
Ile
110
Ala
Gly
ser
Trp
LysS
190
Ala
Phe
Met
Pro
Pro
270
Pro

Thr

LTXT

Asn
Thr
Ala
495
Gly
Ala
Gln
Ser
Tyr

575
Ser

Leu
15

Tyr
Pro
Pro
Ile
ser
95

Lys
ser
Ser
Tyr
Ile
175
Phe
Tyr
Cys
Asp
Lys
255
Cys
Pro

Cys

val
GlIn
480
Pro
Thr
Lys
Glu
ser
560
Ala

Phe

Gly
Asp
Pro
Pro
His
Thr
Gly
GIn
Ser
Trp
160
Gly
Lys
Met
Ala
Tyr
240
Ser
Pro
Lys

val



val
305
val
Gln
Gln
Ala
Pro
385
Thr
ser
Tyr
Tyr
Phe
465
Lys
Ser
Ala
val
Ser
545
Glu
Cys

Asn

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

val
Asp
Tyr
ASp
Leu
370
Arg
Lys
Asp
Lys
ser
450
Ser
Ser
val
Ser
GIn
530
Ala
Leu
Glu

Arg

<220>

<223>
<400>

Asp
1
Gln
Gly
Lys
Arg
65
Pro
Glu
Gly
val

val
145

ITe
Arg
Asp
Leu
he
val
ASp
Gly
Gln

130
Lys

Asp
Gly
Asn
Trp
355
Pro
Glu
Asn
ITe
Thr
435
Lys
Cys
Leu
Phe
val
515
Trp
Thr
Thr
val

Gly
595

882
692
PRT
Artificial Sequence

val
Ala
Ser
35

Leu
Ser
Glu
Pro
Gly
115
Leuy

Ile

val
val
Ser
340
Leu
Ala
Pro
Gln
Ala
420
Thr
Leu
Ser
Ser
Ile
500
val
Lys
Glu
Leu
Thr

580
Glu

Leu
Thr
20

Tyr
TIle
Gly
Lys
Trp
100
ser
Gln

Ser

Ser
Glu
325
Thr

ASn

Pro

Gln
val
405
val
Pro
Thr
val
Leu
485
Phe
Cys
val
GlIn
ser

565
His

Thr
5
Ile
Leu
Tyr
ser
val
85
Thr
Gly
Gln

Cys

2479_1040002_sequenceIDListing ascii

His
310
val
Tyr
Gly
Ile
val
390
ser
Glu
Pro
val
Met
470
Ser
Pro
Leu
Asp
ASD
550
Lys

GIn

GIn
ser
Asn
ASp
Gly
70

Asp
Phe
Gly
Ser

Lys
150

Glu Asp Pro

His
Arg
Lys
Glu
375
Tyr
Leu
Trp
val
Asp
455
His
Pro
Pro
Leu
Asn
535
Sser
Ala

Gly

Ser
cys
Trp
i
Ser
Ala
Gly
Gly
Gly

135
Ala

Asn
val
Ala
360
Lys
Thr
Thr
Glu
Leu
440
Lys
Glu
Gly
Ser
Asn
520
Ala
Lys
Asp

Leu

Pro
Lys
Tyr
40

Ser
Gly
Ala
Gly
Gly
120
Ala

Ser

Ala
val
345
Tyr
Thr
Leu
Cys
Sar
425
ASp
ser
Ala
Lys
ASp
505
Tyr
Leu
AsSp
TYr

ser
585

Ala
Ala
25

Gln
Asn
Thr
Thr
Gly
105
Ser
Glu

Gly

Glu val
315

Lys Thr

330

Ser val

Ala Cys
Ile Ser

Pro Pro
395

Leu val

410

Asn Gly

ser Asp
Arg Trp

Leu His
475

ser Arg

490

Glu Gln

Phe Tyr
Gln Ser

ser Thr
555

Glu Lys

570

ser Pro

TSCl64 (HD37 scFv-IgMCH2UH-CHZ-CH3-Ck)
882

Ser Leu
10
Ser Gln

Gln Ile
Leu val
Asp Phe
75

Tyr His
90

Thr Lys
Gly Gly
Leu val

Tyr Ala
155

Lys
Lys
Leu
Ala
Lys
380
Ser
Lys
Gln
Gly
Gln
460
Asn
Thr
Leu
Pro
Gly
540
Tyr
His

val

Ala
ser
Pro
ser
60

Thr
Cys
Leu
Gly
Arg
140
Phe
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Phe
Pro
Thr
val
365
Ala
Arg
Gly
Pro
Ser
445
Gln
His
val
Lys
Arg
525
Asn
ser
Lys
Thr

val
val
Gly
Gly
Leu
Gln
GTu
Gly
125
Pro

Ser

Asn
Arg
val
350
ser
Lys
Asp
Phe
Glu
430
Phe
Gly
Tyr
Ala
ser
510
Glu
ser
Leu

val

Lys
590

Ser
Asp
Gln
Ile
Asn
Gln
Ile
110
Ala
Gly

Ser

LTXT

Trp
Glu
335
Leu
Asn
Gly
Glu
Tyr
415
ASn
Phe
Asn
Thr
Ala
495
Gly
Ala
Gln
ser
Tyr

575
Ser

Leu
15

Tyr
Pro
Pro
ITe
ser
95

Lys
Ser
Ser

Tyr

Tyr
320
Glu
His
Lys
Gin
Leu
400
Pro
Asn
Leu
val
Gin
480
Pro
Thr
Lys
Glu
ser
560
Ala

Phe

Gly
Asp
Pro
Pro
His
80

Thr
Gly
Gln
ser

Trp
160



Met
Gln
Gly
Gln
Arg
225
Trp
Pro
Asn
Arg
Gly
305
Thr
Leu
Phe
Ala
Pro
385
val

val

Gln
Gln
Ala
465
Pro
Thr
ser
Tyr
TYr
545

Phe
Lys

sSer
Ala
va'l

625

ser

Glu

Cys

Asn

Asn
Ile
Lys
Ley
210
Arg
Gly
Pro
Pro
Gln
290
val

Thr
ser
Gln
Pro
370
Lys
val

Asp
Tyr
Asp
450
Leu
Arg
Lys
Asp
Lys
530
Ser
ser
Ser
val

Ser
610
Gln
Ala
Leu
Glu

Arg
690

Trp
Trp
Ala
195
ser
Glu
Gln
Lys
Arg
275
Ile
Thr
Tyr
Gln
Gln
355
Glu
Asp
ASp
Gly
Asn
435
Trp
Pro
Glu
AsSh
Ile
515
Thr
Lys
Cys
Leu
Phe
595
val
Trp
Thr
Thr
val

675
Gly

val
Pro
180
Thr
Ser
Thr
Gly
val
260
Lys
Gln

Thr

Lys

ser
340
Asn
Ala
Thr
val
val
420
Ser
Leu
Ala
Pro
Gln
500
Ala
Thr
Leu

Ser

Lys
165
Gly
Leu
Leu
Thr
Thr
245
ser
Ser
val
Asp
val
325
Met
Ala
Ala
Leu
ser
405
Glu
Thr
ASN
Pro
Gln
485
val
val
Pro
Thr

val

- 565

Ser
580
Ile
val
Lys
Glu
Leu
660
Thr

Glu

Leu
Phe
Cys
val
Gln
645
ser

His

2479_1040002_SequenceIDListin

GlIn
Asp
Thr
Ala
Thr
230
ser
val
Lys
ser
GlIn
310
Thr
Phe
Ser
Gly
Met
390
His
val
Tyr
Gly
Ile
470
val
Ser
Glu
Pro
val
550
Met
ser
Pro
Leu
Asp
630
Asp
Lys
Gln

Arg

-Gly

Ala
Ser
215
val
val
Phe
Leu
Trp
295
val
Ser
Thr
Ser
Ala
375
Ile
Glu
His
Arg
Lys
455
Glu
Tyr
Leu
Trp
val
535
ASp
His
Pro
Pro
Leu
615
Asn
ser
Ala

Gly

Pro
Asp
Asp
200
Glu
Gly
Thr
val
Ile
280
Leu
Gln
Thr
Cys
Met
360
Pro
ser
Asp
Asn
val
440
Ala
Lys
Thr
Thr
Glu
520
Leu
Lys
Glu
Gly
Ser
600
Asn
Ala
Lys
Asp

Leu
680

Gly
Thr
185
Glu
Asp
Arg
val
Pro
265
Cys
Arg
Ala
Leu
Arg
345
Ser

Ser

Arg

Pro
Ala
425
val
Tyr
Thr
Leu
Cys
505
Ser
Asp
ser

Ala

-LYS

585
Asp

Tyr
Leu
Asp

Tyr
665
Ser

Gln
170
Asn
Ser
ser
TYr
ser
250
Pro
Gln
Glu
Glu
Thr
330
val
val
val
Thr
Glu
410
Lys
Ser
Ala
Ile
Pro
490
Leu
AsSn
Ser
Arg
Leu
570
Ser
Glu
Phe
Gln
Ser
650
Glu

ser

Gly
Tyr
ser
Ala
TYr
235
Ser
Arg
Ala
Gly
Ala
315
Ile
ASp
Pro
Phe
Pro
395
val
Thr
val
Cys
ser
475
Pro
val
Gly
ASp
Trp
555
His
Arg
Gln
Tyr
ser
635
Thr
Lys

Pro

Leu
Asn
ser
val
220
Tyr
Ser
Asp
Thr
Lys
300
Lys
Lys
His
cys
Leu
380
Glu
Lys
Lys
Leu
Ala
460
Lys
Ser
Lys
GTn
Gly
540
GIn
Asnh
Thr
Leu
Pro
620
Gly
Tyr
His

val
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cTu

Gly
Thr
205
Tyr
Ala
Ile
Gly
Gly
285
Gln
Glu
Glu
Arg
Pro
365
Phe
val
Phe
Pro
Thr
445
val
Ala
Arg
Gly
Pro
525
Ser
Gln
His
val
Lys
605
Arg
Asn
ser
Lys

Thr
685

ascii

Trp
Lys
190
Ala
Phe
Met
Ala
phe
270
Phe
val
Ser
Ser
Gly
350
Pro
Pro
Thr
Asn
Arg
430
val
ser
Lys
ASp
Phe
510
Glu
Phe
Gly
Tyr
Ala
590
Ser
Glu
Ser
Leu
val

670
Lys

L TXT

Ile
175
Phe
Tyr
Cys
Asp
Glu
255
Phe
ser
Gly
Gly
Asp
335
Leu
Cys
Pro
Cys
Trp
415
Glu
Leu
ASn
Gly
Glu
495
Tyr
AsSn
Phe
Asn
Thr
575
Ala
Gly
Ala
Gin
Ser
655
Tyr

Ser

Gly
Lys
Met
Ala
Tyr
240
Leu
Gly
Pro
ser
Pro
320
Trp
Thr
Pro
Lys
val
400
Tyr
Glu
His
Lys
GIn
480
Leu
Pro
Asn
Leu
val
560
Gln
Pro
Thr
Lys
Glu
640
ser
Ala

Phe





