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<210> 1
<211> 1510
<212> DNA
<213> Artificial sequence
<220> ) i
<223> (D37 specific binding protein
<400> 1
aagcttgccg ccatggattt tcaagtgcag attticagct
gtcataattg ccagaggagt cgacatccag atgactcagt
tctgtgggag agactgtcac catcacatgt cgaacaagtg
gcttggtatc agcagaaaca gggaaaatct cctcagctecc
ttagcagaag gtgtgccatc aaggttcagt ggcagtggat
aagatcagca gcctgcagcc tgaagattct ggaagttatt
aatccgtgga cgttcggtgg aggcaccgaa ctggagatca
ggtggtgggt cgggtggcgg cggatcgtca gcggiccagc
tcggaaaagc ctggcgcttc agtgaagatt tcctgcaagg
ggctacaata tgaactgggt gaagcagaat aatggaaaga
attgatcctt attatggtgg tactacctac aaccggaagt
actgtagaca aatcctccag cacagcctac atgcagctca
tctgcagtct attactgtgc aagatcggtc ggccctatgg
tcagtcaccg tctcttcaga tctggagccc aaatcttctg
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acaaaactca

cacatctcca

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



SEQUENCE_LISTING (EMER 017 Q1 SG)

cccaaaacce
ggacgtgagc
gcataatgcc
cgtcctcacc
caacaaagcc
agaaccacag
cctgacctgce
tgggcaaccg
cttcctctac
atgctccgtg

tccgggtaaa

Ala
15

ser

Pro Ala

ccgtgcccag cacctgaact cttgggtgga ccgtcagtct tcctcttecc

aaggacaccc tcatgatctc ccggacccct gaggtcacat gcgtggtggt

cacgaagacc ctgaggtcaa gttcaactgg tacgtggacg gcgtggaggt

aagacaaagc cgcgggagga gcagtacaac agcacgtacc gtgtggtcag

gtcctgcacc aggactggct gaatggcaag gagtacaagt gcaaggtctc

ctcccagccc ccatcgagaa aaccatctcC aaagccaaag ggcagccccg

gtgtacaccc tgcccccatc ccgggatgag ctgaccaaga accaggtcag

ctggtcaaag gcttctatcc aagcgacatc gccgtggagt gggagagcaa

gagaacaact acaagaccac gcctcccgtg ctggactccg acggetcctt

agcaagctca ccgtggacaa gagcaggtgg cagcagggga acgtcttctc

atgcatgagg ctctgcacaa ccactacacg cagaagagcc tctccctgtce

tgagtctaga

<210> 2

<211> 496

<212> PRT

<213> Artificial sequence

<220>

<223> D37 specific binding protein

<400> 2

Met Asp Phe GIn val Gln Ile Phe Ser Phe Leu Leu Ile Ser

1 5 10

val Ile Ile Ala Arg Gly val Asp Ile G1n Met Thr Gln Ser
20 25 30

Ser Leu Ser Ala sSer val Gly Glu Thr val Thr Ile Thr Cys

35 40 45
Ser Glu Asn val Tyr Ser Tyr Leu Ala Trp Tyr GIn GIn Lys
50 55 60

Lys Ser Pro GIn Leu Leu val Ser Phe Ala Lys Thr Leu Ala

65 70 75

val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr GIn Phe

85 g0

Lys Ile Ser Ser Leu GIn Pro Glu Asp Ser Gly Ser Tyr Phe
100 105 110

His His Ser Asp Asn Pro Trp Thr Phe Gly Gly Gly Thr Glu

115 120 125
Ile Lys Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly

Page 2

Arg

GIn

Glu

ser

95

Cys

Leu

Gly

Thr

Gly

Gly

80

Leu

GlIn

Glu

Gly

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1510



Ser

145

Gly

Gly

Trp

Lys

Ala

225

Tyr

Ser

His

val

Thr

305

Glu

Lys

ser

Lys

Ile

385

Pro

130

Ser

Ala

TYr

Ile

Phe

210

Tyr

cys

val

Thr

Phe

290

Pro

val

Thr

val

Cys

370

Ser

Pro

Ala

Ser

Asn

Lys

Met

Ala

Thr

Ser

275

Leu

Glu

Lys

Lys

Leu

355

Lys

Lys

ser

val
val
Met
180
Asn
Gly
Gln
Arg
val
260
Pro
Phe
val
Phe
Pro
340
Thr
val

Ala

Arg

Gln

Ile

Lys

Leu

Ser

245

Ser

Pro

Pro

Thr

AsSn

325

Arg

val

Ser

Lys

ASp

Leu

150

Ile

Trp

Asp

Ala

Lys

230

val

Ser

Cys

Pro

310

Trp

Glu

Leu

Asn

SEQUENCE_LISTING (EMER 017 01 sG)

135

GIn Gln Ser Gly

Ser

val

Pro

Thr

215

ser

Gly

ASp

Pro

LYyS

295

val

TYr

Glu

His

Leu

Cys

LysS

Tyr

200

Leu

Leu

Pro

Leu

Ala

280

Pro

val

val

Gln

Gln

360

Ala

Pro

Thr

LYyS

Gln

185

Tyr

Thr

Thr

Met

Glu

265

Pro

Lys

val

Asp

Tyr

345

Asp

Leu

Arg

Ala

170

Asn

Gly

val

Ser

250

Pro

Glu

AsSp

Asp

Gly

AsSn

Trp

Pro

Glu

140

Pro Glu Ser Glu Lys

155

Ser

ASn

Gly

Asp

Tyr

Lys

Leu

Thr

val

315

val

Ser

Leu

Ala

Pro
395

Gly

Gly

Thr

Lys

Asp

Trp

Ser

Leu

Leu

300

ser

Glu

Thr

Asn

Pro

380

GlIn

Lys Asn GIn val

Page 3

Tyr

Lys

Thr

205

ser

Ser

Gly

ser

Gly

Met

His

val

Tyr

Gly

Ile

val

Ser

Ser

Ser

190

Tyr

Ser

Ala

Gln

ASp

270

Gly

Ile

Glu

His

Arg

LysS

Glu

TYr

Leu

Phe

175

Leu

Asn

Ser

val

Gly

Lys

Pro

ser

Asp

Asn

335

val

Glu

Lys

Thr

Thr

Pro

160

Thr

Glu

Arg

Thr

Tyr

240

Thr

Thr

ser

Arg

Pro

320

Ala

val

Tyr

Thr

Leu

400

Cys



Leu val Lys Gly Phe Tyr
420

Asn Gly Gln Pro Glu
435

Ser Asp Gly Ser Phe
450

Arg Trp GIn GIn Gly Asn

465

Leu His Asn His Tyr

<210> 3
<400> 3
000

<210> 4
<400> 4
000

<210> 5
<211>
<212>
<Z213>

<220>
<223>

DNA

<400> 5
atggaagccc

gaaattgtgt
ctctecctgec
ggccaggctc
aggttcagtg
gaagattttg
gggaccaagg

gggaccggtg
ctgaagattt

cgccagatgc
actacctaca
accgcctacc

cgctcagtecg

1482

405

AsSn

Phe

SEQUENCE_LISI{SG (EMER 017 01 sG)

Pro

Asn
440

Leu
455

Tyr

val Phe

470

485

cagctcagct
tgacacagtc
gaacaagtga
ctaggctcct
gcagtggatc
cagtttatta
tggaaatcaa
aggtgcagct
cctgtaaggg
ccgggaaagg
accggaagtt
tgcaatggag

gccctatgga

Thr

Gln Lys

Artificial sequence

tctcttectc
tccagecacce
aaatgtttac
catctatttt
cgggacagac
ctgtcaacat
aggtggcggt
ggtgcagtct
atccggttac
cctcgagtag
caagggccag
cagcctgaag

ctactggggc

425

Ser Lys Leu

Ser Cys Ser val Met His Glu

475

Ser Leu Ser
490

CD37 specific binding protein

ctgctactct
ctgtctttgt
agctacttag
gcaaaaacct
ttcactctca
cattccgata
ggcrcgggcy
ggagcagagg
tcattcactg
atgggcaata
gtcactatct
gcctcggaca

cgcggcacec

Page 4

415

Ser Asp Ile ala val Glu Trp Glu Ser

430

445

Thr val Asp Lys

460

Tyr Lys Thr Thr Pro Pro val Leu Asp

Ser

Ala
480

Leu Ser Pro Gly Lys

ggctcccaga
ctccaggega
cctggtacca
tagcagaagg
ccatcagcag
atccgtggac
gtggrggatc
tgaaaaagcc
gctacaatat
ttgatcctta
ccgccgacaa
ccgccatgta

tggtcactgt

495

taccaccgga
aagagccacc
acagaaacct
aattccagcc
cctagagect
attcggccaa
tggaggaggt
cggagagtct
gaactgggtg
ttatggtaggt
gtccatcagc
ttactgtgca

ctcctctgat

€0
120
180
240
300
360
420
480
540
600
660
720
780



SEQUENCE_LISTING (EMER 017 01 sG)

caggagccca aatcttctga caaaactcac acatctccac cgtgecccagc

ctgggtggac cgtcagtctt cctcttccce ccaaaaccca aggacaccct

cggacccctg aggtcacatg cgtggtggtg gacgtgagcc acgaagaccc

ttcaactggt acgtggacgg cgtggaggtg cataatgcca agacaaagcc

cagtacaaca gcacgtaccg tgtggtcage gtcctcaccg tcctgcacca

aatggcaagg agtacaagtg caaggtctcc aacaaagccc tcccagcccce

accatctcca aagccaaagg gcagccccga gaaccacagg tgtacaccct

cgggatgagc tgaccaagaa ccaggtcagc ctgacctgcc tggtcaaagg

agcgacatcg ccgtggagtg ggagagcaat gggcagccgg agaacaacta

cctccegtge tggactccga cggctccttc ttcctctaca gcaagctcac

agcaggtggc agcaggggaa cgtcttctca tgctccgtga tgcatgaggc

cactacacgc agaagagcct ctccctgtct ccgggtaaat ga

<210> 6

<211> 493

<212> PRT

<213> Artificial sequence

<220>

<223> (D37 specific binding protein

<400> 6

Met Glu Ala Pro Ala Gln Leu Leu Phe Leu Leu Leu Leu Trp

1 5 10

Asp Thr Thr Gly Glu ITe val Leu Thr GIn Ser Pro Ala Thr
20 25 30

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Thr Ser

35 40 45
val Tyr Ser Tyr Leu Ala Trp Tyr Gln GIn Lys Pro Gly GlIn
50 55 60

Arg Leu Leu Ile Tyr Phe Ala Lys Thr Leu Ala Glu Gly Ile

65 70 75

Arg Phe ser Gly ggr Gly ser Gly Thr Asp Phe Thr Leu Thr

90

ser Leu Glu Pro Glu Asp Phe Ala val Tyr Tyr Cys GlIn His
100 105 110

Asp Asn Pro Trp Thr Phe Gly Gln Gly Thr Lys val Glu Ile

115 120 125
Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Thr

Page 5

acctgaactc
catgatctcc
tgaggtcaag
gcgggaggag
ggactggctg
catcgagaaa
gcccccatec
cttctatcca
caagaccacg
cgtggacaag

tctgcacaac

Leu Pro

15

Leu Ser

Glu Asn
Ala

Pro

Ala
80

Pro

Ile Ser

95

His Ser

Gly

Lys

Gly Glu

840

900

860
1020
1080
1140
1200
1260
1320
1380
1440
1482



val

145

Leu

Met

Asn

Gly

Gln

225

Arg

val

Pro

Phe

val

305

phe

Pro

Thr

val

Ala

385

Arg

130

Gln
Lys
Asn
Ile
Gln
210
Trp
ser
Ser
Pro
Pro
290
Thr
ASh
Arg
val
ser
370

Lys

ASp

Leu

Ile

Trp

Asp

val

Ser

val

ser

Cys

275

Pro

cys

Trp

Glu

Leu

355

Asn

Gly

Glu

val

ser

val

180

Pro

Thr

Ser

Gly

Asp

Pro

Lys

val

Tyr

Glu

340

His

Lys

GlIn

Leu

Gln

Cys

165

Arg

Tyr

Ile

Leu

Pro

245

Gln

Ala

Pro

val

val
325

Gln

GIn

Ala

Pro

Thr

ser

150

LYS

Gln

TYr

Ser

Lys

Met

Glu

Pro

Lys

val

310

AsSp

Tyr

Asp

Leu

Arg

390

Lys

SEQUENCE_LISTING (EMER 017 01 sG)

135

Gly Ala Glu val

Gly

Met

Gly

Ala

215

Ala

Asp

Pro

Glu

ASp

295

Asp

Gly

Asn

Trp

Pro

375

Glu

Asn

ser

Pro

Gly

ASp

Ser

TYr

Lys

Leu

280

Thr

val

val

Ser

Leu

360

Ala

Pro

Gln

Gly

Lys

ASD

Trp

ser

265

Leu

Leu

sSer

Glu

Thr

345

Asn

Pro

GlIn

TYr

170

Lys

Thr

sSer

Thr

Gly

Ser

Gly

Met

His

val

330

TYr

Gly

Ile

val

140

Lys Lys Pro Gly Glu

155

Ser

Gly

Tyr

Ile

Ala

235

Arg

ASp

Gly

Ile

Glu

315

His

Arg

Lys

Glu

Tyr
395

Phe

Leu

Asn

Ser

220

Met

Gly

Lys

Pro

Ser

300

Asp

Asn

val

Glu

val Ser Leu Thr

Page 6

Thr

Glu

205

Thr

Tyr

Thr

Thr

Ser

285

Arg

Pro

Ala

val

Tyr

365

Thr

Gly

Lys

Ala

TYr

Leu

His

270

val

Thr

Glu

Lys

Ser

350

Lys

Ile

Tyr

175

Met

Phe

Tyr

Cys

val

255

Thr

Phe

Pro

val

Thr

335

val

Cys

ser

Ser

160

Asn

Gly

Lys

Leu

Ala

240

Thr

Ser

Leu

Glu

Leu

Lys

Lys

Leu Pro Pro Ser

cys

Leu

val

400

Lys



Gly Phe Tyr

Glu Asn

435

Pro

Phe Phe

450

Ser

GIn
465

Gly Asn

His Tyr Thr

<210> 7

<211> 1482
<212> DNA
<213>

<220>
<223>

<400> 7
atggaagccc

gaaattgtgt
ctctectgec
ggccaggctce
aggttcagtg
gaagattttg
gggaccaagg

gggagctctg
ctgaagattt

cgccagatgce
actacctaca
accgectacc
cgctcagtcg
caggagccca
ctgggtggac
cggacccctg
ttcaactggt

cagtacaaca

405

Pro Ser

420

Asn Tyr

Leu

Tyr

val Phe

Asp

Lys

ser

Ser

SEQUENCE_LISTING (EMER 017 01 sG

440

455

470

GIn Lys

485

cagctcagct
tgacacagtc
gaacaagtga
ctaggctcct
gcagtggatc
cagtttatta
tggaaatcaa
aggtgcagcet
cctgtaaggg
ccgggaaagg
accggaagtt
tgcaatggag
gccctatgga
aatcttctga
cgtcagtctt
aggtcacatg
acgtggacgg
gcacgtaccg

ser

Artificial sequence

tctcttcctc
tccagccacc
aaatgtttac
catctatttt
cgggacagac
ctgtcaacat
aggtggcggr
ggtgcagtct
atccggttac
cctcgagtog
caagggccag
cagcctgaag
ctactggggc
caaaactcac
cctcttcecc
cgtggtggtg
cgtggaggtg
tgtggtcagc

410

Thr Thr Pro Pro val

Lys Leu Thr val Asp

Cys Ser val Met His

475

Leu Ser Leu Ser Pro

490

CD37 specific binding protein

ctgctactct
ctgtctttgt
agctacttag
gcaaaaacct
Ttcactctca
Cattccgata
ggctcgggeg
ggagcagagg
tcattcactg
atgggcaata
gtcactatct
gcctcggaca
cgcggeacce
acatctccac
ccaaaaccca
gacgtgagcc
cataatgcca

gtcctcaccg

page 7

)
415

Ile Ala X%} Glu Trp Glu Ser Asn Gly GIn

430

Leu Asp Ser Asp Gly

445

Lys Ser
460

Glu Ala

Gly Lys

ggctcccaga
ctccagacga
cctggtacca
tagcagaagg
ccatcagcag
atccgtggac
gtggtggatc
tgaaaaagcc
gctacaatat
ttgatcctta
ccgccgacaa
ccgccatgta
tggtcactgt
cgtgcccagc
aggacaccct
acgaagaccc
agacaaagcc

tcctgcacca

Arg Trp Glin

Leu His Asn

480

taccaccgga
aagagccacc
acagaaacct
aattccagcc
cctagagect
attcggccaa
tggaggaggt
cggagagtct
gaactgggtg
ttatggtggt
gtccatcagce
ttactgtgca
ctcctctgat
acctgaactc
catgatctcc
tgaggtcaag
gcgggaggag
ggactggcty

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

1020
1080



aatggcaagg
accatctcca
cgggatgagc
agcgacatcg
ccteccegtgc
agcaggtggc
cactacacgc
<210> 8

<211> 493
<212> PRT
<213>

<220>
<223>

<400> 8
Met Glu Ala
1

Thr

Asp Thr

Pro
35

Leu Ser

val Tyr Ser

Arg Leu Leu

65

Arg Phe Ser

ser Leu Glu

Pro
115

ASp Asn

Gly Gly

val
145

Leu

Leu Lys Ile

agtacaagtg
aagccaaagqg
tgaccaagaa
ccgtggagtg
tggactccga

dgcagggddaa

agaagagcct

Pro

Gly Glu

20

Gly Glu

Tyr Leu
Ile

Tyr

ser
85

Gly

Pro Glu

100

Trp Thr

Gly

sSer

val G1n

Ala GIn
5

Ile
Arg
Ala
Phe
70
Gly
Asp
Phe

Gly

Ser

SEQUENCE_LISTING (EMER 017 01 SG)

caaggtctcc
gcagccccga
ccaggtcagce
ggagagcaat
cggctccttc
cgtcttctca

ctccctgtct

Artificial sequence

val Leu

Leu Leu Phe

Thr

aacaaagccc
gaaccacagg
ctgacctgec
gggcagccgg
ttcctctaca
tgctccgtga
ccgggtaaat

CD37 specific binding protein

Leu Leu

10

Gln Ser

25

Thr
40

Ala

Trp
55

Tyr
Ala Lys
ser

Gly

Phe Ala

Leu

Gln

Thr

Thr

val

ser Cys

GIn Lys

Ala
75

Leu

Asp Phe

90

Tyr Tyr

105

Gln

Gly
120

Gly

Gly Ala

150

Ser

Lys

Gly Ser

Gly

Ser

Glu

Gly

Thr Lys

Gly Gly

val Lys

155

Tyr Ser

170

Page 8

tcccageecce
tgtacaccct
tggtcaaagg
dgaacaacta
gcaagctcac
tgcatgaggc
ga

Leu Leu Trp

Thr
30

Pro Ala

Thr
45

Arg Ser

Pro Gln

60

Gly

Glu Gly Ile

Thr Leu Thr

His
110

Cys Gln

Glu Ile

125

val

Gly
140

Gly ser

Lys Pro Gly

Phe Thr Gly

catcgagaaa
gcccccatec
cttctatcca
caagaccacg
cgtggacaag

tctgcacaac

Leu Pro

15

Leu Ser

Glu Asn
Ala

Pro

Ala
80

Pro

Ile
95

sSer

His Ser

Lys Gly

Ser Glu

Glu ser

160

Tyr Asn

175

1140
1200
1260
1320
1380
1440
1482



Met
AsSn
Gly
Gln
225
Arg
val
Pro
Phe
val
305
Phe
Pro
Thr
val
Ala
385
Arg
Gly

Pro

Asn

Ile

GlIn

210

Trp

Ser

ser

Pro

Pro

290

Thr

Asn

Arg

val

Ser

370

Lys

Asp

Phe

Glu

Trp

ASp

val

Ser

val

Ser

Cys

275

Pro

Cys

Trp

Glu

Leu

355

Asn

Gly

Glu

TYr

Asn
435

val

180

Pro

Thr

Ser

Gly

Lys

val

Tyr

Glu

340

His

Lys

GlIn

Leu

Pro

420

Asn

Arg

TYr

Ile

Leu

Pro

245

GlIn

Ala

Pro

val

val

325

GIn

GlIn

Ala

Pro

Thr

405

ser

TYr

G1In

TYr

Ser

Met

Glu

Pro

Lys

val

310

Asp

Tyr

ASD

Leu

Arg

390

Lys

Asp

LYS

SEQUENCE_LISTING (EMER 017 0l sG)

Met Pro ggg Lys Gly Leu Glu Trp Met

Gly
Ala
215
Ala
ASp
Pro
Glu
Asp
ASp
Gly
Asn
Trp
Pro
375
clu
Asn

Ile

Thr

Gly

200

Asp

Ser

Tyr

Lys

Leu

280

Thr

val

val

ser

Leu

360

Ala

Pro

GlIn

Ala

Thr
440

Thr

Lys

Asp

Trp

Ser

265

Leu

Leu

ser

Glu

Thr

345

Asn

Pro

Gln

val

val

425

Pro

Thr

Ser

Thr

Gly

Ser

Gly

Met

His

val

330

TYr

Gly

Ile

val

Ser

410

Glu

Pro

Page 9

Tyr

Ile

Ala

235

Arg

ASp

Gly

Ile

Glu

315

His

Arg

Lys

Glu

Tyr

395

Leu

Trp

val

Asn

Ser

220

Met

Gly

Lys

Pro

sSer

300

AsSp

Asn

val

Glu

Thr

Glu

Leu

Arg

205

Thr

Tyr

Thr

Thr

Ser

285

Arg

Pro

Ala

val

Leu

Cys

Ser

190

Lys

Ala

TYr

Leu

His

270

val

Thr

Glu

Lys

Ser

350

Lys

Ile

Pro

Leu

Asn

430

Ser

Phe

Tyr

Cys

val

255

Thr

Phe

Pro

val

Thr

335

val

Cys

Ser

Pro

val

415

Gly

Asp

Gly

Lys

Leu

Ala

240

Thr

ser

Leu

Glu

Lys

Lys

Leu

Lys

Lys

Ser

400

Lys

Gln

Gly



Ser Phe Phe Leu Tyr Ser Lys

450

GIn Gly Asn val pPhe Ser Cys Ser val Met His

465

SEQUENCE_LISTING (EMER 017 01 SG)

455

470

475

His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro

<210> 9
<211>
<212>
<213>

<220>
<223>

DNA

<400> 9

1482

4385

Artificial sequence

atggaagccc cagctcagct tctcttcectce

gaaattgtgt
ctctcctgec
ggccaggctce
aggttcagtg
gaagattttg
gggaccaagg
gggaccggtg
ctgaagattt
cgccagatgc
actacctaca
accgcctacc
cgctcagtcyg
caggagccca
ctgggtggac
cggacccctg
ttcaactggt
cagtacaaca
aatggcaagqg
accatctcca
cgggatgagc
agcgacatcg

ccteccegtgce

tgacacagtc
gaacaagtga
ctaggctcct
gcagtggatc
cagtttatta
tggaaatcaa
aggtgcagct
cctgtaaggg
c€cgggaaagg
accggaagtt
tgcaatggag
gccctatgga
aatcttctga
cgtcagtctt
aggtcacatg
acgtggacgg
gcacgtaccg
agtacaagtg
aagccaaagg
tgaccaagaa
ccgtggagtg
tggactccga

tccagccacc
aaatgtttac
catctatttt
cgggacagac
ctgtcaacat
aggtggcggt
ggtgcagtct
atccggttac
cctcgagtagg
caagggccag
cagcctgaag
ctactggggc
caaaactcac
cctctteccec
cgtggtggtg
cgtggaggtg
tgtggtcagec
caaggtctcc
gcagcccecga
ccaggtcagc
ggagagcaat

cggctccttc

490

cp37 specific binding protein

ctgctactct
ctgtctttgt
agctacttag
gcaaaaacct
ttcactctca
cattccgata
ggctcgggcg
ggagcagagt
tcattcactg
atgggcaata
gtcactatct
gcecteggaca
cgcggcaccc
acatctccac
ccaaaaccca
gacgtgagcc
cataatgcca
gtcctcaccg
aacaaagccc
gaaccacagg
ctgacctgcc
gggcagccgg

ttcctctaca

Leu Thr val Asp L%g Ser Arg Trp GIn
' 4

Glu Ala Leu His Asn

Gly Lys

ggctcccaga
ctccaggcga
cctggtacca
tagcagaagg
ccatcagcag
atccgtggac
gtggtggatc
cgaaaaagcc
gctacaatat
ttgatcctta
ccgccgacaa
ccgccatgta
tggtcactgt
cgtgcccagce
aggacaccct
acgaagaccc
agacaaagcc
tcctgcacca
tcccageccce
tgtacaccct
tggtcaaagqg
agaacaacta

gcaagctcac

Page 10

480

taccaccgga
aagagccacc
acagaaacct
aattccagcc
cctagagcct
attcggccaa
tggaggaggt
cggagagtct
gaactgggtg
ttatggtggt
gtccatcagce
ttactgtgca
ctcctctgat
acctgaactc
catgatctcc
tgaggtcaag
gcgggaggag
ggactggctg
catcgagaaa
gcccceatcec
cttctatcca
caagaccacyg

cgtggacaag

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

1020
1080
1140
1200
1260
1320
1380



SEQUENCE_LISTING (EMER 017 01 sG)
agcaggtggc agcaggggaa cgtcttctca tgctccgtga tgcatgaggce tctgcacaac 1440

cactacacgc agaagagcct ctccctgtct ccgggtaaat ga 1482
<210> 10

<211> 493

<212> PRT .

<213> Artificial sequence

<220>

<223> (D37 specific binding protein

<400> 10

Met Glu Ala Pro Ala Gln Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro

1 5 10 15

Asp Thr Thr Gly Glu Ile val Leu Thr Gln Ser Pro Ala Thr Leu Ser
20 25 30

Leu Ser Pgo Gly Glu Arg Ala Tgr Leu Ser Cys Arg zgr Ser Glu Asn
3 4

val Tyr Ser Tyr Leu Ala Trp Tyr Gln GIn Lys Pro Gly Gln Ala Pro
50 55 60

Arg Leu Leu Ile Tyr Phe Ala Lys Thr Leu Ala Glu Gly Tle Pro Ala
65 70 75 80

Arg Phe Ser Gly ggr Gly ser Gly Thr Asp Phe Thr Leu Thr 51& ser
90 5

Ser Leu Glu Pro Glu Asp Phe Ala val Tyr Tyr Cys Gln His His Ser
100 105 110

Asp Asn Pro Trp Thr Phe Gly Gln Gly Thr Lys val Glu Ile Lys Gly
115 120 125

Gly Gly Gly Ser Gly Gly Gly Gly ser Gly Gly Gly Gly Thr Gly Glu
130 135 140

val GlIn Leu val Gln Ser Gly Ala Glu Ser Lys Lys Pro Gly Glu Ser
145 150 155 160

Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr Gly Tyr Asn
165 170 7 175

Met Asn Trp val Arg GIn Met Pro Gly Lys Gly Leu Glu Trp Met Gly
180 185 190

Asn Ile Asp Pro Tyr Tyr Gly Gly Thr Thr Tyr Asn Arg Lys Phe Lys
200

Gly GIn val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr Ala Tyr Leu
Page 11



GlIn

225

Arg

val

Pro

Phe

val

305

Phe

Pro

Thr

val

Ala

385

Arg

Gly

Pro

ser

GIn

465

His

210

Trp

Ser

Ser

Pro

Pro

290

Thr

Asn

Arg

val

Ser

370

LysS

AsSp

Phe

Glu

Phe

450

Gly

Tyr

Ser

val

Ser

Cys

275

Pro

Cys

Trp

Glu

Leu

355

Asn

Gly

Glu

TYr

Asn

435

Phe

Asn

Thr

Ser

Gly

Asp

260

Pro

LYS

val

Tyr

Glu

340

His

LYS

Gln

Leu

Pro

420

Asn

Leu

val

GlIn

Leu

Pro

245

Gln

Ala

Pro

val

val

325

Gln

GIn

Ala

Pro

Thr

405

Ser

Tyr

TYr

Phe

LysS

SEQUENCE_LISTING (EMER 017 01 SG)

215

Lys Ala Ser Asp Thr

230

Met

Giu

Pro

Lys

val

310

Asp

Tyr

ASp

Leu

390

Lys

ASp

Lys

Ser

ser

470

ser

Asp

Pro

Glu

ASp

295

ASp

Gly

ASn

Trp

Pro

375

Glu

Asn

Ile

Thr

Cys

Leu

TYr

Lys

Leu

280

Thr

val

val

Ser

Leu

360

Ala

Pro

GlIn

Ala

Thr

440

Leu

ser

Ser

Trp

ser

265

Leu

Leu

Ser

Glu

Thr

345

Asn

Pro

GlIn

val

val

425

Pro

Thr

val

Gly
250
Ser
Gly
Met
His
val
330
TYr
Gly
Ile
val
Ser
410
Glu
Pro

val

Met

220

Ala Met Tyr Tyr Cys

235

Arg
Asp
Gly
Ile
Glu
315
His
Arg
Lys
Glu
Tyr
395
Leu
Trp
val

Asp

His
475

Gly

Lys

Pro

ser

300

Asp

Asn

val

Glu

Lys

380

Thr

Thr

Glu

Leu

Leu Ser Pro Gly
Page 12

Thr

Thr

Ser

285

Arg

Pro

Ala

val

Tyr

365

Thr

Leu

Cys

ser

Ala

Lys

Leu val
255

His Thr
270

val Phe

Thr Pro

Glu val

Lys Thr

335

ser val
350

Lys Cys

Ile ser

Pro Pro

Leu val

415

Asn Gly
430
ser Asp

Arg Trp

Leu His

Ala

240

Thr

Ser

Leu

Glu

Lys

Lys

Leu

LysS

Lys

sSer

400

LyS

Gly

Gln

Asn
480



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

<220>
<223>

<400> 11
atggaagccc

11

DNA

gaaattgtgt
ctctcctgec
ggccaggctc
aggttcagtg
gaagattttg
gggaccaagg
gggaccggtg
ctgaagattt
cgccagatgce
actacctaca
accgcctacc
cgctcagtcg
caggagccca
ctgggtggac
cggacccctg
ttcaactggt
cagtacaaca
aatggcaagg
accatctcca
cgggatgagc
agcgacatcg
cctecccgtge
agcaggtggce
cactacacgc
12

493
PRT

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

1482

485

cagctcaget
tgacacagtc
gaacaagtca
ctaggctcct
gcagtggatc
cagtttatta
tggaaatcaa
aggtgcagct
cctgtaaggg
ccgggaaagg
accggaagtt
tgcaatggag
gccctatgga
aatcttctga
cgtcagtctt
aggtcacatg
acgtggacgg
gcacgtaccg
agtacaagtg
aagccaaagg
tgaccaagaa
ccgtggagtyg
tggactccga

agcaggggaa
agaagagcct

SEQUENCE_LISI;SG {(EMER 017 01 sG)

Artiticial sequence

tctcttecte
tccagccacc
aaatgtttac
catctatttt
cgggacagac
ctgtcaacat
aggtggcggt
ggtgcagtct
atccggttac
cctcgagtgg
caagggcecag
cagcctgaag
cfactggggc
caaaactcac
cctettecec
cgtggtggtg
cgtggaggtg
tgtggtcagc
caaggtctcce
gcagccccga
ccaggtcage
ggagagcaat
cggctecttc
cgtcttctea

ctccctgtet

Artificial sequence

CD37 specific binding protein

ctgctactct
ctgtctttgt
agctacttag
gcaaaaacct
ttcactctca
cattccgata
ggctcgggcg
ggagcagagg
tcattcactg
atgggcaata
gtcactatct
gcecteggaca
cgcggeaccec
acatctccac
ccaaaaccca
gacgtgagcc
cataatgcca
gtcctcaccg
aacaaagccc
gaaccacagg
ctgacctgee
gggcagccgg
ttcctctaca
tgctccgtga
ccgggtaaat

ggctcccaga
ctccaggega
cctggtacca
tagcagaagg
ccatcagcag
atccgtggac
gtggtggatc
tgaaaaagcc
gctacaatat
ttgatecctta
ccgccgacaa
ccgccatgta
tggtcactgt
cgtgcccagce
aggacaccct
acgaagaccc
agacaaagcc
tcctgeacea
fcccagcccc
tgtacaccct
tggtcaaagg
agaacaacta
gcaagctcac
tgcatgaggc
ga

Page 13

taccaccgga
daagagccacc
acagaaacct
aattccagcec
cctagagcct
attcggccaa
tggaggaggt
cggagagtct
gaactgggtg
ttatggtggt
gtccatcagc
ttactgtgca
ctcctctgat
acctgaactc
catgatctec
tgaggtcaag
gcgggaggag
ggactggctg
catcgagaaa
gcccccatec

cttctatcca

caagaccacg

cgtggacaag

tctgcacaac

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

1020
1080
1140
1200
1260
1320
1380
1440
1482



<220>
<223>

<400>

cD37
12

Met Glu Ala
1

Asp

Leu

val

Arg

65

Arg

Ser

Asp

Gly

val

145

Leu

Met

Asn

Gly

Gln

225

Arg

Thr

Ser

TYr

50

Leu

Phe

Leu

Asn

Gly

Gln

Lys

Asn

Ile

G1In

210

Trp

Ser

Thr

Pro

35

Ser

Leu

Ser

Glu

Pro

115

Gly

Leu

Ile

Trp

Asp

val

sSer

val

SEQUENCE_LISTING (EMER {17 0l SG)

specific binding protein

Pro Ala GIn Leu Leu Phe Leu

Gly

20

Gly

Tyr

Ile

Gly

Pro

100

Trp

Ser

val

Ser

val

180

Pro

Thr

ser

Gly

5

Glu

Glu

Leu

Tyr

Ser

85

Glu

Thr

Gly

Gln

Cys

Arg

TYr

Ile

Leu

Pro
245

Ile

Arg

Ala

Phe

70

Gly

Asp

Phe

Gly

Ser

150

Lys

Gln

Tyr

Ser

Lys

Met

val

Ala

Trp

55

Ala

Ser

Phe

Gly

Gly

Gly

Gly

Met

Gly

Ala

215

Ala

Asp

Leu

Thr

40

Tyr

Lys

Gly

Ala

Gln

120

Gly

Ala

Ser

Pro

Gly

AsSp

Ser

Tyr

Thr

25

Leu

Gln

Thr

Thr

val

105

Gly

ser

Glu

Gly

Lys

Asp

Trp

Gln

Ser

Gln

Leu

ASp

90

Tyr

Thr

Gly

val

TYr

170

Lys

Thr

Ser

Thr

Gly
250

Leu Leu

Ser Pro

Cys Arg

Lys Pro

60

Ala Glu
75

Phe Thr

Tyr Cys

Lys val

Gly Gly

140

Lys Lys

ser Phe

Gly Leu

Tyr Asn

Ile Ser

220

Ala Met
235

Arg Gly

Page 14

Leu

Ala

Thr

45

Gly

Gly

Leu

GIn

Glu

125

Gly

Pro

Thr

Glu

Arg

205

Thr

TYr

Thr

Trp

Thr

30

ser

Gln

Ile

Thr

His

110

ITe

Thr

Gly

Gly

Trp

Lys

Ala

Tyr

Leu

Leu

15

Leu

Gln

Ala

Pro

Ile

95

His

Lys

Gly

Glu

Tyr

175

Met

Phe

TYr

Cys

val
255

Pro

Ser

Asn

Pro

Ala

80

Ser

Ser

Gly

Ser

160

Asn

Gly

Lys

Leu

Ala

240

Thr



val

Pro

Phe

val

305

Phe

Pro

Thr

val

Ala

385

Arg

Gly

Pro

Ser

GlIn

465

His

Ser

Pro

Pro

290

Thr

Asn

Arg

val

ser

370

Lys

ASp

Phe

Glu

Phe

450

Gly

Tyr

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

<220>
<223>

Ser Asp
260

Cys Pro
275

Pro Lys

Cys val

Trp Tyr

Glu Glu
340

Leu His
355

Asn Lys

Gly Gln

Glu Leu

Tyr Pro

420

Asn Asn
435

Phe Leu

Asn val

Thr G1n

13
1482
DNA

Gln

Ala

Pro

val

val

325

Gln

Gln

Ala

Pro

Thr

405

Ser

TYr

Tyr

Phe

LysS

Glu

Pro

Lys

val

310

Asp

Tyr

Asp

Leu

390

Lys

Asp

Lys

Ser

ser

470

Ser

SEQUENCE_LISTING (EMER 017 01 sSG)

Pro Lys ggg Ser Asp Lys Thr His Thr Ser

Glu

295

ASp

Gly

Asn

Trp

Pro

375

Glu

Asn

Ile

Thr

Leu

Artificial sequence

Leu

280

Thr

val

val

ser

Leu

360

Ala

Pro

Gln

Ala

Thr

440

Leu

Ser

ser

Leu

Leu

Ser

Glu

The

345

Asn

Pro

Gln

val

val

425

Pro

Thr

val

Leu

Gly

Met

His

val

330

Tyr

Gly

Ile

val

ser

410

Glu

Pro

val

Met

Ser
490

D37 specific binding protein

Gly

Ile

Glu

315

His

Arg

Lys

Glu

TYr

395

Leu

Trp

val

ASp

His

475

Pro

Pro

Ser

300

Asp

Asn

val

Glu

Lys

380

Thr

Thr

Glu

Leu

Lys

Glu

Gly

Page 15

ser

285

Arg

Pro

Ala

val

Leu

Cys

Ser

Asp

Ser

Ala

Lys

270

val

Thr

Glu

Lys

Ser

350

Lys

Ile

Pro

Leu

Asn

430

ser

Arg

Leu

Phe

Pro

val

Thr

335

val

Cys

ser

Pro

val

415

Gly

Asp

Trp

His

Leu

Glu

LysS

320

Lys

Leu

Lys

Lys

Ser

400

Lys

Gln

Gly

Gln

Asn
480



<400> 13
atggaagccc

gaaattgtgt
ctctcctgec
ggccaggctc
aggttcagtg
gaagattttg
gggaccaagg
gggaccggtg
ctgaagattt
cgccagatgc
actacctaca
accgcctacce
cgctcagtcg
caggagccca
ctgggtggac
cggacccctg
ttcaactggt
cagtacaaca
aatggcaagyg
accatctcca
cgggatgagc
agcgacatcg
cctcccgtge
agcaggtggc
cactacacgc

14
493

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

<220>
<223>

<400> 14

PRT_ L
Artificial sequence

cagctcagct
tgacacagtc
gaacaagtga
ctaggctcct
gcagtggatc
cagtttatta
tggaaatcaa
aggtgcagct
cctgtaaggg
ccgggaaagg
accggaagtt
tgcaatggag
gccctatgga
aatcttctga
cgtcagtctt
aggtcacatg
acgtggacgg
gcacgtaccy
agtacaagtg
aagccaaagy
tgaccaagaa
ccgtggagtg
tggactccga
agcaggggaa

agaagagcct

SEQUENCE_LISTING (EMER 017 01 sSG)

tCctcttcctc
tccagccacc
aagtgtttac
catctatttt
cgggacagac
ctgtcaacat
aggtggcggt
ggtgcagtct
atccggttac
cctcgagtgg
caagggccag
cagcctgaag
ctactggggc
caaaactcac
cctecttecce
cgtggtggtg
cgtggaggtg
tgtggtcagc
caaggtctcc
gcagccccga
ccaggtcagc
ggagagcaat
cggctecttc
cgtcttctca

ctccetgtct

ctgctactct
ctgtctttgt
agctacttag
gcaaaaacct
ttcactctca
cattccgata
ggctcgggcg
ggagcagagg
tcattcactg
atgggcaata
gtcactatct
gccteggaca
cgcggcaccc
acatctccac
ccaaaaccca
gacgtgagcc
cataatgcca
gtcctcaccg
aacaaagccc
gaaccacagg
ctgacctgcc
gggcagcecgg
ttcctctaca
tgctccgtga

ccgggtaaat

CD37 specific binding protein

ggctcccaga
ctccaggega
cctggtacca
tagcagaagg
ccatcagcag
atccgtggac
gtggtggatc
tgaaaaagcc
gctacaatat
ttgatcctta
ccgccgacaa
ccgccatgta
tggtcactgt
cgtgcccage
aggacaccct
acgaagaccc
agacaaagcc
tcctgeacca
tcccageccce
tgtacaccct
tggtcaaagg
agaacaacta
gcaagctcac
tgcatgaggc
ga

taccaccgga
aagagccacc
acagaaacct
aattccagcc
cctagagect
attcggccaa
tggaggaggt
cggagagtct
gaactgggtg
ttatggtggt
gtccatcagc
ttactgtgca
ctcctctgat
acctgaactc
catgatctcc
tgaggtcaag
gcgggaggag
ggactggctg
catcgagaaa
gcccccatec
cttctatcca
caagaccacg
cgtggacaag

tctgcacaac

Met Glu Ala Pro ?1a GIn Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro

10

15

Asp Thr Thr Gly Glu Ile val Leu Thr Gln Ser Pro Ala Thr Leu Ser
Page 16

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

1020
1080
1140
1200
1260
1320
1380
1440
1482



Leu

val

Arg

65

Arg

ser

Asp

Gly

val

145

Leu

Met

Asn

Gly

Gln

225

Arg

val

Pro

Phe

Ser

Tyr

Leu

Phe

Leu

Asn

Gly

Gln

Lys

Asn

Ile

Gln

210

Trp

Ser

Ser

Pro

Pro

Pro
35

Ser
Leu
Ser
Glu
Pro
115

Gly

Leu

Ser

val

sSer

275

Pro

20

Gly

TYr

Ile

Gly

Pro

100

Trp

Ser

val

Ser

val

180

Pro

Thr

Ser

Gly

260

Pro

Lys

Glu

Leu

TYr

ser

85

Glu

Thr

Gly

Gln

Cys

165

Arg

TYr

Ile

Leu

Pro

245

Gln

Ala

Pro

Arg

Ala

Phe

70

Gly

Asp

Phe

Gly

ser

150

Lys

Gln

Tyr

Ser

Lys

230

Met

Glu

Pro

Lys

SEQUENCE_LISTING (EMER 017 01 SG)
30

Ala

Trp

55

Ala

Ser

Phe

Gly

Gly

Gly

Met

Gly

Ala

215

Ala

Asp

Pro

Glu

Asp

25

Thr Leu Ser Cys Arg

40

Tyr

Lys

Gly

Ala

Gln

120

Gly

Ala

Ser

Pro

Gly

Asp

sSer

Tyr

Lys

Leu

280

Thr

Gln

Thr

Thr

val

105

Gly

Ser

Glu

Gly

Gly

Thr

Lys

ASp

Trp

Ser

265

Leu

Gln

Leu

Asp

90

Tyr

Thr

Gly

val

Tyr

170

Lys

Thr

Ser

Thr

Gly

Ser

Gly

Lys

Ala

75

Phe

Tyr

Lys

Gly

Lys

155

Ser

Gly

Tyr

Ile

Ala

235

Arg

Asp

Gly

Pro

60

Glu

Thr

Cys

val

Gly

Lys

Phe

Leu

Asn

Ser

220

Met

Gly

Lys

Pro

Leu Met Ile Ser
Page 17

Thr ser Glu

45

Gly

Gly

Leu

Gln

Glu

125

Gly

Pro

Thr

Glu

205

Thr

Tyr

Thr

Thr

sSer

285

Arg

GlIn

Ile

Thr

His

110

ITe

Thr

Gly

Gly

Trp

Lys

Ala

Tyr

Leu

His

270

val

Thr

Ala

Pro

Ile

95

His

Lys

Gly

Glu

Tyr

175

Met

Phe

Tyr

Cys

val

255

Thr

Phe

Pro

Ser

Pro

Ala

80

ser

Ser

Gly

Glu

ser

160

Asn

Gly

Lys

Leu

Ala

240

Thr

ser

Leu



val

305

Phe

Pro

Thr

val

Ala

385

Arg

Gly

Pro

Ser

GIn

465

His

290

Thr

Asn

Arg

val

Ser

370

Lys

AsSp

Phe

Glu

Phe

450

Gly

Tyr

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

<220>
<223>

<400>

atggaagccc cagctcaget tctcttectc ctgctactct ggetcccaga taccaccgga
gaaattgtgt tgacacagtc tccagccacc ctgtctttgt ctecaggcga aagagccace
ctctcctgcc gagcaagtga aaatgtttac agctacttag cctggtacca acagaaacct

ggccaggctc ctaggctcct catctatttt gcaaaaacct tagcagaagg aattccagec

Cys val

Trp Tyr

Glu Glu
340

Leu His
355

Asn Lys

Gly GlIn

Glu Leu

Tyr Pro

420

Asn Asn
435

Phe Leu

Asn val

Thr GIn

15
1482
DNA

val

val

325

Gln

Gln

Ala

Pro

Thr

405

Ser

Tyr

TYr

Phe

Lys

vai

310

Asp

Tyr

Asp

Leu

Lys

Asp

Lys

Ser

Ser

470

ser

295

Asp

Gly

Asn

Trp

Pro

375

Glu

Asn

Ile

Thr

cys

Leu

Artificial sequence

val

val

ser

Leu

360

Ala

Pro

Gln

Ala

Thr

4490

Leu

Ser

Ser

Ser

Glu

Thr

345

Asn

Pro

Gln

val

val

425

Pro

Thr

val

Leu

His

val

330

Tyr

Gly

Ile

val

Ser

410

Glu

Pro

val

Met

ser
490

CD37 specific binding protein

15

SEQUENCE_LISTING (EM530017 01 sG)

Glu Asp Pro Glu val

315

His

Arg

Lys

Glu

Trp

val

Asp

His

475

Pro

Asn

val

Glu

Lys

Thr

Thr

Glu

Leu

Lys

Glu

Gly

Page 18

Ala

val

Tyr

365

Thr

Leu

Cys

ser

Asp

Ser

Ala

Lys

Lys

Ser

350

Lys

Ile

Pro

Leu

Asn

430

Ser

Arg

Leu

Thr

335

val

Cys

Ser

Pro

val

415

Gly

ASp

Trp

His

Lys

LysS

Leu

Lys

Lys

Ser

400

Lys

Gln

Gly

GIn

Asn
480

60
120
180
240



aggttcagtg
gaagattttg
gggaccaagg
gggaccggtg
ctgaagattt
cgccagatge
actacctaca
accgectacc
cgctcagtcg
caggagccca
ctgggtggac
cggacccctg
ttcaactggt
cagtacaaca
aatggcaagg
accatctcca
cgggatgagc
agcgacatcg
cctccecgtge
agcaggtggc
cactacacgc
<210>
<211>
<212>
<213>

<220>
<223>

<400>

16
493

16

PRT
Artificial sequence

gcagtggatc
cagtttatta
tggaaatcaa
aggtgcagct
cctgtaaggg
ccgggaaagg
accggaagtt
tgcaatggag
gccctatgga
aatcttctga
cgtcagtctt
aggtcacatg
acgtggacgg
gcacgtaccg
agtacaagtg
aagccaaagg
tgaccaagaa
ccgtggagtg
tggactccga

dgcaggggaa

agaagagcct

SEQUENCE_LISTING {EMER 017 01 sG)

cgggacagac
ctgtcaacat
aggtggcggt
ggtgcagtct
atccggttac
cctcgagtgg
caagggccag
cagcctgaag
ctactggggc
caaaactcac
cctctteccc
cgtggtggtg
cgtggaggtg
tgtggtcagc
caaggtctcc
gcagccccga
ccaggtcagc
agagagcaat
cggctecttce
cgtcttctca

ctcecctgtet

ttcactcteca
cattccgata
ggctcgggcg
ggagcagagg
tcattcactg
atggogcaata
gtcactatct
gcctcggaca
cgcggcaccce
acatctccac
ccaaaaccca
gacgtgagec
cataatgcca
gtcctcaccg
aacaaagccc
gaaccacagg
ctgacctgec
gggcagccag
ttcctctaca
tgctccgtyga
ccgggtaaat

(D37 specific binding protein

Met Glu Ala Pro Ala Gln Leu Leu Phe Leu Leu

1

5

10

Asp Thr Thr ggy Glu ITe val Leu Thr GIn Ser

25

Leu Ser gro Gly Glu Arg Ala Thr Leu Ser Cys
5

40

val E%r Ser Tyr Leu Ala ggp Tyr Gln GIn Lys

ccatcagcag
atccgtggac
gtggtggatc
tgaaaaagcc
gctacaatat
ttgatcctta
ccgccgacaa
ccgccatgta
tggtcactgt
cgtgcccagce
aggacaccct
acgaagaccc
agacaaagcc
tcctgcacca
tcccageccec
tgtacaccct
tggtcaaagg
agaacaacta
gcaagctcac
tgcatgaggc
ga

cctagagcct
attcggccaa
tggaggaggt
cggagagtct
gaactgggtg
ttatggtggt
gtccatcagce
ttactgtgca
ctcctctgat
acctgaactc
catgatctcc
tgaggtcaag
gcgggaggag
ggactggctg
catcgagaaa
écccccatcc
cttctatcca
caagaccacg
cgtggacaag

tctgcacaac

Leu Leu Trp Leu Pro

15

Pro Ala Thr Leu Ser

Arg Ala Ser Glu Asn
45

Pro Gly G1ln Ala Pro
60

Page 19

300
360
420
480
540
600
660
720
780
340
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1482



Arg

65

Arg

Ser

Asp

val

145

Leu

Met

Asn

GIn

225

Arg

val

Pro

Phe

val

305

Phe

Leu

Phe

Leu

Asn

Lys

Asn

Ile

Gln

210

Trp

ser

Ser

Pro

Pro

290

Thr

Asn

Leu

Ser

Glu

Pro

115

Gly

Leu

Ile

Trp

Asp

val

Ser

val

sSer

Cys

275

Pro

cys

Trp

Ile

Gly

Pro

100

Trp

ser

val

Ser

val

180

Pro

Thr

Ser

Gly

ASp

260

Pro

Lys

val

Tyr

TYr

Ser

85

Glu

Thr

Gly

GlIn

165

Arg

Tyr

Ile

Leu

Pro

245

GIn

Ala

Pro

val

val
325

Phe

70

Gly

Asp

Phe

Gly

Ser

150

Lys

Gln

Tyr

sSer

Lys

Met

Glu

Pro

Lys

val

310

Asp

SEQUENCE_LISTING (EMER 017 01 sG)

Ala Lys Thr Leu Ala Glu Gly Ile Pro

Ser

Phe

Gly

Gly

Gly

Gly

Met

Gly

Ala

215

Ala

Asp

Pro

Glu

Asp

295

Asp

Gly

Gly Thr Asp

Ala

Gln

120

Gly

Ala

Ser

Pro

Gly

Asp

Ser

Tyr

Lys

Leu

280

Thr

val

val

val

105

Gly

Ser

Glu

Gly

Gly

Thr

Lys

Asp

Trp

Ser

265

Leu

Leu

Ser

Glu

90

Tyr

Thr

Gly

val

Tyr

170

Lys

Thr

Ser

Thr

Gly

Ser

Gly

Met

His

val
330

75

Phe

TYr

Lys

Gly

Gly

Tyr

Ile

Ala

Arg

Asp

Gly

Ile

Glu

315

His

Thr

Cys

val

Gly

Lys

Phe

Leu

Asn

Ser

220

Met

Gly

Lys

Pro

Ser

300

Asp

Asn

Page 20

Leu

GIn

Glu

125

Gly

Pro

Thr

Glu

Arg

205

Thr

Tyr

Thr

Thr

ser

285

Arg

Pro

Ala

Thr

His

110

Ile

Thr

Gly

Gly

Trp

Lys

Ala

Tyr

Leu

His

270

val

Thr

Glu

Lys

Ile

95

His

Lys

Gly

Glu

Tyr

175

Met

Phe

Tyr

Cys

val

255

Thr

Phe

Pro

val

Thr
335

Ala

80

Ser

ser

Gly

Glu

Ser

160

Asn

Gly

Lys

Leu

Ala

240

Thr

sSer

Leu

Glu

Lys

Lys



SEQUENCE_LISTING (EMER 017 01 sG)

Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg val val Ser val Leu
340 345 350
Thr val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys
355 360 365
val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys
370 375 380
Ala Lys Gly GIn Pro Arg Glu Pro G1n val Tyr Thr Leu Pro Pro Ser
385 390 395 400
Arg Asp Glu Leu Thr Lys Asn GIn val Ser Leu Thr Cys Leu val Lys
405 410 415
Gly Phe Tyr Pro Ser Asp Ile Ala val Glu Trp Glu Ser Asn Gly Gln
420 425 430
Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro val Leu Asp Ser Asp Gly
435 440 445
Ser pPhe Phe Leu Tyr Ser Lys Leu Thr val Asp Lys Ser Arg Trp Gln
450 455 460
GIn Gly Asn val Phe Ser Cys Ser val Met His Glu Ala Leu His Asn
465 470 475 480
His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys
485 490
<210> 17
<211> 1479
<212> DNA
<213> Artificial sequence
<220> . .
<223> D37 specific binding protein
<400> 17
atggaagcac cagcgcagct tctcttcctc ctgctactct ggctcccaga taccaccggt
gacatccaga tgactcagtc tccagectcc ctatctgcat ctgtgggaga gactgtcacc
atcacatgtc gaacaagtga aaatgtttac agttatttgg cttggtatca gcagaaacag
ggaaaatctc ctcagctcct ggtctctttt gcaaaaacct tagcagaagg tgtgccatca
aggttcagtg gcagtggatc aggcacacag ttttctctga agatcagcag cctgcagect
gaagattctg gaagttattt ctgtcaacat cattccgata atccgtggac gttcggtgga
ggcaccgaac tggagatcaa aggtggcggt ggctcgggcg gtggtgggtc gggtggcgac
ggagctagcg aggtgcagct ggtgcagtct ggagcagagg tgaaaaagcc cggagagtct
ctgaggattt cctgtaaggg atccggttac tcattcactg gctacaatat gaactgggtg

Page 21

60
120
180
240
300
360
420
480
540



cgccagatgce
actacctaca
accgcctacc
cgctcagtcg
gagcccaaat
ggtggaccgt
acccctgagg
aactggtacg
tacaacagca
ggcaaggagt
atctccaaag
gatgagctga
gacatcgccg
cccgtgetgg
aggtggcagc
tacacgcaga
18

492
PRT

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

<220>
<223>
<400> 18

Met Glu Ala
1

Asp Thr Thr

val
35

Ala ser

val Tyr Ser

50

G1In
65

Leu Leu

Phe

Arg

ser Leu

Ser

Gln

ccgggaaagg
accggaagtt

tgcaatggag
gccctatgga
cttctgacaa
cagtcttect
tcacatgegt
tggacggcgt
cgtaccgtgt
acaagtgcaa
ccaaagggca
ccaagaacca
tggagtggga
actccgacgg

aggggaacgt

agagcctctc

Pro

Gly Il

20

Asp

Glu Th

Tyr Leu Al

Ph
70

val ser

Ser G1

85

Gly

Pro Glu As

SEQUENCE_LISTING (EMER 017 01 SG)

cctggagtgg
caagggccag
cagcctgaag
ctactggggc
aactcacaca
cttcccccca
ggtggtggac
ggaggtgcat
ggtcagcgtc
ggtctccaac
gccccgagaa
ggtcagcctg
gagcaatggg
ctccttcttc
cttctcatge

cctgtctecg

Artificial sequence

Ala GIn Leu Leu Phe Leu
5

e GIn Met

Thr
40

r val

a Trp Tyr

55

e Ala Lys

y ser Gly

p Ser Gly

atgggcaata
gtcactatct
gccteggaca
cgcggceaccc
tctccacegt
aaacccaagg
gtgagccacg
aatgccaaga
ctcaccgtcc
aaagccctec
ccacaggtgt
acctgcctgg
cagccggaga
ctctacagca
tccgtgatge
ggtaaatga

CD37 specific binding protein

Leu
10

Thr Gln

25

ser

Ile Thr Cys

Gln GIn Lys

Ala
75

Thr Leu

GIn Phe

90

Thr

ser Tyr Phe

ttgatcctta
ccgccgacaa
ccgccatgta
tggtcactgt
gcccagcacc
acaccctcat
aagaccctga
caaagccgceg
tgcaccagga
cagcccccat
acaccctgcec
tcaaaggcett
acaactacaa
agctcaccgt

atgaggctct

Leu Leu

Pro Ala

30

Thr
45

Arg

Gln
60

Gly
Glu Gly
Leu

ser

Cys G1n

Page 22

Trp

Ser

Ser

LyS

val

Lys

His

ttatggtggt
gtccatcagce
ttactgtgca
ctcctegage
tgaactcctg
gatctcccgg

ggtcaagttc

ggaggagcag

ctggctgaat

cgagaaaacc
cccatccegg
ctatccaagc
gaccacgcct
ggacaagagc

gcacaaccac

Leu Pro

15

Leu Sser

GIu Asn
Pro

sSer

ser
80

Pro

Ile
a5

Ser

His ser

600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1479



Asp

Gly

val

145

Leu

Met

Asn

Gly

Gln

225

Arg

val

Pro

Pro

Thr

305

Asn

Arg

val

Ser

Asn

Arg

Asn

Ile

Gln

210

Trp

Ser

Ser

Cys

Pro

290

Cys

Trp

Glu

Leu

Asn

Pro
115
Gly
Leu

Ile

Trp

Ser

val

Ser

Pro

275

Lys

val

Tyr

Glu

His

355

Lys

100

Trp

Ser

val

Ser

val

180

Pro

Thr

Ser

Gly

Ser

260

Ala

Pro

val

val

GlIn

340

GlIn

Ala

Thr

Gly

Gln

Cys

165

Arg

TYr

Ile

Leu

Pro

245

Glu

Pro

Lys

val

ASp

325

Tyr

Asp

Leu

Phe

Gly

Ser

150

Lys

GlIn

TYr

Ser

Pro

Glu

ASp

Asp

310

Gly

ASn

Trp

Pro

SEQUENCE_LISTING (EMER 017 01 sG)

105

Gly Gly Gly
120

Gly

135

Gly

Gly

Met

Gly

Ala

215

Ala

Asp

Lys

Leu

Thr

295

val

val

Ser

Leu

Ala

Gly

Ala

Ser

Pro

Gly

200

Asp

Ser

Tyr

ser

Leu

280

Leu

Ser

Glu

Thr

Asn

360

Pro

Ser

Glu

Gly

Lys

ASp

Trp

Ser

265

Gly

Met

His

val

TYr

345

Gly

Ile

Thr

Gly

val

Tyr

170

Lys

Thr

Ser

Thr

Gly

Asp

Gly

Ile

Glu

His

330

Arg

Lys

Glu

Gly

Gly

Tyr

Ile

Ala

Arg

Lys

Pro

Saer

315

Asn

val

Glu

Leu
Gly
1

Lys
Phe
Leu
Asn
Ser
220
Met
Gly
Thr
ser
300
Pro
Ala

val

Tyr

Glu Lys Thr
Page 23

110

Glu Ile Lys

125

Gly

Pro

Thr

Glu

Arg

205

Thr

Tyr

Thr

His

val

285

Thr

Glu

Lys

Ser

Lys

365

Ile

Ala
Gly
Gly
Tr

190
Lys
Ala
TYr
Leu
Thr
270
Phe
Pro
val
Thr
val
350

cys

ser

ser

Glu

TYr
175

p Met

Phe

Tyr

Cys

val

255

Sar

Leu

Glu

Lys

Lys

Lys

Gly

Glu

Ser

160

Asn

Gly

Lys

Leu

Ala

240

Thr

Pro

Phe

val

Phe

320

Pro

Thr

val

Ala



Lys

385

Asp

Phe

Glu

Phe

Tyr

370

Gly Gln

Glu Leu

Tyr Pro

Asn Asn

435

Phe
450

Leu
val

Asn

Thr GIn

Pro

Thr

Ser

420

Tyr

Tyr

Phe

Lys

Arg

Lys

405

Asp

Lys

Ser

Ser

Ser

SEQUENCE_LISTING (EMER 017 01 sG)

375

Glu
390

Asn G1n val

ITe Ala val

Thr Thr Pro

440

Leu Thr

Lys
455

Cys Ser val

470

Leu Ser Leu

Ser

Glu

425

Pro

val

Met

Ser

Leu

410

Trp

val

Asp

His

Pro

395

Thr

Glu

Leu

Lys

Glu

475

Gly

380

Cys

ser

Asp

ser

460

Ala

Lys

Pro GIn val Tyr Thr Leu Pro Pro Ser

Leu val Lys
415

Asn Gly Gln

430

Ser Asp Gly
445

Arg Trp Gln

Leu His Asn

Arg

400

Gly

Pro

Ser

Gln

His
480

<210
<211>
<212>
<213>

<220>
<223>

<400> 19
atggaagcac

19
1479
DNA

gaaattgtgt
ctctcctgec
ggccaggetc
aggttcagtg
gaagattttg
gggaccaagg
ggagctagcg
gtgaagattt
aagcagaata
actacctaca
acagcctaca
agatcggtcg

gagcccaaat

485

cagcgcagct
tgacacagtc
gaacaagtga
ctaggctcct
gcagtggatc
cagtttatta
tggaaatcaa
cggtccagct
cctgcaaggc
atggaaagag
accggaagtt
tgcagctcaa
gccctatgga

cttctgacaa

Artificial sequence

tctcttcctc
tccagccace
aaatgtttac
catctatitt
cgggacagac
ctgtcaacat
aggtggcggt
gcagcagtct
ttctggttac
ccttgagtgg
caagggcaag
gagtctgaca
ctactggggt

aactcacaca

490

CD37 specific binding protein

ctgctactct
ctgtctttgt
agctacttag
gcaaaaacct
ttcactctca
cattccgata
ggctcgggcg
ggacctgagt
tcattcactg
attggaaata
gccacattga
tctgaggact
caaggaacct

tctccacegt

ggctcccaga
ctccaggega
cctggtacca
tagcagaagg
ccatcagcag
atccgtggac
gtagtggatc
cggaaaagcc
gctacaatat
ttgatcctta
ctgtagacaa
ctgcagtcta
cagtcaccgt

gcccageacce

Page 24

taccaccggt
aagagccacc
acagaaacct
aattccagcc
cctagagcct
attcggccaa
tggaggaggt
tggcgcttca
gaactgggtg
ttatggtggt
atcctccagc
ttactgtgca
ctcctcgagc

tgaactcctg

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



SEQUENCE_LISTING (EMER 017 Q1 SG)

ggtggaccgt cagtcttcct cttcccccca aaacccaagq
acccctgagg tcacatgcgt ggtggtggac gtgagccacg
aactggtacg tggacggcgt ggaggtgcat aatgccaaga
tacaacagca cgtaccgtgt ggtcagcgtc ctcaccgtece
ggcaaggagt acaagtgcaa ggtctccaac aaagccctcce
atctccaaag ccaaagggca gccccgagaa ccacaggtgt
gatgagctga ccaagaacca ggtcagcctg acctgcctgg
gacatcgccg tggagtggga gagcaatggg cagccggaga
cccgtgetgg actccgacgg ctccttcttc ctctacagea
aggtggcagc aggggaacgt cttctcatgc tccgtgatgce
tacacgcaga agagcctctc cctgtctccg ggtaaatga
<210> 20
<211> 492
<212> PRT
<213> Artificial sequence
<220>
<223> (D37 specific binding protein
<400> 20
Met Glu Ala Pro Ala GIn Leu Leu Phe Leu Leu
1 5 10
Asp Thr Thr Gly Glu ITe val Leu Thr Gln Ser
20 25
Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys
35 40
val Tyr Ser Tyr Leu Ala Trp Tyr GIn GIn Lys
50 55
Arg Leu Leu Ile Tyr Phe Ala Lys Thr Leu Ala
65 70 75
Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe
85 90
ser Leu Glu Pro Glu Asp Phe Ala val Tyr Tyr
100 105
Asp Asn Pro Trp Thr Phe Gly GIn Gly Thr Lys
115 120
Gly Gly Gly ser Gly Gly Ser Gly Ser Gly Gly
130 135

acaccctecat
aagaccctga
caaagccgeg
tgcaccagga
cagcccccat
acaccctgec
tcaaaggctt
acaactacaa
agctcaccgt

atgaggctct

Leu Leu Trp

Thr
30

Pro Ala

Thr
45

Arg ser

Pro Gln

60

Gly

Glu Gly Ile

Thr Leu Thr

His
110

Cys GlIn

Glu
125

val Ile

Gly Gy Ala

Page 25

gatctcccgg
ggtcaagttc
ggaggagcag
ctggctgaat
cgagaaaacc
cccatcccgg
ctatccaagc
gaccacgcect
ggacaagagc

gcacaaccac

Leu
15

Pro
Leu Ser
Glu Asn
Ala

Pro

Ala
80

Pro

ITe
95

ser
His Ser
Gly

Lys

ser Ala

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1479



val

145

val

Met

Asn

Gly

GIn

225

Arg

val

Pro

Pro

Thr

305

AsSn

Arg

val

Ser

Lys

385

ASD

Gln
Lys
Asn
Ile
Lys
210
Leu
Ser
Ser
Cys
Pro
290
Cys
Trp
Glu
Leu
Asn
370

Gly

Glu

Leu

Ile

Trp

ASp

Ala

Lys

val

Ser

Pro

275

Lys

val

Tyr

Glu

His

355

Lys

GIn

Leu

GIn

Ser

val

180

Pro

Thr

Ser

Gly

Ser

260

Ala

Pro

val

val

GIn

340

Gln

Ala

Pro

Thr

Gln

Cys

165

Lys

Tyr

Leu

Leu

Pro

245

Glu

Pro

Lys

val

ASp

TYr

ASp

Leu

Arg

Lys
405

Ser

150

Lys

Gln

Tyr

Thr

Thr

230

Met

Pro

Glu

ASp

Asp

310

Gly

Asn

Trp

Pro

Glu

390

Asn

SEQUENCE_LISTING (EMER 017 01 sG)

Gly Pro Glu Ser Glu Lys Pro Gly Ala

Ala

Asn

Gly

val

215

Ser

Asp

Lys

Leu

Thr

295

val

val

Ser

Leu

Ala

375

Pro

Gln

Ser

Asn

Gly

Asp

Glu

Tyr

ser

Leu

280

Leu

Ser

Glu

Thr

Asn

360

Pro

Gln

val

Gly

Gly

Thr

Lys

Asp

Trp

ser

265

Gly

Met

His

val

Tyr

345

Gly

Ile

val

Ser

155

Tyr ser Phe Thr

170

Lys

Thr

Ser

Ser

Gly

ASp

Gly

Ile

Glu

His

330

Arg

LysS

Glu

Tyr

Leu
410

Ser

Tyr

Ser

Ala

235

Gln

Lys

Pro

Ser

Asp

315

Asn

val

Glu

Lys

Thr

395

Thr

Leu

Asn

Ser

220

val

Gly

Thr

Ser

Arg

300

Pro

Ala

val

TYyr

Thr

380

Leu

Cys

Page 26

Glu

Arg

205

Thr

Tyr

Thr

His

val

285

Thr

Glu

Lys

Ser

Lys

365

Ile

Pro

Leu

Gly

Trp

Lys

Ala

Tyr

Ser

Thr

270

Phe

Pro

val

Thr

val

350

Cys

ser

Pro

val

Tyr

175

Ile

Phe

Tyr

Cys

val

255

Ser

Leu

Glu

Lys

Lys

Leu

Lys

Lys

ser

Ser

160

Asn

Gly

Lys

Met

Ala

240

Thr

Fro

Phe

val

Phe

320

Pro

Thr

val

Ala

Arg

Gly



Phe Tyr Pro Ser

GIu Asn Asn

420

Tyr

435

Phe Phe Leu

450

Gly Asn val

465

Tyr Thr GIn

<210> 21
<211>
<212>

<213>

DNA
<220>
<223>

<400> 21
atggaagcac

gaaattgtgt
ctctectgece
ggccaggctc
aggttcagtg
gaagattttg
gggaccaagg
ggagctagcc
ctgagactct
cgccagatgc
actacctaca
accgcctacc
cgctcagteg
gagcccaaat
ggtggaccgt
acccctgagg
aactggtacg

tacaacagca

ggcaaggagt

1479

Tyr

Phe

Asp ITle

Lys Thr

Ser Lys

Ser Cys

SEQUENCE_LISTING (EMER 017 01 sG)

Ala val

Thr Pro
440

Leu Thr
455

ser val

470

Lys
485

cagcgcagcet
tgacacagtc
gaacaagtga
ctaggctcct
gcagtggatc
cagtttatta
tggaaatcaa
aggtgcagct
cctgtgcage
ccgggaaagg
accggaagtt
tgcaatggag
gccctatgga
cttctgacaa
cagtcttcct
tcacatgcgt
tggacggcgt
cgtaccgtgt

acaagtgcaa

Ser Leu

Ser Leu

Artificial sequence

tctcttectc
tccagccacc
aaatgtttac
catctatttt
cgggacagac
ctgtcaacat
aggtggcggt
ggtggagtct
ctctggattce
cctggagtgg
caagggccag
cagcctgaag
ctactggggc
aactcacaca
cttcccceca
ggtggtggac
ggaggtgcat
ggtcagegtce

ggtctccaac

Glu Trp Glu Ser Asn Gly GIn Pro
430

425

Pro val Leu Asp Ser Asp Gly Ser

val Asp Lys

Met His Glu
475

Ser Pro Gly
490

CD37 specific binding protein

ctgctactct
ctgtctttgt
agctacttag
gcaaaaacct
ttcactcteca
cattccgata
ggctcgggceg
ggtggaggcg
accttcagtg
atgggcaata
gtcactatct
gcctcggaca
cgcggcaccc
tctccaccgt
aaacccaagg
gtgagccacg
aatgccaaga
ctcaccgtcc

aaagccctcc

445

ser Arg Trp GIn Gln

460

Ala Leu His Asn His

Lys

ggctcccaga
ctccaggcga
cctggtacca
tagcagaagg
ccatcagcag
atccgtggac
gtggtggatc
tggtccagcec
gctacaatat
ttgatcctta
ccgccgacaa
ccgccatgta
tggtcactgt
gcccagcacce
acaccctcat
aagaccctga
caaagccgcg
tgcaccagga

cagcccccat

Page 27

480

taccaccggt
aagagccacc
acagaaacct
aattccagcc
cctagagcct
attcggccaa
tggaggaggt
tgggaggtcc
gaactgggtc
ttatggtggt
gtccatcagc
ttactgtgca
ctcctegage
tgaactcctg
gatctcccgg
ggtcaagttc
ggaggagcag
ctggctgaat

cgagaaaacc

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

1020
1080
1140



atctccaaag
gatgagctga
gacatcgccg
cccgtgetagg
aggtggcagc
tacacgcaga
<210>
<211>
<212>
<213>

<220>
<223>

<400

22
492
PRT

22

Met Glu Ala
1

Asp Thr Thr

ser Pro

35

Leu

val Tyr Ser

50

Arg Leu Leu

65

Arg Phe Ser

ser Leu Glu

Asn Pro

115

ASp

Gly Gly
1

val G1n

145

Leu

Leu Arg Leu

Met Asn Trp

ccaaagggca
ccaagaacca
tggagtggga
actccgacgg

aggggaacgt

agagcctctc

Pro
5

Gly Glu

20

Gly Glu

Tyr Leu

Ile Tyr

ser

Gly
85

Pro Glu

100

Trp Thr

Gly

sSer

val Glu

Ala GIn

Ile

Arg

Ala

Phe

70

Gly

Asp

Phe

Gly

ser

SEQUENCE_LISTING (EMER 017 01 sG)

gccccgagaa
ggtcagcctg
gagcaatggg
ctccttcettce
cttctcatge

cctgtctccg

Artificial sequence

val Leu

Leu Leu Phe

Thr

ccacaggtgt
acctgcctgg
cagccggaga
ctctacagca
tcegtgatgce

ggtaaatga

CD37 specific binding protein

Leu Leu

10

Gln ser

25

Thr
40

Ala

Trp
35

Tyr
Ala Lys
ser

Gly

Phe Ala

Leu

GIn

Thr

Thr

val

ser Cys

GlIn

Lys

Ala
75

Leu

Asp Phe

90

Tyr Tyr

105

Gn
120

Gly

Gly

Gly

150

ser

val

Ala

Gln

Ala Ser

Met Pro

Gly

ser

Gly

Gly

Gly

Thr Lys

Gly Gly

val
155

val

Phe Thr

170

Lys Gly

acaccctgcec
tcaaaggctt
acaactacaa
agctcaccgt

atgaggctct

Leu Leu Trp

Thr
30

Pro Ala

Thr
45

Arg ser

Pro Gln

60

Gly

Glu Gly ITe

Thr Leu Thr

His
110

Cys Gln

Glu Ile

125

val

Gly Gly Ala

GIn Pro Gly

Phe ser Gly

Leu Glu Trp

Page 28

cccatccecgg
ctatccaagc
gaccacgcect
ggacaagagc

gcacaaccac

Leu Pro

15

Leu Ser

Glu Asn
Ala

Pro

Ala
80

Pro

Ile
a5

sSer

His Ser

Lys Gly

ser Gln

Ser

Arg
160

TYr Asn

175

Met Gly

1200
1260
1320
1380
1440
1479



Asn

Gly

GIn

225

Arg

val

Pro

Pro

Thr

305

Asn

Arg

val

Ser

AsSp

Phe

Glu

Phe

Ile

Gln

210

Trp

Ser

Ser

Cys

Pro

290

Cys

Trp

Glu

Leu

Asn

370

Gly

Glu

Tyr

Asn

Phe

195

val

Ser

val

Ser

Pro

275

Lys

val

Tyr

Glu

His

Lys

Gln

Leu

Pro

Asn

435

Leu

180

Pro Tyr Tyr

Thr

Ser

Gly

Ser

260

Ala

Pro

val

val

Gln

340

Gln

Ala

Pro

Thr

Ser

420

TYr

Tyr

Ile

Leu

Pro

245

Glu

Pro

Lys

val

ASp

325

Tyr

Asp

Leu

Arg

Lys

405

Asp

Lys

Ser

ser

Pro

Glu

ASp

310

Gly

Asn

Trp

Fro

Glu

390

Asn

Ile

Thr

Lys

SEQUENCE_LISTING (EMER 017 0

185

Gly Gly Thr Thr Tyr Asn
200

Ala

215

Ala

Asp

Lys

Leu

Thr

295

val

val

ser

Leu

Ala

375

Pro

Gln

Ala

Thr

Leu

Asp

ser

Ser

Leu

280

Leu

Ser

Glu

Thr

Asn

360

Pro

Gln

val

val

Pro

440

Thr

LYS

Asp

Trp

Ser

265

Gly

Met

His

val

Tyr

345

Gly

Ile

val

ser

Glu

425

Pro

Ser

Thr

Gly

Asp

Gly

Ile

Glu

His

330

Arg

Lys

Glu

TYr

Leu

410

Trp

val

Ile

Ala

235

Arg

Lys

Pro

Ser

ASp

315

Asn

val

Glu

Lys

Thr

395

Thr

Glu

Leu

ser
220
Met
Gly
Thr
ser
Ar

300
Pro
Ala
val
Tyr
Thr
380
Leu
Cys

Ser

ASp

val Asp Lys Ser
Page 29

1 sG)
190

Arg Lys Phe Lys

205

Thr
Tyr
Thr
His

val
285

g Thr

Glu

Lys

Ser

Pro

Leu

Asn

Ser

445

Arg

Ala

Tyr

Leu

Thr

270

Phe

Pro

val

Thr

val

350

Cys

Ser

Pro

val

Gly

Asp

Trp

Tyr

Cys

val

255

ser

Leu

Glu

Lys

Lys

Leu

Lys

Lys

ser

Lys

415

Gln

Gly

Gln

Leu

Ala

240

Thr

Pro

Phe

val

Phe

320

Pro

Thr

val

Ala

Arg

400

Gly

Pro

Ser

Gln



450

SEQUENCE_LISTING (EMER 017 01 sG)

455

460

Gly Asn val Phe Ser g;g Ser val Met His Glu Ala Leu His Asn His

465

475

Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys
485

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

<220>
<223>

<400> 23
atggaagcac

23
1503
DNA

gcggtccage
tcctgcaagg
aatggaaaga
aaccggaagt
atgcagctca
ggccctatgg
tcgggeggtg
gtgttgacac
tgccgaacaa
gctcctaggce
agtggcagtg
tttgcagttt
aaggtggaaa
ccgtgecccag
aaggacaccc
cacgaagacc
aagacaaagc
gtcctgcacc
ctcccagccc
gtgtacaccc
ctggtcaaag
gagaacaact

agcaagctca

cagcgcagcet
tgcagcagtc
cttctggtta
gccttgagtyg
tcaagggcaa
agagtctgac
actactgggg
gtgggtcggg
agtctccagc
gtgaaaatgt
tcctcatcta
gatccgggac
attactgtca
tcaaaggctc
cacctgaact
tcatgatctc
ctgaggtcaa
cgcgggagga
aggactggct
ccatcgagaa
tgcccccatce
gcttctatec
acaagaccac

ccgtggacaa

Artificial sequence

tctcttectce
tggacctgag
ctcattcact
gattggaaat
ggccacattg
atctgaggac
tcaaggaacc
tggcggcgga
caccctgtct
ttacagctac
ttttgcaaaa
agacttcact
acatcattcc
gagcgagccc
cctgggtgga
ccggacccct
gttcaactgg
gcagtacaac
gaatggcaag
aaccatctcc
ccgggatgag
aagcgacatc
gcctccegtg

gagcaggtgg

490

CD37 specific binding protein

ctgctactct
tcggaaaagc
ggctacaata
attgatcctt
actgtagaca
tctgcagtct
tcagtcaccg
tcaggaggag
ttgtctccag
ttagcctggt
accttagcag
ctcaccatca
gataatccgt
aaatcttctg
ccgtcagtct
gaggtcacat
tacgtggacg
agcacgtacc
gagtacaagt
aaagccaaag
ctgaccaaga
gccgtggagt
ctggactccg

cagcagggga

ggctcccaga
ctggcgcettc
tgaactgggt
attatggtgg
aatcctccag
attactgtgc
tctcttetyg
gcgggagtgc
gcgaaagagc
accaacagaa
aaggaattcc
gcagcctaga
ggacattcgg
acaaaactca
tcctcttece
gcgtggtggt
gcgtggaggt
gtgtggtcag
gcaaggtctc
ggcagccccg
accaggtcag
gggagagcaa
acggctcctt

acgtcttctc

Page 30

480

taccaccggt
agtgaagatt
gaagcagaat
tactacctac
cacagcctac
aagatcggtc
tggcggtggc
tagcgaaatt
caccctctcc
acctggccag
agccaggttc
gcctgaagat
ccaagggacc
cacatctcca
cccaaaaccc
ggacgtgagc
gcataatgcc
cgtcctcacc
caacaaagcc
agaaccacag
cctgacctgc
tgggcagecg
cttcctctac

atgctccgtg

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
860

1020
1080
1140
1200
1260
1320
1380
1440



SEQUENCE_LISTING (EMER 017 01 SG)
atgcatgagg ctctgcacaa ccactacacg cagaagagcc tctccctgtc tccgggtaaa 1500

tga 1503
<210> 24

<211> 500

<212> PRT

<213> Artificial sequence

<220>

<223> (D37 specific binding protein

<400> 24

Met Glu Ala Pro Ala GIn Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro
1 5 10 15

Asp Thr Thr Gly Ala val GIn Leu Gln GIn Ser Gly Pro Giu Ser Glu
20 25 30

Lys Pro Gly Ala ser val Lys Ile Ser Cys Lys Ala Ser Gly Tyr Ser
35 40 45

Phe Thr Gly Tyr Asn Met Asn Trp val Lys Gln ggn Asn Gly Lys Ser
50 55

Leu Glu Trp Ile Gly Asn Ile Asp Pro Tyr Tyr Gly Gly Thr Thr Tyr
65 70 75 80

Asn Arg Lys Phe Eys Gly Lys Ala Thr bgu Thr val Asp Lys Ser Ser
5 as

Ser Thr Ala Tyr Met Gln Leu Lys Ser Leu Thr Ser Glu Asp Ser Ala
100 105 110

val Tyr Tyr Cys Ala Arg Ser val Gly Pro Met Asp Tyr Trp Gly Gln
115 120 125

Gly Thr ser val Thr val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
130 135 140

Gly Ser Gly Gly Gly Gly ser Gly Gly Gly Gly ser Ala Ser Glu Ile
145 150 155 160

val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly Glu Arg
165 170 175

Ala Thr Leu Ser Cys Arg Thr Ser Glu Asn val Tyr Ser Tyr Leu Ala
180 185 190

Trp Tyr Gln GIn Lys Pro Gly GIn Ala Pro Arg Leu Leu Ile Tyr Phe
195 200 205

Ala Lys Thr Leu Ala Glu Gly Ile Pro Ala Arg Phe Ser Gly Ser Gly
Page 31



Ser

225

Phe

Gly

Ser

Gly

Met

305

His

val

Tyr

Gly

Ile

385

val

Ser

Glu

Pro

val

465

Met

210

Gly

Ala

Gln

Asp

Glu

His

Arg

Lys

Glu

Tyr

Leu

Trp

val

450

Asp

His

Thr Asp Phe

val

Gly

Lys

275

Pro

Ser

Asp

Asn

val

355

Glu

Lys

Thr

Thr

Glu

435

Leu

Lys

Glu

Tyr

Thr

260

Thr

Ser

Arg

Pro

Ala

340

val

TYr

Thr

Leu

Cys

‘ser

Asp

Ser

Ala

Tyr

245

Lys

His

val

Thr

Glu

325

Lys

Ser

Lys

Ile

Pro

405

Leu

Asn

ser

Arg

Leu

Thr

230

Cys

val

Thr

Phe

Pro

310

val

Thr

val

Cys

Ser

390

Pro

val

Gly

AsSp

Trp

His

215

Leu Thr Ile

Gln

Glu

Ser

Leu

295

Glu

Lys

Lys

Leu

Lys

375

Lys

Ser

Lys

Gln

Asn

His

Ile

Pro

280

Phe

val

Phe

Pro

Thr

360

val

Ala

Arg

Gly

Pro

440

Ser

GlIn

His

His

Lys

Pro

Pro

Thr

Asn

Ser

Lys

Asp

Phe

425

Glu

Phe

Gly

Tyr

Ser

ser

250

Gly

Cys

Pro

Cys

Leu

Asn

Gly

Glu

410

Tyr

Asn

Phe

Asn

sSer

235

ASp

Ser

Pro

Lys

val

315

TYr

Glu

His

Lys

Gln

395

Leu

Pro

Asn

Leu

val
475

SEQUENCE_LISTING (EMER 017 01l SG)
220

Leu Glu Pro Glu

Asn

Ser

Ala

Pro

300

val

val

Gln

Gln

Ala

380

Pro

Thr

Ser

Tyr

TYr

Phe

Thr GIn Lys
Page 32

Pro

Glu

Pro

285

LysS

val

ASp

Tyr

Arg

Lys

Asp

ser

Ser

Trp

Pro

270

Glu

Asp

Asp

Gly

Asn

350

Trp

Pro

Glu

Asn

Ile

430

Thr

Lys

Cys

Leu

Thr

255

Lys

Leu

Thr

val

val

335

Ser

Leu

Ala

Pro

GlIn

415

Ala

Thr

Leu

Ser

ser

Ser

Leu

Leu

sSer

320

Glu

Thr

Asn

Pro

Gln

400

val

val

Pro

Thr

val

480

Leu



485

Ser Pro Gly Lys

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

<220>
<223>

25

<400> 25
atggattttc

agaggagtcg
agagccaccc
cagaaacctg
attccagcca
ctagagcctg
ttcggccaag
ggaggaggtg
ggcgcttcag
aactgggtga
tatggtggta
tcctccagea
tactgtgcaa
tcctcgageg
gaactcctgg
atctcccgga
gtcaagttca
gaggagcagt
tggctgaatg
gagaaaacca
ccatcccggg
tatccaagcg
accacgecctce
gacaagagca

cacaaccact

<210> 26

500

1488
DNA
Artificial sequence

aagtgcagat
aaattgtgtt
tctectgecg
gccaggcetcec
ggttcagtgg
aagattttgc
ggaccaaggt
gagctagcgce
tgaagatttc
agcagaataa
ctacctacaa
cagcctacat
gatcggtcgg
agcccaaatc
gtggaccgtc
cccctgaggt
actggtacgt
acaacagcac
gcaaggagta
tctccaaagce
atgagctgac
acatcgccgt
ccgtgctgga
ggtggcagea

acacgcagaa

SEQUENCE_EISTING (EMER 017 01 SG

tttcagcttc
gacacagtct
aacaagtgaa
taggctcctc
cagtggatcc
agtttattac
ggaaatcaaa
ggtccagctg
ctgcaaggct
tggaaagagc
ccggaagttc
gcagctcaag
ccctatggac
ttctgacaaa
agtcttcctc
cacatgcgtg
ggacggcgtg
gtaccgtgtg
caagtgcaag
caaagggcag
caagaaccag
ggagtgggag
ctccgacggce

ggggaacgtc
gagcctctec

490

CD37 specific binding protein

ctgctaatca
ccagccaccc
aatgtttaca
atctattttg
gggacagact
tgtcaacatc
ggtggcggtg
cagcagtctg
tctggttact
cttgagtgga
aagggcaagg
agtctgacat
tactggggtc
actcacacat
ttccccccaa
gtggtggacg
gaggtgcata
gtcagcgtcc
gtctccaaca
ccccgagaac
gtcagcctga
agcaatgggc
Tccttcttcc
ttctcatgct

ctgtctccgg

Page 33

gtgcttcagt
tgtctttgtce
gctacttagc
Caaaaacctt
tcactctcac
attccgataa
gctcgggegg
gacctgagtc
cattcactygg
ttggaaatat
ccacattgac
ctgaggactc
aaggaacctc
ctccaécgtg
aacccaagga
tgagccacga
atgccaagac
tcaccgtcct
aagccctcecc
cacaggtgta
cctgcctggt
agccggagaa
tctacagcaa
ccgtgatgca

gtaaatga

)
495

cataattgcc
tccaggcgaa
ctggtaccaa
agcagaagga
catcagcagc
tccgtggaca
tggtggatct
ggaaaagcct
ctacaatatyg
tgatccttat
tgtagacaaa
tgcagtctat
agtcaccgtc
cccagcacct
caccctcatg
agaccctgag
aaagccgegy
gcaccaggac
agcccccatc
caccctgccc
caaaggcttc
caactacaag
gctcaccgtyg

tgaggctctg

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

1020
1080
1140
1200
1260
1320
1380
1440
1488



<211>
<212>
<213>

<220>
<223>

<400>

Met Asp
1

val Ile
Thr Leu
ser Glu

50
Gin Ala
65
Ile Pro
Thr Ile
His His
Ile Lys
Ala Ser
145
Gly Ala
Gly Tyr
Trp Ile
Lys Phe

210

Ala Tyr
225

495
PRT

SEQUENCE_LISTING (EMER 017 01 SG)

Artificial sequence

CD37 specific binding protein

26

Phe

Ile

ser

35

Asn

Pro

Ala

Ser

Ser

115

Gly

Ala

Ser

Asn

Gly

Lys

Met

Gln

Ala

20

Leu

val

Arg

Arg

Ser

100

Asp

Gly

val

val

Met

180

Asn

Gly

GIn

ga] GIn Ile Phe Ser Phe

Arg

ser

Tyr

Leu

Phe

85

Leu

Asn

Gly

Gln

Lys

Asn

Ile

LYys

Leu

Gly

Pro

Ser

Leu

70

Ser

Glu

Pro

Gly

Leu

150

Ile

Trp

Asp

Ala

LysS
230

val

Gly

Tyr

55

Ile

Gly

Pro

Trp

ser

135

Gln

Ser

val

Pro

Thr

215

ser

Glu

Glu

40

Leu

Tyr

Ser

Glu

Thr

120

Gly

Gln

Cys

Lys

Leu

Ile

25

Arg

Ala

Phe

Gly

Gly

Ser

Lys

GlIn

185

Tyr

Thr

Thr

10

val

Ala

Trp

Ala

ser

90

Phe

Gly

Gly

Gly

Ala

170

Asn

Gly

val

ser

Leu

Leu

Thr

Tyr

Lys

75

Gly

Ala

Gln

Gly

Pro

155

ser

Asn

Gly

Asp

Glu
235

Leu

Thr

Leu

Gln

60

Thr

Thr

val

Gly

Ser

140

Glu

Gly

Gly

Thr

Lys

220

Asp

Page 34

Ile

Gln

Ser

45

GlIn

Leu

Asp

Tyr

Thr

125

Gly

sSer

Tyr

Lys

Thr

205

Ser

Ser

Ser
Ser
30

Cys
Lys
Ala
Phe
Ty

110
Lys
Gly
Glu
Ser
ser
190
Tyr

ser

Ala

Ala

15

Pro

Arg

Pro

Glu

Thr

95

Cys

val

Gly

Lys

Phe

175

Leu

Asn

ser

val

ser

Ala

Thr

Gly

Gly

80

Leu

Glu

Gly

Pro

160

Thr

Glu

Arg

Thr

Tyr
240



Tyr

ser

Thr

Phe

Pro

305

val

Thr

val

Cys

Ser

385

Pro

val

Gly

Asp

Trp

His

Cys

val

Ser

Leu

290

Glu

Lys

Lys

Leu

Lys

370

Lys

Ser

Lys

Gln

Asn

<210>
<211>
<212>

Ala Arg Ser val

Thr

Pro

275

Phe

val

Phe

Pro

Thr

355

val

Ala

Arg

Gly

Pro

435

Ser

Gln

His

27
1503
DNA

val

260

Pro

Pro

Thr

Asn

Arg

340

val

Ser

Lys

Asp

Phe

420

Glu

Phe

Gly

Tyr

245

Ser

Cys

Pro

Cys

Trp

Glu

Leu

Asn

Gly

Glu

405

Tyr

Asn

Phe

Asn

Thr
485

Ser

Pro

Lys

val

310

Tyr

Glu

His

Lys

Gln

390

Leu

Pro

Asn

Leu

val

470

Gln

SEQUENCE_LISTING (EMER Q17 01 SG)

Gly Pro Met ésp Tyr Trp Gly GIn
50

Ser

Ala

Pro

295

val

val

Gln

Gln

Ala

375

Pro

Thr

Ser

Tyr

Tyr

455

Phe

Lys

Glu

Pro

280

Lys

val

Asp

Tyr

Asp

360

Leu

Arg

Lys

ASp

Lys

440

Ser

ser

Ser

Pro

265

Glu

Asp

Asp

Gly

Asn

345

Trp

Pro

Glu

Asn

Lys

Cys

Leu

Lys Ser Ser

Leu

Thr

val

val

330

Ser

Leu

Ala

Pro

GIn

410

Ala

Thr

Leu

Ser

Ser
490

Leu

Leu

Ser

315

Glu

Thr

Asn

Pro

Gln

395

val

val

Pro

Thr

val

475

Leu

Gly

Met

300

His

val

Tyr

Gly

Ile

380

val

Ser

Glu

Pro

val

460

Met

Ser

Page 35

ASp

Gly

285

Ile

Glu

His

Arg

LysS

365

Glu

Tyr

Leu

Trp

val

445

Asp

His

Pro

Lys

270

Pro

Ser

Asp

Asn

val

350

Glu

Lys

Thr

Thr

Glu

430

Leu

Lys

Giu

Gly

Gly

255

Thr

sSer

Arg

Pro

Ala

335

val

Tyr

Thr

Leu

Cys

Ser

AsSp

Ser

Ala

Lys

Thr

His

val

Thr

Glu

320

Lys

Ser

Lys

Ile

Pro

400

Leu

Asn

ser

Arg

Leu
480



<213>

<220>
<223>

<400> 27
atggaagcac

gcggtccage
tcctgcaagg
aatggaaaga
aaccggaagt
atgcagctca
ggccctatgg
tcgggcggtg
gtgttgacac
tgccgaacaa
gctcctagge
agtggcagtg
tttgcagttt
aaggtggaaa
ccgtgecccag
aaggacaccc
cacgaagacc
aagacaaagc
gtcctgcacc
ctcccagecc
gtgtacaccc
ctggtcaaag
gagaacaact
agcaagctca
atgcatgagg
tga

28

500
PRT

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

<220>
<223>

<400> 28

cagcgcagcet
tgcagcagtc
cttctggtta
gccttgagtg
tcaagggcaa
agagtctgac
actactgggg
9tgggtcggg
agtctccagc
gtgaaaatgt
tcctcatcta
gatccgggac
attactgtca
tcaaaggctc
cacctgaact
tcatgatctc
ctgaggtcaa
cgcgggagga
aggactggct
ccatcgagaa
tgcccccatc
gcttectatcc
acaagaccac
ccgtggacaa

ctctgcacaa

SEQUENCE_LISTING (EMER (017 01 sG)

Artificial sequence

tctcttecte
tggacctgag
ctcattcact
gattggaaat
ggccacattg
atctgaggac
tcaaggaacc
tggcggcgga
caccctgtct
ttacagctac
ttttgcaaaa
agacttcact
acatcattcc
gagcgagccc
cctgggtgga
ccggacccct
gttcaactgg
gcagtacaac
gaatggcaag
aaccatctcc
ccgggatgay
aagcgacatc
gcctcccgtg
gagcaggtgg

ccactacacyg

Artificial sequence

CD37 specific binding protein

ctgctactct
tcggaaaagc
ggctacaata
attgatcctt
actgtagaca
tctgcagtct
tcagtcaccg
tcaggaggag
ttgtctcecag
ttagcctggt
accttagcag
ctcaccatca
gataatccgt
aaatcttctyg
ccgtcagtct
gaggtcacat
tacgtggacg
agcacgtacc
gagtacaagt
aaagccaaag
ctgaccaaga
gccgtggagt
ctggactccyg
cagcagggga

cagaagagcc

D37 specific binding protein

ggctcccaga
ctggcgcttc
tgaactgggt
attatggtgg
aatcctccag
attactgtgc
tctcttctgg
gcgggagrgc
gcgaaagagc
accaacagaa
aaggaattcc
gcagcctaga
ggacattcgg
dcaaaactca
tcctettecce
gcgtggtggt
gcgtggaggt
gtgtggtcag
gcaaggtctc
ggcagccccy
accaggtcag
gggagagcaa
acggectcctt
acgtcttcte

tctccctgte

Page 36

taccaccggt
agtgaagatt
gaagcagaat
tactacctac
cacagcctac
aagatcggtc
tggcggtggc
tagcgaaatt
caccctctec
acctggccag
agccaggttc
gcctgaagat
ccaagggacc
cacatgccca
cccaaaaccc
ggacgtgagc
gcataatgcc
cgtcctcacce
caacaaagcc
agaaccacag
cctgacctygce
tgggcagccy
cttcctctac
atgctccgtg

tccgggtaaa

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
1503



Met

ASp

LysS

Phe

Leu

65

Asn

Ser

val

Gly

Ala

Trp

Ala

Ser

225

Phe

Gly

Glu

Thr

Pro

Thr

50

Glu

Arg

Thr

Tyr

Thr

130

Ser

Leu

Thr

TYyr

Lys

Gly

Ala

G1In

Ala

Thr

Gly

35

Gly

Trp

Lys

Ala

TYr

115

Ser

Gly

Thr

Leu

GIn

195

Thr

Thr

val

Gly

Pro

Gly

20

Ala

Tyr

Ile

Phe

Tyr

100

Cys

val

Gly

GIn

Ser

180

Gln

Leu

Asp

TYyr

Thr
260

Ala

Ala

Ser

Asn

Gly

Ala

Thr

Gly

Ser

165

Cys

Lys

Ala

Phe

Tyr

245

Lys

Gln

val

val

Met

Asn

70

Gly

GIn

Arg

val

Gly

Pro

Arg

Pro

Glu

Thr

230

Cys

val

SEQUENCE_LISTING (EMER 017 01 SG)

Leu Leu Phe lLeu Leu Leu Leu Trp Leu

Gln

Lys

Asn

55

Ile

Lys

Leu

Ser

Ser

135

Ser

Ala

Thr

Gly

Gln

Glu

Leu

Ile

40

Trp

Asp

Ala

Lys

val

120

Ser

Gly

Thr

Ser

Gln

200

Ile

Thr

His

Ile

Gln

25

sSer

val

Pro

Thr

Ser

105

Gly

Gly

Gly

Leu

Glu

185

Ala

Pro

Ile

His

Lys
265

Gln Ser

Cys Lys

Lys GIn

Tyr Tyr

Leu Thr

90

Leu Thr

Pro Met

Gly Gly

Gly G

-
1 —
it

ser Leu
170

Asn val

Pro Arg

Ala Arg

Ser Sser
235

ser Asp
250

Gly Ser

Gly

Ala

Asn

60

Gly

val

Ser

ASp

Gly

Ser

Ser

Tyr

Leu

Phe

220

Leu

Asn

ser

Page 37

Pro

ser

45

Asn

Gly

Asp

Glu

TYr

125

s5er

Ala

Pro

Ser

Leu

205

Ser

Glu

Pro

Glu

Glu
30

Gly
Gly

Thr

Lys

Trp

Gly

Ser

Gly

TYyr

190

Ile

Gly

Pro

Trp

Pro
270

15

sSer

TYr

Lys

Thr

Ser

95

ser

Gly

Gly

Glu

Glu

175

Leu

TYr

sSer

Glu

Thr

255

Lys

Pro

Glu

Ser

ser

Tyr

80

ser

Gln
Gly
Ile
160

Arg

Phe

Gly

240

Phe

Ser



Ser

Gly

Met

305

His

val

Tyr

Gly

Ile

385

val

Ser

Glu

Pro

val

465

Met

Ser

Asp
Gly
2

Ile
Glu
His
Arg
Lys
Glu
Tyr
Leu
Trp
val
450
Asp
His

Pro

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

<220>
<223>

LyS

275

Pro

Ser

Asp

Asn

val

355

Glu

Lys

Thr

Thr

Glu

435

Leu

Lys

Glu

Gly

29
1479
DNA

Thr

Ser

Arg

Pro

Ala

340

val

TYr

Thr

Leu

Cys

Ser

Asp

Ser

Ala

Lys

His

val

Thr

Glu

325

Lys

Ser

Lys

Ile

Pro

405

Leu

Asn

Ser

Arg

Leu
485

Thr
Phe
Pro
310
val
Thr
val
Cys
Ser
390
Pro
val
Gly
Asp
Trp
4

His

SEQUENCE_LISTING (EMER 017 0l sG)

Cys Pro Pro Cys Pro Ala Pro Glu Leu

Leu

295

Glu

Lys

Lys

Leu

Lys

375

Lys

Ser

Lys

Gln

Asn

Artificial sequence

280

Phe

val

Phe

Pro

Thr

360

val

Ala

Arg

Gly

Pro

440

Ser

Gln

His

Pro

Thr

Asn

Arg

345

val

Ser

Lys

Asp

Phe

425

Glu

Phe

Gly

TYr

Pro

Cys

Trp

Glu

Leu

Asn

Gly

Glu

410

Tyr

Asn

Phe

Asn

Thr
490

CD37 specific binding protein

Lys

val

315

TYr

Glu

His

LysS

Gln

395

Leu

Pro

Asn

Leu

val

475

Gln

Pro

300

val

val

GIn

GIn

Ala

380

Pro

Thr

Ser

Tyr

TYr

460

Phe

Lys

Page 38

285

Lys

val

Asp

TYr

Asp

365

Leu

Arg

Lys

Asp

Ser

sSer

Asp

Asp

Gly

Asn

350

Trp

Pro

Glu

Asn

Ile

430

Thr

Lys

cys

Leu

Thr

val

val

335

Ser

Leu

Ala

Pro

Gln

415

Ala

Thr

Leu

Ser

ser
495

Leu

Leu

Ser

320

Thr

Asn

Pro

GIn

400

val

val

Pro

Thr

val

480

Leu



<400> 29
atggaagcac

gaaattgtgt
ctctectgec
ggccaggctc
aggttcagtg
gaagattttg
gggaccaagg
ggagctageg
gtgaagattt
aagcagaata
actacctaca
acagcctaca
agatcggtcg
gagcccaaat
ggtggaccgt
acccctgagg
aactggtacg
tacaacagca
ggcaaggagt
atctccaaag
gatgagctga
gacatcgccg
cccgtgctgg
aggtggcagc
tacacgcaga
30

492
PRT

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

<220>
<223>

<400> 30

cagcgcaget
tgacacagtc
gaacaagtga
ctaggctect
gcagtggatc
cagtttatta
tggaaatcaa
cggtccaget
cctgcaaggce
atggaaagag
accggaagtt
tgcagctcaa
gccctatgga
cttctgacaa
cagtcttect
tcacatgegt
tggacggcgt
cgtaccgtgt
acaagtgcaa
ccaaagggca
ccaagaacca
tggagtggga
actccgacgg
aggggaacgt
agagcctctc

SEQUENCE_LISTING (EMER 017 01 sSG)

tctcttecte
tccagecacc
aaatgtttac
catctatttt
cgggacagac
ctgtcaacat
aggtggcggt
gcagcagtct
ttctggttac
ccttgagtgg
caagggcaag
gagtctgaca
ctactggggt
aactcacaca
cttccecccca
ggtggtggac
ggaggtgcat
ggtcagcgtc
ggtctccaac
gccccgagaa
ggtcagectg
gagcaatggg
ctccttctte
cttctcatge

cctgtctecy

Artificial sequence

ctgctactct
ctgtctttgt
agctacttag
gcaaaaacct
ttcactctca
cattccgata
ggctcgggcy
ggacctgagt
tcattcactg
attggaaata
gccacattga
tctgaggact
caaggaacct
tctccaccgt
aaacccaagg
gtgagccacg
aatgccaaga
ctcaccgtec
aaagccctec
ccacaggtgt
acctgecctgg
cagccggaga
ctctacagca
tccgtgatgce

ggtaaatga

CD37 specific binding protein

ggctcccaga
ctccaggcga
cctggtacca
tagcagaagg
ccatcagcag
atccgtggac
gtggtggatc
cggaaaagcc
gctacaatat
ttgatcctta
ctgtagacaa
ctgcagtcta
cagtcaccgt
gcccagcacc
acaccctcat
aagaccctga
caaagccgcg
tgcaccagga
cagcccccat
acaccctgec
tcaaaggctt
acaactacaa
agctcaccgt

atgaggctct

taccaccggt
aagagccacc
acagaaacct
aattccagcc
cctagagcct
attcggccaa
tggaggaggt
tggcgcttca
gaactgagta
ttatggtggt
atcctccagce
ttactgtgca
ctcctcgagce
tgaactcctg
gatctcccgg
ggtcaagttc
ggaggagcag
ctggctgaat
cgagaaaacc
cccatcccgg
ctatccaagc
gaccacgcct
ggacaagagc

gcacaaccac

Met Glu Ala Pro Ala Gln Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro

5

15

Asp Thr Thr Gly Glu ITe val Leu Thr Gln Ser Pro Ala Thr Leu Ser
Page 39

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

1020
1080
1140
1200
1260
1320
1380
1440
1479



Leu

val

Arg

65

Arg

ser

Asp

Gly

val

145

val

Met

Asn

Gly

Gln

225

Arg

val

Pro

Pro

Ser

TYr

50

Leu

Phe

Leu

Asn

Gly

Gln

Lys

Asn

Ile

LysS

Leu

Ser

Ser

Cys

Pro

Pro

35

ser

Leu

Ser

Glu

Pro

115

Gly

Leu

Ile

Trp

Lys

val

Ser

Pro

275

Lys

20

Gly

Tyr

Ile

Gly

Pro

100

Trp

Ser

GIn

Ser

val

180

Pro

Thr

Ser

Gly

Ser

260

Ala

Pro

Glu

Leu

Tyr

ser

85

Glu

Thr

Gly

Gln

Cys

165

Lys

Tyr

Leu

Leu

Pro

245

Glu

Pro

Lys

Arg

Ala

Phe

70

Gly

Asp

Phe

Gly

Ser

150

Lys

Gln

Tyr

Thr

Thr

230

Met

Pro

Glu

Asp

SEQUENCE_LISTING (EMER 017 01 SG)
30

25

Ala Thr Leu Ser Cys Arg

Trp

55

Ala

Ser

Phe

Gly

Gly

Gly

Ala

Asn

Gly

val

215

Ser

Asp

Lys

Leu

Thr

Tyr

Lys

Gly

Ala

GIn

120

Gly

Pro

Ser

Asn

Gly

200

Asp

Glu

Tyr

ser

Leu

280

Leu

G1n

Thr

Thr

val

105

Gly

Ser

Glu

Gly

Lys

AsSp

Trp

Ser

265

Gly

Met

GIn

Leu

Asp

90

Tyr

Thr

Gly

Ser

Tyr

170

Lys

Thr

Ser

ser

AsSp

Gly

Lys

Ala

75

Phe

Tyr

Lys

Gly

Glu

155

Ser

sSer

Tyr

Ser

Ala

235

Gln

Lys

Pro

Pro

60

Glu

Thr

Cys

val

Gly

Lys

Phe

Leu

Asn

Ser

220

val

Gly

Thr

Ser

Ile Ser Arg
Page 40

Thr ser Glu

45

Gly

Gly

Leu

GlIn

Glu

125

Gly

Pro

Thr

Glu

Arg

205

Thr

Thr

His

val

285

Thr

Gln

Ile

Thr

His

110

Ile

Ala

Gly

Gly

Trp

Lys

Ala

Tyr

Ser

Thr

270

Phe

Pro

Ala

Pro

Ile

95

His

Lys

Ser

Ala

Tyr

175

Ile

Phe

Tyr

Cys

val

255

ser

Leu

Glu

Asn

Pro

Ala

80

ser

ser

Gly

Ala

Ser

160

Asn

Gly

Lys

Met

Ala

240

Thr

Pro

Phe

val



Thr

305

Asn

Arg

val

Ser

Asp

Phe

Glu

Phe

Tyr

290

Cys

Trp

Glu

Leu

Asn

370

Gly

Glu

TYr

Asn

Phe

450

Asn

Thr

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

<220>
<223>

<400>
atggaagcac cagcgcagct tctcttcoctc ctgetactct

val

Tyr

Glu

His

355

Lys

Gln

Leu

Pro

Asn

435

Leu

val

Gln

31
1479
DNA

val

val

Gln

340

GIn

Ala

Pro

Thr

Ser
420

Tyr

TYr

Phe

Lys

val

Asp

325

TYr

Asp

Leu

Arg

LysS

Ser

ser

Ser
485

310

Gly

Asn

Trp

Pro

Glu

390

Asn

Ile

Thr

Lys

Cys

Leu

SEQUENCE_LISTING (EMER 017 01 sG)

295

val Ser His

val

Ser

Leu

Ala

375

Pro

Gln

Ala

Thr

Leu

455

ser

Ser

Artificial sequence

Glu

Thr Ty

Asn

360

Pro

Gln

val

val

Pro

440

Thr

val

Leu

val

345

Gly

Ile

val

Ser

Glu

425

Pro

val

Met

Ser

300

Glu Asp Pro Glu val Lys Phe

His

330

Arg

Lys

Glu

TYr

Leu

410

Trp

val

Asp

His

Pro
490

CD37 specific binding protein

31

315

Asn

val

Glu

Lys

Thr

395

Thr

Glu

Leu

Lys

Glu

475

Gly

gaaattgtgt tgacacagtc tccagccacc ctgtctttgt

CtCtcctgcc gaacaagtga aaatgtttac agctacttag

ggccaggetc ctaggctcet catctatttt gcaaaaacct

320

Ala Lys Thr Lys Pro
335

val ser val Leu Thr
350

Tyr Lys Cys Lys val

Thr Ile Ser Lys Ala
380

Leu Pro Pro Ser Arg
400

Cys Leu val Lys Gly

Ser Asn Gly GIn Pro

Asp Ser Asp Gly Ser
445

ser Arg Trp Gln Gln
460

Ala Leu His Asn His
480

Lys

ggctcccaga taccaccggt
ctccaggcga aagagccacce
cctggtacca acagaaacct

tagcagaagg aattccagcec

Page 41

60
120
180
240



aggttcagtg
gaagattttg
gggaccaagg
ggagctagceg
gtgaagattt
aagcagaata
actacctaca
acagcctaca
agatcggtcg
gagcccaaat
ggtggaccgt
acccctgagg
aactggtacg
tacaacagca
ggcaaggagt
atctccaaag
gatgagctga
gacatcgccg
cccgtgetgg
aggtggcagc
tacacgcaga
<210>
<211>
<212>
<213>

<220>
<223>

<400>

32
492

32

PRT_ L.
Artificial sequence

gcagtggatc
cagtttatta
tggaaatcaa
cggtccagct
cctgcaaggc
atggaaagag
accggaagtt
tgcagctcaa
gccctatgga
cttctgacaa
cagtcttcct
tcacatgcgt
tggacggcgt
cgtaccgtgt
acaagtgcaa
ccaaagggca
ccaagaacca
tggagtggga
actccgacgg

aggggaacgt

agagcctctc

SEQUENCE_LISTING (EMER 017 01 SG)

cgggacagac
ctgtcaacat
aggtggcggt
gcagcagtct
ttctggttac
ccttgagtgg
caagggcaag
gagtctgaca
ctactggogt
aactcacaca
cttccccecca
ggtggtggac
ggaggtgcat
ggtcagcgtc
ggtctccaac
gccccgagaa
ggtcagcctg
gagcaatggg
ctccttcttc
cttctcatgc

cctgtctccg

ttcactctca
cattccgata
ggctcgggcyg
ggacctgagt
tcattcactg
attggaaata
gccacattga
tctgaggact
caaggaacct
tgcccaccgt
aaacccaagg
gtgagccacy
aatgccaaga
ctcaccgtcc
aaagccctcc
ccacaggtgt
acctgcctgy
cagccggaga
ctctacagca
tccgtgatgc

ggtaaatga

CD37 specific binding protein

Met Glu Ala Pro Ala GIn Leu Leu Phe iLeu Leu

1

5

10

Asp Thr Thr ggy Glu ITe val Leu Thr GIn Ser

25

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys
35

40

val ;%r Ser Tyr Leu Ala Egp Tyr Gln GIn Lys

ccatcagcag
atccgtggac
gtggtggatc
cggaaaagcc
gctacaatat
ttgatcctta
ctgtagacaa
ctgcagtcta
cagtcaccgt
gcccageacce
acaccctcat
aagaccctga
caaagccgceg
tgcaccagga
cagcccccat
acaccctgcc
tcaaaggctt
acaactacaa
agctcaccgt

atgaggctct

cctagagcct
attcggccaa
tggaggaggt
tggcgettca
gaactgggtg
ttatggtggt
atcctccagce
ttactgtgca
ctcctcgagce
tgaactcctg
gatctcccag
ggtcaagttc
gygaggagcag
ctggctgaat
cgagaaaacc
ccecatcccgy
ctatccaagc
gaccacgcct
ggacaagagc

gcacaaccac

Leu Leu Trp Leu Pro

15

Pro aAla Thr Leu Ser

Arg Thr Ser Glu Asn
45

Pro Gly Gln Ala Pro

60
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300
360
420
480
540
600
060
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1479



Arg

65

Arg

ser

ASp

val

145

val

Met

Asn

Arg

val

Pro

Pro

Thr

305

Asn

Leu
Phe
Feu
AsSn
Gly
G1n
Lys
AsSn
Ile
Lys
Leu
Ser
Ser
Cys
Pro
290
Cys

Trp

Leu

Ser

Glu

Pro

115

Gly

Leu

Ile

Trp

ASp

Ala

Lys

val

Ser

Pro

275

Lys

val

Tyr

Ile

Gly

Pro

100

Trp

Ser

GIn

Ser

val

180

Pro

Thr

Ser

Gly

Ser

260

Ala

Pro

val

val

Tyr

ser

85

Glu

Thr

Gly

GIn

Cys

Lys

Tyr

Leu

Leu

Pro

245

Glu

Pro

Lys

val

ASp

Phe

70

Gly

Asp

Phe

Gly

Ser

150

Lys

Gln

Tyr

Thr

Thr

230

Met

Pro

Glu

Asp

310

Gly

SEQUENCE_LISTING (EMER 017 01 sG)

Ala Lys Thr Leu Ala Glu Gly Ile Pro

Ser

Phe

Gly

Gly

Ala

Asn

Gly

val

215

Ser

Asp

Lys

Leu

Thr

295

val

val

Gly

Ala

G1In

120

Gly

Pro

Ser

Asn

Gly

200

AsSp

Glu

Tyr

Ser

Leu

280

Leu

Ser

Glu

Thr

val

105

Gly

Ser

Glu

Gly

Lys

ASp

Trp

Ser

265

Gly

Met

His

val

AsSp

90

Tyr

Thr

Gly

Ser

Tyr

170

Lys

Thr

Ser

Ser

Gly

Asp

Gly

Ile

Glu

His
330

75

Phe

Tyr

Lys

Gly

Glu

155

ser

Ser

Tyr

Ser

Ala

235

GIn

Lys

Pro

ser

Asp

315

Asn

Thr

Cys

val

Gly

Lys

Phe

Leu

Asn

Ser

220

val

Gly

Thr

Ser

Arg

300

Prao

Ala

Page 43

Leu

Gln

Glu

125

Gly

Pro

Thr

Glu

Arg

205

Thr

Tyr

Thr

His

val

285

Thr

Glu

Lys

Thr

His

110

ITe

Ala

Gly

Gly

Trp

Lys

Ala

Tyr

ser

Thr

270

Phe

Pro

val

Thr

Ile

95

His

Lys

Ser

Ala

Tyr

175

Ile

Phe

Tyr

Cys

val

255

Cys

Leu

Glu

Lys

LyS

Ala
8O
Ser

Ser

Gly

Ser

160

Asn

Gly

Lys

Met

Ala

240

Thr

Pro

Phe

val

Phe

320

Pro



SEQUENCE_LISTING (EMER 017 01 sG)

Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg val val Ser val Leu Thr
340 345 350
val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val
355 360 365
Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala
370 375 380
Lys Gly GIn Pro Arg Glu Pro GIn val Tyr Thr Leu Pro Pro Ser Arg
385 390 385 400
Asp Glu Leu Thr Lys Asn Gln val Ser Leu Thr Cys Leu val Lys Gly
405 410 415
Phe Tyr Pro Ser Asp Ile Ala val Glu Trp Glu Ser Asn Gly GIn Pro
420 425 430
Glu Asn Asn Tyr Lys Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser
435 440 445
Phe Phe Leu Tyr Ser Lys Leu Thr val Asp Lys Ser Arg Trp GIn GlIn
450 455 460
Gly Asn val pPhe Ser Cys Ser val Met His Glu Ala Leu His Asn His
465 470 475 480
Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
485 490
<210> 33
<211> 1479
<212> DNA
<213> Artificial sequence
<220> .
<223> D37 specific binding protein
<400> 33
atggaagcac cagcgcagct tctcttcctc ctgctactct ggctcccaga taccaccggt
gaaattgtgt tgacacagtc tccagccacc ctgtcttigt ctccaggcga aagagccacc
ctctcctgee gaacaagtga aaatgtttac agctacttag cctggtacca acagaaacct
ggccaggctc ctaggctcct catctattit gcaaaaacct tagcagaagg aattccagec
aggttcagtg gcagtggatc cgggacagac ttcactctca ccatcagcag cctagagect
gaagattttg cagtttatta ctgtcaacat cattccgata atccgtggac attcggccaa
gggaccaagg tggaaatcaa aggtggcggt ggctcgggcg gtggtggatc tggaggaggt
ggagctagcc aggtgcagct ggtggagtct ggtggaggcg tggtccagcec tgggaggtec
ctgagactct cctgtgcagc ctctggattc accttcagtg gctacaatat gaactgggtc

Page 44

60
120
180
240
300
360
420
430
540



cgccagatgc
actacctaca
accgcctacc
cgctcagtcg
gagcccaaat
ggtggaccgt
acccctgagg
aactggtacg
tacaacagca
ggcaaggagt
atctccaaag
gatgagctga
gacatcgccg
cccgtgctgg
aggtggcagc
tacacgcaga
<210>
<211>

<212>
<213>

34
492
PRT

<220>
<223>
<400> 34

Met Glu Ala
1

Asp Thr Thr

Pro
35

Leu Ser

val Tyr Ser

50

Arg Leu Leu

65

Arg Phe Ser

Ser Leu Glu

ccgggaaagg
accggaagtt
tgcaatggag
gccctatgga
cttctgacaa
cagtcttecct
tcacatgcgt
tggacggcgt
cgtaccgtgt
acaagtgcaa
ccaaagggca
ccaagaacca
tggagtggga
actccgacgg

aggggaacgt

agagcctctc

Pro ?1a Gl

Gly Glu 11

20

Gly Glu Ar

Tyr Leu Al

Ph
70

Ile Tyr

ser GI1

85

Gly

Pro Glu As

SEQUENCE_LISTING (EMER 017 01 SG)

cctggagtgg
caagggccag
cagcctgaag
ctactggggc
aactcacaca
cttcccccca
ggtggtggac
ggaggtgcat
ggtcagcgtc
ggtctccaac
gccccgagaa
ggtcagcctg
gagcaatggg
ctcecttette
cttctcatgce

cctgtctccg

Artificial sequence

n Leu Leu

val

e

Thr
40

g Ala

a Trp Tyr

55

e Ala Lys

¥ Ser Gly

Phe Ala

P

Leu Thr

atgggcaata
gtcactatct
gcctcggaca
cgcggcacce
tgcccaccgt
aaacccaagg
gtgagccacg
aatgccaaga
ctcaccgtcc
aaagccctecc
ccacaggtgt
acctgcctgg
cagccggaga
ctctacagca
tcecgtgatge

ggtaaatga

CD37 specific binding protein

Phe Leu Leu

10

GIn Sser

25

Leu Ser Cys

Gln GIn Lys

Ala
75

Thr Leu

Thr Asp pPhe

90

val

Tyr Tyr Cys

ttgatcctta
ccgccgacaa
ccgccatgta
tggtcactgt
gcccagcacc
acaccctcat
aagaccctga
caaagccgcg
tgcaccagga
cagcccccat
acaccctgcc
tcaaaggctt
acaactacaa
agctcaccgt

atgaggctct

Leu Leu Trp

Thr
30

Pro Ala

Thr
45

Arg Ser

Pro Gln

60

Gly

Glu Gly Ile

Thr Leu Thr

Gln His

Page 45

ttatggtggt
gtccatcagce
ttactgtgca
ctcctcgage
tgaactcctg
gatcteccegg
ggtcaagttc
ggaggagcag
ctggctgaat
cgagaaaacc
cccatcccgg
ctatccaagc
gaccacgcct
ggacaagagc

gcacaaccac

Leu Pro

Leu Ser
Glu Asn
Ala

Pro

Ala
80

Pro

Ile ser

95

His Ser

600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1479



Asp

Gly

val

145

Leu

Met

Asn

Gly

Gln

225

Arg

val

Pro

Pro

Thr

305

Asn

Arg

val

ser

Asn
Gly
1

Gln
Arg
Asn
Ile
GIn
210
Trp
Ser
Ser
Cys
Pro
290
Cys
Trp
Glu

Leu

AsSn

Pro

115

Gly

Leu

Leu

Trp

195

val

Ser

val

Ser

Pro

275

Lys

val

Tyr

Glu

His

355

Lys

100

Trp

Ser

val

Ser

val

180

Pro

Thr

Ser

Gly

Ser

260

Ala

Pro

val

val

Gln

340

GIn

Ala

Thr

Gly

Glu

Ile

Leu

Pro

245

Glu

Pro

Lys

val

Asp

325

Tyr

Asp

Leu

Phe

Gly

Ser

150

Ala

Gln

Tyr

Ser

Lys

230

Met

Pro

Glu

Asp

ASp

310

Gly

Asn

Trp

Pro

SEQUENCE_LISTING (EMER 017 01 sG)
105 110

Gly GIn Gly Thr Lys val

Gly

135

Gly

Ala

Met

Gly

Ala

215

Ala

ASp

Lys

Leu

Thr

295

val

val

Ser

Leu

Ala

120

Galy

Gly

sSer

Pro

Gly

Asp

ser

Ser

Leu

280

Leu

Ser

Glu

Thr

Asn

360

Pro

ser

Gly

Gly

Gly

Thr

Lys

Asp

Trp

Ser

265

Gly

Met

His

val

TYyr

345

Gly

Ile

Gly

val

Phe

170

Lys

Thr

Ser

Thr

Asp

Gly

Ile

Glu

His

330

Arg

Lys

Gly

val

155

Thr

Gly

Tyr

Ile

Ala

235

Arg

Lys

Pro

ser

ASp

315

Asn

val

Glu

Gly

140

Gln

Phe

Leu

ASnN

Ser

220

Met

Gly

Thr

Ser

Arg

300

Pro

Ala

val

Tyr

Glu Lys Thr
Page 46

Glu Ile Lys

125

Gly

Pro

Ser

Glu

205

Thr

Thr

His

val

285

Thr

Glu

Lys

Ser

Ala

Gly

Gly

Trp

Lys

Ala

Tyr

Leu

Thr

270

Phe

Pro

val

Thr

val

350

Cys

Ser

ser

Arg

Tyr

175

Met

Phe

TYr

Cys

val

255

Cys

Leu

Glu

Lys

Lys

Lys

Gly

Gln

ser

160

ASnN

Gly

Lys

Leu

Ala

240

Thr

Pro

Phe

val

Phe

320

Pro

Thr

val



370

Gly Gln

Asp Glu Leu

Phe Tyr Pro

Glu Asn Asn

435

Phe
450

Phe Leu

Gly Asn val

465

Tyr Thr G1n

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

<220>
<223>

<400> 35
atggaagcac

35
1479
DNA

gaaattgtgt
ctctcctgece
ggccaggctce
aggttcagtyg
gaagattttg
gggaccaagg
ggagctagcc
ctgagactct
cgccagatgce
actacctaca
accgectacce
cgctcagteyg

gagcccaaat

Pro Arg

Glu

SEQUENCE_LISTING (EMER 017 01 sG)

375

Pro Gln

390

Thr Lys

ser
420

ASp
Tyr Lys
ser

Tyr

Phe

Asn

Ile

Thr

Lys

Ser Cy

GIn val

Ala val

Thr Pro

440

Leu Thr

455

s Ser val

470

ser

LYS
485

cagcgcagcet
tgacacagtc
gaacaagtga
ctaggctcct
gcagtggatc
cagtttatta
tggaaatcaa
aggtgcagct
cctgtgcagce
ccgggaaagg
accggaagtt
tgcaatggag
gcecctatgga

cttctgacaa

Leu

Ser Leu

artificial sequence

tctcttecctc
tccagccace
aaatgtttac
catctatttt
cgggacagac
ctgtcaacat
aggtggcggt
ggtggagtct
ctctggattc
cctggagtgg
caagggccag
cagcctgaag
ctactggggc

aactcacaca

val Tyr Thr

395

ser Leu Thr

410

Glu Glu

425

Trp

Pro val Leu

val Asp Lys

Glu
475

Met His

Pro Gly

490

Ser

CD37 specific binding protein

ctgctactct
ctgtctttgt
agctacttag
gcaaaaacct
ttcactctca
cattccgata
ggctegggcg
ggtggaggcg
accttcagtg
atgggcaata
gtcactatct
gcctcggaca
cgcggcacce

tgcccaccgt

380

Leu Pro Pro

Cys Leu val

Ser Asn Gly

430

Ser
445

Asp Asp

ser
460

Arg Trp

Ala Leu His

Lys

ggctcccaga
ctccaggcga
cctggtacca
tagcagaagg
ccatcagcag
atccgtggac
gtggtggatc
tggtccagcec
gctacaatat
ttgatcctta
ccgccgacaa
ccgccatgta
tggtcactgt

gcccagcacc

Page 47

Ser

Lys
415

Gln Pro

Gly ser
GIn

GlIn

His
480

Asn

taccaccggt
aagagccacc
acagaaacct
aattccagcc
cctagagcct
attcggccaa
tggaggaggt
tgggaggtcc
gaactgggtc
ttatggtggt
gtccatcagc
ttactgtgca
ctcctecgagce

tgaactcctg

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



SEQUENCE_LISTING (EMER 017 01 sG)

acaccctcat
aagaccctga
caaagccgcg
tgcaccagga
cagcccccat
acaccctgcec
tcaaaggctt
acaactacaa
agctcaccgt

atgaggctct

Leu Leu Trp

ggtggaccgt cagtcttcct cttcccccca aaacccaagg
acccctgagg tcacatgcgt ggtggtggac gtgagccacg
aactggtacg tggacggcgt ggaggtgcat aatgccaaga
tacaacagca cgtaccgtgt ggtcagcgtc ctcaccgtec
ggcaaggagt acaagtgcaa ggtctccaac aaagccctcc
atctccaaag ccaaagggca gccccgagaa ccacaggtgt
gatgagctga ccaagaacca ggtcagcctg acctgectgg
gacatcgccg tggagtggga gagcaatggg cagccggaga
cccgtgetgg actccgacgg ctccttctte ctctacagea
aggtggcagc aggggaacgt cttctcatgc tccgtgatgce
tacacgcaga agagcctctc cctgtctccg ggtaaatga
<210> 36
<211> 492
<212> PRT
<213> Artificial sequence
<220> )
<223> D37 specific binding protein
<400> 36
Met Glu Ala Pro Ala Gln Leu Leu Phe Leu Leu
1 5 10
Asp Thr Thr Gly Glu Ile val Leu Thr GIn Ser
20 25
Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys
35 40
val Tyr Ser Tyr Leu Ala Trp Tyr GIn GIn Lys
50 55
Arg Leu Leu Ile Tyr Phe Ala Lys Thr Leu Ala
65 70 75
Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp pPhe
85 90
Ser Leu Glu Pro Glu Asp Phe Ala val Tyr Tyr
100 105
Asp Asn Pro Trp Thr Phe Gly Gln Giy Thr Lys
115 120
Gly Gly Gly sSer Gly Gly Gly Gly Sser Gly Gly
130 135

Pro
Arg
Pro
60

Glu
Thr
Cys

val

Gly
1

Page 48

Ala

Thr

45

Gly

Gly

Leu

Gln

Glu

125

Gly

Thr

30

Ser

Gln

Ile

Thr

His

110

Ile

Ala

gatctcccgg
ggtcaagttc
ggaggagcag
ctggctgaat
cgagaaaacc
cccatcccgg
ctatccaagc
gaccacgcct
ggacaagagc

gcacaaccac

Leu Pro

15

Leu ser

Glu Asn
Pro

Ala

Ala
80

Pro

Ile
95

Ser
His Ser
Lys Gly

ser GlIn

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1479



val

145

Leu

Met

Asn

Gly

GlIn

225

Arg

val

Pro

Pro

Thr

305

Asn

Arg

val

sSer

Gln

Arg

Asn

Ile

Gln

210

Trp

Ser

ser

Cys

Pro

290

Cys

Trp

Glu

Leu

Asn

370

Gly

Glu

Leu

Leu

Trp

Asp

val

Ser

val

ser

Pro

275

Lys

val

Tyr

Glu

His

355

LysS

Gln

Leu

val

ser

val

180

Pro

Thr

Ser

Gly

ser

260

Ala

Pro

val

val

Gln

340

GlIn

Ala

Pro

Thr

Glu

Cys

165

Arg

Tyr

Ile

Leu

Pro

245

Glu

Pro

Lys

val

ASp

325

Tyr

ASp

Leu

Arg

LysS
405

Ser

150

Ala

GIn

TYr

Ser

Lys

Met

Pro

Glu

ASp

ASp

310

Gly

Asn

Trp

Pro

Glu

390

Asn

SEQUENCE_LISTING (EMER 017 01 sG)

Gly Gly Gly val

Ala

Met

Gly

Ala

215

Ala

Asp

Lys

Leu

Thr

295

val

val

Ser

Leu

Ala

375

Pro

GlIn

Ser

Pro

Gly

Asp

Ser

Tyr

Ser

Leu

280

Leu

ser

Glu

Thr

Asn

360

Pro

Gln

val

Gly

Gly

Thr

Lys

Asp

Trp

sSer

265

Gly

Met

His

val

TYr

345

Gly

Ile

val

ser

Phe

170

Lys

Thr

ser

Thr

Gly

Asp

Gly

Ile

Glu

His

330

Arg

Lys

Glu

Tyr

Leu
410

val GIn Pro Gly Arg

155

Thr

Gly

Tyr

Ile

Ala

235

Arg

Lys

Pro

ser

Asp

Asn

val

Glu

Lys

Thr

395

Thr

Phe

Leu

Asn

Ser

220

Met

Gly

Thr

Ser

Arg

300

Pro

Ala

val

Tyr

Thr

380

Leu

Cys

Page 49

Ser

Glu

Arg

205

Thr

Tyr

Thr

His

val

285

Thr

Glu

Lys

Ser

LysS

365

Ile

Pro

Leu

Gly

Lys

Ala

Tyr

Leu

Thr

270

Phe

Pro

val

Thr

val

350

Cys

ser

Pro

val

Tyr

175

Met

Phe

Tyr

Cys

val

255

Ser

Leu

Glu

LysS

LYyS

Leu

LyS

Lys

ser

Ser

160

Asn

Gly

Lys

Leu

Ala

240

Thr

Pro

Phe

val

Phe

320

Pro

Thr

val

Ala

Arg

400

Gly



Phe Tyr Pro

Glu Asn Asn
435

Phe Phe Leu
450

Gly Asn val
465

Tyr Thr GlIn

Ser Asp
420

Tyr Lys
Tyr Ser
Phe

Ser

Lys Ser

Ile

Thr

Lys

cys

470

Leu

SEQUENCE_LISTING (EMER 017 01 SG)
Ala val Glu Trp Glu Ser Asn Gly GIn Pro
425

Thr Pro Pro Val Leu Asp Ser Asp Gly Ser
440 445

Leu Thr val Asp Lys Ser Arg Trp Gin Gln
455 460

Ala Leu His Asn His
480

Ser val Met His Glu
475

Ser Leu Ser Pro Gly Lys

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

<220>
<223>

<400> 37
atggaagcac

37

DNA

gaaattgtgt
ctctectgec
ggccaggctc
aggttcagtg
gaagattttg
gggaccaagg

ggggctagcg
ctgagactct

cgccagatgc
actacctaca
accgcctacc
cgctcagteg
gagcccaaat
ggtggaccgt
acccctgagg
aactggtacg
tacaacagca

ggcaaggagt

1476

485

cagcgcagct
tgacacagtc
gaacaagtga
ctaggctcct
gcagtggatc
cagtttatta
tggaaatcaa
aggtgcagct
cctgtgcage
€cgggaaagg
accggaagtt
tgcaatggag
gccctatgga
cttctgacaa
cagtcttcct
tcacatgegt
tggacggcgt
cgtaccgtgt

acaagtgcaa

Artificial sequence

tctcttcctc
tccagccacc
aaatgtttac
catctatttt
cgggacagac
ctgtcaacat
aggtggcggt
ggtggagtct
ctctggattc
cctggagtgg
caagggccagd
cagcctgaag
ctactggggc
aactcacaca
cttcccccca
ggtggtggac
ggaggtgcat
ggtcagcgtc

ggtctccaac

490

Cp37 specific binding protein

ctgctactct
ctgtctttgt
agctacttag
gcaaaaacct
ttcactctca
cattccgata
ggctcgggcg
ggtggaggct
accttcagtg
atgggcaata
gtcactatct
gcctcggaca
cgcggceaccc
tctccaccgt
aaacccaagg
gtgagccacg
aatgccaaga
ctcaccgtee

aaagccctec

ggctcccaga
ctccaggega
cctggtacca
tagcagaagg
ccatcagcag
atccgtggac
gtggtggatc
tggtccagcce
gctacaatat
ttgatcctta
ccgccgacaa
ccgccatgta
tggtcactgt
gcccageacce
acaccctcat
aagaccctga
caaagccgeg
tgcaccagga

cagcccccat

Page 50

taccaccggt
aagagccacc
acagaaacct
aattccagcc
cctagagcct
attcggccaa
tggaggaggt
tggagggtcc
gaactgggtc
ttatggtgat
gtccatcagc
ttactgtgca
ctcctcgagc
tgaactcctg
gatctcccgg
ggtcaagttc
ggaggagcag
ctggctgaat

cgagaaaacc

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

1020
1080
1140



atctccaaag
gatgagctga
gacatcgccg
cccgtgetgg
aggtggcagc
tacacgcaga
<210>
<211>
<212>
<213>

<220>
<223>

<400> 38
Met Glu Ala
1

38
492
PRT

Asp Thr Thr

Pro
35

Leu Ser

val Tyr Ser

Arg Leu Leu

65

Arg Phe ser

Ser Leu Glu

Pro
115

Asp Asn

Gly Gly

val Leu

145

Leu Arg Leu

Met Asn Trp

ccaaagggca
ccaagaacca
tggagtggga
actccgacgg

aggggaacgt
agagcctcte

Pro ?Ta Gln

Gly Glu

20

Gly Glu

Tyr Leu

Ile Tyr

Gly ser

85

Pro Glu

100

Trp Thr

Ser

Gly

val Glu

Ile

Arg

Ala

Phe

70

Gly

ASp

Phe

Gly

Ser

SEQUENCE_LISTING (EMER 017 0l sG)

gccccgagaa
ggtcagcctg
gagcaatggg
ctccttcttc
cttctcatge

cctgtcteeg

Artificial sequence

val Leu

Leu Leu Phe

Thr

ccacaggtgt
acctgcctgg
cagccggaga
ctctacagea
tccgtgatgce

ggtaaa

CD37 specific binding protein

Leu Leu

10

Gln Ser

25

Thr
40

Ala

Trp
55

TYr
Ala Lys
Ser

Gly

Phe Ala

Leu

Gln

Thr

Thr

val

ser Cys

Gln Lys

Ala
75

Leu

Asp Phe

90

TYr Tyr

105

Gln
120

Gly

Gly

Gly Gly

150

Ser

val

Ala

GlIn

Ala ser

Met Pro

Gly

ser

Gly

Gly

Gly

Thr Lys

Gly Gly

val
155

Leu

Phe Thr

170

Lys Gly

acaccctgcec
tcaaaggctt
acaactacaa
agctcaccgt

atgaggctct

Leu Leu Trp

Pro Ala Thr
30

Thr
45

Arg Ser

Pro- Gln

Gly
60

Glu Gly 1le

Thr Leu Thr

His
110

Cys GIn

val Ile

Gly Ala

140

Gly

Gln Pro Gly

Phe ser Gly

Leu Glu Trp

Page 51

ccecatcccgg
ctatccaagc
gaccacgcect
ggacaagagc

gcacaaccac

Leu Pro

15

Leu Ser

Glu Asn
Ala

Pro

Ala
80

Pro

Ile
95

Ser

ser

Lys Gly

Ser Glu

Gly ser

160

Tyr Asn

175

Met Gly

1200
1260
1320
1380
1440
1476



Asn

Gly

Gln

225

Arg

val

Pro

Pro

Thr

305

Asn

Arg

val

Ser

ASD

Phe

Glu

Phe

Ile

Gln

210

Trp

Ser

Ser

Cys

Pro

290

cys

Trp

Glu

Leu

Asn

370

Gly

Glu

TYyr

Asn

Phe

Ser

val

ser

Pro

275

Lys

val

Tyr

Glu

His

355

Lys

GIn

Leu

Pro

Asn

435

Leu

180

Pro

Thr

Ser

Gly

ser

260

Ala

Pro

val

val

Gln

340

Gln

Ala

Pro

Thr

Ser

420

Tyr

TYr

TYr

Ile

Leu

Pro

245

Glu

Pro

Lys

val

ASp

325

Tyr

ASp

Leu

Arg

Lys

Asp

Lys

ser

Tyr

ser

Lys

Met

Pro

Glu

Asp

ASp

310

Gly

Asn

Trp

Pro

Glu

390

Asnh

Ile

Thr

Lys

SEQUENCE_LISTING (EMER 017 Q1 SG)

Gly

Ala

215

Ala

Asp

Lys

Leu

Thr

295

val

val

Ser

Leu

Ala

375

Pro

GIn

Ala

Thr

Leu

185

Gly Thr Thr Tyr

200

ASp

ser

Tyr

Ser

Leu

280

Leu

ser

Glu

Thr

Asn

360

Pro

Gln

val

val

Pro

440

Thr

Lys

ASD

Trp

Ser

265

Gly

Met

His

val

Tyr

Gly

Ile

val

Ser

Glu

425

Pro

val

Ser

Thr

Asp

Gly

Ile

Glu

His

330

Arg

LyS

Glu

Tyr

Leu

410

Trp

val

Ile

Ala

235

Arg

Lys

Pro

Ser

315

Asn

val

Glu

Lys

Thr

395

Thr

Glu

Leu

Asn

ser

220

Met

Gly

Thr

Ser

Arg

Pro

Ala

val

Tyr

Thr

380

Leu

Ccys

Ser

ASp

ASp LYys Ser
Page 52

Arg

205

Thr

TYr

Thr

His

val

285

Thr

Glu

Lys

Ser

Pro

Leu

Asn

Ser

445

Arg

190

Lys

Ala

Tyr

Leu

Thr

270

Phe

Pro

val

Thr

val

350

Ccys

Ser

Pro

val

ASp

Trp

Phe

Tyr

Cys

val

255

Ser

Leu

Glu

Lys

Lys

Lys

Ser

Gly

GIn

Lys

Leu

Ala

240

Thr

Pro

Phe

val

Phe

320

Pro

Thr

val

Ala

Arg

Gly

Pro

Ser



450

SEQUENCE_LISTING (EMER 017 01 SG)

455

460

Gly Asn val Phe Ser Cys Ser val Met His Glu Ala Leu His Asn His
470

465

475

Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
485

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

<220>
<223>

<400> 39
atggaagcac

39
DNA

gaaattgtgt
ctctectgee
ggccaggetce
aggttcagtg
gaagattttg
gggaccaagg

ggggctagcg
ctgagactct

cgccagatgc
actacctaca
accgcctacc
cgctcagtcg
gagcccaaat
ggtggaccgt
acccctgagg
aactggtacg
tacaacagca
ggcaaggagt
atctccaaag
gatgagctga
gacatcgccg
cccgtgetgg

aggtggcagc

1476

cagcgcaget
tgacacagtc
gaacaagtga
ctaggctecct
gcagtggatc
cagtttatta
tggaaatcaa
aggtgcagct
cctgtgeage
ccgggaaagg
accggaagtt
tgcaatggag
gccctatgga
cttctgacaa
cagtcttect
tcacatgegt
tggacggcgt
cgtaccgtgt
acaagtgcaa
ccaaagggca
ccaagaacca
tggagtggga
actccgacgg

aggggaacgt

Artificial sequence

tctettecte
tccagecacc
aaatgtttac
catctatttt
cgggacagac
ctgtcaacat
aggtggcggt
ggtggagtct
ctctggattc
cctggagtgg
caagggccag
cagcctgaag
ctactggggce
aactcacaca
cttcceececa
ggtggtggac
ggaggtgcat
ggtcagcgtc
ggtctccaac
gccccgagaa
ggtcagcctg
gagcaatgqgg
ctccttette

cttctcatge

490

CD37 specific binding protein

ctgctactct
ctgtctttgt
agctacttag
gcaaaaacct
ttcactctca
cattccgata
ggctcgggcy
ggtggaggct
accttcagtg
atgggcaata
gtcactatct
gcctcggaca
cgcggceacece
tgcccaccgt
aaacccaagg
gtgagccacg
aatgccaaga
ctcaccgtec
aaagccctec
ccacaggtgt
acctgectgg
cagccggaga
ctctacagca
tcegtgatge

Page 53

ggctcccaga
ctccaggega
cctggtacca
tagcagaagg
ccatcagcag
atccgtggac
gtggtggatc
tggtccagec
gctacaatat
ttgatcctta
ccgccgacaa
ccgecatgta
tggtcactgt
gcccageacc
acaccctcat
aagaccctga
caaagccgcg
tgcaccagga
cagcccccat
acaccctgcec
tcaaaggctt
acaactacaa
agctcaccgt

atgaggctct

480

taccaccggt
aagagccacc
acagaaacct
aattccagcc
cctagagect
attcggecaa
tggaggaggt
tggagggtcc
gaactgggtc
ttatggtggt
gtccatcagc
ttactgtgca
ctcetegage
tgaactccty
gatctcccgg
ggtcaagttc
ggaggagcag
ctggctgaat
cgagaaaacc
cccatcecgg
Ctatccaagc
gaccacgcct
ggacaagagc

gcacaaccac

60
120
180
240
300
360
420
480
540
600
660
720
780
840
800
960

1020
1080
1140
1200
1260
1320
1380
1440



SEQUENCE_LISTING (EMER 017 01 SG)
tacacgcaga agagectetc cctgtctccg ggtaaa 1476

<210> 40

<211> 492

<212> PRT

<213> Artificial sequence

<220> . . :
<223> D37 specific binding protein

<400> 40

Met Glu Ala Pro Ala Gln Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro
1 5 10 15

Asp Thr Thr Gly Glu ITe val Leu Thr GIn Ser Pro Ala Thr Leu Ser
20 25 30

Leu Ser Pro Gly Glu Arg Ala Zgr Leu Ser Cys Arg Thr Ser Glu Asn
35 45

val Tyr Ser Tyr Leu Ala ;Ep Tyr GIn Gln Lys Pro Gly Gln Ala Pro
30 60

Arg Leu Leu Ile Tyr Phe Ala Lys Thr Leu Ala Glu Gly Ile Pro Ala
65 70 75 80

Arg Phe Ser Gly ger Gly Ser Gly Thr Sgp Phe Thr Leu Thr §1e Ser
5 5

Ser Leu Giu Pro Glu Asp Phe Ala val Tyr Tyr Cys GIn His His Ser
100 105 110

Asp Asn Pro Trp Thr Phe Gly GIn Gly Thr Lys val Glu Ile Lys Gly
115 120 125

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ala Ser Glu

val GIn Leu val Glu Ser Gly Gly Gly Leu val Gln Pro Gly Gly Ser
145 150 155 160

Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Gly Tyr Asn
165 170 175

Met Asn Trp val Arg GIn Met Pro Gly Lys Gly Leu Glu Trp Met Gly
180 185 190

Asn Ile Asp Pro Tyr Tyr Gly Gly Thr Thr Tyr Asn Arg Lys Phe Lys
195 200 205

Gly GIn val Thr TIle Ser Ala Asp Lys Ser Ile Ser Thr Ala Tyr Leu
210 215 220

Page 54



Gln

225

Arg

val

Pro

Pro

Thr

305

Asn

Arg

val

Ser

ASp

Phe

Glu

Phe

Trp

Ser

Ser

Cys

Pro

290

cys

Trp

Glu

Leu

AsSn

370

Gly

Glu

Tyr

Asn

Phe

450

Asn

Thr

Ser

val

Ser

Pro

275

Lys

val

Tyr

Glu

Lys

GIn

Leu

Pro

Asn

435

Leu

val

GIn

Ser

Gly

Ser

260

Ala

Pro

val

val

Gln

340

GIn

Ala

Pro

Thr

Ser

420

Tyr

Tyr

Phe

Lys

Leu

Pro

245

Glu

Pro

Lys

val

Asp

325

Tyr

Asp

Leu

Arg

Lys

Asp

Lys

Ser

Ser

Ser
485

LYyS

Met

Pro

Glu

ASp

310

Gly

Asn

Trp

Pro

Glu

390

Asn

Ile

Thr

Lys

Cys

Leu

SEQUENCE_LISTING (EMER 017 01 sG)

Ala ser Asp Thr Ala Met Tyr Tyr Cys

Asp

Lys

Leu

Thr

295

val

val

Ser

Leu

Ala

375

Pro

Gln

Ala

Thr

Leu

455

Ser

Ser

TYr

ser

Leu

280

Leu

Ser

Glu

Thr

Asn

360

Pro

Gln

val

val

Pro

440

Thr

val

Leu

Trp

Ser

265

Gly

Met

His

val

Gly

Ile

val

Ser

Glu

425

Pro

val

Met

Ser

Gly

250

AsSDp

Gly

Ile

Glu

His

330

Arg

Lys

Glu

Tyr

Leu

410

Trp

val

Asp

His

Pro
490

235

Arg

Lys

Pro

Ser

315

Asn

val

Glu

Lys

Thr

395

Thr

Glu

Leu

Lys

Glu

475

Gly

Gly

Thr

ser

Arg

Pro

Ala

val

Tyr

Thr

380

Leu

Cys

Ser

ASp

Ser

460

Ala

Lys

Page 55

Thr

His

val

285

Thr

Glu

Lys

Ser

Lys

365

Ile

Pro

Leu

Asn

Ser

445

Arg

Leu

Leu
Thr
270
Phe
Pro
val
Thr
val
350
Cys
Ser
Pro

val

Trp

His

val

255

Cys

Leu

Glu

Lys

335

Leu

Lys

Lys

Ser

Lys

Gln

Gly

GIn

Asn

Ala

240

Thr

Pro

Phe

val

Phe

320

Pro

Thr

val

Ala

Arg

400

Gly

Pro

Ser

Gln

His
480



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

<220>
<223>

<400> 41
atggaagcac

41

DNA

gaaattgtgt
ctctecetgece
ggccaggctc
aggttcagtg
gaagatttty
gggaccaagg
ggggctagceg
ctgagactct
cgccagatgc
actacctaca
accgcectacc
cgctcagtcg
gagcccaaat
ggtggaccgt
acccctgagg
aactggtacg
tacaacagca
ggcaaggagt
atctccaaag
gatgagctga
gacatcgccg
cccgtgetgg
aggtggcagc
tacacgcaga
42

492
PRT

<210
<211>
<212>
<213>

<220
<223>

1476

cagcgcagct
tgacacagtc
gaacaagtga
ctaggctect
gcagtggatc
cagtttatta
tggaaatcaa
aggtgcagct
cctgtgcagce
ccgggaaagg
accggaagtt
tgcaatggag
gccctatgga
cttctgacaa
cagtcttect
tcacatgcgt
tggacggcegt
cgtaccgtgt
acaagtgcaa
ccaaagggca
ccaagaacca
tggagtggga
actccgacgg
aggggaacgt

agagcctctc

SEQUENCE_LISTING (EMER 017 01 sG)

Artificial sequence

tctcttecte
tccagccacc
aaatgtttac
catctatttt
cgggacagac
ctgtcaacat
aggtggcggt
ggtggagtct
ctctggattc
cctggagtgg
caagggccag
cagcctgaadg
ctactggggc
aactcacaca
Ccttcccccca
ggtggtggac
ggaggtgcat
ggtcagcgtc
ggtctccaac
gccccgagaa
ggtcagcectg
gagcaatggg
ctecttettce
cttctcatgc

cctgtctecy

Artificial seguence

CD37 specific binding protein

ctgctactct
ctgtctttgt
agctacttag
gcaaaaacct
ttcactctca
cattccgata
ggctcgggcg
ggtggaggct
accttcagtg
atgggcaata
gtcactatct
gccteggaca
cgcggcacce
tctccacegt
aaacccaagg
gtgagccacg
aatgccaaga
ctcaccgtcc
aaagccctcc
ccacaggtgt
acctgcctgg
cagccggaga
ctctacagca
tcecgtgatgce

ggtaaa

D37 specific binding protein

ggctcccaga
ctccaggcga
cctggtacca
tagcagaagg
ccatcagcag
atccgtggac
gtggtggatc
ctgtccagec
gctacaatat
ttgatcctta
ccgccgacaa
ccgccatgta
tggtcactgt
gcccagcacc
acaccctcat
aagaccctga
caaagccgcg
tgcaccagga
cagcccccat
acaccctgcec
tcaaaggctf
acaactacaa
agctcaccgt

atgaggctct

Page 56

taccaccggt
aagagccacc
acagaaacct
aattccagcc
cctagagcct
attcggccaa
tggaggaggt
tggagggtce
gaactgggtc
ttatggtggt
gtcecatcage
ttactgtgca
ctcctegage
tgaactcctyg
gatctccegg
ggtcaagttc
ggaggagcag
ctggctgaat
cgagaaaacc
cccatcecgg
ctatccaage
gaccacgcect
ggacaagagc

gcacdaccac

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

1020
1080
1140
1200
1260
1320
1380
1440
1476



<400> 42
Tet Glu Ala Pro

Asp

Leu

val

Arg

65

Arg

Ser

Asp

Gly

val

145

Leu

Met

Asn

Gly

Gln

225

Arg

val

Thr Thr
ser Pro

35
Tyr Ser

50

Leu Leu

Phe Sser

Leu Glu

Asn Pro

115

Gly Gly

Gln Leu

Arg Leu

Asn Trp

Ile Asp

185

Gln val
210
Trp Ser

Ser val

Ser Ser

Gly

20

Gly

Tyr

Ile

Gly

Pro

100

Trp

Ser

val

ser

val

180

Pro

Thr

Ser

Gly

sSer

Ala

Glu

Glu

Leu

Tyr

Ser

85

Glu

Thr

Gly

Glu

Cys

165

Arg

Tyr

Ile

Leu

Pro

245

Glu

GIn

Ile

Arg

Ala

Phe

70

Gly

Asp

Phe

Gly

Ser

150

Ala

GIn

Tyr

ser

Lys

Met

Pro

SEQUENCE_LISTING (EMER 017 01 SG)

Leu Leu Phe Leu Leu Leu Leu Trp

val

Ala

Trp

55

Ala

ser

Phe

Gly

Gly

Gly

Ala

Met

Gly

Ala

215

Ala

Asp

Lys

Leu

Thr

40

Tyr

Lys

Gly

Ala

Gln

120

Gly

Gly

Ser

Pro

Gly

200

Asp

Ser

Tyr

Ser

Thr

25

Leu

Gln

Thr

Thr

val

105

Gly

Ser

Gly

Gly

Gly

Thr

Lys

Asp

Trh

ser

10

GIn

Ser

GIn

Leu

Asp

90

Tyr

Thr

Gly

ser

Phe

170

Lys

Thr

Ser

Thr

Gly
250

Ser

Cys

Lys

Ala

75

Phe

Tyr

Lys

Gly

val

155

Thr

Gly

TYr

Ile

Ala

235

Arg

Pro

Arg

Pro

60

Glu

Thr

Cys

val

Gly

Gln

Phe

Leu

Asn

Ser

220

Met

Gly

Asp Lys Thr
Page 57

Ala

Thr

45

Gly

Gly

Leu

GIn

Glu

125

Gly

Pro

Ser

Glu

205

Thr

Tyr

Thr

His

Thr

30

Ser

GIn

Ile

Thr

His

110

Ile

Ala

Gly

Gly

Trp

180

Lys

Ala

Tyr

Leu

Thr

Leu

15

Leu

Glu

Ala

Pro

Ile

95

His

Lys

ser

Gly

Tyr

175

Met

Phe -

Tyr

Cys

val

255

ser

Pro

Ser

Asn

Pro

Ala

80

ser

ser

Gly

Glu

ser

160

Asn

Gly

Lys

Leu

Ala

240

Thr

Pro



Pro

Pro

Thr

305

Asn

Arg

val

ser

Lys

385

Asp

Phe

Glu

Phe

Gly
465

Cys

Pro

290

Cys

Trp

Glu

Leu

Asn

370

Gly

Glu

Tyr

Asn

Phe

450

Asn

Pro

275

Lys

val

Tyr

Glu

His

Lys

Gln

Leu

Pro

Asn

435

Leu

val

Tyr Thr Gln

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

<220>
<223>

<400>

43
1476
DNA

260

Ala

Pro

val

val

Gln

340

Gln

Ala

Pro

Thr

Ser

420

TYr

Tyr

Phe

Lys

Pro

Lys

val

Asp

Tyr

Asp

Leu

Arg

Lys

Ser

Ser

Ser
485

Glu

Asp

Asp

310

Gly

Asn

Trp

Pro

Glu

390

Asn

Ile

Thr

Lys

Cys

470

Leu

SEQUENCE_LISTING (EMER 017 O%?SG)

Leu

Thr

295

val

val

Ser

Leu

Ala

375

Pro

GIn

Ala

Thr

Leu

455

Ser

ser

Artificial seguence

265

Leu Gly Gly Pro Ser

280

Leu

Ser

Glu

Thr

Asn

360

Pro

Gln

val

val

Pro

440

Thr

val

Leu

Met

His

val

Tyr

345

Gly

Ile

val

Ser

Glu

425

Pro

val

Met

Ser

Ile

Glu

His

330

Arg

Lys

Glu

Tyr

Leu

410

Trp

val

Asp

His

Pro
490

CD37 specific binding protein

43

Ser

315

AsD

val

Glu

Lys

Thr

395

Thr

Glu

Leu

Lys

Glu

475

Gly

Arg

300

Pro

Ala

val

Tyr

Thr

380

Leu

cys

sSer

Asp

Ser

460

Ala

Lys

Page 58

val
285
Thr
Glu

Lys

ser

Pro
Leu
Asn
Ser
445

Arg

Leu

Phe Leu Phe

Pro

val

Thr

val

350

Cys

ser

Pro

val

Gly

Asp

Trp

His

Glu

Lys

Lys

Leu

Lys

Lys

Ser

Lys

GIn

Gly

Gln

Asn

val

Phe

320

Pro

Thr

val

Ala

Pro

Ser

GIn

His
480



atggaagcac

gaaattgtgt

cagcgcagct

tgacacagtc

SEQUENCE_LISTING (EMER 017 01 SG)

tctctrtectc

tccagccacc

ctctcctgce gaacaagtga aaatgtttac

ggccaggetc
aggttcagtg
gaagattttg
gggaccaagg
ggggctagcg
ctgagactct
cgccagatgce
actacctaca
accgcctacc
cgctcagtcg
gagcccaaat
ggtggaccgt
acccctgagg
aactggtacg
tacaacagca
ggcaaggagt
atctccaaag
gatgagctga
gacatcgccg
cccgtgetgg
aggtggcagce
tacacgcaga
44

492
PRT

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

<220>
<223>

<400> 44

ctaggctcct
gcagtggatc
cagtttatta
tggaaatcaa
aggtgcagct
cctgtgcage
ccgggaaagy
accggaagtt
tgcaatggag
gccctatgga
cttctgacaa
cagtcttcct
tcacatgcgt
tggacggcgt
cgtaccgtgt
acaagtgcaa
ccaaagggca
ccaagaacca
tggagtggga
actccgacgg

aggggaacgt
agagcctctc

catctatttt
cgggacagac
ctgtcaacat
aggtggcggt
ggtggagtct
ctctggattc
cctggagtgg
caagggccag
cagcctgaag
ctactggggce
aactcacaca
cttcccccea
ggtggtggac
ggaggtgcat
ggtcagcgtc
ggtctccaac
gccccgagaa
ggtcagccty
gagcaatggg
ctccttcttce
cttctcatgc

cctgtctceg

Artificial sequence

ctgctactct
ctgtctttgt
agctacttag
gcaaaaacct
ttcactctca
cattccgata
ggctcgggceg
ggtggaggct
accttcagtg
atgggcaata
gtcactatct
gcctcggaca
cgcggcacce
tgcccaccgt
aaacccaagg
gtgagccacg
aatgccaaga
ctcaccgtcc
aaagccctec
ccacaggtgt
acctgcctgg
cagccggaga
ctctacagca
tcegtgatgce
ggtaaa

CD37 specific binding protein

ggctcccaga
ctccaggega
cctggtacca
tagcagaagg
ccatcagcag

atccgtggac

gtggtggatc

ctgtccagcec
gctacaatat
ttgatcctta
ccgccgacaa
ccgccatgta
tggtcactgt
gcccagcacc
acaccctcat
aagaccctga
caaagccgceg
tgcaccagga
cagcccccat
acaccctgec
tcaaaggctt
acaactacaa
agctcaccgt

atgaggctct

taccaccggt
aagagccacc
acagaaacct
aattccagcc
cctagagcct
attcggccaa
tggaggaggt
tggagggtcc
gaactgggtc
ttatggtggt
gtccatcagc
ttactgtgca
ctcctegage
tgaactcctg
gatctccecgyg
ggtcaagttc
ggaggagcag
ctggctgaat
cgagaaaacc
ccecatcecgg
ctatccaagc
gaccacgcct
ggacaagagc

gCacaaccac

Met Glu Ala Pro Ala GIn Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro

1

5

15

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

20

25

30

Page 59

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

1020
1080
1140
1200
1260
1320
1380
1440
1476



Leu

val

Arg

65

Arg

Ser

Asp

Gly

val

145

Leu

Met

Asn

Gly

Gln

225

Arg

val

Pro

Pro

Ser Pro Gly

Tyr

50

Leu

Phe

Leu

Asn

Gly

Gln

Arg

Asn

Ile

Gln

210

Trp

Ser

ser

Cys

Pro
290

35

Ser

Leu

Ser

Glu

Pro

115

Gly

Leu

Leu

Trp

AsSp

val

Ser

val

ser

Pro

275

Lys

Tyr

Ile

Gly

Pro

100

Trp

Ser

val

Ser

val

180

Pro

Thr

Ser

Gly

ser

260

Ala

Pro

Glu

Leu

TYr

sSer

85

Glu

Thr

Gly

Glu

Cys

165

Arg

Tyr

Ile

Leu

Pro

245

Glu

Pro

Lys

Arg

Ala

Phe

70

Gly

Asp

Phe

Gly

Ser

150

Ala

Gln

Tyr

Ser

Lys

Met

Pro

Glu

Asp

SEQUENCE_LISTING (EMER 017 0l SG)

Ala Thr Leu Ser- Cys Arg Thr Ser Glu
45

Trp

55

Ala

Ser

Phe

Gly

Gly

Gly

Ala

Met

Gly

Ala

215

Ala

ASp

Lys

Leu

Thr
295

%0

Tyr
Lys
Gly
Ala
Gln
120
Gly
Gly
Ser
Pro
Gly
Asp
Ser
Tyr
ser
Leu

280

Leu

Gln

Thr

Thr

val

105

Gly

ser

Gly

Gly

Gly

Thr

Lys

Asp

Trp

Ser

265

Gly

Met

Gln

Leu

Asp

90

TYr

Thr

Gly

ser

Phe

170

Lys

Thr

Ser

Thr

Gly

Asp

Gly

Lys

Ala

75

Phe

Tyr

Lys

Gly

val

155

Thr

Gly

Tyr

Ile

Ala

235

Arg

Lys

Pro

Pro

60

Glu

Thr

Cys

val

Gly

140

Gin

Phe

Leu

Asn

Ser

220

Met

Gly

Thr

ser

Gly

Gly

Leu

Gln

Glu

125

Gly

Pro

Ser

Glu

205

Thr

Thr
His
val
285

Thr

Gln

Ile

Thr

His

110

Ile

Ala

Gly

Gly

190

Lys

Ala

Tyr

Leu

Thr

270

Phe

Pro

Ala

Pro

Ile

95

His

Lys

Ser

Gly

Tyr

175

Met

Phe

Tyr

Cys

val

255

Cys

Leu

Glu

Asn

Pro

Ala

80

ser

Ser

Gly

Glu

Ser

160

Asn

Gly

Lys

Leu

Ala

240

Thr

Pro

Phe

val



Thr Cys val val val Asp

SEQUENCE_LISTING (EMER 017 01 SG)

305 310

Asn Trp Tyr val Asp Gly val Glu val

325

Arg Glu Glu GIn Tyr Asn Ser Thr Tyr

340

345

val Leu His GIn Asp Trp Leu Asn Gly

360

Ser Asn Lys Ala Leu Pro Ala Pro Ile

370

375

Lys Gly GIn Pro Arg Glu Pro GIn val
385 390

Asp Glu Leu Thr Lys Asn Gln val Ser

Phe Tyr Pro Ser Asp Ile Ala val Glu

420

425

Glu Asn Asn Tyr Lys Thr Thr Pro Pro

435

440

Phe Phe Leu Tyr Ser Lys Leu Thr val

450

455

Gly Asn val Phe Ser Cys Ser val Met
465 470

Tyr Thr Gln Lys Ser Leu Ser Leu Ser

485
<210> 45
<211> 1482
<212> DNA

<213> Artificial sequence

<220>

Arg

Lys

Glu

Tyr

Leu

410

Trp

val

Asp

His

Pro
490

<223> (D37 specific binding protein

<400> 45
atggaagccc cagctcagcet

gaaattgtgt tgacacagtc
ctctcctgec gagcaagtca
ggccaggctc ctaggctcct

aggttcagtg gcagtggatc

tctcttcctec ctgctactct

tccagccacc ctgtctttgt

315

Asn

val

Glu

Lys

Thr

395

Thr

Glu

Leu

Lys

Glu

475

Gly

aagtgtttac agctacttag

catctatttt gcaaaaacct

cgggacagac ttcactctca

Ala

val

Tyr

Thr

380

Leu

Cys

Ser

AsSp

sSer

460

Ala

Lys

LysS

Ser

Pro

Leu

Asn

ser

445

Arg

Leu

Thr

val

350

cys

ser

Pro

val

Gly

ASp

Trp

His

ggctcccaga

ctccaggcga

cctggtacca

tagcagaagg

ccatcagcag

Page 61

val Ser His Glu Asp Pro Glu val Lys Phe

320

Lys Pro
335

Leu Thr

Lys val

Lys Ala

Ser Arg

400

Lys Gly

GIn Pro

Gly ser

GIn Gln

Asn His
480

taccaccgga
aagagccacc
acagaaacct
aattccagcc

cctagagcct

60
120
180
240
300



gaagattttg
gggaccaagg
gggaccggtg
ctgaagattt
cgccagatgc
actacctaca
accgcctacce
cgctcagtcyg
caggagccca
ctgggtggac
cggaccccty
ttcaactggt
cagtacaaca
aatggcaagg
accatctcca
cgggatgagc
agcgacatcg
cctcececgtge
agcaggtggc
cactacacgc
<210>
<211>
<212>
<213>

<220>
<223>

16
493
PRT

<400> 46

cagtttatta
tggaaatcaa
aggtgcagct
cctgtaaggg
ccgggaaagg
accggaagtt
tgcaatggag
gccctatgga
aatcttctga
cgtcagtctt
aggtcacatg
acgtggacgg
gcacgtaccg
agtacaagtag
aagccaaagg
tgaccaagaa
ccgtggagtg
tggactccga
agcaggggaa
agaagagcct

SEQUENCE_LISTING (EMER 017 Q1 sG)

ctgtcaacat
aggtggcggt
ggtgcagtct
atccggttac
cctcgagtgy
caagggccag
cagcctgaag
ctactggggc
caaaactcac
cctctteccc
cgtggtggtg
cgtggaggtg
tgtggtcagec
caaggtctce
gcagccccga
ccaggtcagc
ggagagcaat
cggctccttc
cgtcttctca

ctccctgtct

Artificial sequence

cattccgata

ggctcgggcg
ggagcagagg
tcattcactg
atgggcaata
gtcactatct
gcctceggaca
cgcggcaccc
acatctcecac
ccaaaaccca
gacgtgagcc
cataatgcca
gtcctcaccg
aacaaagccc
gaaccacagg
ctgacctgcc
gggcagccgg
ttcctctaca
tygctecegtya

ccgggtaaat

CD37 specific binding protein

Met Glu Ala Pro Ala GIn Leu Leu Phe Leu Leu

5

10

Asp Thr Thr Gly Glu Ile val Leu Thr GIn Ser
20

25

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys
35

40

val Tyr Ser Tyr Leu Ala Trp Tyr GIn GIn Lys
55

50

Arg Leu Leu Ile Tyr Phe Ala Lys Thr Leu Ala Glu

atccgtggac
gtggtggatc
tgaaaaagcc
gctacaatat
ttgatcctta
ccgccgacaa
ccgccatgta
tggtcactgt
cgtgcccagce
aggacaccct
acgaagaccc
agacaaagcc
tcctgcacca
tcccageccc
tgtacaccct
tggtcaaagg
agaacaacta
gcaagctcac
tgcatgaggc
ga

Leu

Pro

Arg
45

Pro
60

Page 62

attcggccaa
tggaggaggt
cggagagtct
gaactgggtg
ttatggtggt
gtccatcagc
ttactgtgca
ctcctctgat
acctgaactc
catgatctcc
tgaggtcaag
gcgggaggag
ggactggctg
catcgagaaa
gccceccatcce
cttctatcca
caagaccacg
cgtggacaag

tctgcacaac

Leu Trp Leu Pro

15

Ala Thr Leu Ser

Ala Ser GIn Ser

Gly GIn Ala Pro

Gly ITe Pro Ala

360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1482



65

Arg

Ser

Asp

Gly

val

145

Leu

Met

Asn

Gly

Gln

225

Arg

val

Pro

Phe

val

305

Phe

Pro

Phe

Leu

Asn

Gly

Gln

Lys

Asn

Ile

Gln

210

Trp

Ser

Ser

Pro

Pro

290

Thr

Asn

Arg

ser

Pro

115

Gly

Leu

Ile

Trp

Asp

val

Ser

val

Ser

Cys

275

Pro

Cys

Trp

Glu

Gly

Pro

100

Trp

Ser

val

Ser

val

130

Pro

Thr

Ser

Gly

Asp

Pro

Lys

val

TYr

Glu

Ser

85

Glu

Thr

Gly

GIn

Cys

Arg

Tyr

Ile

Leu

Pro

245

Gln

Ala

Pro

val

val

325

Gln

70

Gly

Asp

Phe

Gly

Ser

150

Lys

Gln

Tyr

Ser

LysS

Met

Glu

Pro

Lys

val

310

Asp

Tyr

SEQUENCE_LISTING75(EMER 017 01 sG)

Ser Gly Thr Sgp Phe Thr Leu Thr Ile

Phe

Gly

Gly

Gly

Gly

Met

Gly

Ala

215

Ala

Asp

Pro

Glu

ASp

295

ASp

Gly

Asn

Ala

Gln

120

Gly

Ala

Ser

Pro

Gly

Asp

Ser

Tyr

Lys

Leu

280

Thr

val

val

Ser

val
105
Gly

Ser

Glu

Gly Ty

Lys

ASp

Trp

ser

265

Leu

Leu

Ser

Glu

Thr

Tyr Tyr Cys

Thr

Gly

val

Lys

Thr

ser

Thr

Gly

Ser

Gly

Met

His

val
330

Lys

Gly

Gly

Tyr

Ile

Ala

235

Arg

Asp

Gly

Ile

Glu

315

His

val

Gly

140

Lys

Phe

Leu

Asn

ser

220

Met

Gly

Lys

Pro

Ser

300

Asp

Asn

Tyr Arg val
Page 63

GIn

Glu

125

Gly

Pro

Thr

Glu

Tyr

Thr

Thr

Ser

285

Arg

Pro

Ala

val

His

110

Ile

Thr

Gly

Gly

Trp

190

Lys

Ala

Tyr

Leu

His

270

val

Thr

Glu

Lys

Ser

95

His

Lys

Gly

Glu

TYyr

175

Met

Phe

Tyr

Cys

val

255

Thr

Phe

Pro

val

Thr

335

val

80

Ser

Ser

Gly

Ser

160

Asn

Gly

Lys

Leu

Ala

240

Thr

ser

Leu

Lys
320

Lys

Leu



Thr val Leu

355

val Ser Asn

370

Ala
385

Lys Gly

Arg Asp Glu

Gly pPhe Tyr

Glu Asn

435

Pro

Phe Phe

450

ser

Gln
465

Gly Asn

His Tyr Thr

47
1500
DNA

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

<220>
<223>

<400> 47
aagcttgccg

gataccaccg
gaaagagcca
caacagaaac
ggaattccag
agcctagagce
acattcggcc
tctggaggag
cccggagagt

atgaactggg

340

His G1n

Ala

Lys

Gln Pro

Asp

Leu

Arg

SEQUENCEgLISTING (EMER 017 01 sG)
45

Trp
360

Pro Ala

375

Glu Pro

390

Thr
405

Leu

Pro
420

ser
Asn Tyr
Leu

Tyr

val pPhe

Lys

ASp

Lys

Ser

sSer

Asn GIn

Ala

Ile

Thr
440

Thr

Leu

Cys Ser

470

Gln

ccatggaagc
gagaaattgt
ccctetectg
ctggccaggce
ccaggttcag
ctgaagattt
aagggaccaa
gtgggaccgg
ctctgaagat

tgcgccagat

ser

Leu Sser

Artificial sequence

cccagcegceag
gttgacacag
ccgagcaagt
tcctaggcetc
tggcagtgga
tgcagtttat
ggtggaaatc
tgaggtgcag
ttcctgtaag

gcccgggaaa

Pro

GIn

val

val

425

Pro

Thr

val

Leu

Ile Glu

val

Ser
410

Glu Trp

Pro val
val

Asp

His
475

Met

Ser Pro

490

CD37 specific binding protein

cttctettee
tctccageca
gaaaatgttt
Ctcatctatt
tccgggacag
tactgtcaac
aaaggtggcg
ctggtgcagt
ggatccggtt
ggcctcgagt

350

Leu Asn Gly Lys Glu ggg Lys Cys

Lys Thr Ile

380

Thr Leu Pro

Thr Cys Leu

Glu AsSn

430

Ser

Leu Asp Ser

Lys Ser Arg

Glu Ala Leu

Gly Lys

tcctgctact
ccctgtcttt
acagctactt
ttgcaaaaac
acttcactct
atcattccga
gcggectcggg
ctggagcaga
actcattcac

ggatgggcaa

Page 64

Lys
Ser

Lys

ser
400

Pro

val
415

Lys
Gly Gln
Asp Gly

Trp

Asn
480

His

ctggctccca
gtctccaggc
agcctggtac
cttagcagaa
caccatcagc
taatccgtgg
cggtggtgga
ggtgaaaaag
tggctacaat

tattgatcct

60
120
180
240
300
360
420
480
540
600



tattatggtg
dagtccatca
tattactgtg
gtctcctcetg
gcacctgaac
ctcatgatct
cctgaggtca
ccgcgggagg
caggactggc
cccatcgaga
ctgccccecat
ggcttctatc
tacaagacca
accgtggaca
gctctgcaca
<210>
<211>
<212>
<213>

<220>
<223>

<400> 48
Met Glu Ala
1

438
493
PRT

Asp Thr Thr

Pro
35

Leu Ser

val Ser

Tyr
50

Arg Leu Leu

65

Arg Phe Ser

ser Leu Glu

gtactaccta
gcaccgccta
cacgctcagt
atcaggagcc
tCCtgggtgg
cccggaccecce
agttcaactg
agcagtacaa
tgaatggcaa
aaaccatctc
cccgggatga
caagcgacat
cgccteeegt
agagcaggtg

accactacac

Pro
3

Gly Glu

20

Gly Glu

Leu

Tyr

Ile Tyr

Ala GIn

Ile

Arg

Ala

Phe

SEQUENCE_LISTING (EMER 017 01 sG)

caaccggaag
cctgcaatgqg
cggccctttce
caaatcttct
accgtcagtc
tgaggtcaca
gtacgtggac
cagcacgtac
ggagtacaag
caaagccaaa
gctgaccaag
cgccgtggag
gctggactcc

gcagcagggqg
gcagaagagc

Artificial sequence

Leu Leu
val

Leu

Thr
40

Ala

Trp
35

Tyr

Ala Lys

70

ser
85

Gly

Pro Glu

100

Gly

ASp

ser Gly

Phe Ala

ttcaagggcc
agcagcctga
gactactggg
gacaaaactc
ttcctcttce
tgcgtggtag
ggcgtggagg
cgtgtggtca
tgcaaggtct
gggcagcccc
aaccaggtca
tgggagagca
gacggctcct
aacgtcttct

ctctccctgt

CD37 specific binding protein

Phe Leu

10

Leu

Thr Gln

25

Ser

Leu Ser Cys

Gln GIn Lys

Ala
75

Thr Leu

Thr Asp Phe

a0

val
105

Tyr Tyr

aggtcactat
aggcctcgga
gccagggeac
acacatctcc
ccccaaaacc
tggacgtgag
tgcataatgc
gcgtcctcac
ccaacaaagc
gagaaccaca
gcctgacctg
atgggcagcc
tcttecctcta
catgctcecgt

ctccgggtaa

Leu Leu

Pro Ala

30

Ala
45

Arg

Pro
60

Gly
Glu Gly
Thr

Leu

Cys Gin

Trp

Thr

Ser

Gin

Ile

Thr

His

ctccgecgac
caccgccatg
cctggtcact
accgtgccca
caaggacacc
ccacgaagac
caagacaaag
cgtcctgeac
ccteccagec
ggtgtacacc
cctggtcaaa
ggagaacaac
cagcaagctc
gatgcatgag

atgatctaga

Leu Pro

15

Leu Ser

Glu Asn
Ala

Pro

Ala
80

Pro

Ile Ser

95

His Ser

110

Page 65

660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500



ASp

val

145

Leu

Met

Ash

GIn

225

Arg

val

Pro

Phe

val

305

Phe

Pro

Thr

val

Asn

Lys

Asn

Ile

Gln

210

Trp

Ser

ser

Pro

Pro

290

Thr

Asn

Arg

val

ser
370

Pro

115

Gly

Leu

Ile

Trp

Asp

val

ser

val

ser

Cys

275

Pro

Cys

Trp

Glu

Leu

355

Asn

Trp

ser

val

ser

val

180

Pro

Thr

ser

Gly

260

Pro

Lys

val

Tyr

Glu

340

His

Lys

Thr

Gly

Gln

Cys

165

Arg

Tyr

Ile

Leu

Pro

245

Gln

Ala

Pro

val

val

325

Gln

Gln

Ala

Phe

Gly

Ser

150

Lys

Gln

Tyr

ser

Lys

Phe

Glu

Pro

Lys

val

310

Asp

Tyr

Asp

Leu

SEQUENCE_LISTING (EMER 017 01 SG)

Gly GIn Gly Thr Lys val

Gly

135

Gly

Gly

Met

Gly

Ala

Ala

Asp

Pro

Glu

Asp

295

Asp

Gly

Asn

Trp

Pro
375

120

Gly

Ala

Ser

Pro

Gly

Asp

ser

Tyr

Lys

Leu

280

Thr

val

val

Ser

Leu

360

Ala

Ser

Glu

Gly

Gly

Thr

Lys

Asp

Trp

Ser

265

Leu

Leu

Ser

Glu

Thr

345

Asn

Pro

Gly

val

Tyr

170

Lys

Thr

Ser

Thr

Gly

Met

His

val

330

Tyr

Gly

Ile

Gly

Gly

Tyr

Ile

Ala

235

GIn

ASp

Gly

Ile

Glu

315

His

Arg

Lys

Glu

Gly

140

Lys

Phe

Leu

Asn

Ser

220

Met

Gly

Lys

Pro

Ser

300

Asp

Asn

val

Glu

Lys

Page 66

Glu ITe Lys

125

Gly

Pro

Thr

Glu

Arg

Thr

Tyr

Thr

Thr

sSer

285

Arg

Pro

Ala

val

Tyr

365

Thr

Thr

Gly

Gly

Lys

Ala

Tyr

Leu

His

270

val

Thr

Glu

Lys

ser

350

Lys

Ile

Gly

Glu

TYyr

175

Met

Phe

Tyr

Cys

val

255

Thr

Phe

Pro

val

Thr

335

val

Cys

Ser

Gly

Glu

Ser

160

Asn

Gly

Lys

Leu

Ala

240

Thr

Ser

Leu

Glu

Lys

Lys

Leu

Lys

Lys



SEQUENCE_LISTING (EMER 017 01 sG)

Ala Lys Gly GIn Pro Arg Glu Pro GIn val Tyr Thr Leu Pro Pro Ser
385 390 395 400
Arg Asp Glu Leu Thr Lys Asn GIn val Ser Leu Thr Cys Leu val Lys
405 410 415
Gly Phe Tyr Pro Ser Asp Ile Ala val Glu Trp Glu Ser Asn Gly Gln
420 425 430
Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro val Leu Asp Ser Asp Gly
435 440 445
ser Phe Phe Leu Tyr Ser Lys Leu Thr val Asp Lys Ser Arg Trp GIn
450 455 460
GIn Gly Asn val Phe Ser Cys Ser val Met His Glu Ala Leu His Asn
465 470 475 480
His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
485 490
<210> 49
<400> 49
000
<210> 50
<400> 50
000
<210> 51
<211> 1381
<212> DNA
<213> Artificial sequence
<220> .
<223> (D37 specific binding protein
<400> 51
aagcttgccg ccatggaagc cccagcgcag cttctcttec tcctgetact ctggctccca
gataccaccg gagaaattgt gttgacacag tctccagcca ccctgtcttt gtctccagge
gaaagagcca Ccctctcctg ccgagcaagt gaaaatgttt acagctactt agectggtac
caacagaaac ctggccaggc tcctaggctc ctcatctatt ttgcaaaaac cttagcagaa
ggaattccag ccaggttcag tggcagtgga tccgggacag acttcactct caccatcage
agcctagagc ctgaagattt tgcagtttat tactgtcaac atcattccga taatccgtgg
acattcggcec aagggaccaa ggtggaaatc aaaggtggcg gtggctcygyg cggtggtgga
tctggaggag gtgggaccgg tgaggtgcag ctggtgcagt ctggagcaga ggtgaaaaag
cccggagagt ctctgaagat ttcctgtaag ggatccggtit actcattcac tggctacaat
atgaactggg tgcgccagat gcccgggaaa ggcctcgagt ggatgggcaa tattgatcct
tattatggtg gtactaccta caaccggaag ttcaagggcc aggtcactat ctccgccgac

Page 67

60
120
130
240
300
360
420
480
540
600
660



aagtccatca
tattactgtg
gtctcctctg
gcacctgaac
ctcatgatct
cctgaggtca
ccgcgggagg
caggactggc
cccatcgaga
ctgcccccat
ggcttctatc
tacaagacca
a

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

<220>
<223>

<400>

52
493
PRT

52

Met Glu Ala
1

Asp Thr Thr

Pro
35

Leu Ser

val Tyr Ser

50

Arg Leu Leu

65

Arg Phe Ser

Ser Leu Glu

Pro
115

ASp Asn

gcaccgccta
cacgctcagt
atcaggagcc
tcctgggtgg
cccggacceec
agttcaacty
agcagtacaa
tgaatggcaa
aaaccatctc
cccgggatga
caagcgacat

cgcctceegt

Pro

Gly Glu

20

Gly Glu

TYr Leu
Ile

Tyr

ser
85

Gly

Pro Glu

100

Trp Thr

Ala Gln
5

Ile
Arg
Ala
Phe

70

Gly

SEQUENCE_LISTING (EMER 017 01 sG)
cctgcaatgg agcagcctga aggcctcgga caccgcecatyg

cggecctttce
caaatcttct
accgtcagtc
tgaggtcaca
gtacgtggac
cagcacgtac
ggagtacaag
caaagccaaa
gctgaccaag
cgccgtggag
gctggactcc

Artificial seguence

Leu Leu
val

Leu

Thr
40

Ala

Trp
55

TYr
Ala

Lys

Ser Gly

Phe

Thr

Leu

Gln

Thr

Thr

Asp

Phe

Phe

Gly

Ala

Gln
120

gactcctggg
gacaaaactc
ttcctcttcc
tgcgtggtygg
ggcgtggagg
cgtgtggtca
tgcaaggtct
gggcagccce
aaccaggtca
tgggagagca
gacggctcct

CD37 specific binding protein

Leu
10

Leu
Gln Sser
ser Cys
Gln Lys

Ala
75

Leu

Asp Phe

90

val
105

Tyr Tyr

Gly Thr Lys

gccagggeac
acacatctcc
ccccaaaacc
tggacgtgag
tgcataatgc
gcgtcctcac
ccaacaaagc
gagaaccaca
gcctgacctyg
atgggcagcec

tcttcctcta

Leu Leu Trp

Thr
30

Pro Ala

Ala
45

Arg ser

Pro Gly Gin

60

Glu Gly Ile

Thr Leu Thr

His
110

Cys GlIn

Glu Ile

125

val

Page 68

cctggtcact
accgtgccca
caaggacacc
ccacgaagac
caagacaaag
cgtcctgeac
cctcccagece
ggtgtacacc
cctggtcaaa
ggagaacaac

cagcaagctc

Leu
15

Pro
Leu Ser
Glu Asn
Ala

Pro

Ala
80

Pro

Ile
95

Ser
Ser

His

Lys Gly

720
780
840
900
960
1020
1080
1140
1200
1260
1320
1380
1381



Gly

val

145

Leu

Met

Asn

Gly

Gln

225

Arg

val

Pro

Phe

val

305

Phe

Pro

Thr

val

Ala
385

Gly
1

GIn
Lys
Asn
Ile
Gln
210
Trp
Ser
ser
Pro
Pro
290
Thr
Asn
Arg
val
Ser

370

Lys

Gly

Leu

Ile

Trp

Asp

val

Ser

val

Ser

Cys

275

Pro

Cys

Trp

Glu

Leu

355

Asn

Gly

Ser Gly Gly

val

Ser

val

180

Pro

Thr

ser

Gly

Asp

260

Pro

Lys

val

Tyr

Glu

340

His

Lys

GlIn

GlIn

Cys

165

Arg

Tyr

Ile

Leu

Pro

245

Gln

Ala

Pro

val

val

325

GIn

GIn

Ala

Pro

Ser

150

Lys

Gln

Tyr

Ser

Lys

Phe

Glu

Pro

Lys

val

310

ASp

Tyr

Asp

Leu

390

SEQUENCE_LISTING (EMER 017 Q1 sG)

Gly Gly ser G]

135

Gly

Gly

Met

Gly

Ala

215

Ala

Asp

Pro

Glu

Asp

295

Asp

Gly

Asn

Trp

Pro

375

Glu

Ala

ser

Pro

Gly

Asp

Ser

Ser

Lys

Leu

280

Thr

val

val

Ser

Leu

360

Ala

Pro

Glu

Gly

Lys

Asp

Trp

Ser

265

Leu

Leu

Ser

Glu

Thr

345

Asn

Pro

Gln

val

TYr

170

Lys

Thr

Ser

Thr

Gly

Met

His

val

330

Tyr

Gly

Ile

val

Gly

Tyr

Ile

Ala

235

Gln

Asp

Gly

Ile

Glu

315

His

Arg

Lys

Glu

Tyr
395

Lys

Phe

Leu

Asn

Ser

220

Met

Gly

Lys

Pro

Ser

300

ASp

Asn

val

Glu

Thr

Page 69

Pro Gly Glu

Thr

Glu

Arg

205

Thr

TYyr

Thr

Thr

Ser

285

Arg

Pro

Ala

val

Tyr

365

Thr

Leu

Gly

Trp

190

Lys

Ala

TYr

Leu

His

270

val

Thr

Glu

Lys

Ser

350

Lys

Ile

Pro

TYr

175

Met

Phe

Tyr

Cys

val

255

Thr

Phe

Pro

val

Thr

335

val

Cys

Ser

Pro

y Gly Gly Gly Thr Gly Glu
140

Ser

160

Asn

Gly

Lys

Leu

Ala

240

Thr

Ser

Leu

Glu

Lys

320

Lys

Leu

Lys

Lys

ser
400



Arg Asp

Gly pPhe

Pro Glu

Ser Phe
450

Gln Gly
465

His Tyr

<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>

Glu

TYr

Asn
435

Phe

Asn

Thr

53
53

54
54

55
55

56
56

57
57

58
58

59
59

60
60

61
i1
PRT

Leu

Pro

420

Asn

Leu

val

Gln

Thr
405

Ser

Tyr

Phe

Lys
485

Lys

AsSp

Lys

Ser

Ser

470

Ser

SEQUENCE_LISTING (EMER 017 01 sSG)
Asn GIn val Ser Leu Thr Cys Leu val Lys
410 415

Ile Ala val Glu Trp Glu Ser Asn Gly GlIn
425 430

Thr Thr Pro Pro val Leu Asp Ser Asp Gly
440 445

Lys Leu Thr val Asp Lys Ser Arg Trp GIn
455 460

Cys Ser val Met His Glu Ala Leu His Asn
475 480

Leu Ser Leu Ser Pro Gly Lys
490

Artificial sequence

Page 70



SEQUENCE_LISTING {EMER 017 01 SG)

<220>

<223> (DR

<400> 61

Arg Ala Ser Glu Asn val Tyr Ser Tyr Leu Ala
1 5 10
<210> 62

<211> 11

<212> PRT

<213> Artificial sequence

<220>

<223> (DR

<400> 62

Arg Thr Ser Glu Asn val Tyr Ser Tyr Leu Ala
1 5 10
<210> 63

«211> 5

<212> PRT

<213> Artificial sequence

<220>

<223> CDR

<400> 63

Gly Tyr Asn Met Asn
1 5

<210> 64

<211> 7

<212> PRT

<213> Artificial sequence

<220>
<223> CDR

<400> 64
Phe Ala Lys Thr Leu Ala Glu
1 5

<210> 65

<211> 17

<212> PRT

<213> Artificial sequence

<220>
<223> CDR

<400> 65
Asn Ile Asp Pro Tyr Tyr Gly Gly Thr Thr Tyr Asn Arg Lys Phe Lys
1 5 10 15
Gly
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SEQUENCE_LISTING (EMER 017 01 SG)

<210> 66

<211> 9

<212> PRT

<213> Artificial sequence

<220>
<223> CDR

<400> 66

GIn His His Ser Asp Asn Pro Trp Thr
1 5

<210> 67

<211> 7

<212> PRT

<213> Artificial sequence

<220>
<223> CDR

<400> 67

Ser val Gly Pro Phe Asp Tyr
1 5

<210> 68

<211> 7

<212> PRT

<213> Artificial sequence

<220>
<223> CDR

<400> 68

ier val Gly Pro Ehe Asp Ser

<210> 69

<211> 7

<212> PRT

<213> Artificial sequence
<220>

<223> CDR

<400> 69

ser val Gly Pro ?et Asp Tyr
1

<210> 70
<400> 70
000

<210> 71
<400> 71
000

<210> 72
<400> 72

Page 72



000
<210> 73
<400> 73
000
<210> 74
<400> 74
000
<210> 75
<400> 75
000
<210> 76
<400> 76
000

. <210> 77
<400> 77
000
<210> 78
<400> 78
000
<210> 79
<211> 1500
<212> DNA
<213>
<220>
<223>
<400> 79
aagcttgcceg
gataccaccg
gaaagagcca
caacagaaac
ggaattccag
agcctagagce
acattcggcc
tctggaggag
cccggagagt
atgaactggg
tattatggtg
aagtccatca
tattactgtg
gtctcctctg
gcacctgaac
ctcatgatct

ccatggaagc
gagaaattgt
ccctectectg
ctggccaggc
ccaggttcag
ctgaagattt
aagggaccaa
gtgggaccgg
ctctgaagat
tgcgccagat
gtactaccta
gcaccgccta
cacgctcagt
atcaggagcc

tcctgggtygg

cccggaccec

SEQUENCE_LISTING (EMER 017 01 sSG)

Artificial sequence

cccagcgceag
gttgacacag
ccgagcaagt
tcetaggcetce
tggcagtgga
tgcagtttat
ggtggaaatc
tgaggtgcag
ttcctgtaag
gcccgggaaa
caaccggaag
cctgcaatgg
cggcccttte
caaatcttct
accgtcagtc

tgaggtcaca

CD37 specific binding protein

cttctcttec
tctccageca
gaaaatgttt
ctcatctatt
tccgggacag
tactgtcaac
aaaggtggcg
ctggtgcagt
ggatccggtt
ggcctcgagt
ttcaagggcc
agcagcctga
gacctctggg
gacaaaactc

ttcctcttcc

tgcgrggtgg

tcctgctact
ccctgtettt
acagctactt
ttgcaaaaac
acttcactct
atcattccga
gtggctcgyg
ctggagcaga
actcattcac
ggatgggcaa
aggtcactat
aggcctcgga
gcagaggcac
acacatctcc

CCCCaaadcc

tggacgtgag

Page 73

ctggctccca
gtctccagge
agcctggtac
cttagcagaa
caccatcagc
taatccgtgg
cggtggtgga
ggtgaaaaag
tggctacaat
tattgatcct
ctccgecgac
caccgccatg
cctggtcact
accgtgeccca
caaggacacc

ccacgaagac

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



SEQUENCE_LTSTING (EMER Q17 Q1 s5G)

cctgaggtca agttcaactg gtacgtggac ggcgtggagg
ccgcgggagg agcagtacaa cagcacgtac cgtgtggtca
caggactggc tgaatggcaa ggagtacaag tgcaaggtct
cccatcgaga aaaccatctc caaagccaaa gggcagcccce
ctgcccccat cccgggatga gctgaccaag aaccaggtca
ggcttctatc caagcgacat cgccgtggag tgggagagca
tacaagacca cgcctcccgt gctggactcc gacggctect
accgtggaca agagcaggtg gcagcagggg aacgtcttct
gctctgcaca accactacac gcagaagagc ctctccctgt
<210> 80
<211> 493
<212> PRT
<213> Artificial sequence
<220>
<223> (D37 specific binding protein
<400> 80
Met Glu Ala Pro Ala GIn Leu Leu Phe Leu Leu
1 5 10
Asp Thr Thr Gly Glu 1le val Leu Thr Gln Ser
20 25
Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys
35 40
val Tyr Ser Tyr Leu Ala Trp Tyr GIn G1ln Lys
50 55
Arg Leu Leu Ile Tyr Phe Ala Lys Thr Leu Ala
65 70 75
Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe
85 90
Sser Leu Glu Pro Glu Asp Phe Ala val Tyr Tyr
100 105
Asp Asn Pro Trp Thr Phe Gly GIn Gly Thr Lys
115 120
Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly
130 135
val GIn Leu val GIn Ser Gly Ala Glu val Lys
145 150 155

tgcataatgce
gcgtecteac
Cccaacaaagc
gagaaccaca
gcctgacctg
atgggcagcc
tcttcctcta
catgctcecgt

ctccgggtaa

Leu Leu Trp

Thr
30

Pro Ala

Ala
45

Arg Ser

Pro Gln

60

Gly

Glu Gly Ile

Thr Leu Thr

His
110

Cys Gln

Glu Ile

125

val

Gly Gly Thr

140

Lys Pro Gly

Page 74

caagacaaag
cgtcctgeac
cctcccagec
ggtgtacacc
cctggtcaaa
ggagaacaac
cagcaagctc
gatgcatgag

atgatctaga

Leu
15

Pro
Leu Ser
Glu Asn
Ala

Pro

Ala
80

Pro

Ile
95

Ser

His Ser

Lys Gly

Gly Glu

Glu ser

160

1020
1080
1140
1200
1260
1320
1380
1440
1500



Leu

Met

Asn

Gly

GIn

225

Arg

val

Pro

Phe

val

305

Phe

Pro

Thr

val

Ala

385

Arg

Gly

Lys

Asn

Ile

Gln

210

Trp

Ser

Ser

Pro

Pro

290

Thr

Asn

Arg

val

Ser

370

Lys

Asp

Phe

Ile

Trp

Ser

val

ser

Cys

275

Pro

Cys

Trp

Glu

Leu

355

Asn

Gly

Glu

TYr

Ser

val

180

Pro

Thr

Ser

Gly

Lys

val

Tyr

Glu

340

His

Lys

Gln

Leu

Pro
420

Cys

165

Arg

Tyr

Ile

Leu

Pro

245

Gln

Ala

Pro

val

val

325

GIn

Gln

Ala

Pro

Thr

405

ser

Lys

Gln

Tyr

ser

Lys

230

Phe

Glu

Pro

Lys

val

310

Asp

Tyr

Asp

Leu

Arg

390

Lys

Asp

SEQUENCE_LISTING (EMER 017 01 sG)

Gly ser Gly Iyr Ser Phe Thr Gly Tyr
70

Met

Gly

Ala

215

Ala

Asp

Pro

Glu

295

Asp

Gly

Asn

Trp

Pro

375

Glu

Asn

Ile

Pro

Gly

200

Asp

sSer

Leu

Lys

Leu

280

Thr

val

val

Ser

Leu

360

Ala

Pro

GIn

Ala

Gly

185

Thr

Lys

Asp

Trp

Ser

265

Leu

Leu

sSer

Glu

Thr

345

Asn

Pro

Gln

val

val
425

Lys
Thr
Ser
Thr
Gly
ser
Gly
Met
His
val
330
Tyr
Gly
i1e
val
Ser

410

Glu

Gly

Tyr

Ile

Ala

235

Arg

Asp

Gly

Ile

Glu

315

His

Arg

Lys

Glu

Tyr

395

Leu

Trp

Leu

Asn

ser

220

Met

Gly

LysS

Pro

Ser

300

Asp

Asn

val

Glu

Lys

380

Thr

Thr

Glu

Page 75

Glu

Arg

205

Thr

TYr

Thr

Thr

ser

285

Arg

Pro

Ala

val

Tyr

365

Thr

Leu

Cys

ser

Trp

190

Lys

Ala

Tyr

Leu

His

270

val

Thr

Glu

LysS

ser

350

Lys

Ile

Pro

Leu

Asn
430

175

Met

Phe

Tyr

Cys

val

255

Thr

Phe

Pro

val

Thr

335

val

Cys

Ser

Pro

val

415

Gly

Asn

Gly

Lys

Leu

Ala

240

Thr

Ser

Leu

Glu

Lys

320

Lys

Leu

Lys

Lys

Ser

400

Lys

GIn



Pro Glu Asn Asn

435

Ser Phe Phe Leu

450

Gln Gly Asn val

465

His Tyr Thr Gln

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

<220>
<223>

<400>

31

81

Tyr

Phe

Tyr Lys

Ser

Ser

SEQUENCE_LISTING (EMER 017 Q1 SG)

440

455

470

1494
DNA
artificial sequence

Ser

aagcttgccg ccatggaagc cccagctcag

gataccaccyg
gaaagagcca
caacagaaac
ggaattccag
agcctagagc
acattcggcc
tctggaggag
cccggagagt
atgaactggg
tattatggtg
aagtccatca
tattactgtg
gtctcctcty
gcacctgaac
ctcatgatct
cctgaggtca
c€cgcgggagg
caggactggc
cccatcgaga

ctgcccccat

gagaaattgt
ccctctectg
ctggccaggce
ccaggttcag
ctgaagattt
aagggaccaa
gtggggctag
ctctgaagat
tgcgccagat
gtactaacta
gcaccgccta
cacgctcagt
atcaggagcc
tcctgggtygg
cccggaccec
agttcaactg
agcagtacaa
tgaatggcaa
aaaccatctc

cccgggatga

gttgacacag
ccgagecaagt
tcctaggctc
tggcagtgga
tgcagtttat
ggtggaaatc
cgaggtgcag
ttcctgtaag
gceccgggaaa
cgcccagaag
cctgcaatgg
cggccctatg
Caaatcttct
accgtcagtc
tgaggtcaca
gtacgtggac
cagcacgtac
ggagtacaag
caaagccaaa

gctgaccaag

Cys Ser val Met

Leu Ser Leu Ser

His
475

Pro
490

CD37 specific binding protein

Cttctcttcc
tctccagcca
gaaaatgttt
ctcatctatt
tccgggacag
tactgtcaac
aaaggtggcg
ctggtgcagt
ggatccggtt
ggcctggagt
ttccagggcc
agcagcctga
gactactggg
gacaaaactc
ttcctcttec
tgcgtggtgg
ggcgtggagg
cgtgtggtca
tgcaaggtct
gggcagcccc

aaccaggtca

445

Thr Thr Pro Pro val Leu Asp Ser Asp Gly

Lys Leu Thr val Asp h%g ser Arg Trp Gln

Glu Ala Leu His Asn

Gly Lys

tcctgctact
ccctgtettt
acagctactt
ttgcaaaaac
acttcactct
atcattccga
gtggctcggg
ctggagcaga
actcattcac
ggatgggcaa
aggtcactat
aggcctcgga
gccgeggeac
acacatctcc
ccccaaaacc
tggacgtgag
tgcataatgc
gcgtcctcac
ccaacaaagc
gagaaccaca

gcctgacctg

Page 76

480

ctggctccca
gtctccaggc
agcctggtac
cttagcagaa
caccatcagc
taatccgtgg
cggtggtgga
ggtgaaaaag
tagctacaat
tattgatcct
ctccgecgac
caccgccatg
cctggtcact
accgtgccca
caaggacacc
ccacgaagac
caagacaaag
cgtcctgeac
cctcccagcce
ggtgtacacc

cctggtcaaa

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

1020
1080
1140
1200
1260



SEQUENCE_LISTING (EMER 017 01 5G)
ggcttctatc caagcgacat cgccgtggag tgggagagca atgggcagcc ggagaacaac 1320
tacaagacca cgcctcccgt getggactcc gacggctect tcttectcta cagcaagete 1380
accgtggaca agagcaggtg gcagcagggg aacgtcttct catgctccgt gatgcatgag 1440
gctctgcaca accactacac gcagaagagc ctctccctgt ctccgggtaa atga 1494
<210> 82
<211> 493
<212> PRT
<213> Artificial sequence

<220>
<223> (D37 specific binding protein

<400> 82
Tet Glu Ala Pro ?1a Gln Leu Leu Phe Leu Leu Leu Leu Trp Lgu Pro
10 1

Asp Thr Thr Gly Glu Ile val Leu Thr GIn ser Pro Ala Thr Leu ser
20 25 30

Leu Ser gro Gly Glu Arg Ala TBr Leu Ser Cys Arg Ala Ser Glu Asn
5 4 45

val Tyr Ser Tyr Leu Ala ;rp Tyr GIn Gln Lys Ero Gly GIn Ala Pro
50 5 0

Arg Leu Leu Ile Tyr Phe Ala Lys Thr Leu Ala Glu Gly Ile Pro Ala
65 70 75 80

Arg Phe Ser Gly ggr Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile ser
90 95

Ser Leu Glu Pro Glu Asp Phe Ala val Tyr Tyr Cys Gln His His Ser
100 105 110

Asp Asn Pro Trp Thr Phe Gly Gln Gly Thr Lys val Glu Ile Lys Gly
115 120 125

Gly ser Gly Gly Gly Gly Ala ser Glu

Gly Gly Gly Ser Gly Gly G
1 1 140

e

val GIn Leu val Gln Ser Gly Ala Glu val Lys Lys Pro Gly Glu Ser
145 150 155 160

Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr Ser Tyr Ash
165 170 175

Met Asn Trp val Arg GIn Met Pro Gly Lys Gly Leu Glu Trp Met Gly
- 180 185 190

Page 77



Asn

Gly

GlIn

225

Arg

val

Pro

Phe

val

305

Phe

Pro

Thr

val

Ala

385

Arg

Gly

Pro

ser

Ile

GlIn

210

Trp

Ser

Ser

Pro

Pro

290

Thr

Asn

Arg

val

Ser

370

Lys

Asp

Phe

Glu

Phe
450

ser

val

Ser

Cys

275

Pro

Cys

Trp

Glu

Leu

355

Asn

Gly

Glu

Tyr

Asn

435

Phe

Pro

Thr

ser

Gly

Lys

val

Tyr

Glu

340

His

Lys

Gln

Leu

Pro

420

Asn

Leu

Tyr

Ile

Leu

Pro

245

Gln

Ala

Pro

val

val

325

Gln

Gln

Ala

Pro

Thr

405

ser

Tyr

Tyr

Tyr

Ser

Lys

Met

Glu

Pro

LYysS

val

310

ASp

Tyr

ASp

Leu

Lys

ASp

Lys

ser

SEQUENCE_LISTING (EMER 017 01 SG)
Gly Gly Thr Asn Tyr Ala ggg Lys Phe Gln

Ala

215

Ala

Asp

Pro

Glu

295

Asp

Gly

AsSn

Trp

Pro

375

Glu

Asnh

Ile

Thr

200

Asp

ser

Tyr

Lys

Leu

280

Thr

val

val

ser

Leu

360

Ala

Pro

Glin

Ala

Thr

440

Leu

Lys Ser Ile Ser Thr Ala Tyr

ASp

Trp

sSer

265

Leu

Leu

Ser

Glu

Thr

345

Asn

Pro

Gln

val

val

425

Pro

Thr

Thr

Gly

Ser

Gly

Met

His

val

330

Tyr

Gly

Ile

val

ser

410

Glu

Pro

val

Ala

235

Arg

ASp

Gly

Ile

Glu

315

His

Arg

Lys

Glu

Tyr

395

Leu

Trp

val

ASp

220

Met

Gly

Lys

Pro

Ser

300

Asp

Asn

val

Glu

Thr

Glu

Leu

Page 78

Tyr

Thr

Thr

Ser

285

Arg

Pro

Ala

val

Tyr

Thr

Leu

Cys

ser

Asp

445

Ser

Tyr

Leu

His

270

val

Thr

Glu

Lys

Ser

350

Lys

Ile

Pro

Leu

Asn

430

ser

Arg

Cys

val

255

Thr

Phe

Pro

val

Thr

335

val

Cys

Ser

Pro

val

415

Gly

Asp

Trp

Leu

Ala

240

Thr

Ser

Leu

Glu

Lys

Lys

Leu

Lys

Lys

ser

400

Lys

GlIn

Gly

GlIn



465

SEQUENCE_LISTING (EMER 017 01 SG)
Gln Gly Asn val Phe 235 Cys Ser val Met His Glu Ala Leu His Asn

475

His Tyr Thr Gln hgg Ser Leu Ser Leu Ser Pro Gly Lys

<210
<211>
<212>
<213>

<220>
<223>

83
DNA

<400> 83
aagcttgecg

gataccaccg
gaaagagcca
caacagaaac
gggattccag
agcctagagce
acattcggcc
tctggaggag
gaggtgaaaa
actggctaca
aatattgatc
atctccgecg
acaccgccat
ccctggtcac
cagtcttcct
tcacatgcgt
tggacggcgt
cgtaccgtgt
acaagtgcaa
ccaaagggca
ccaagaacca
tggagtggga
actccgacgg
aggggaacgt

agagcctctce

1476

ccatggaagc
gagaaattgt
ccctcetectg
ctggccaggce
ccagattcag
ctgaagattt
aagggaccaa
gtgggagcgg
agcccggaga
atatgaactg
cttattatgg
acaagtccat
gtattactgt
tgtctcgagt
cttcececca
ggtggtggac
ggaggtgcat
ggtcagcgtc
ggtctécaac
gccccgagaa
ggtcagcctg
gagcaatggg
ctccttette
cttctcatgc

cctgtctccg

Artificial sequence

cccagcgcag
gttgacacag
ccgagcaagt
tcctaggcetc
tggcagtggt
tgcagtttat
ggtggaaatc
aggaggagct
gtctctgaag
ggtgcgccag
tggtactacc
cagcaccgcc
gcacgctcag
tgtccaccgt
aaacccaagg
gtgagccacg
aatgccaaga
ctcaccgtcec
aaagccctcc
ccacaggtgt
acctgcctgg
cagccggaga
ctctacagca
tccgtgatgc

ggtaaatgac

480

CD37 specific binding protein

cttctcttcc
tctccagcca
gagaatgttt
ctcatctatt
tccgggacag
tactgtcaac
daaaggtggcg
agcgaggtgc
atttcctgta
atgcccggga
tacaaccgga
tacctgcaag
tcggcccttt
gcccagcace
acaccctcat
aagaccctga
caaagccgcg
tgcaccagga
cagcccccat
acaccctgec
tcaaaggctt
acaactacaa
agctcaccgt
atgaggctct

tctaga

tcctgctact
ccctgtcttt
acagctactt
ttgcaaaaac
acttcactct
atcattccga
gtggctcggg
agctggtgca
agggatccgg
aaggcctcga
agttcaaggg
gagcagcctg
cgactcctgg
tgaactcctg
gatctcccgg
ggtcaagttc
ggaggagcag
ctggctgaat
cgagaaaacc
cccatcccgg
ctatccaagc
gaccacgcct
ggacaagagc

gcacaaccac

Page 79

480

ctggctccca
gtctccaggc
agcctggtac
cttagcagaa
caccatcagc
taatccgtgg
cggtggtgga
gtctggagca
ttactcattc
atggatgggc
ccaggtcact
aaggcctcgg
ggccagggca
ggtggaccgt
acccctgagg
aactggtacg
tacaacagca
ggcaaggagt
atctccaaag
gatgagctga
gacatcgccg
cccgtgcectgg
aggtggcagc

tacacgcaga

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

1020
1080
1140
1200
1260
1320
1380
1440
1476



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

<220
<223>

<400>

84
485
PRT

SEQUENCE_LISTING (EMER 017 01 s5G)

Artificial sequence

(D37 specific binding protein

84

Met Glu Ala
1

Asp

Leu

val

Arg

65

Arg

Ser

Asp

Gly

Gly

Pro

Thr

Glu

Arg

Thr
225

Thr

ser

Tyr

Leu

Phe

Leu

Asn

Gly

Gly

Trp

Lys

210

Ala

Thr

Pro

35

ser

Leu

Ser

Glu

Pro

115

Gly

ser

Glu

Tyr

Met

195

Phe

Tyr

Pro

Gly

20

Gly

Tyr

Ile

Gly

Pro

100

Trp

ser

Glu

Ser

Asn

180

Gly

Lys

Leu

?1a GIn Leu

Glu

Glu

Leu

Tyr

Ser

85

Glu

Thr

Gly

val

Leu

165

Met

Asn

Gly

Gln

Ile

Arg

Ala

Phe

70

Gly

Asp

Phe

Gly

Gln

150

Lys

Asn

Ile

Gln

val

Ala

Trp

55

Ala

Ser

Phe

Gly

Gly

Leu

Ile

Trp

Asp

val

215

Ser

Leu Phe Leu Leu

Leu

Thr

40

Tyr

Lys

Gly

Ala

GIn

120

Gly

val

Ser

val

Pro

200

Thr

Ser

Thr

25

Leu

Gln

Thr

Thr

val

105

Gly

Ser

Gln

Cys

Tyr

Ile

10

Gln ser
ser Cys
GIn Lys
Leu Ala

75

Asp Phe
90

Tyr Tyr
Thr Lys
Gly Gly
Ser Gly
Lys Gly
170

Gln Met

Tyr Gly

ser Ala

Leu

Pro

Arg

Pro

60

Glu

Thr

Cys

val

Gly

140

Ala

Ser

Pro

Gly

ASp
220

Leu Lys Ala Ser

235

Page 80

Leu

Ala

Ala

45

Gly

Gly

Leu

Gln

Glu

125

Gly

Glu

Gly

Gly

Thr

205

Lys

Asp

Trp

Thr

30

ser

Gln

Ile

Thr

His

110

ITe

Ser

val

Tyr

LYs

190

Thr

Ser

Thr

Leu
15

Leu
Glu
Ala
Pro
Ile
95

His
Lys
Gly
Lys
ser
175
Gly
Tyr

Ile

Ala

Pro

Ser

Asn

Pro

Ala

80

ser

Ser

Gly

Gly

Lys

160

Phe

Leu

Asn

ser

Met
240



TYr

Thr

Leu

Leu

ser

305

Glu

Thr

Asn

Pro

GIn

385

val

val

Pro

Thr

val

465

Leu

Tyr

Leu

Gly

Met

290

His

val

Tyr

Gly

Ile

370

val

Ser

Glu

Pro

val

450

Met

Ser

<210>
<211> 1494

Cys

val

Gly

Ile

Glu

His

Arg

Tyr

Leu

Trp

val

435

ASp

His

Pro

85

Ala Arg ser

Thr

260

Pro

ser

AsSp

Asn

val

340

Glu

Lys

Thr

Thr

Glu

420

Leu

Lys

Glu

Gly

245

val

Ser

Arg

Pro

Ala

325

val

Tyr

Thr

Leu

Cys

ser

ASp

ser

Ala

Lys

ser

val

Thr

Glu

Lys

ser

LysS

Ile

Pro

390

Leu

Asn

Ser

Arg

Leu
470

SEQUENCE_LISTING (EMER 017 01 sSG)

val Gly Pro 528 Asp Ser Trp Gly

Ser

Phe

Pro

295

val

Thr

val

Cys

Ser

375

Pro

val

Gly

ASp

Trp

His

Cys

Leu

280

Glu

Lys

Lys

Leu

Lys

Lys

Ser

Lys

Gln

Gly

Gln

Asn

Pro

265

Phe

val

Phe

Pro

Thr

345

val

Ala

Arg

Gly

Pro

425

Ser

Gln

His

Pro

Pro

Thr

Asn

330

val

Ser

Lys

ASp

Phe

410

Glu

Phe

Gly

Tyr

Cys

Pro

Cys

Trp

Glu

Leu

Asn

Gly

Glu

395

Tyr

Asn

Phe

Asn

Thr
475

Pro

Lys

val

300

Tyr

Glu

His

Lys

Gln

380

Leu

Pro

Asn

Leu

val

460

GlIn

Page 81

Ala

Pro

285

val

val

G1In

Gln

Ala

365

Pro

Thr

Ser

Tyr

Lys

Pro

270

Lys

val

ASp

Tyr

Asp

350

Leu

Arg

Lys

AsSp

Lys

Ser

ser

Ser

Gln

255

Glu

Asp

Asp

Gly

Asn

335

Trp

Pro

Glu

Asn

Ile

415

Thr

Lys

Cys

Leu

Gly

Leu

Thr

val

val

320

ser

Leu

Ala

Pro

GIn

400

Ala

Thr

Leu

Ser

ser
480



<212>
<213>

<220>
<223>

DNA

<400> 85
aagcttgccg

gataccaccg
gaaagagcca
Cdacagaaac
ggaattccag
agcctagagc
acattcggcc
tctggaggag
cccggagagt
atgaactggg
tattatggtg
aagtccatca
tattactgtg
gtctcctctg
gcacctgaac
ctcatgatct
cctgaggtca
ccgcgggagg
caggactggc
cccatcgaga
ctgcccccat
ggcttctatc
tacaagacca
accgtggaca
gctctgcaca
<210>
<211>
<212>
<213>

<220>
<223>

<400>

86
493
PRT

86

ccatggaagc
gagaaattgt
ccctetectg
ctggccaggce
ccaggttcag
ctgaagattt
aagggaccaa
gtgggaccgg
ctctgaagat
tgcgccagat
gtactaccta
gcaccgccta
cacgctcagt
atcaggagcc
tcctgggtog
cccggaccce
agttcaactg
agcagtacaa
tgaatggcaa
aaaccatctc
cccgggatga
caagcgacat
cgccteccgt
agagcaggtyg

accactacac

SEQUENCE_LISTING (EMER 017 01 SG)

Artificial sequence

cccagcetceag
gttgacacag
ccgaacaagt
tcctaggctc
tggcagtgga
tgcagtttat
ggtggaaatc
tgaggtgcag
ttcctgtaag
gcccgggaaa
caaccggaag
cctgcaatgg
cggcectaty
caaatcttct
accgtcagtc
tgaggtcaca
gtacgtggac
cagcacgtac
ggagtacaag
caaagccaaa
gctgaccaag
cgccgtggag
gctggactec
gcagcagygygg

gcagaagagc

Artificial sequence

CD37 specific binding protein

cttectecttec
tcteccageca
gaaaatgttt
ctcatctatt
tccgggacag
tactgtcaac
aaaggtggcg
ctggtgcagt
ggatccggtt
ggcctggagt
ttcaagggcec
agcagcctga
gactactggg
gacaaaactc
ttcctettec
tgcgtggtgy
ggcgtggagg
cgtgtggtca
tgcaaggtct
gggcagcccc
aaccaggtca
tgggagagca
gacggctcct
aacgtcttct

ctctcectgt

CD37 specific binding protein

tcctgetact
ccetgtettt
acagctactt
ttgcaaaaac
acttcactct
atcattccga
gtggctcggyg
ctggagcaga
actcattcac
ggatgggcaa
aggtcactat
aggcctcgga
gccgeggeac
acacatctcc
ccccaaaacc
tggacgtgag
tgcataatgc
gcgtcctcac
ccaacaaagc
gagaaccaca
gcctgacctg
atgggcagcec
tcttcctcta
catgctccgt

ctccgggtaa

Page 82

ctggctccca
gtctccaggc
agcctggtac
cttagcagaa
caccatcagc
taatccgtgg
cggtggtgga
ggtgaaaaag
tggctacaat
tattgatcct
cteccgecgac
caccgccatg
cctggtcact
accgtgecca
caaggacacc
ccacgaagac
caagacaaag
cgtcctgcac
cctcccagece
ggtgtacacc
cctggtcaaa
ggagaacaac
cagcaagctc
gatgcatgag

atga

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

1020
1080
1140
1200
1260
1320
1380
1440
1494



Met

Asp

Leu

val

Arg

65

Arg

Ser

Asp

Gly

val

145

Leu

Met

Asn

Gly

G1n

225

Arg

val

Glu

Thr

Ser

TYr

50

Leu

Phe

Leu

Asn

Gly

Gln

Lys

Asn

Ile

Gln

210

Trp

Ser

Ser

Ala

Thr

Pro

35

ser

Leu

Ser

Glu

Pro

115

Leu

Ile

Trp

195

val

Ser

val

Ser

Pro

Gly

20

Gly

Tyr

Ile

Gly

Pro

100

Trp

Ser

val

Ser

val

180

Pro

Thr

Ser

Gly

Asp
260

Ala

Glu

Glu

Leu

Tyr

ser

85

Glu

Thr

Gly

Gln

Cys

165

Arg

Tyr

Ile

Leu

Pro

245

Gln

Gln

Ile

Arg

Ala

Phe

70

Gly

Asp

Phe

Gly

sSer

150

LYS

Gln

Tyr

Ser

Lys

Met

Glu

SEQUENCE_LISTING (EMER 017 01 sG)
Leu Leu Phe Leu Leu Leu Leu Trp Leu
15

val

Ala

Trp

55

Ala

Ser

Phe

Gly

Gly

Gly

Met

Gly

Ala

215

Ala

Asp

Pro

Leu

Thr

40

Tyr

Lys

Gly

Ala

Gln

120

Gly

Ala

Ser

Pro

Gly

Asp

Ser

Tyr

Lys

Thr
25

Leu
Gln
Thr
Thr
val
105
Gly
Ser

Glu

Gly

Lys

Asp

Trp

Ser
265

10

GIn

Ser

Gln

Leu

Asp

Q0

Tyr

Thr

Gly

val

Tyr

170

Lys

Thr

Ser

Thr

ser

Cys

Lys

Ala

75

Phe

Tyr

LyS

Gly

Gly

Tyr

Ile

Ala

235

Arg

Asp

Pro

Arg

Pro

60

Glu

Thr

Cys

val

Gly

Lys

Phe

Leu

Asn

ser

220

Met

Gly

Lys

Page 83

Ala

Thr

45

Gly

Gly

Leu

Gln

Glu

125

Gly

Pro

Thr

Glu

Arg

Thr

Tyr

Thr

Thr

Thr

30

Ser

Gln

Ile

Thr

His

110

Ile

Ala

Gly

Gly

Trp

Lys

Ala

Tyr

Leu

His
270

Leu

Glu

Ala

Pro

Ile

95

His

LyS

ser

Glu

Tyr

175

Met

Phe

Tyr

Cys

val
255

Pro

Ser

Asn

Pro

Ala

80

Ser

Ser

Gly

Ser
160
ASn
Gly
Lys
Leu
Ala
240

Thr

Thr Ser



Pro

Phe

val

305

Phe

Pro

Thr

val

Ala

385

Arg

Gly

Pro

Ser

GIn

465

His

Pro

Pro

290

Thr

Asn

Arg

val

Ser

370

Lys

Asp

Phe

Glu

Phe

450

Gly

Tyr

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

<220>
<223>

<400>

aagcttgccg ccatggaagc cccagctcag cttctcttce tectgetact ctggetccca

gataccaccg gtgaaattgt gttgacacag tctccagcca cectgtcttt gtctccagge

Cys

275

Pro

Cys

Trp

Glu

Leu

355

Asn

Gly

Glu

Tyr

Asn

435

Phe

Asn

Thr

87
1494
DNA

Pro

Lys

val

Tyr

Glu

340

His

Lys

GlIn

Leu

Pro

420

Asn

Leu

val

GIn

Ala

Pro

val

val

325

Gln

Gln

Ala

Pro

Thr

405

ser

Tyr

Tyr

Phe

Pro

Lys

val

310

Asp

Tyr

Asp

Leu

LYS

Asp

Lys

ser

ser

470

Ser

SEQUENCE_LISTING (EMER 017 01 sG)
Glu Leu Leu Gly Gly Pro Ser val pPhe

Asp

295

Asp

Gly

Asn

Trp

Pro

375

Glu

Asn

Ile

Thr

Lys

455

Cys

Leu

Artificial sequence

280

Thr

val

val

Ser

Leu

360

Ala

Pro

Gln

Ala

Thr

440

Leu

Ser

ser

Leu

Ser

Glu

Thr

345

Asn

Pro

GIn

val

val

425

Pro

Thr

val

Leu

Met

His

val

330

Tyr

Gly

Ile

val

Ser

410

Glu

Pro

val

Met

Ser
490

CD37 specific binding protein

87

Ile

Glu

315

His

Arg

Lys

Glu

Tyr

395

Leu

Trp

val

Asp

His

475

Pro

ser

300

ASp

Asn

val

Glu

Lys

380

Thr

Thr

Glu

Leu

Lys

460

Glu

Gly

Page 84

285

Arg

Pro

Ala

val

Tyr

365

Thr

Leu

Cys

Ser

Ala

Lys

Thr

Glu

Lys

Ser

350

Lys

Ile

Pro

Leu

Asn

430

Ser

Arg

Leu

Pro

val

Thr

335

val

Cys

ser

Pro

val

415

Gly

ASp

Trp

His

Leu

Glu

Lys

Lys

Leu

LYysS

Lys

Ser

400

Lys

Gln

Gly

Gln

Asn
480

60

120



gaaagagcca
caacagaaac
ggaattccag
agcctagagc
acattcggcc
tctggaggag
cccggagagt
atgaactggg
tattatggtg
aagtccatca
tattactgtg
gtctcctctg
gcacctgaac
ctcatgatct
cctgaggtca
c€cgegggagg
caggactyggc
cccatcgaga
ctgcccccat
ggcttctatc
tacaagacca
accgtggaca
gctctgcaca
<210>
<211>
<212>
<213>

<220>
<223>

<400>

88
493
PRT

88

1

ccctectectyg
ctggccaggce
ccaggttcag
ctgaagattt
aagggaccaa
gtggggctag
ctctgaggat
tgcgccagat
gtactaccta
gcaccgccta
cacgctcagt
atcaggagcc
tcctgggtyg
cccggacccce
agttcaactg
agcagtacaa
tgaatggcaa
aaaccatctc
cccgggatga
caagcgacat
cgcctccegt
agagcaggtg

accactacac

SEQUENCE_LISTING (EMER 017 01 sG)

ccgaacaagt
tcctaggcetce
tggcagtgga
tgcagtttat
ggtggaaatc
cgaggtgcag
ttcctgtaag
gcccgggaaa
caaccggaag
cctgcaatgg
cggccctatg
Caaatcttct
accgtcagte
tgaggtcaca
gtacgtggac
cagcacgtac
ggagtacaag
caaagccaaa
gctgaccaag
cgccgtgyag
gctggactcc
gcagcagggg
gcagaagagc

Artificial sequence

gaaaatgttt
ctcatctatt
tcecgggacag
tactgtcaac
aaaggtggcg
ctggtgcagt
ggatccggtt
ggcctggagt
ttcaagggcec
agcagcctga
gactactggg
gacaaaactc
ttcctecttec
tgcgtggtag
ggcgtggagg
cgtgtygteca
tgcaaggtct
gggcagcccce
aaccaggtca
tgggagagca
gacggctect
aacgtcttct

ctctecectgt

CD37 specific binding protein

10

acagctactt
ttgcaaaaac
acttcactct
atcattccga
gtggctcggg
ctggagcaga
actcattcac
ggatgggcaa
aggtcactat
aggcctcgga
gccgeggeac
acacatctcc
ccccaaaace
tggacgtgag
tgcataatgc
gcgtcectcac
ccaacaaagc
gagaaccaca
gcctgaccty
atgggcagcc
tcttcctcta
catgctcegt

ctccgggtaa

agcctggtac
cttagcagaa
caccatcagc
taatccgtgg
cggtggtgga
ggtgaaaaag
tggctacaat
tattgatcct
ctcegecgac
caccgccatg
cctggtcact
accgtgccca
caaggacacc
ccacgaagac
caagacaaag
cgtcctgeac
ccteccagee
ggtgtacacc
cctggtcaaa
ggagaacaac
cagcaagctc
gatgcatgag
atga

Met Glu Ala Pro Ala Gln Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro
5

15

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

Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser C
40

35

20

30

Page 85

¥s Arg Thr Ser Glu Asn
45

180
240
300
360
420
480
540
600
660
720
780
840
900
860
1020
1080
1140
1200
1260
1320
1380
1440
1494



val

Arg

65

Arg

Ser

Asp

Gly

val

145

Leu

Met

Asn

Gly

GIn

225

Arg

val

Pro

Phe

val
305

Tyr
50
Leu
Phe
Leu
Asn
Gly
1
GlIn
Arg
Asn
Ile
Gln
210
Trp
Ser
Ser
Pro
Pro

290

Thr

Ser

Leu

Ser

Glu

Pro

115

Gly

Leu

Ile

Trp

Asp

val

ser

val

Ser

275

Pro

Cys

Tyr

Ile

Gly

Pro

100

Trp

ser

val

ser

val

180

Pro

Thr

ser

Gly

ASp

260

Pro

Lys

val

Leu

Tyr

Ser

85

Glu

Thr

Gly

Gln

Cys

165

Arg

TYr

Ile

Leu

Pro

245

Gln

Ala

Pro

val

Ala

Phe

70

Gly

Asp

Phe

Gly

ser

150

Lys

Gln

Tyr

Ser

Lys

230

Met

Glu

Pro

Lys

val
310

SEQUENCE_LISTING (EMER 017 01 SG)

Trp Tyr GIn Gln Lys Pro Gly Gln Ala
55 60

Ala

Ser

FPhe

Gly

Gly

Gly

Gly

Met

Gly

Ala

215

Ala

Asp

Pro

Glu

Asp

Asp

Lys

Gly

Ala

Gln

120

Gly

Ala

Ser

Pro

Asp

Ser

TYr

Lys

Leu

280

Thr

val

Thr

Thr

val

185

Gly

Ser

Glu

Gly

Gly

Thr

Lys

Asp

Trp

Ser

265

Leu

Leu

Ser

Leu

ASp

90

Tyr

Thr

Gly

val

Tyr

170

Lys

Thr

Ser

Thr

Gly

Ser

Gly

Met

Ala
75

Phe
Tyr

Lys

Gly

Gly

Tyr

Ile

Ala

235

Arg

ASp

Gly

Ile

Glu

Thr

Cys

val

Gly

Lys

Phe

Leu

Asn

Ser

220

Met

Gly

Lys

Pro

Ser
300

His Glu Asp

315

Page 86

Gly

Leu

GIn

Glu

125

Gly

Pro

Thr

Glu

Arg

205

Thr

Tyr

Thr

Thr

ser

285

Arg

Pro

Ile

Thr

His

110

Ile

Ala

Gly

Gly

Trp

Lys

Ala

Tyr

Leu

His

270

val

Thr

Glu

Pro

Ile

95

His

Lys

ser

Glu

Tyr

175

Met

Phe

TYr

Cys

val

255

Thr

Phe

Pro

val

Pro

Ala

80

ser

Ser

Gly

Glu

ser

160

Asn

Gly

Lys

Leu

Ala

240

Thr

Ser

Leu

Glu

Lys



Phe

Pro

Thr

val

Ala

385

Arg

Gly

Pro

Ser

GIn

465

His

Asn

Arg

val

Ser

370

Lys

Asp

Phe

Glu

Phe

450

Gly

Tyr

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

<220>
<223>

<400>
gagcccaaat cttgtgacaa aactcacaca tgtccaccgt gecca

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

<220>
<223>

<400

Trp

Glu

Leu

355

Asn

Gly

Glu

Tyr

Asn

435

Phe

Asn

Thr

89
45
DNA

Tyr

Glu

340

His

Lys

GIn

Leu

Pro

420

Asn

Leu

val

Gln

val

325

GIn

GIn

Ala

Pro

Thr

405

Ser

Tyr

Tyr

Phe

Asp

Tyr

ASp

Leu

Lys

Asp

Lys

Ser

Ser

470

Ser

SEQUENCE_LTISTING (EMER 017 01 sG)

Gly val Glu

Asn

Trp

Pro

375

Glu

Asn

Ile

Thr

Lys

455

Cys

Leu

Artificial sequence

Hinge region

89

90
15
PRT

Artificial sequence

Hinge region

90

ser

Leu

360

Ala

Pro

Gln

Ala

Thr

440

Leu

Ser

Ser

Thr

345

Asn

Pro

GIn

val

val

425

Pro

Thr

val

Leu

val His Asn Ala Lys Thr Lys

330

Tyr

Gly

Ile

val

ser

410

Glu

Pro

vai

Met

Ser
490

Arg

Lys

Glu

Tyr

395

Leu

Trp

val

Asp

His

475

Pro

val

Glu

Lys

Thr

Thr

Glu

Leu

Lys

Glu

Gly

Page 87

val

TYr

365

Thr

Leu

Cys

Ser

Ala

Lys

Ser

350

Lys

Ile

Pro

Leu

Asn

430

Ser

Arg

Leu

335

vail

Cys

Ser

Pro

val

415

Gly

ASp

Trp

His

Leu

Lys

Lys

ser

400

Lys

Gln

Gly

Gln

Asn
480

45



SEQUENCE_LISTING (EMER 017 01 SG)
§1u Pro Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro
5 15

10
<210> 91
<211l> 45
<212> DNA
<213> Artificial sequence
<220>
<223> Hinge region
<400> 91
gagcccaaat cttctgacaa aactcacaca tgtccaccgt gecca 45
<210> 92
<211> 15
<212> PRT
<213> Artificial sequence
<220>
<223> Hinge region
<400> 92

Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Pro
1 5 10 15

<210> 93

<211> 45

<212> DNA

<213> Artificial sequence

<220>

<223> Hinge region

<400> 93

gagcccaaat cttctgacaa aactcacaca tgtccaccgt gotca 45
<210> 94

<211> 15

<212> PRT

<213> Artificial sequence

<220> :

<223> Hinge region

<400> 94

Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Cys Ser
1 5 10 15
<210> 95

<211> 45

<212> DNA

<213> Artificial sequence

<220>

<223> Hinge region

<400> 95

gagcccaaat cttgtgacaa aactcacaca tgtccaccga gctca 45
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SEQUENCE_LISTING (EMER 017 01 SG)

<210> 96

<211> 15

<212> PRT

<213> Artificial sequence

<220>

<223> Hinge region

<400> 96

Glu Pro Lys Ser Ser Asp Lys Thr His Thr Cys Pro Pro Ser Ser
1 5 10 15
<210> 97

<211> 45

<212> DNA

<213> Artificial sequence

<220>

<223> Hinge region

<400> 97

gagcccaaat cttctgacaa aactcacaca tctccaccga gccca

<210> 98

<211> 15

<212> PRT

«213> Artificial sequence

<220>

<223> Hinge region

<400> 98

GIu Pro Lys Ser Ser Asp Lys Thr His Thr Ser Pro Pro Ser Pro
1 5 10 15
<210> 99

<211> 45

<212> DNA

<213> Artificial sequence

<220>

<223> Hinge region

<400> 99

gagcccaaat cttctgacaa aactcacaca tctccaccga gctca

<210> 100

<211> 15

<212> PRT

<213> Artificial sequence

<220>

<223> Hinge region

<400> 100

Glu Pro Lys Ser Ser Asp Lys Thr His Thr Ser Pro Pro Ser Ser
1 5 10 15
<210> 101

<211> 45

Page 89

45

45



<212>
<213>

<220>
<223>

<400>

SEQUENCE_LISTING (EMER 017 01 sG)
DNA
Artificial sequence

Hinge region

101

gagcccaaat cttgtgacaa aactcacaca tctccaccgt gccca

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

<220>
<223>

<400>

<210>
<211>

102

15

PRT

Artificial sequence

Hinge region

102
Glu Pro Lys Ser Cys Asp Lys Thr His Thr Ser Pro Pro Cys Pro
1 5 10 15
103
45
DNA

<212>
<213>

<220>
<223>

<400>

Artificial sequence

Hinge region

103

gagcccaaat cttgtgacaa aactcacaca tctccaccgt gctca

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

<220>
<223>

<400>

<210>
<Z211>

104

15

PRT

Artificial sequence

Hinge region

104
Glu Pro Lys Ser Cys Asp Lys Thr His Thr Ser Pro Pro Cys Ser
1 5 : 15
105
45
DNA

<212>
<213>

<220>
<223>

<400>

artificial sequence

Hinge region

105

gagcccaaat cttctgacaa aactcacaca tctccaccgt gccca

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

<220>

106

15

PRT

Artificial sequence
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SEQUENCE_LISTING (EMER 017 0l sG)
<223> Hinge region

<400> 106

Glu Pro Lys Ser Ser Asp Lys Thr His Thr Ser Pro Pro Cys Pro
1 5 10 15
<210> 107

<211> 45

<212> DNA

<213> Artificial sequence

<220>

<223> Hinge region

<400> 107

gagcccaaat cttctgacaa aactcacaca tctccaccgt gctca 45
<210> 108

<211> 15

<212> PRT

<213> Artificial seguence

<220>

<223> Hinge region

<400> 108

Glu Pro Lys Ser Ser Asp Lys Thr His Thr Ser Pro Pro Cys Ser
1 5 15
<210> 109

<211> 45

<212> DNA

<213> Artificial sequence

<220>

<223> Hinge region

<400> 109

gagcccaaat cttgtgacaa aactcacaca tctccaccga gccca 45
<210>= 110

<211> 15

<212> PRT

<213> Artificial sequence

<220>

<223> Hinge region

<400> 110

Glu Pro Lys Ser Cys Asp Lys Thr His Thr Ser Pro Pro Ser Pro
1 5 10 15
<210 111

<211> 45

<212> DNA

<213> Artificial sequence

<220>
<223> Hinge region
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<400>

gagcccaaat cttgtgacaa aactcacaca tctccaccga gctca

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

<220>
<223>

<400>

Glu Pro Lys Ser Cys Asp Lys Thr His Thr Ser Pro Pro Ser Ser
1 5

<210> -

<400>
000

<210>
<400>
000

<210>
<211
<212>
<213>

<220>
<223>

<400>

1

SEQUENCE_LISTING (EMER Q17 01 s@)

111

112

15

PRT

Artificial sequence

Hinge region

112

113
113

114
114

115
19
PRT
Artificial sequence

Hinge region

115

val pro Ser Thr pPro Pro Thr Pro Ser Pro Ser Thr Pro Pro Thr Pro
5

Ser Pro Ser

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

<220>
<223>

<400>

1

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

<220>
<223>

<400>

gagctcaaaa ctcctctcgg ggatacgacc catacgtgtc cccgctgtcc tgaaccgaag

116

6

PRT

Artificial sequence

Hinge region

116

val Pro Pro Pro Pro Pro.
5

117
186
DNA
Artificial sequence

Hinge region

117

45

60



SEQUENCE_LISTING (EMER 017 01 sG)
tcctgcgata cgcctecgee atgtccacgg tgcccagage ccaaatcatg cgatacgecc

ccaccgtgtc cccgctgtcc tgaaccaaag tcatgcgata ccccaccacc atgtccaaga

tgccca

<210> 118

<211> 62

<212> PRT

<213> Artificial sequence
<220>

<223> Hinge region

<400> 118

Glu Leu Lys Thr Pro Leu Gly Asp Thr Thr His Thr Cys Pro Arg Cys
1 5 10 15
Pro Glu Pro Lys Ser Cys Asp Thr Pro Pro Pro Cys Pro Arg Cys Pro
20 25 30
Glu Pro Lys Ser Cys Asp Thr Pro Pro Pro Cys Pro Arg Cys Pro Glu
35 40 45

Pro Lys Ser Cys Asp Thr Pro Pro Pro Cys Pro Arg Cys Pro
55 60

50
<210> 119
<211> 45
<212> DNA
<213> Artificial sequence
<220>
<223> Hinge region
<400> 119

gagcccaaat cttctgacac acctccccca tgcccacggt gcccc

<210> 120

<211> 15

<212> PRT

<213> Artificial sequence
<220>

<223> Hinge region

<400> 120

Glu Pro Lys Ser Ser Asp Thr Pro Pro Pro Cys Pro Arg Cys Pro
1 5 10 15

<210> 121

<211> 45

<212> DNA

<213> Artificial sequence

<220>
<223> Hinge region
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SEQUENCE_LISTING (EMER 017 01 SG)

<400> 121

gagcccaaat cttgtgacac acctccccca tccccacggt cccca 45

<210> 122

<211> 15

<212> PRT

<213> Artificial sequence

<220>

<223> Hinge region

<400> 122

g1u Pro Lys Ser Cys Asp Thr Pro Pro Pro Ser Pro Arg Ser Pro
5 15

<210> 123

<211> 45

<212> DNA

<213> Artificial sequence

<220>

<223> Hinge region

<400> 123

gagcccaaat cttctgacac acctccccca tccccacggt cccca 45

<210> 124

<211> 15

<212> PRT.

<213> Artificial sequence

<220>

<223> Hinge region

<400> 124

Glu Pro Lys Ser Ser Asp Thr Pro Pro Pro Ser Pro Arg Ser Pro

1 5 10 ¢ 15

<210> 125

<211> 45

<212> DNA

<213> Artificial sequence

<220>

<223> Hinge region

<400> 125

gagcccaaat cttgtgacac acctccccca tccccacggt gecca 45

<210> 126

<211> 15

<212> PRT

<213> Artificial sequence

<220>

<223> Hinge region

<400> 126

Glu Pro Lys Ser Cys Asp Thr Pro Pro Pro Ser Pro Arg Cys Pro

1 5 10 15
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SEQUENCE_LISTING (EMER 017 0l SG)

<210> 127

<211> 58

<212> PRT

<213> Artificial sequence
<220>

<223> Hinge region

<400> 127

%1u Ser Pro Lys ?1a Gln Ala Ser Ser val pro Thr Ala GIn Pro Gln
Ala Glu Gly ggr Leu Ala Lys Ala Egr Thr Ala Pro Ala ghr Thr Arg
: 0

Asn Thr g;y Arg Gly Gly Glu Glu Lys Lys Lys Glu Lys Glu Lys Glu
40 45

Glu GIn Glu Glu Arg Glu Thr Lys Thr Pro
55

<210> 128

<211> 11

<212> PRT

<213> Artificial sequence
<220>

<223> (DR

<400> 128

érg Thr ser Gln ?sn val Tyr Ser Tyr Leu Ala
10

<210> 129

<211> 11

<212> PRT

<213> Artificial sequence

<220>
<223> CDR

<400> 129

Arg Thr Ser Glu ger val Tyr Ser Tyr Leu Ala
1 10

<210> 130

<211> 11

<212> PRT

<213> Artificial sequence

<220>
<223> (DR

<400> 130
Arg Ala Ser G1ln Ser val Tyr Ser Tyr Leu Ala
1 5

10
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SEQUENCE_LISTING (EMER 017 01 SG)

<210> 131

<211> 11

<212> PRT

<213> Artificial sequence

<220>
<223> CDR

<400> 131

Arg Ala Ser GIn Ser val Ser Ser Tyr Leu Ala
1 5 10

<210> 132

<211> 11

<212> PRT

<213> Artificial seguence

<220>
<223> CDR

<400> 132

Arg Ala Ser Gln Ser val Ser Tyr Tyr Leu Ala
1 5 10

<210> 133

<211> 5

<212> PRT

<213> Artificial sequence

<220>
<Z223> CDR

<400> 133
Ser Tyr Met Asn Met
1 5

<210> 134

<211> 5

<212> PRT

<213> Artificial sequence

<220>
<223> CDR

<400> 134
Ser Tyr Trp ITe Gly
1 5

<210> 135

<211> 7

<212> PRT

<213> Artificial sequence

<220>
<223> CDR

<400> 135
Page 96



SEQUENCE_LISTING (EMER 017 01 sG)
Ala Ala Ser Ser Leu GIn Ser
5

1

<210> 136

<211> 7

<212> PRT

<213> Artificial sequence
<220>

<223> CDR

<400> 136

Gly Ala ser Thr Arg Ala Thr
1 5

<210> 137

<211> 7

<212> PRT

<213> Artificial sequence
<220>

<223> CDR

<400> 137

Asp Ala Ser Asn Arg Ala Thr
1 5

<210> 138

<211> 17

<212> PRT

<213> Artificial sequence
<220>

<223> CDR

<400> 138

ITe Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro Ser Phe Gln
1 5 10 15
Gly

<210> 139

<211> 17

<212> PRT

<213> Artificial sequence
<220>

<223> CDR

<400> 139

Arg Ile Asp Pro Ser Asp Ser Tyr Thr Asn Tyr Ser Pro Ser Phe Gln
1 5 10

Gly
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SEQUENCE_LISTING (EMER 017 01 SG)

<210> 140
<211> 30
<212> PRT

<213> Artificial sequence

<220>
<223> Framework region

<400> 140
§1n val GIn Leu val Gln Ser Gly Ala §1u val Lys Lys Pro g?y Ala
5 0 5

Ser val Lys ¥a1 Ser Cys Lys Ala ggr Gly Tyr Thr Phe Thr
0

30
<210> 141
<211> 30
<212> PRT
<213> Artificial sequence
<220>
<223> Framework region
<400> 141

GIn val GIn Leu val GIn Ser Gly Ala Glu val Lys Lys Pro Gly Ser
1 5 10 15

Ser val Lys g31 Ser Cys Lys Ala ger Gly Gly Thr Phe ger
5

<210> 142

<211> 30

<212> PRT

<213> Artificial sequence
<220>

<223> Framework region
<400> 142

GIn val GIn Leu val GIn Ser Gly Ala Glu val Lys Lys Pro Gly Ser
1 5 10 15

Sser val Lys V81 Ser Cys Lys Ala ger Gly Gly Thr phe Ser
2 5

30
<210> 143
<211> 30
<212> PRT
<213> Artificial sequence
<220>
<223> Framework region
<400> 143

Glu val GIn Leu val Gln Ser Gly Ala Glu val Lys Lys Pro Gly Ala
1 5 10 15
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SEQUENCE_LISTING (EMER 017 01 sG)
Thr val Lys Ile Ser Cys Lys val ger Gly Tyr Thr Phe Thr
20 5

30
<210> 144
<211> 30
<212> PRT
<213> Artificial sequence
<220>
<223> Framework region
<400> 144

Glu val GIn Leu val Gln Ser Gly Ala Glu val Lys Lys Pro Gly Glu
1 5 10 15

ser Leu Lys §1e Ser Cys Lys Gly ggr Gly Tyr Ser Phe Thr
0 3

<210> 145

<211> 30

<212> PRT

<213> Artificial sequence
<220>

<223> Framework region
<400> 145

Glu val GIn Leu val GTn Ser Gly Ala Glu val Lys Lys Pro Gly Glu
1 ) 5 10 : 15

Ser Leu Arg Ile Ser Cys Lys Gly ger Gly Tyr Ser Phe ;hr
20 5 .

<210> 146

<211> 30

<212> PRT

<213> Artificial sequence
<220>

<223> Framework region
<400> 146

GIn val GIn Leu val Gln Ser Gly Ser Glu Leu Lys Lys Pro Gly Ala
1 5 10 15

ser val Lys val ser Cys Lys Ala ger Gly Tyr Thr Phe Thr
20 5

30
<210> 147
<211> 14
<212> PRT
<213> Artificial seguence
<220>

<223> Framework region
<400> 147
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SEQUENCE_LISTING (EMER 017 01 sG)
Irp val Arg GIn Ala Pro Gly GIn Gly &Su Glu Trp Met Gly
5

<210> 148

<400> 148

000

<210> 149

<400> 149

000

<210> 150

<211> 14

<212> PRT

<213> Artificial sequence
<220>

<223> Framework region
<400> 150

Irp val GIn GIn Ala Pro Gly Lys Gly Leu Glu Trp Met Gly
5 10

<210> 151

<211> 14

<212> PRT

<213> Artificial sequence
<220>

<223> Framework region
<400> 151

Trp val Arg Gln Met Pro Gly Lys Gly Leu Glu Trp Met Gly
1 5 10
<210> 152

<400> 152

000

<210> 153

<400> 153

000

<210= 154

<211> 32

<212> PRT

<213> Artificial sequence
<220>

<223> Framework region
<400> 154

Arg val Thr Met Thr Thr Asp Thr Ser Thr Ser Thr Ala Tyr Met Glu
1 5 10 15

Leu Arg Ser Leu Arg Ser Asp Asp ;hr Ala val Tyr Tyr Cys Ala Arg
20 5 30
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SEQUENCE_LISTING (EMER 017 01 SG)

<210> 155

<211> 32

<212> PRT

<213> Artificial sequence
<220>

<223> Framework region
<400> 155

?rg val Thr Ile Thr Ala Asp Glu Ser Thr Ser Thr Ala Tyr Met Glu
5 1 15

Leu Ser Ser Egu Arg Ser Glu Asp Thr Ala val Tyr Tyr gys Ala Arg
0

25
<210> 156
<211> 32
<212> PRT
<213> Artificial sequence
<220>
<223> Framework region
<400> 156
Arg val Thr Ile Thr Ala Asp Lys Ser Thr Ser Thr Ala Tyr Met Glu
1 5 10 15

Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala val Tyr Tyr gys Ala Arg
25 0

20
<210> 157
<211> 32
<212> PRT
<213> Artificial sequence
<220>

<223> Framework region

<400> 157

Arg val Thr Ile Thr Ala Asp Thr Ser Thr Asp Thr Ala Tyr Met Glu
i} 5 10 15

Leu Ser Ser Leu Arg Ser Glu Asp ;gr Ala val Tyr Tyr gﬁs Ala Thr

20
<210> 158
<211> 32
<212> PRT.
<213> Artificial sequence
<220> )
<223> Framework region
<400> 158

GIn val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr Ala Tyr Leu Gln
1 5 10 15
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SEQUENCE_LISTING (EMER 017 Q1 sG)
Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr Tyr C%s Ala Arg
20 3

25
<210> 159
<211l> 32
<212> PRT
<213> Artificial sequence
<220>
<223> Framework region
<400> 159

His val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr Ala Tyr Leu Gln
5 10 15

Trp Ser Ser ESU Lys Ala Ser Asp g?r Ala Met Tyr Tyr C%s Ala Arg
3

<210> 160

<211> 32

<212> PRT

<213> Artificial sequence
<220>

<223> Framework region
<400> 160

Arg Phe val Phe Ser Leu Asp Thr Ser val Ser Thr Ala Tyr Leu Gln
1 5 10 15

Ile Ser Ser Leu Lys Ala Glu Asp ;hr Ala val Tyr Tyr Cys Ala Arg
20 5 30

<210> 161

<211> 11

<212> PRT

<213> Artificial sequence
<220>

<223> Framework region
<400> 161

Trp Gly GIn Gly Thr Leu val Thr val Ser Ser
1 5

<210> 162

<211> 11

<212> PRT

<213> Artificial sequence
<220>

<223> Framework region
<400> 162

Trp Gly Arg Gly Thr Leu val Thr val Ser Ser
1 5 10
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SEQUENCE_LISTING (EMER 017 01 SG)

<210> 163

<211> 11

<212> PRT

<213> Artificial sequence

<220>

<223> Framework region

<400> 163

Trp Gly GIn Gly Thr Met val Thr val Ser Ser
1 5 10
<210> 164

<400> 164

000

<210> 165

<400> 165

000

<210> 166

<400> 166

000

<210> 167

<400> 167

000

<210> 168

<211> 11

<212> PRT

<213> Artificial sequence

<220>

<223> Framework region

<400> 168

Trp Gly GIn Gly Thr Thr val Thr val ser Ser
1 5 10
<210> 169

<211> 11

<212> PRT

<213> Artificial sequence

<220>

<223> Framework region

<400> 169

Trp Gly Lys Gly ghr Thr val Thr val ser ser
1

<210> 170

<211> 23

<212> PRT

<213> Artificial sequence
<220>

<223> Framework region
<400> 170
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Glu Ile val Met Thr Gln Ser Pro Ala Thr Leu Ser val Ser Pro Gly
1 5 15

10

Glu Arg Ala ;hr Leu Ser Cys
0

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

<220>
<223>

<400>

171

23

PRT

Artificial seguence

Framework region

171

Glu I1e val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
1 5 15

10

Glu arg Ala ;hr Leu Ser Cys
0

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

<220>
<223>

<400>

172

23

PRT

Artificial segquence

Framework region

172

Asp Ile GIn Met Ehr GIn Ser Pro Ser Ser Leu Ser Ala Ser val Gly
1 15

10

Asp Arg val Thr Ile Thr Cys
20

<210>
<400>
000

<210>
<400>
000

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

<220>
<223>

<400>

173
173

174
174

175

23

PRT

Artificial sequence

Framework region

175

Asn Ile Gln Met Thr GIn Ser Pro Ser Ala Met Ser Ala Ser val Gly

1

5 10 15
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Asp Arg val Thr Ile Thr Cys
20

<210> 176

<400> 176

000

<210> 177

<211> 23

<212> PRT

<213> Artificial sequence

<220>

<223> Framework region

<400> 177

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

Asp Arg val ghr Ile Thr Cys
0

<210> 178

<211> 23

<212> PRT

<213> Artificial sequence
<220>

<223> Framework region
<400> 178

Asp Ile GIn Leu Ehr GIn Ser Pro Ser Phe Leu Ser Ala Ser val Gly
1 15

Asp Arg val ;gr Ile Thr Cys

<210> 179

<211> 23

<212> PRT _

<213> Artificial sequence
<220>

<223> Framework region
<400> 179

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

Asp Arg val ggr ITe Thr Cys

<210> 180
<211l> 23
<212> PRT

<213> Artificial sequence
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<220>

<223> Framework region

<400> 180

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

Asp Arg val ;Br Ile Thr Cys

<210> 181

<211> 23

<212> PRT

<213> Artificial sequence

<220>
<223> Framework region

<400> 181
?sp ITe GIn Met Thr GIn Ser Pro Ser Thr Leu Ser Ala Ser val Gly
5 15

Asp Arg val Egr Ile Thr cCys

<210> 182

<211> 15

<212> PRT

<213> Artificial sequence

<220>
<223> Framework region

<400> 182

Trp Tyr GIn GIn Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile Tyr
1 5 10 : 15

<210> 183
<400> 183
000

<210> 184

<211> 15

<212> PRT

<213> Artificial sequence

<220> i
<223> Framework region

<400> 184

Trp Tyr GIn GIn Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile Tyr
1 5 10 15

<210> 185

<211> 15

<212> PRT

<213> Artificial sequence
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<220>
<223> Framework region

<400> 185

Trp Tyr GIn Gin Lys Pro Gly Lys val Pro Lys Leu Leu Ile Tyr
1 5 10 15

<210> 186

<211> 15

<212> PRT

<213> Artificial sequence

<220>
<223> Framework region

<400> 186

Trp Tyr Gin GIn Lys Pro Gly Lys Ala Pro Lys Arg Leu Ile Tyr
1 5 10 15

<210> 187

<211> 15

<212> PRT

<213> Artificial sequence

<220>
<223> Framework region

<400> 187

Trp Phe GIn GIn Lys Pro Gly Lys val Pro Lys His Leu Ile Tyr
1 5 10 15

<210> 188

<211> 15

<212> PRT

<213> Artificial seguence
<220>

<223> Framework region
<400> 188

Trp Phe GIn GIn Lys Pro Gly Lys Ala Pro Lys Ser Leu Ile Tyr
1 5 10 15

<210> 189

<400> 189

000

<210> 190

<400> 190

000

<210> 191

<211> 15

<212> PRT

<213> Artificial seguence
<220>

<223> Framework regicon
<400> 191
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SEQUENCE_LISTING (EMER 017 01 SG)

Irp Tyr GIn GIn Lys Pro Ala Lys Ala EBO Lys Leu Phe Ile Tyr
5

15
<210> 192
<400> 192
000
<210> 193
<400> 193
000
<210> 194
<211> 32
<212> PRT
<213> Artificial sequence
<220>
<223> Framework region
<400> 194
Gly Ile Pro Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Glu phe Thr
1 5 10 15

Leu Thr Ile Ser Ser Leu Gln Ser g1u Asp Phe Ala val ;yr Tyr Cys
5 0

20
<210> 195
<211> 32
<212> PRT
<213> Artificial sequence
<220>
<223> Framework region
<400> 195

Gly I1e Pro Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
1 5 10 15

Leu Thr Ile Ser Ser Leu Glu Pro Glu Asp Phe Ala val Tyr Tyr Cys
30

25
<210> 196
<211> 32
<212> PRT
<213> Artificial sequence
<220>
<223> Framework region
<400> 196

Gly val Pro Ser ?rg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
1 10 15

Leu Thr Ile Ser Ser Leu GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys
25 30
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<210>
<211>
<212>
<213>

<220>
<223>

<400>

SEQUENCE_LISTING (EMER 017 01 sG)

197
32
PRT

Artificial sequence

Framework region

197

Gly val Pro Ser Arg Phe ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
1 5 10 15

Leu Thr Ile Ser Ser bteu GIn Pro Glu Asp val Ala Thr T
25 3

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

<220>
<223>

<400>

20

198

32

PRT

Artificial sequence

Framework region

198

yr Tyr Cys
0

g]y val Pro Ser ?rg Phe Ser Gly Ser Gly Ser Gly Thr Glu Phe Thr
10 1

Leu Thr Ile ser ser Leu GIn Pro Glu Asp Phe Ala Thr Tyr Tyr Cys
30

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210>
<400>
000

<210
<Z211>
<212>
<213>

<220>
<223>

<400>

1

199
199

200
200

201
201

202
202

203

32

PRT

Artificial sequence

Framework region

203

5

Gly val Pro Ser Arg Phe Ser Gly Ser Géy ser Gly Thr Asp Tyr Thr
1 5

1



SEQUENCE_LISTING (EMER Q17 01 sG)

Leu Thr Ile Ser Ser Leu GIn Pro g}u Asp Phe Ala Thr Tyr Tyr Cys
30

<210> 204
<400> 204
000

<210> 205

<211> 32

<212> PRT

<213> Artificial sequence

<220>
<223> Framework region

<400> 205

Gly val Pro Ser érg Phe ser Gly Ser Géy Ser Gly Thr Glu Phe Thr
1 1 15

Leu Thr Ile Ser Ser Leu Gln Pro ggp Asp Phe Ala Thr Tyr Tyr Cys
30

<210> 206

<211> 10

<212> PRT

<213> Artificial sequence

<220>
<223> Framework region

<400> 206

Phe Gly Gln Gly Thr Lys val Glu Ile Lys
1 5 10

<210> 207

<211> 10

<212> PRT

<213> Artificial sequence

<220>
<223> Framework region

<400> 207

Phe Gly GIn Gly Thr Lys Leu Glu Ile Lys
1 5 10

<210> 208

<211> 10

<212> PRT

<213> Artificial sequence

<220>
<223> Framework region

<400> 208

Phe Gly Pro Gly Thr Lys val Asp Ile Lys
1 5 10
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<210>
<211>
<212>
<213>

<220>
<223>

<400>

<210>
<211>

SEQUENCE_LISTING (EMER 017 01 SG)

209

10

PRT

Artificial sequence

Framework region

209
Phe Gly Gly Gly Thr Lys val Glu 1le Lys
1 : 5 10
210
10
PRT

<212>
<213>

<220>
<223>

<400>

1

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

<220>
<223>

<400>

Artiticial sequence

Framework region

210

Phe Gly GIn Gly Ehr Arg Leu Glu Ile i%s

211

7

PRT

Artificial sequence
CDR

211

ser val Gly Pro Met Asp Tyr
1 5

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

<220>
<223>

<400>

212

7

PRT

Artificial sequence

CDOR
212

ser val Gly Pro Phe Asp Tyr
1 5

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

<220>
<223>

<400>

213

7

PRT

Artificial sequence

CDR
213

Ser val Gly Pro Met Asp val
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<210> 214

<211> 7

<212> PRT

<213> Artificial sequence

<220>
<223> CDR

<400> 214

Ser val Gly Pro Ehe Asp Ser
1

<210> 215

<211> 7

<212> PRT

<213> Artificial sequence
<220>

<223> CDR

<400> 215

Ser val Gly Pro Phe Asp Pro
1 5

<210> 216

<211l> 7

<212> PRT

<213> Artificial sequence
<220>

<223> CDR

<400> 216

Ser val Gly Pro Phe GlIn His
1 5

<210> 217

<211 7

<212> PRT

<213> Artificial sequence
<220>

<223> CDR

<400> 217

ser val Gly Pro Ehe Asp val
1

<210> 218

<211> 7

<212> PRT

<213> Artificial sequence
<220>

<223> CDR

<400> 218
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ier val Gly Pro Phe Asp Ile
5

<210> 219

<211> 7

<212> PRT

<213> Artificial sequence
<220>

<223> CDR

<400> 219

ier val Gly Pro Phe Asp Leu
5

<210> 220

<211> 9

<212> PRT

<213> Artificial sequence

<220>
<223>

<400>

CDR
220

Gln His His Ser Asp Asn Pro Trp Thr
1 5

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

<220>
<223> D37 specific binding protein

<400> 221

221
1530
DNA,
Artificial sequence

aagcttgccg
gataccaccg
tctctgaaga
gtgcgccaga
ggtactacct
agcaccgect
gcacgctcag
gggggtggag
ggcgggggtg
ggcgaaagag
taccaacaga
gaaggaattc

agcagcctag

ccatggaagc cccagctcag

gagaggtgca
tttcctgtaa
tgcccgggaa
acaaccggaa
acctgcaatg
tecggeecttt
gctctggtgg
gctctgaaat
ccaccctctce
aacctggcca
cagccaggtt

agcctgaaga

gctggtgcag
gggctccggt
aggcctcgag
gttcaagggc
gagcagcctg
cgactcctgg
cggtggctct
tgtgttgaca
ctgccgagcea
ggctcctagg
cagtggcagt

ttttgcagtt

cttctettec
tctggagcag
tactcattca
tggatgggca
caggtcacta
aaggcctcgg
ggccagggca
ggcggaggtg
cagtctccag
agtgaaaatg
ctccteatct

ggctccggga
tattactgtc

tcctgetact
aggtgaaaaa
ctggctacaa
atattgatcc
tctececgecga
acaccgccat
ccctggtcac
gatccggtgg
ccaccctgtc
tttacagcta
attttgcaaa
cagacttcac

aacatcattc
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ctggctccca
gcccggagag
tatgaactgg
ttattatggt
caagtccatc
gtattactgt
tgtctcctcet
cggcggatct
tttgtctcca
cttagcctgyg
aaccttagca
tctcaccatc

cgataatccg

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



tggacattcyg
gacaaaactc
ttcctcttec
tgcgtggtgg
ggcgtggagg
cgtgtggtca
tgcaaggtct
gggcagcecec
aaccaggtca
tgggagagca
gacggctect
aacgtecttct
ctctcectgt
222

503
PRT

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

<220>
<223>

<400> 222

Met Glu Ala

1

Asp Thr Thr

Lys Pro Gly
35

Thr
50

Phe Gly

Leu Glu

65

Trp

ASNn Arg Lys

Ser Thr Ala

Met Tyr Tyr

115

gccaagggac
acacatctcc
ccccaaaacc
tggacgtgag
tgcataatgc
gcgtcctecac
ccaacaaagc
gagaaccaca
gcctgacctg
atgggcagcc
tcttectcta
catgctccgt
ctccgggtaa

Fro
5

Ala Gln

SEQUENCE_LISTING (EMER 017 01 sG)

caaggtggaa
accgtgecca
caaggacacc
ccacgaagac
caagacaaag
cgtcctgcac
cctcecagec
ggtgtacacc
cctggtcaaa
ggagaacaac
cagcaagctec
gatgcatgag

atgatctaga

Artificial sequence

Leu Leu

Phe

atcaaaggtg
gcacctgaac
ctcatgatct
cctgaggtca
ccgcgggagg
caggactggc
cccatcgaga
ctgcccccat
ggcttctatce
tacaagacca
accgtggaca

gctctgcaca

(D37 specific binding protein

Leu Leu

10

atcaggagcc
tcctgggtyy
cccggaccee
agttcaactg
agcagtacaa
tgaatggcaa
aaaccatctc
cccgggatga
Caagcgacat
cgccteccygt
agagcaggtg

accactacac

Leu Leu Trp

caaatcttct
accgtcagtc
tgaggtcaca
gtacgtggac
cagcacgtac
ggagtacaag
caaagccaaa
gctgaccaag
cgccgtggag
gctggactcc
gcagcagggg

gcagaagagc

Leu
15

Fro

Gly

20

Glu

Tyr

Met

Phe

Tyr

100

Cys

Glu

sSer

Asn

Gly

Ala

val Gln Leu

Ile
40

Leu Lys

Met Asn

55

Trp

Asn Ile

70

ASp

Gly Gln val

Gln Trp ser

val
120

Arg Sser

val
25

Ser
val
Pro
Thr
ser
105

Gly

Gln ser Gly

Cys Lys Gly

GIn Met

60

Arg

Tyr Gly

75

Tyr

Ile Ala

90

Ser

Leu Lys Ala

Pro Phe Asp
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Glu
30

Ala

Ser Gly

45

Pro Gly

Gly Thr

Asp Lys

ser Asp

110

ser Trp
125

val

Tyr

Lys

Thr

ser

95

Thr

Gly

Lys

ser

Gly

Tyr

80

Ile

Ala

GIn

840

900

960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1530



Gly

Tyr

Ile

Gly

Pro

Trp

Pro

Glu

AsSp

Gly

Asn

Trp

Pro
385

Thr

130

Ser

Glu

Glu

Leu

Tyr

210

Ser

Glu

Thr

Lys

Leu

290

Thr

val

val

Ser

Leu

370

Ala

Leu

Gly

Ile

Arg

Ala

195

Phe

Gly

ASp

Phe

Ser

275

Leu

Leu

Ser

Glu

Thr

355

Asn

Pro

val

Gly

val

Ala

180

Trp

Ala

Ser

Phe

Gly

260

Ser

Gly

Met

His

val

340

Tyr

Gly

Ile

Thr

Gly

Leu

165

Thr

Tyr

Lys

Gly

Ala

245

Gln

Asp

Gly

Ile

His

Arg

Lys

Glu

val
Gly
150
Thr
Leu
Gln
Thr
Thr
230
val
Gly
Lys
Pro
ser
310
Asp
ASn
val

Glu

Lys

SEQUENCE_LISTING (EMER 017 01 sG)

Ser Ser Gl

135

Ser

Gln

Ser

Gln

Leu

215

AsSp

Tyr

Thr

Thr

Ser

295

Arg

Pro

Ala

val

Tyr

375

Thr

Gly

ser

Cys

Lys

Ala

Phe

TYr

Lys

His

280

val

Thr

Glu

Lys

ser

360

Lys

Ile

Gly

Pro

Arg

185

Pro

Glu

Thr

Cys

val

265

Thr

Phe

Pro

val

Thr

345

val

Cys

Ser

Gly

Ala

170

Ala

Gly

Gly

Leu

Gln

250

Glu

Ser

Leu

Glu

Lys

Leu

Lys

Lys

Gly

155

Thr

Ser

Gln

Ile

Thr

235

His

Ile

Pro

Phe

val

315

Phe

Pro

Thr

val

Ala
395

Ser

Leu

Glu

Ala

Pro

220

Ile

His

Lys

Pro

Pro

300

Thr

Asn

Arg

val

ser

380

Lys
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Gly

ser

Asn

Pro

205

Ala

Ser

Ser

Gly

cys

285

Pro

Cys

Trp

Glu

Leu

365

Asn

Gly

Gly

Leu

val

190

Arg

Arg

Ser

Asp

ASp

270

Pro

Lys

val

Tyr

Glu

350

His

Lys

GIn

Gly

Ser

175

TYyr

Leu

Phe

Leu

Asn

255

Gln

Ala

Pro

val

val

335

GlIn

Gln

Ala

Pro

y Gly Gly Gly Ser Gly Gly Gly
140

Gly

160

Pro

Ser

Leu

Ser

Glu

240

Pro

Glu

Pro

Lys

val

320

Asp

TYyr

Asp

Leu



SEQUENCE_LISTING (EMER 017 01 SG)

Glu Pro GIn val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys
405 410 415

Asn GIn val Ser Leu Thr Cys Leu val Lys Gly Phe Tyr Pro Ser Asp
420 425 430

ITe Ala val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys
435 440 445

Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
450 455 460

Lys Leu Thr val Asp Lys Ser Arg Trp Gin GIn Gly Asn val Phe Ser
465 470 475 480

Cys Ser val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser
485 490 495

Leu Ser Leu Ser Pro Gly Lys
500

<210> 223

<211> 23

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker sequence

<400> 223
Met Asp Phe GIn val GIn Ile Phe Ser Phe Leu Leu Ile Ser Ala Ser
1 15

5
val Ile Ile Ala Arg Gly val
20

<210> 224

<211> 20

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker sequence

<400> 224
Met Glu Ala Pro Ala GIn Leu Leu Phe Leu Leu Leu Leu Trp Leu Pro
1 5 10 15
Asp Thr Thr Gly
20

<210> 225

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker sequence

<400> 225
Gly Gly Gly Gly ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Ser
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10 15

<210> 226

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker sequence

<400> 226
Gly Gly Gly Gly ser Gly Gly Gly Gly igr Gly Gly Gly Gly é;a ser
5

<210> 227

<211> 16

<212> PRT

<213> Artificial sequence

<220>
<223> Linker sequence

<400> 227
Gly Gly Gly Gly Sgr Gly Gly ser Gly ier Gly Gly Gly Gly ?13 Ser
1 0 5

<210> 228

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker sequence

<400> 228
Gly Gly Gly Gly ser Gly Gly Gly Gly igr Gly Gly Gly Gly Igr Gly
1 5

<210> 229

<211> 25

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker sequence

<400> 229
Gly Gly Gly Gly Sgr Gly Gly Gly Gly igr Gly Gly Gly Gly igr Gly
1

Gly Gly Gly Ser Gly Gly Gly Gly Ser
20 25

<210> 230

<211> 5

<212> PRT

<213> Artificial Sequence

<220>
<223> Hinge sequence

<400> 230
Cys Pro Pro Cys Pro
1 5
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<210> 231

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> Hinge sequence

<400> 231
Sgr Glu Pro Lys sgr Ser Asp Lys Thr Has Thr Ser Pro Pro Cys Pro
1 15

<210> 232

<211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> Hinge sequence

<400> 232
Asp Leu GTu Pro Lys Ser Ser Asp Lys Igr His Thr Ser Pro Pro Cys
1 5 15

Pro

<210> 233

<211> 17

<212> PRT

<213> Artificial Sequence

<220>
<223> Hinge sequence

<400> 233 .
Asp GIn Glu Pro Lgs ser Ser Asp Lys Igr His Thr Ser Pro Pro Cys
1 15

Pro

<210> 234

<211> 18

<212> PRT

<213> Artificial Sequence

<220>
<223> Hinge sequence

<400> 234
Gly Asp Gln Glu Pgo Lys Ser Ser Asp L%s Thr His Thr Ser Pro Pro
1 1 15

Cys Pro

<210> 235

<211> 18

<212> PRT

<213> Artificial sequence

<220>
<223> Hinge sequence
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<400> 235

Gly Ser ser Glu Pro Lys Ser Ser Asp Lys Thr His Thr Ser Pro Pro
1 5 10 15
Cys Pro
<210> 236
<211> 107
<212> PRT
<213> Artificial Sequence
<220>
<223> variable Tight chain region
<400> 236
Asp Ile GIn Met Thr GIn Ser Pro Ala igr Leu Ser Ala ser val Gly
1 5 15
Glu Thr val Thr Ile Thr Cys Arg Thr ser Glu Asn val Tﬁr Ser Tyr
20 , 25 3
Leu Ala ;Ep Tyr GIn GIn Lys 21n Gly Lys Ser Pro Gln Leu Leu val
0 45
Ser Phe Ala Lys Thr Leu Ala Glu Gly val Pro ggr Arg Phe Ser Gly
50 55
Ser Gly Ser Gly Thr GIn Phe Ser Leu Lys Ile Ser Ser Leu GIn Pro
65 70 75 80
Glu Asp ser Gly Sgr Tyr Phe Cys Gln gis His Ser Asp Asn gro Trp
8 0 5
Thr Phe Gly Gly Gly Thr Glu Leu Glu Ile Lys
100 : 105
<210> 237
<211> 107
<212> PRT
<213> Artificial seguence
<220>
<223> variable Tight chain region
<400> 237
Glu Ile val Leu Thr GIn ser Pro Ala Igr Leu Ser Leu Ser Pro Gly
1 5 15
Glu Arg Ala Thr Leu Ser Cys Arg ;hr Ser Glu Asn val Tﬁr ser Tyr
20 5 3
Leu Ala ;Ep Tyr GIn GIn Lys Pro Gly GIn Ala Pro Arg Leu Leu Ile
40 45
Tyr Ehe Ala Lys Thr Leu gga Glu Gly 1Ile Pro Ala Arg Phe Ser Gly
0 60
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu Pro
65 70 75 80
Glu Asp Phe Ala val Tyr Tyr Cys Gln 315 His Ser Asp Asn gro Trp
85 0 5
Thr Phe Gly Gln Gly Thr Lys val Glu Ile Lys
100 105
<210> 238
<211> 107
<212> PRT
<213> Artificial sequence
<220> )
<223> variable Tight chain region
<400> 238
Glu Ile val Leu Tgr GIn Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
1 10 15
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Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Glu Asn val Tyr Ser Tyr

20 25 30
Leu Ala Trp Tyr GIn Gln Lys 250 Gly Gln Ala Pro Arg Leu Leu Ile
35 45
Tyr Phe Ala Lys Thr Leu ?;a Glu Gly Ile Pro géa Arg Phe Ser Gly
50
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr ITe Ser Ser Leu Glu Pro
65 70 75 80
Glu Asp Phe Ala val Tyr Tyr Cys Gln Has H1s Ser Asp Asn Pro Trp
85 9 95
Thr Phe Gly Gln Gly Thr Lys val Glu Ile Lys
100 105
<210> 239
<211> 107
<212> PRT
<213> Artificial Sequence
<220> ) ) .
<223> variable Tight chain region
<400> 239
Glu ITe val Leu T?r Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
1 10 15
Glu Arg Ala Ehr Leu Ser Cys Arg ggr Ser Gln Asn val ggr Ser Tyr
0
Leu Ala Trp Tyr GIn GIn Lys Pro Gly GIn Ala Pro Arg Leu Leu Ile
35 40 45
Tyr Phe Ala Lys Thr Leu ?}a Glu Gly Ile Pro géa Arg Phe Ser Gly
50
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu Pro
65 70 75 80
Glu Asp Phe Ala g§1 Tyr Tyr Cys G1n Hgs His Ser Asp Asn Pro Trp
9 95
Thr pPhe Gly 6¢1In Gly Thr Lys val Glu Ile Lys
100 105
<210> 240
<211> 107
<212> PRT
<213> Artificial Sequence
<220> ) ) .
<223> variable 1ight chain region
<400> 240
Glu ITe val Leu Thr Gln ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala ;Br Leu Ser Cys Arg {hr Ser Glu Ser val Tyr Ser Tyr
5 30
Leu ATa Trp Tyr Gln GIn Lys 260 Gly Gln Ala Pro Arg Leu Leu Ile
35 45
Tyr Phe Ala Lys Thr Leu Ala Glu Gly Ile Pro ega Arg Phe Ser Gly
50 55
ser Gly Ser Gly Thr Asp Phe Thr Leu Thr ITe Ser Ser Leu Glu Pro
65 70 75 80
Glu Asp Phe Ala gg1 Tyr Tyr Cys Gln His His Ser Asp Asn Pro Trp
20 95
Thr Phe Gly GIn Gly Thr Lys val Glu Ile Lys
100 105
<210> 241
<211> 116
<212> PRT

<213> Artificial Sequence
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<220>
<223> variable heavy chain region

<400> 241

Ala
1
Ser
AsSnh
Gly
Lys
65
Met
Ala

Thr

val
val
Met
Asn
50

Gly
GIn
Ar'g

val

Gln
Lys
Asn
35

Ile
Lys
Leu

Ser

Ser
115

<210> 242
<211> 116
<2172> PRT
<213> Artificial sequence

<220>

Leu
Ile
20

Trp
ASp
Ala
Lys
val

100
ser

Gln GIn
5
Ser Cys

val Lys
Pro Tyr

Thr Leu
70

Ser Leu

85

Gly Pro

SEQUENCE_LISTING (EMER 017 01 sG)

Ser Gly Pro

Lys
Gln
Tyr
55

Thr
Thr

Met

Ala
Asn
40

Gly
val
Ser

Asp

Ser
25

Asn
Gly
AsSp
Glu

TYr
105

<223> variable heavy chain region
<400> 242
Glu val Gln Leu Vg] GIn ser Gly Ala
Ser Leu Lys §1e Ser Cys Lys Gly Ser
0 25
Asn Met ggn Trp val Arg Gln Met Pro
40
Gly Asn Ile Asp Pro Tyr Tyr Gly Gly
50 55
Lys Gly GIn val Thr ITe Ser Ala Asp
65 70
Leu Gln Trp Sser ggr Leu Lys Ala Sser
Ala Arg ser val Gly Pro Met Asp Tyr
100 105
Thr val Ser Ser
115
<210> 243
<211> 116
<212> PRT
<213> Artificial Sequence
<220>
<223> variable heavy chain region
<400> 243

Glu val GlIn
1

ser Leu Lys

Asn Met Asn

Gly Asn Ile
50

Lys Gly Gln

Leu val Gln ser
5

Ile Ser Cys Lys
20

Trp val Arg Gln

Asp Pro Tyr Tyr
55

val Thr Ile Ser

Gly
Gly
Met
40

Gly

Ala

Ala
Ser
25

Pro
Gly

Asp

Glu
Gly
Gly
Thr
Lys
Asp

90
Trp

Glu
10

Gly
Gly
Thr
Lys
Asp

90
Trp

Glu
10

Gly
Gly

Thr

Ser
Tyr
Lys
Thr
Ser
75

ser

Gly

val
Tyr
Lys
Thr
Ser
Thr

Gly

val
Tyr
Lys
Thr

Glu
Ser
Ser
Tyr
60

Ser
Ala

GIn

Lys
Ser
Gly
Tyr
60

Ile
Ala

GIn

Lys
ser
Gly

Tyr
60

Lys Ser Ile
Page 121

Lys Pro Gly Ala

Phe Thr
30

Leu Glu

45

Asn Arg

Ser Thr
val Tyr

Gly Thr
110

Lys Pro

Phe Thr
30

Leu Glu

45

Asn Arg

Ser Thr
Met Tyr

Gly Thr
110

Lys Pro

Phe Thr
30

Leu Glu

45

Asn Arg

Ser Thr

Gly
Trp
Lys
Ala
Tyr

a5
Ser

Gly
Gly
Trp
Lys
Ala
Tyr

95
Leu

Gly
Gly
Trp
Lys

Ala

Tyr
Ile

Phe

Tyr
80
Cys

val

Glu
TYr
Met
Phe
Tyr
80

Cys

val

Glu
Tyr
Met
Phe

Tyr



65 70

SEQUENCE_LISTING gEMER 017 01 sG)
7

80

Leu Gln Trp Ser ger Leu Lys Ala Ser Asp Thr Ala Met Tyr Tyr Cys
5 90 95

Ala Arg ser val Gly Pro Met Asp val Trp Gly GIn Gly Thr Leu val
100 110

Thr val Ser ser
115

<210> 244
<211> 116
<212> PRT
<213> Artificial Sequence

<220>

105

<223> variable heavy chain region

<400> 244
Glu val GIn Leu val Gln Ser Gly
5
Ser Leu Lys §8e Ser Cys Lys Gly
Asnh Met Asn Trp val Arg GIn Met
35 40
Gly Asn Ile Asp Pro Tyr Tyr Gly
50 55
Lys Gly Gln val Thr Ile ser Ala
65 70
Leu Gln Trp Ser ggr Leu Lys Ala
Ala Arg Ser val Gly Pro Phe Asp
100
Thr val Ser Ser
115

<210> 245
<211> 116
<212> PRT
<213> Artificial Sequence

<220>

Ala
Ser
25

Pro
Gly
ASp

Ser

Tyr
105

<223> variable heavy chain region

<400> 245
Glu val GIn Leu V§1 GIn Ser Gly
Ser Leu Lys §1e Ser Cys Lys Gly
0
Asn Met Asn Trp val Arg GIn Met
35 40
Gly Ash Ile Asp Pro Tyr Tyr Gly
50 55
Lys Gly GIn val Thr Ile Ser Ala
65 70
Leu GIn Trp Ser Ser Leu Lys Ala
85
Ala Arg Ser val Gly Pro Phe Asp
100
Thr val Ser Ser
115

<210> 246
<211> 217
<212> PRT
<213> Artificial Sequence

Ala
ser
25

Pro
Gly
Asp
Ser

ser
105

Glu
10

Gly
Gly
Thr
Lys
AsSp

90
Trp

Glu
10

Gly
Gly
Thr
Lys
Asp

90
Trp

val
Tyr
Lys
Thr
ser
75

Thr

Gly

val
Tyr
Lys
Thr
Ser
75

Thr

Gly

Lys
Ser
Gly
Tyr
60

Ile
Ala

Gln

Lys
ser
Gly
Tyr
Ile
Ala

Gin

Page 122

Lys
Phe
Leu
45

Asn
Ser
Met

Gly

Lys
Phe
Leu
45

ASnN
Ser
Met

Gly

Pro
Thr
30

Glu
Arg
Thr
Tyr

Thr
110

Pro
Thr
30

Giu
Arg
Thr
Tyr

Thr
110

Gly
Gly
Trp
Lys
Ala
Tyr

95
Leu

Gly
Gly
Trp
Lys
Ala
Tyr

95
Leu

Giu
Tyr
Met
Phe
Tyr
BO

Cys

val

Glu
Tyr
Met
Phe
Tyr
80

Cys

val



<220>

SEQUENCE_LISTING (EMER 017 0l sG)

<223> human IgGl CHZ and CH3 regions

<400> 2
Ala Pro
1

Pro Lys
val val

val Asp
50

Gln Tyr

65

GIn Asp

Ala Leu
Pro Arg
Thr Lys
130
Ser Asp
145
TyYr Lys
Tyr Ser
Phe ser
Lys Ser
210

<210> 2
<211> 4
<212> P

46
Glu

Asp
ASD
35

Gly
Asn
Trp
Pro
Glu
115
Asn
Ile
Thr
Lys
Cys

195
Leu

47
73
RT

Leu Leu Gly Gly Pro Ser val
5 10
Thr Leu Met Ile Ser Arg Thr
20 25
val Ser His Glu Asp Pro Glu
40
val Glu val E%s Asn Ala Lys
Ser Thr Tyr Arg val val ser
70
Leu Asn Gly Lys Glu Tyr Lys
85 90
Ala Pro Ile Glu Lys Thr Ile
100 105
Pro Gln val Tyr Thr Leu Pro
120
Gln val ser &eu Thr Cys Leu
35
Ala val Glu Trp Glu Ser Asn
150
Thr Pro Pro val Leu Asp Ser
165 170
Leu Thr val Asp Lys Ser Arg
180 185
Ser val Met His Glu Ala Leu
200
Ser Leu Ser Pro Gly Lys
215

<213> Artificial Sequence

<220>
<223>

<400> 2

Asp Ile
1

Glu Thr

Leu Ala

Ser Phe
50

Ser Gly

65

Glu Asp

Thr Phe
Gly Gly
GIn Ser
130
Cys Lys
145
Lys G1n
Tyr Tyr

Leu Thr

cp37

47
Gln

val
Trp
35

Ala
Ser
ser
Gly
Gly
115
Gly
Ala
Asn
Gly

val

specific binding protein

Met TEr Gln Ser pPro Ala igr

Thr Ile Thr Cys Arg Thr Ser

20 25

Tyr GIn GIn Lys g1n Gly Lys

0
Lys Thr Leu Ala Glu Gly val
55

Gly Thr gén Phe Ser Leu Lys

Gly Ser Tyr Phe Cys GIn His
85 90

Gly Gly Thr Glu Leu Glu Ile

100 105

Gly ser Gly Gly Gly Gly Ser

120
Pro Glu Sser g;u Lys Pro Gly
5

ser Gly Igg Ser Phe Thr Gly

Asn Gly Lys Ser Leu Glu Trp
165 170

Gly Thr Thr Tyr Asn Arg Lys

180 185

Asp Lys Ser Ser Ser Thr Ala

Phe
Pro
val
Thr
val
75

Cys
Ser
Pro
val
Gly
155
Asp
Trp

His

L.eu
Glu
Ser
Pro
Ile
75

His
Lys
ser
Ala
Tyr
155
Ile
Phe

TYr

Leu
Glu
Lys
Lys
60

Leu
Lys
Lys
ser
Lys
140
GIn
Gly
GIn

Asn

ser
Asn
Pro
Ser
60

Ser
ser
Gly
Ala
ser
140
Asn
Gly
Lys

Met
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Phe
val
Phe
45

Pro
Thr
val
Ala
Arg
125
Gly
Pro
ser
GlIn

His
205

Ala
val
GIn
45

Arg
Ser
Asp
Gly
val
125
val
Met
Asn
Gly

GIn

Pro
Thr
30

Asn
Arg
val
ser
Lys
110
Asp
Phe
Glu
Phe
Gly

190
Tyr

sSer
Tyr
30

Leu
Phe
Leu
Asn
Gly
110
Gln
Lys
Ash
Ile
Lys

190
Leu

Pro
15

Cys
Trp
Glu
Leu
Asn
95

Gly
Glu
Tyr
Asn
Phe
175
Ash

Thr

val
15

ser
Leu
ser
GIn
Pro
95

Gly
Leu
Ile
Trp
Asp
175
Ala

Lys

Lys
val
Tyr
Glu
His
30

Lys
Gln
Leu
Pro
ASn
160
Leu

val

GIn

Gly
Tyr
val
Gly
Pro
80

Trp
ser
Gln
ser
val
160
Pro
Thr

ser



Leu Thr
210

Pro Met

225

Leu Glu

Ala Pro
Pro Lys

val val
290

val Asp

305

Gln Tyr

Gln Asp
Ala Leu

Pro Arg
370

Thr Lys

385

ser Asp

Tyr Lys
Tyr Ser
Phe Ser

450

Lys Ser
465

195
Ser

Asp
Pro
Glu
Asp
275
ASp
Gly
ASn
Trp
Pro
355
Glu
Asn
Ile
Thr
Lys
435
Cys

Leu

<210> 248
<211> 473
<212> PRT
<213> Artificial Sequence

<220>
<223>

CD37

<400> 248

Glu Ile
1

Glu Arg
Leu Ala

Tyr Phe
50

ser Gly

65

Glu Asp

Thr Phe
Gly Gly

GIn ser
130

Cys Lys

145

Arg Gln

val
Ala
Trp
35

Ala
ser
Phe
Gly
Gly
115
Gly
Gly

Met

Glu
Tyr
Lys
Leu
260
Thr
val
val
Ser
Leu
340
Ala
Pro
Gln
Ala
Thr
420
Leu
ser

Ser

specific binding protein

Leu
Thr
20

Tyr
Lys
Gly
Ala
Gln
100
Gly
Ala
ser

Pro

ASp
Trp
ser
245
Leu
Leu
Ser
Glu
Thr
325
Asn
Pro
GIn
val
val
405
Pro
Thr
val

Leu

Thr
5
Leu
Gln
Thr
Thr
val
85
Gly
ser
Glu
Gly

Gly
165

Ser
Gly
230
ser
Gly
MetL
His
val

310
Tyr
Gly
Ile
val

Ser
390
Glu
Pro
val

Met

Ser
470

Gln
ser
Gln
Leu
ASp
70

Tyr
Thr
Gly
val
TYyr

150
Lys

SEQUENCE_LISTING (EMER 017 0l SG)
200

Ala
215
GIn
Asp
Gly
Ile
Glu
295
His
Arg
Lys
Glu
Tyr
375
Leu
Trp
val
Asp
His
455
Pro

Ser
Cys
Lys
Ala
55

Phe
Tyr
Lys
Gly
Lys
135
Ser

Gly

val
Gly
Lys
Pro
Ser
280
AsSp
Asn
val
Glu
Lys
360
Thr
Thr
Glu
Leu
Lys
440
Glu

Gly

Pro
Arg
Pro
40

Glu
Thr
Cys
val
Gly
120
Lys
Phe

Leu

TYr
Thr
Thr
Ser
265
Arg
Pro
Ala
val
Tyr
345
Thr
Leu
Cys
Ser
AS

425
Ser
Ala

Lys

Ala
Thr
25

Gly
Gly
Leu
Gln
Glu
105
Gly
Pro
Thr

Glu

Tyr Cys Ala

ser
His
250
val
Thr
Glu
Lys
Ser
330
Lys
Ile
Pro
Leu

Asn
410

p Ser

Arg

Leu

Thr
10

ser
GlIn
Ile
Thr
His
90

Ile
Thr
Gly
Gly

Trp
170

val
235
Thr
Phe
Pro
val
Thr
315
val
Cys
ser
Pro
val
395
Gly
Asp
Trp

His

Leu
Glu
Ala
Pro
Ile
75

His
Lys
Gly
Glu

Tyr
155
Met

220
Thr

Ser
Leu
Glu
Lys
300
Lys
Leu
Lys
Lys
Ser
380
Lys
Gln
Gly
Gln

Asn
460

ser
ASn
Pro
Ala
60

ser
Ser
Gly
Glu
Ser
140
Asn

Gly
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205
Arg

val
Pro
Phe
val
285
Phe
Pro
Thr
val
Ala
365
Arg
Ggly
Pro
Ser
GlIn

445
His

Leu
val
Arg
45

Arg
ser
Asp
Gly
val
125
Leu
Met

Asn

ser
Ser
Pro
Pro
270
Thr
AsSn
Arg
val
ser
350
Lys
Asp
Phe
Glu
Phe
430
Gly

Tyr

ser
Tyr
30

Leu
Phe
Leu
ASn
Gly
110
Gln
Lys
Ash

Ile

val
ser
Cys
255
Pro
Cys
Trp
Glu
Leu
335
Asn
Gly
Glu
Tyr
AsSn
415
Phe
ASn

Thr

Pro
15

Ser
Leu
ser
Glu
Pro
95

Gly
Leu
Ile
Trp

ASp
175

Gly
Asp
240
Pro
Lys
val
Tyr
Glu
320
His
Lys
Gin
Leu
Pro
400
Asn
Leu
val

Gln

Gly
Tyr
Ile
Gly
Pro
80

Trp
Ser
val
Ser
val

160
Pro



TYr
Ile
Leu
Pro
225
GlIn
Ala
Pro
val
val
305
Gln
Gln
Ala
Pro
Thr
385
Sar
Tyr
Tyr
Phe

Lys
465

Tyr
Ser
Lys
210
Met
Glu
Pro
Lys
val
290
Asp
Tyr
Asp
Leu
Arg
370
Lys
Asp
Lys
Ser
Ser

450
Ser

<210> 2
<211> 4
<212> P

<213>

<220>
<223>

<400> 2

Glu
1
Glu
Leu
Tyr
ser
65
Glu
Thr
Gly
Gln

Cys

Ile
Arg
Ala
Phe
50

Gly
Asp
Phe
Gly
ser

130
Lys

Gly
Ala
195
Ala
AsSp
Pro
Glu
Asp
275
Asp
Gly
Asn
Trp
Pro
355
Glu
AsSn
Ile
Thr
Lys
435
Cys

Leu

49
73
RT

CD37 specific binding protein

49
val

Ala
Trp
35

Ala
Ser
Phe
Gly
Gly
115
Gly

Gly

Gly
180
Asp
Ser
Tyr
Lys
Leu
260
Thr
val
val
Ser
Leu
340
Ala
Pro
GIn
Ala
Thr
420
Leu
sSer

Ser

Leu
Thr
20

TYr
Lys
Gly
Ala
GlIn
100
Gly
Ala

Ser

Thr
Lys
Asp
Trp
ser
245
Leu
Leu
Ser
Glu
Thr
325
ASn
Pro
G1n
val
val
405
Pro
Thr
val

Leu

Thr
5
Leu
Gln
Thr
Thr
val
85
Gly
Ser
Glu

Gly

Thr
ser
Thr
Gly
230
sSer
Gly
Met
His
val
310
Tyr
Gly
Ile
val
ser
390
Glu
Pro
val
Met

ser
470

Gln
Ser
Gln
Leu
Asp

70
Tyr

Thr

Gly
val

Tyr

SEQUENCE_LISTING (EMER 017 01 sG)
Tyr Asn Arg Lys Phe Lys Gly

Ile
Ala
215
Arg
Asp
Gly
Ile
Glu
295
His
Arg
Lys
Glu
TYr
375
Leu
Trp
val
AsSp
His
455
Pro

Artificial sequence

ser
Cys
Lys
Ala
55

Phe
Tyr
Lys
Gly
Lys

135
Ser

ser
200
Met
Gly
Lys
Pro
ser
280
ASp
Asn
val
Glu
Lys
360
Thr
Thr
Glu
Leu
Lys
440
Glu

Gly

Pro
Arg
Pro
40

Glu
Thr
Cys
val
Gly
120
Lys

Phe

185
Thr

Tyr
Thr
Thr
Ser
265
Arg
Pro
Ala
val
Tyr
345
Thr
Leu
Cys
ser
ASp
425
sSer
Ala

Lys

Ala
Ala
25

Gly
Gly
Leu
Gln
Glu
105
Gly
Pro

Thr

Ala
Tyr
Leu
His
250
val
Thr
Glu
Lys
Ser
330
Lys
Ile
Pro
Leu
ASn
410
ser
Arg

Leu

Thr
10

Ser
Gln
Ile
Thr
His
90

Ile
Thr
Gly

Gly

Tyr Leu GlIn

Cys
val
235
Thr
Phe
Pro
val
Thr
315
val
Cys
ser
Pro
val
395
Gly
Asp
Trp

His

Leu
Glu
Ala
Pro
Ile
75

H1s
Lys
Gly
Glu

Ala
220
Thr
ser
Leu
Glu
Lys
300
Lys
Leu
Lys
Lys
Ser
380
Lys
Gln
Gly
Gln

Asn
460

ser
Asn
Pro
Ala
60

ser
ser
Gly
Glu

Ser
140

Tyr Asn
Page 125

205
Arg

val
Pro
Phe
val
285
Phe
Pro
Thr
val
Ala
365
Arg
Gly
Pro
ser
Gln

445
His

Leu
val
Arg
45

Arg
ser
Asp
Gly
val
125
Leu

Met

GIn
190
Trp
sar
ser
Pro
Pro
270
Thr
AsSn
Arg
val
ser
350
Lys
Asp
Phe
Glu
Phe
430
Gly

Tyr

ser
Tyr
30

Leu
Phe
Leu
Asn
Gly
110
Gln
Lys

Asn

val
Ser
val
ser
Cys
255
Pro
Cys
Trp
Glu
Leu
335
Asn
Gly
Glu
Tyr
Asn
415
Phe
Ash

Thr

Pro
15

Ser
Leu
ser
Glu
Pro
95

Gly
Leu
Ile

Trp

Thr
Ser
Gly
Asp
240
Pro
Lys
val
Tyr
Glu
320
His
Lys
Gln
Leu
Pro
400
Asn
Leu
val

GIn

Gly
Tyr
Ile
Gly
Pro
80

Trp
Ser
val
Ser

val



145
Arg

Tyr
Ile
Leu
Pro
225
Gln
Ala
Pro
val
val
305
Gln
Gln
Ala
Pro
Thr
385
Ser
Tyr
Tyr
Phe

LYysS
465

Gln
Tyr
Ser
Lys
210
Phe
Glu
Pro
Lys
val
290
Asp
Tyr
Asp
Leu
Arg
370
Lys
ASp
Lys
Ser
Ser

450
Ser

Met
Gly
Ala
195
Ala
AsSp
Pro
Glu
AsSp
275
AsSp
Gly
ASn
Trp
Pro
355
Glu
ASn
Ile
Thr
Lys
435
Cys

Leu

<210> 250
<211> 473
<212> PRT
<213> Artificial Sequence

<220>
<223>

<40Q0> 250

Glu
1
Glu
Leu
Tyr
ser
65
Glu
Thr

Gly

Ile
Arg
Ala
Phe
50

Gly
Asp
Phe

Gly

val
Ala
Trp
35

Ala
ser
Phe
Gly

Gly
115

Pro
Gly
180
Asp
Ser
TYr
Lys
Leu
260
Thr
val

val

Ser
Leu
340
Ala
Pro
Gln
Ala
Thr
420
Leu
Ser

Ser

Gly
165
Thr
Lys
ASp
Trp
Ser
245
Leu
Leu
Ser
Glu
Thr
325
Asn
Pro
G1n
val
val
405
Pro
Thr
val

Leu

150
Lys

Thr
Ser
Thr
Gly
230
ser
Gly
Met
His
val
310
Tyr
Gly
Ile
val
Ser
390
Glu
Pro
val
Met

Ser
470

Leu Thr GIn

Thr
20

Tyr
Lys
Gly
Ala
GIn

100
Gly

5
Leu

Gln
Thr
Thr
val
85

Gly

Ser

Ser
Gln
Leu
Asp
70

Tyr
Thr

Gly

SEQUENCE_LISTING (EMER 017 Q1 SG)

Gly Leu Glu Trp

Tyr
Ile
Ala
215
GIn
AsSp
Gly
Ile
Glu
295
His
Arg
Lys
Glu
Tyr
375
Leu
Trp
vai
Asp
His
455
Pro

Ser
Cys
LysS
Ala
55

Phe
Tyr
Lys
Gly

Asn
Ser
200
Met
Gly
Lys
Pro
Ser
280
Asp
Asn
vai
Glu
Lys
360
Thr
Thr
Glu
Leu
Lys
440
Glu

Gly

Pro
Arg
Pro
40

Glu
Thr
Cys
val

Gly
120

Arg
185
Thr
Tyr
Thr
Thr
Ser
265
Arg
Pro
Ala
val
Tyr
345
Thr
Leu
Cys
Ser
Asp
425
Ser
Ala

Lys

Ala
Ala
25

Gly
Gly
Leu
Gln
Glu

105
Gly

170
Lys

Ala
Tyr
Leu
His
250
val
Thr
Glu
Lys
Ser
330
Lys
Ile
Pro
Leu
Asn
410
ser
Arg

Leu

Cp37 specific binding protein

Thr
10

ser
Gln
Ile
Thr
His
a0

Ile

Thr

155
Met

Phe
Tyr
Cys
vai
235
Thr
Phe
Pro
vai
Thr
315
val
Cys
ser
Pro
val
395
Gly
Asp
Trp

His

Leu
Glu
Ala
Pro
Ile
75

Hi1s

Lys

Gly
Lys
Leu
Ala
220
Thr
Ser
Leu
Glu
Lys
300
Lys
Leu
Lys
Lys
Ser
380
Lys
Gin
Gly
Gln

Asn
460

ser
Asn
Pro
Ala
60

Ser
Ser

Gly

Gly Glu

Page 126

Asn
Gly
Gin
205
Arg
val
Pro
Phe
val
285
Phe
Pro
Thr
val
Ala
365
Arg
Gly
Pro
Ser
GIn

445
His

Leu
val
Arg
45

Arg
Ser
Asp
Gly

val
125

Ile
Gln
190
Trp
Ser
Ser
Pro
Pro
270
Thr
Asn
Arg
val
Ser
350
Lys
Asp
Phe
Giu
Phe
430
Gly

Tyr

ser
Tyr
30

Leu
Phe
Leu
Asn
Gly

110
GlIn

Asp
175
vai
ser
val
Ser
Cys
255
Pro
Cys
Trp
Glu
Leu
335
Asn
Gly
Glu
Tyr
AsSn
415
Phe
Asn

Thr

Pro
15

ser
Leu
Ser
Glu
Pro
95

Gly

Leu

160
Pro

Thr
ser
Gly
Asp
240
Pro
Lys
val
TYyr
Glu
320
His
Lys
Gin
Leu
Pro
400
AsSn
Leu
val

Glin

Gly
Tyr
Ile
Gly
Pro
80

Trp
Ser

val



Gln
Cys
145
Arg
Tyr
Ile
Leu
Pro
225
Gln
Ala
Pro
val
val
305
GIn
Gln
Ala
Pro
Thr
385
ser
Tyr
Tyr
Phe

Lys
465

Ser
130
Lys
GIn
Tyr
Ser
Lys
210
Phe
Glu
Pro
Lys
val

290
Asp
Tyr
Asp
Leu
Arg
370
Lys
Asp
Lys
ser
ser

450
Ser

<210> 2
<211> 4
<212> P

<213>

<220>
<223>

<400> 2

Ala
1
ser
Asn
Gly
Lys
65
Met

Ala

val
val
Met
Asn
50

Gly
GIn

Arg

Gly
Gly
Met
Gly
Ala
195
Ala
Asp
Pro
Glu
Asp
275
ASp
Gly
Asn
Trp
Pro
355
Glu
Asn
Ile
Thr
Lys
435
Cys

Leu

51
80
RT

Ala
Ser
Pro
Gly
180
Asp
Ser
Ser
Lys
Leu
260
Thr
val
val
Ser
Leu
340
Ala
Pro
GlIn
Ala
Thr
420
Leu
ser

Ser

Glu
Gly
Gly
165
Thr
Lys
Asp
Trp
ser
245
Leu
Leu
ser
Glu
Thr
325
Ash
Pro
GIn
val
val
405
Pro
Thr
val

Leu

val
TYyr
150
Lys
Thr
ser
Thr
Gly
230
Ser
Gly
Met
His
val
310
TYI"
Gly
Ile
val
Ser
390
Glu
Pro
val
Met

Ser
470

SEQUENCE_LISTING (EMER 017 01 sG)
Leu Lys Ile

Lys Lys
135
Ser Phe

Gly Leu
Tyr Asn

Ile ser
200

Ala Met

215

GIn Gly

Asp Lys
Gly Pro

Ile Ser
280

Glu Asp

295

His Asn

Arg val
Lys Glu

Glu Lys
360

Tyr Thr

375

Leu Thr

Trp Glu
val Leu

AsSp Lys
440

His Glu

455

Pro Gly

Artificial Sequence

Pro
Thr
Glu
Arg
185
Thr
Tyr
Thr
Thr
ser
265
Arg
Pro
Ala
val
Tyr
345
Thr
Leu
Cys
Ser
AsSp
425
Ser
Ala

Lys

Gly
Gly
Trp
170
Lys
Ala
Tyr
Leu
His
250
val
Thr
Glu
Lys
Ser
330
Lys
Ile
Pro
Leu
Asn
410
ser
Arg

Leu

Cn37 specific binding protein

51
GIn

LYyS
Asn
35

Ile
LYyS
Leu

Ser

Leu
Ile
20

Trp
Asp
Ala
Lys

val

Gln
5
Ser
val
Pro
Thr
ser

85
Gly

GIn
Cys
Lys
Tyr
Leu
70

Leu

Pro

ser Gly
Lys Ala
GIn Asn
40

Tyr Gly
55

Thr val
Thr ser

Met Asp

Pro
Ser
25

Asn
Gly
ASp
Glu

TYr

Glu
10

Gly
Gly
Thr
Lys
ASp

90
Trp

Glu
Tyr
155
Met
Phe
Tyr
Cys
val
235
Thr
Phe
Pro
val
Thr
315
val
Cys
ser
Pro
val
395
Gly
ASp
Trp

His

Ser
Tyr
Lys
Thr
ser
75

ser

Gly

ser
140
ASh
Gly
Lys
Leu
Ala
220
Thr
Ser
Leu
Glu
Lys
300
Lys
Leu
Lys
Lys
ser
380
Lys
GlIn
Gly
Gln

Asn
460

Glu
Ser
Ser
Tyr
60

ser
Ala

Gln
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Met Asn Trp

Asn
Gly
GlIn
205
Arg
val
Pro
Phe
val
285
Phe
Pro
Thr
val
Ala
365
Arg
Gly
Pro
Ser
Gln

445
His

Lys
Phe
Leu
45

Asn
Ser
val

Gly

Ile
Gln
190
Trp
Ser
ser
Pro
Pro
270
Thr
ASn
Arg
val
Ser
350
Lys
AsSp
Phe
Glu
Phe
430
Gly

Tyr

Pro
Thr
Glu
Arg
Thr
Tyr
Thr

Asp
175
val
ser
val
ser
Cys
255
Pro
Cys
Trp
Glu
Leu
335
Asn
Gly
Glu
Tyr
Asn
415
Phe
ASn

Thr

Gly
Gly
Trp
Lys
Ala
Tyr

a5
Ser

Ser
val
160
Pro
Thr
Ser
Gly
ASp
240
Pro
Lys
val
TYr
Glu
320
His
Lys
GIn
Leu
Pro
400
Asn
Leu
val

Gln

Ala
TYr
Ile
Phe
Tyr
80

Cys

val



Thr
Gly
Ser
145
Cys
LYys
Ala
Phe
Tyr
225
Lys
His
val
Thr
Glu
305
Lys
Ser
Lys
Ile
Pro
385
Leu
Asn
Ser
Arg

Leu
465

val
Gly
130
Pro
Arg
Pro
Glu
Thr
210
Cys
val
Thr
Phe
Pro
290
val
Thr
val
Cys
ser
370
Pro
val
Gly
Asp
Trp

450
His

Ser
115
ser
Ala
Thr
Gly
Gly
195
Leu
Gln
Glu
ser
Leu
275
Glu
Lys
Lys
Leu
Lys
355
Lys
Ser
Lys
Gln
Gly
435
Gln

Asn

<210> 252
<211> 472
<212> PRT
<213> Artificial Sequence

<220>
<223>

<400> 252
Glu Ile val

1

Glu Arg Ala

Leu Ala Trp

35

Tyr Phe Ala

Ser Gly Ser

65

50

100
Ser

Gly
Thr
ser
Gln
180
Ile
Thr
His
Ile
Pro
260
Phe
val
Phe
Pro
Thr
340
val
Ala
Arg
Gly
Pro
420
Ser
Gln

His

Gly
Gly
Leu
Glu
165
Ala
Pro
Ile
His
Lys
245
Pro
Pro
Thr
Asn
Arg
325
val
Ser
Lys
Asp
Phe
405
Glu
Phe
Gly

Tyr

Gly
Gly
Ser
150
ASn
Pro
Ala
Ser
ser
230
Gly
Cys
Pro
Cys
Trp
310
Glu
Leu
ASn
Gly
Glu
390
TYr
ASn
Phe
Asn

Thr
470

Leu Thr G1n

5

Thr Leu Ser

20

Tyr GIn Gln

Lys Thr Leu

Gly Thr Asp
70

SEQUENCE_LISTING (EMER Q17 Q1 sG)

Gly
Gly
135
Leu
val
Arg
Arg
Ser
215
ASp
ser
Pro
Lys
val
295
Tyr
Glu
His
Lys
GlIn
375
Leu
Pro
Asn
Leu

val

455

GIn

Gly
120
Ser
Ser
Tyr
Leu
Phe
200
Leu
Asn
Ser
Ala
Pro
280
val
val
Gln
GIn
Ala
360
Pro
Thr
ser
TYr
Tyr
440
Phe

Lys

Ser Pro

Cys

Lys Pro

Arg

40

Ala Glu

55

Phe Thr

105

ser Gly Gly Gly Gly
125

Ala
Pro
Ser
Leu
185
Ser
Glu
Pro
Glu
Pro
265
Lys
val
ASp
Tyr
ASp
345
Leu
Arg
Lys
ASp
Lys
425
Ser

ser

Ser

Ser
Gly
Tyr
170
Ile
Gly
Pro
Trp
Pro
250
Glu
Asp
Asp
Gly
AsSn
330
Trp
Pro
Glu
AsSn
Ile
410
Thr
Lys
Cys

Leu

CD37 specific binding protein

Ala Thr

10

Thr Ser

25

Gly GlIn

Gly Ile

Leu Thr

Glu
Glu
155
Leu
Tyr
Ser
Glu
Thr
235
Lys
Leu
Thr
val
val
315
Ser
Leu
Ala
Pro
Gln
385
Ala
Thr
Leu
Ser

ser
475

Leu
Glu
Ala
Pro

Ile
75

Ile
140
Arg
Ala
Phe
Gly
ASp
220
Phe
Ser
Leu
Leu
Ser
300
Glu
Thr
ASn
Pro
G1In
380
val
val
Pro

Thr

‘val

460
Leu

Ser
Asn
Pro
Ala

60
Ser
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val
Ala
Trp
Ala
Ser
205
Phe
Gly
ser
Gly
Met
285
His
val
Tyr
Gly
Ile
365
val
Ser
Glu
Pro
val
445
Met

Ser

Leu
val
Arg
45

Arg

Ser

110
Ser

Leu
Thr
TYr
Lys
190
Gly
Ala
GIn
ASp
Gly
270
Ile
Glu
His
Arg
Lys
350
Glu
Tyr
Leu
Trp
val
430
Asp
His

Pro

sSer
Tyr
30

Leu
Phe

Leu

Gly
Thr
Leu
GIn
175
Thr
Thr
val
Gly
Lys
255
Pro
Ser
Asp
AsSn
val
335
Glu
Lys
Thr
Thr
Glu
415
Leu
Lys
Glu

Gly

Pro
15

ser
Leu
ser

Glu

Gly
Gln
ser
160
GIn
Leu
Asp
Tyr
Thr
240
Thr
Ser
Arg
Pro
Ala

320
val

Tyr
Thr
Leu
Cys
400
ser
Asp
Ser
Ala

Lys
480

Gly
Tyr
Ile
Gly

Pro
80



Glu
Thr
Gly
Gln
Cys
145
Lys
Tyr
Leu
Leu
Pro
225
Glu
Pro
Lys
val
Asp
305
Tyr
Asp
Leu
Arg
Lys
385
Asp
Lys
Ser

Ser

ser
465

Asp
Phe
Gly
ser
130
Lys
Gln
Tyr
Thr
Thr
210
Met
Pro
Giu
Asp
Asp
290
Gly
Asn
Trp
Pro
Glu
370
Asn
Ile
Thr
Lys
Cys
450
Leu

<210> 2
<211> 4
<212> P

<213>

<220>
<223>

<400> 2

1

Phe
Gly
Gly
115
Gly
Ala
Asn
Gly
val

195
ser
Asp
Lys
Leu
Thr
275
val

val

Ser
Leu
Ala
355
Pro
Gln
Ala
Thr
Leu
435
Ser

ser

53
&3
RT

Ala
Gin
100
Gly
Pro
Ser
AsSn
Gly
180
AsSp
Glu
Tyr
Ser
Leu
260
Leu
ser
Glu
Thr
Asn
340
Pro
Gln
val
val
Pro
420
Thr
val

Leu

val

Gly
ser
Glu
Gly
Gly
165
Thr
Lys
Asp
Trp
Ser
245
Gly
Met
His
val

Tyr
325
Gly
Ile
val

Ser
Glu
405
Pro
val

Met

Ser

Tyr
Thr
Gly
Ser
TYr
150
Lys
Thr
Ser
ser
Gly
230
Asp
Gly
Ile
Giu
His
310
Arg
Lys
Glu
Tyr
Leu
390
Trp
val
Asp
His

Pro
470

SEQUENCE_LISTING (EMER 017 01 sG)
Tyr Cys GIn His His Ser Asp

Lys
Gly
Glu
135
Ser
ser
TYr
ser
Ala
215
Gln
Lys
Pro
ser
Asp
295
ASn
val
GTu
Lys
Thr
375
Thr
Glu
Leu
Lys
Glu

455
Gly

Artificial Sequence

val
Gly
120
Lys
Phe
Leu
Asn
Ser
200
val
Gly
Thr
Ser
Ar

280
Pro
Ala
val
Tyr
Thr
360
Leu
Cys
ser
AsSp
ser
440
Ala

Lys

Glu
105
Gly
Pro
Thr
Glu
Ar

185
Thr
TYyr
Thr
His

val
265

g Thr

Glu
Lys
ser
Lys
345
Ile
Pro
Leu
AsSn
Ser
425
Arg

Leu

90
ITe

Ala
Gly
Gly

Trp
170

g Lys

Ala
Tyr
Ser
Thr
250
Phe
Pro
val
Thr
val
330
Cys
Ser
Pro
val
Gly
410
Asp
Trp

His

(D37 specific binding protein

53

5

Glu val GIn Leu val Gln Ser Gly Ala Glu
10

Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly
20 25

Lys
ser
Ala
Tyr
155
ITe
Phe
Tyr
Cys
val
235
ser
Leu
Glu
Lys
Lys
315
Leu
Lys
Lys
ser
Lys
395
Gln
Gly
GIn

Asn

val

TYyr

Asn Met Asn Trp val Arg GIn Met Pro Gly Lys
40

35

Gly Asn Ile Asp Pro Tyr Tyr Gly Gly Thr
Page 129

Thr

Gly
Ala
ser
140
Asn
Gly
Lys
Met
Ala
220
Thr
Pro
Phe
val
Phe
300
Pro
Thr
val
Ala
Arg
380
Gly
Pro
ser
GIn

His
460

Lys

Ser

Gly
val
125
val
Met
Asn
Gly
GIn
205
Arg
val
Pro
Pro
Thr
285
ASn
Arg
val
ser
Lys
365
Asp
Phe
Glu
Phe
Gly

445
Tyr

Lys

AsSn
Gly
110
Gin
Lys
AsSn
Ile
Lys
190
Leu
Ser
ser
Cys
Pro
270
Cys
Trp
Glu
Leu
AsSn
350
Gly
Glu
Tyr
AsSn
Phe
430
Asn

Thr

Pro

Pro
95

Gly
Leu
Ile
Trp
ASp
175
Ala
Lys
val
ser
Pro
255
Lys
val
Tyr
Glu
His
335
Lys
Gin
Leu
Pro
AsSn
415
Leu
val

Gln

Gly
15

Trp
ser
Gln
Ser
val
160
Pro
Thr
Ser
Gly
ser
240
Ala
Pro
val
val
GIn
320
GIn
Ala
Pro
Thr
ser
400
Tyr
TYr
Phe
Lys

Glu

Phe Thr Gly Tyr

30

Gly Leu Glu

Tyr

45
Asn

Arg

Trp
Lys

Met

Phe



SEQUENCE_LISTING (EMER 017 01 SG)
50 55 60
Lys Gly GIn val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr Ala Tyr
65 70 75 80
Leu GIn Trp Ser Ser Leu Lys Ala Ser ASp Thr Ala Met Tyr gyr Cys
85 9 5
Ala Arg ser val Gly Pro Phe Asp Ser Trp Gly GIn Gly Thr Leu val
100 105 110
Thr val ser ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly
115 120 125
Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Ile val
130 135 140
Leu Thr GIn Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala
145 150 155 160
Thr Leu Ser Cys Arg Ala Ser Glu Asn val Tyr Ser Tyr Leu Ala Trp
165 170 175
Tyr GIn GIn Lys Pro Gly GIn Ala Pro Arg Leu Leu Ile Tyr Phe Ala
180 185 190
Lys Thr Leu Ala Glu Gly Ile Pro Ala Arg Phe Ser Gly Ser Gly Ser
195 200 205
Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu Pro Glu Asp Phe
210 215 220
Ala val Tyr Tyr Cys GIn His His Ser Asp Asn Pro Trp Thr Phe Gly
225 230 235 240
GIn Gly Thr Lys val Glu Ile Lys Gly Asp GIn Glu Pro Lys Ser Ser
245 250 255
Asp Lys Thr His Thr Ser Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly
260 265 270
Gly Pro Ser val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met
275 280 285
Ile ser Arg Thr Pro Glu val Thr Cys val val val Asp val Ser His
290 295 300
Glu Asp Pro Glu val Lys Phe Asn Trp Tyr val Asp Gly val Glu val
305 310 315 320
His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr
325 330 335
Arg val val Ser val Leu Thr val Leu His GIn Asp Trp Leu Asn Gly
340 345 350
Lys Glu Tyr Lys Cys Lys val Ser Asn Lys Ala Leu Pro Ala Pro Ile
355 360 365
Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln val
370 375 380
Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn Vval Ser
385 390 395 400
Leu Thr Cys Leu val Lys Gly Phe Tyr Pro ser Asp Ile Ala val Glu
405 410 415
Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro
420 425 430
val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr val
435 440 445
Asp Lys Ser Arg Trp GIn Gln Gly Asn val Phe Ser Cys Ser val Met
450 455 460
His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser
465 470 475 480
Pro Gly Lys

<210> 254
<211> 473
<212> PRT
<213> Artificial Sequence

<220> L ) i
<223> D37 specific binding protein

<400> 254
Glu Ile val Leu T?r Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
1 15
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Glu
Leu
Tyr
Ser
65

Glu
Thr
Gly
G1In
Cys
145
Arg
Tyr
Ile
Leu
Pro
225
GIn
Ala
Pro
val
val
305
GIn
G1In
Ala
Pro
Thr
385
Ser
Tyr
Tyr
Phe

Lys
465

Arg
Ala
Phe
Gly
Asp
Phe
Gly
sSer
130
Lys
Gln
Tyr
Ser
Lys
210
Met
Glu
Pro
Lys
val
290
Asp
Tyr
Asp
Leu
Arg
370
Lys
Asp
Lys
Ser
sSer

450
Ser

<210> 2
<211> 1
<212> P

<213>

<220>
<223>

Ala
Trp
35

Ala
Ser
Phe
Gly
Gly
115
Gly
Gly
Met
Gly
Ala
195
Ala
Asp
Pro
Glu
Asp
275
Asp
Gly
Asn
Trp
Pro
355
Glu
Asn
Ile
Thr
Lys
435
Cys

Leu

55
5
RT

Thr
20
Tyr
Lys
Gly
Ala
Gln
100
Gly
Ala
Ser
Pro
Gly
180
Asp
ser
val
Lys
Leu
260
Thr
val
val
ser
Leu
340
Ala
Pro
Gln
Ala
Thr
420
Leu
Ser

Ser

Leu
Gln
Thr
Thr
val
85

Gly
Ser
Glu
Gly
Gly
165
Thr
Lys
Asp
Trp
Ser
245
Leu
Leu
Ser
Glu
Thr
325
Asn
Pro
Gln
val
val
405
Pro
Thr
val

Leu

Hinge region

Ser
Gln
Leu
Asp
70

Tyr
Thr
Gly
val
Tyr
150
Lys
Thr
Ser
Thr
Gly
230
Ser
Gly
Met
His
val
310
Tyr
Gly
Ile
val
ser
390
Glu
Pro
val
Met

Ser
470

SEQUENCE_LISTING (EMER 017 01 SG)
Arg Ala Ser Glu Asn val
25

Cys
Lys
Ala
55

Phe
Tyr
Lys
Gly
LYys
135
Ser
Gly
TYr
Ile
Ala
215
Gln
Asp
Gly
Ile
Glu
295
His
Arg
Lys
Glu
Tyr
375
Leu
Trp
val
Asp
His
455
Pro

Artificial Sequence

Pro
40

Glu
Thr
Cys
val
Gly
120
Lys
Phe
Leu
AsSn
Ser
200
Met
Gly
Lys
Pro
Ser
280
Asp
Asn
val
Glu
Lys
360
Thr
Thr
Glu
Leu
Lys
440
Glu

Gly

Gly
Gly
Leu
GIn
Glu
105
Gly
Pro
Thr
Glu
Ar

185
Thr
Tyr
Thr
Thr
Ser
265
Arg
Pro
Ala
val
Tyr
345
Thr
Leu
Cys
Ser
Asp
425
sSer
Ala

Lys

G1n
Ile
Thr
His
Tle
Thr
Gly
Gly

Trp
170

g Lys

Ala

Tyr

Thr

His
250
val
Thr
Glu
Lys
ser
330
Lys
Ile
Pro
Leu
Asn
410
ser
Arg

Leu

Ala
Pro
Ile
75

His
Lys
Gly
Glu
Tyr
155
Met
Phe
Tyr
Cys
val
235
Thr
Phe
Pro
val
Thr
315
val
cys
Ser
Pro
val
395
Gly
ASp
Trp

His

Pro
Ala
60

ser
Ser
Gly
Glu
ser
140
Asn
Gly
Lys
Leu
Ala
220
Thr
Ser
Leu
Glu
Lys
300
Lys
Leu
Lys
Lys
ser
380
Lys
GIn
Gly
Gln

Asn
460
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Arg
45

Arg
Ser
Asp
Gly
val
125
Leu
Met
Asn
Gly
Gln
205
Arg
val
Pro
Phe
val
285
Phe
Pro
Thr
val
Ala
365
Arg
Gly
Pro
ser
GIn

445
His

Tyr Ser Tyr
30

Leu
Phe
Leu
Asn
Gly
110
Gln
Lys
Asn
Ile
G1In
190
Trp
Ser
Ser
Pro
Pro
270
Thr
Asn
Arg
val
ser
350
Lys
ASp
Phe
Glu
Phe
430
Gly

Tyr

Leu
Ser
Glu
Pro
95

Gly
Leu
Ile
Trp
ASp
175
val
ser
val
Ser
Cys
255
Pro
Cys
Trp
Glu
Leu
335
Asn
Gly
Glu
TYr
Asn
415
Phe
Asn

Thr

Ile
Gly
Pro
80

Trp
Ser
val
sSer
val
160
Pro
Thr
Ser
Gly
ASp
240
Pro
Lys
val
Tyr
Glu
320
His
Lys
Gln
Leu
Pro
400
Asn
Leu

val



SEQUENCE_LISTING (EMER 017 01l sG)

<400> 255
Glu Pro Lys Ser Cys Asp Lys Thr His Igr Cys Pro Pro Ser Pro
1 5 15

<210> 256

<211> 15

<212> PRT

<213> Artificial Sequence

<220> )
<223> Hinge region

<400> 256 .
G}u Pro Lys Ser Cys Asp Lys Thr His Igr Cys Pro Pro Ser Ser
5

<210> 257

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Hinge region

<400> 257
G}u Pro Lys Ser Ser Asp Lys Thr His Ihr Cys Pro Pro Ser Pgo
5 0 1

<210> 258

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Hinge region

<400> 258
G}u Pro Lys Ser Cys Asp Thr Pro Pro Pgo Cys Pro Arg Cys ;Eo
5 1

<210> 259

<211> 15

<212> PRT

<213> Artificial Sequence

<220> .
<223> Hinge region

<400> 259
Glu Pro Lys Ser Cys Asp Thr Pro Pro Pro Cys Pro Arg Ser Pgo
1 5 10 1

<210> 260

<211> 15

<212> PRT

<213> Artificial Sequence

<220> .
<223> Hinge region

<400> 260
Glu Pro Lys Ser Cys Asp Thr Pro Pro Pro Ser Pro Arg Cys Pro
1 5 10 15
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<210> 2

<211>
<212>
<213>

<220>

<223>

<400> 2

1

61

15
PRT_ L.
Artificial Sequence

61

<210> 262
<211> 493
<212> PRT
<213> Artificial Ssequence

<220>
<223>

<400> 2

Met
1

Asp
Leu
val
Arg
65

Arg
ser
Asp
Gly
val
145
Leu
Met
Asn
Gly
Gln
225
Arg
val
Pro
Phe
val
305
Phe

Pro

Glu
Thr
Ser
Tyr
50

Leu
Phe
Leu

Asn

Gly
130
Gln
Lys
Asn
Ile
Gln
210
Trp
Ser
Ser
Pro
Pro
290
Thr
AsSn

Arg

CcD37

62
Ala

Thr
Pro
35

Ser
Leu
Ser
Glu
Pro
115
Gly
Leu
Ile
Trp
Asp
195
val
ser
val
Ser
Cys
275
Pro
Cys
Trp

Glu

Hinge region

SEQUENCE_LISTING (EMER 017 01 SG)

specific binding protein

Pro
Gly
20

Gly
Tyr
Ile
Gly
Pro
100
Trp
Ser
val
Ser
val
180
Pro
Thr
ser
Gly
Asp
260
Pro
Lys
val
Tyr

Glu
340

Ala
5

Glu
Glu
Leu
Tyr
Ser
85

Glu
Thr
Gly
Gln
Cys
165
Arg
Tyr
Ile
Leu
Pro
245
Gln
Ala
Pro
val
val

325
Gln

Gln
Ile
Arg
Ala
Phe
70

Gly
Asp
Phe
Gly
ser
150
Lys
Gln
Tyr
ser
Lys
230
Met
Glu
Pro
Lys
val
310
Asp

Tyr

Leu
val
Ala
Trp
55

Ala
Ser
Phe
Gly
Gly
135
Gly
Gly
Met
Gly
Ala
215
Ala
Asp
Pro
Glu
AS

295
ASp
Gly

Asn

Leu Phe Leu Leu Leu Leu

Leu
Thr
40

Tyr
Lys
Gly
Ala
GlIn
120
Gly
Ala
ser
Pro
Gly
200
Asp
Ser
Tyr
LyS

Leu
280

p Thr

val
val

Ser

Thr
25

Leu
Gln
Thr
Thr
val
105
Gly
ser
Glu
Gly
Gly
185
Thr
Lys
ASp
Trp
Ser
265
Leu
Leu
Ser
Glu

Thr
345

10
Gln Ser Pro Ala

Ser Cys Arg Ala
45
Gln Lys Pro Gly
60
Leu Ala Glu Gly
75

Asp Phe Thr Leu
90

Tyr Tyr Cys GIn

Thr Lys val Glu
125

Gly Gly Gly Gly

140
val Lys Lys Pro
155

Tyr Ser Phe Thr

170

Lys Gly Leu Glu

Gly Tyr Ala Gln
205

ser Ile Ser Thr

220
Thr Ala Met Tyr
235

Gly Arg Gly Thr

250

Ser Asp Lys Thr

Gly Gly Pro Ser
285

Met Ile Ser Arg

300
His Glu Asp Pro
315

val His Asn Ala

330

Tyr Arg val val
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Glu Pro Lys Ser Cys Asp Thr Pro Pro Pro Cys Pro Arg Ser Pro
5 10

Trp
Thr
30

ser
Gln
Ile
Thr
His
110
Ile
Ala
Gly
Ser
Trp
190
Lys
Ala
Tyr
Leu
His
270
val
Thr
Glu
Lys

ser
350

15

Leu
15

Leu
Glu
Ala
Pro
Ile
95

His
Lys
Ser
Glu
TYr
175
Met
Phe
Tyr
Cys
val
255
Thr
Phe
Pro
val
Thr

335
val

Pro
ser
Asn
Pro
Ala
80
Ser
ser
Gly
Glu
ser
160
Asn
Gly
GIn
Leu
Ala
240
Thr
ser
feu
Glu
Lys
320
Lys

Leu



SEQUENCE_LISTING (EMER 017 01 S5G)
Thr val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys

355 360 365
val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys
370 375 380
Ala Lys Gly GIn Pro Arg Glu Pro Gln val Tyr Thr Leu Pro Pro Ser
385 390 395 400
Arg Asp Glu Leu Thr Lys Asn Gln val Ser Leu Thr Cys Leu val Lys
405 410 415
Gly Phe Tyr Pro Ser Asp Ile Ala val Glu Trp Glu Ser Asn Gly Gln
420 425 430
Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro val Leu Asp Ser Asp Gly
435 440 445
Ser Phe Phe Leu Tyr Ser Lys Leu Thr val Asp Lys Ser Arg Trp Gln
450 455 460
Gln Gly Asn val Phe Ser Cys Ser Vval Met His Glu Ala Leu His Asn
465 470 475 480
His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly Lys
485 490
<210> 263
<211> 10
<212> PRT
<213> Homo sapiens
<400> 263
Glu Pro Lys Ser Cys Asp Lys Thr His Thr
1 5 10
<210> 264
<211> 4
<212> PRT
<213> Homo sapiens
<400> 264

Cys Pro Pro Cys
1

<210> 265

<211> 4

<212> PRT .
<213> Homo sapiens

<400> 265
Gly Thr Cys Tyr
1

<210> 266
<211> 473
<212> PRT
<213> Artificial Sequence

<220> . .
<223> (D37 specific binding protein

<400> 266
Glu Ile val Leu Thr Gln Ser Pro Ala Igr Leu Ser Leu Ser i;o Gly
1 5
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Glu Asn val Tyr Ser Tyr
20 25 30
Leu Ala Trp Tyr GIn GIn Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile
35 40 45
Tyr Phe Ala Lys Thr Leu Ala Glu Gly Ile Pro e1a Arg Phe Ser Gly
50 55 0
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu Pro
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SEQUENCE_LISTING (EMER 017 01 sG)
65 70 75
Glu Asp Phe Ala gg] Tyr Tyr Cys GlIn gis His Ser Asp Asn ggo Trp
0
Thr Phe Gly GIn Gly Thr Lys val Glu Ile Lys Gly Gly Gly Gly Ser
100 105 110
Gly Gly Gly Gly Ser Gly Gly Gly Gly Thr Gly Glu val G1n Leu val
115 120 125
GIn ser Gly Ala Glu val Lys Lys Pro Gly Glu Ser Leu Lys Ile Ser
130 135 140
Cys Lys Gly ser Gly Tyr Ser Phe Thr Gly Tyr Asn Met Asn Trp val
145 150 155 160
Arg Gln Met Pro Gly Lys Gly Leu Glu Trp Met Gly Asn Ile Asp Pro
165 170 175
Tyr Tyr Gly Gly Thr Thr Tyr Asn Arg Lys Phe Lys Gly GIn val Thr
180 185 190
Ile Ser Ala Asp Lys Ser Ile Ser Thr Ala Tyr Leu Gln Trp Ser Ser
195 200 205
Leu Lys Ala ser Asp Thr Ala Met Tyr Tyr Cys Ala Arg ser val Gly
210 215 220
Pro Phe Asp Pro Trp Gly GIn Gly Thr Leu val Thr val Ser Ser Asp
225 230 235 240
GIn Glu Pro Lys Ser Ser Asp Lys Thr His Thr Ser Pro Pro Cys Pro
245 250 255
Ala Pro Glu Leu Leu Gly Gly Pro Ser val Phe Leu Phe Pro Pro Lys
260 265 270
Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu val Thr Cys val
275 280 285
val val Asp val Ser His Glu Asp Pro Glu val Lys Phe Asn Trp Tyr
290 295 300
val Asp Gly val Glu val His Asn Ala Lys Thr Lys Pro Arg Glu Glu
305 310 315 320
Gln Tyr Asn Ser Thr Tyr Arg val val Ser val Leu Thr val Leu His
: 325 330 335
GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys val Ser Asn Lys
340 345 350
Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly G1In
355 360 365
Pro Arg Glu Pro Gln val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu
370 375 380
Thr Lys Asn GIn val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro
385 390 395 400
Ser Asp Ile Ala val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn
405 410 415
Tyr Lys Thr Thr Pro Pro val Leu Asp Ser Asp Gly Ser Phe Phe Leu
420 425 430
Tyr Ser Lys Leu Thr val Asp Lys Ser Arg Trp Gln GIn Gly Asn val
435 440 445
Phe Ser Cys Ser val Met His Glu Ala Leu His Asn His Tyr Thr Gln
450 455 460
Lys Ser Leu Ser Leu Ser Pro Gly Lys
465 470

<210> 267
<211> 473
<212> PRT
<213> Artificial Sequence

<220> ) )
<223> (D37 specific binding protein

<400> 267
Glu Ile val Leu Thr GIln Ser Pro Ala Thr Leu Ser Leu Ser igo Gly
1 5
Glu Arg Ala Thr Leu Ser Cys Arg g]a Ser Glu Asn val g%r ser Tyr
20 5
Leu Ala Trp Tyr GIn GIn Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile
35 40 45
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Tyr
Ser
65

Glu
Thr
Gly
Gln
Cys
145
Arg
Tyr
Ile
Leu
Pro
225
GIn
Ala
Pro
val
val
305
GIn
GIn
Ala
Pro
Thr
385
ser
Tyr
Tyr
Phe

LyS
465

Phe Ala Lys

Gly
Asp
Phe
Gly
Ser
130
Lys

Gln

Ser
Lys
210
Met
Glu
Pro
Lys
val

290
Asp
Tyr
ASp
Leu
Arg
370
Lys
Asp
Lys
Ser
Ser

450
Ser

<210> 2
<211> 4
<212> P

<213>

<220>
<223>

<400> 2

1

ser
Phe
Gly
Gly
115
Gly
Gly
Met
Gly
Ala
195
Ala
Glu
Pro
Glu
ASp
275
Asp
Gly
Asn
Trp
Pro
355
Glu
Asnh
Ile
Thr
Lys
435
Cys

Leu

68
73
RT

Gly
Ala
Gln
100
Gly
Ala
Ser
Pro
Gly
180
Asp
Ser
His
Lys
Leu
260
Thr
val
val
Ser
Leu
340
Ala
Pro
Gln
Ala
Thr
420
Leu
ser

Ser

Thr
Thr
val
85

Gly
ser
Glu
Gly
Gly
165
Thr
Lys
Asp
Trp
Ser
245
Leu
Leu
Ser
Glu
Thr
325
Asn
Pro
Gln
val
val
405
Pro
Thr
val

Leu

Leu
Asp
70
Tyr
Thr
Gly
val
Tyr
150
Lys
Thr
ser
Thr
Gly
230
ser
Gly
Met
His
val
310
Tyr
Gly
ITe
val
ser
390
Glu
Pro
val
Met

Ser
470

SEQUENCE_LISTING (EMER 017 01 sG)
Ala Glu Gly Ile Pro Ala Arg Phe Ser Gly

55

Phe Thr Leu Thr ITe

Tyr
Lys
Gly
Lys
135
Ser
Gly
Tyr
Ile
Ala
215
Gin
ASp
Gly
Ile
Glu
295
His
Arg
Lys
Glu
Tyr
375
Leu
Trp
val
Asp
His
455
Pro

Artificial Sequence

Cys
val
Gly
120
Lys
Phe
Leu
Asn
Ser
200
Met
Gly
Lys
Pro
Ser
280
Asp
Asn
val
Glu
Lys
360
Thr
Thr
Glu
Leu
Lys
440
Glu

Gly

Gln
Glu
105
Gly
Pro
Thr
Glu
Arg
185
Thr
Tyr
Thr
Thr
Ser
265
Arg
Pro
Ala
val
TYr
345
Thr
Leu
Cys
Ser
ASp
425
ser
Ala

Lys

His
90

Ile
Thr
Gly
Gly
Trp
170
Lys
Ala
Tyr
Leu
His
250
val
Thr
Glu
Lys
ser
330
Lys
Ile
Pro
Leu
Asn
410
ser
Arg

Leu

CD37 specific binding protein

68

5

75
His

Lys
Gly
Glu
Tyr
155
Met
Phe
Tyr
Cys
val
235
Thr
Phe
Pro
val
Thr
315
val
Cys
Ser
Pro
vail
395
Gly
Asp
Trp

His

60

ser Ser Leu Glu

ser
Gly
Glu
Ser
140
Asn
Gly
Lys
Leu
Ala
220
Thr
sSer
Leu
Glu
Lys
300
Lys
Leu
Lys
Lys
ser
380
Lys
GIn
Gly
Gin

Asn
460

Asp
Gly
val
125
Leu
Met
ASn
Gly
GlIn
205
Arg
val
Pro
Phe
val
285
Phe
Pro
Thr
val
Ala
365
Arg
Gly
Pro
ser
GIn

445
His

ASn
Gly
110
GIn
Lys
Asn
Ile
GIn
190
Trp
Ser
Ser
Pro
Pro
270
Thr
Asn
Arg
val
ser
350
Lys
Asp
Phe
Glu
Phe

430
Gly

Pro
95

Gly
Leu
ITe
Trp
ASp
175
val
Ser
val
ser
Cys
255
Pro
Cys
Trp
Glu
Leu
335
AsSn
Gly
Glu
TYr
Asn
415
Phe
Asn

Thr

Pro
80

Trp
Ser
val
ser
val
160
Pro
Thr
Ser
Gly
Asp
240
Pro
Lys
val
Tyr
Glu
320
His
LYS
Gin
Leu
Pro
400
Asn
Leu
val

GIn

Glu ITe val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
1 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Glu Asn val Tyr Ser Tyr
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Leu
Tyr
Ser
65
Glu
Thr
Gly
GlIn
Cys
145
Arg
Tyr
Ile
Leu
Pro
225
GIn
Ala
Pro
val
val
305
Gln
Gln
Ala
Pro
Thr
385
ser
Tyr
TYr
Phe

Lys
465

Ala
Phe
Gly
ASp
Phe
Gly
ser
130
Lys
Gln
Tyr
Ser
Lys
210
Phe
Glu
Pro
Lys
val
290
ASp
Tyr
Asp
Leu
Arg
370
Lys
ASp
Lys
ser
ser

450
ser

Trp
Ala
Ser
Phe
Gly
Gly
115
Gly
Gly
Met
Gly
Ala
195
Ala
ASp
Pro
Glu
ASp
275
AsSp
Gly
Asn
Trp
Pro
355
Glu
Asn
Ile
Thr
Lys
435
Cys

Leu

<210> 269
<211> 473
<212> PRT
<213> Artificial Sequence

<220>
<223>

<400> 269

20
Tyr

Lys
Gly
Ala
Gln
100
Gly
Ala
Ser
Pro
Gly
180
Asp
ser
val
Lys
Leu
260
Thr
val
val
Ser
Leu
340
Ala
Pro
Gln
Ala
Thr
420
Leu
Ser

Ser

Gln
Thr
Thr
val
85

Gly
ser
Glu
Gly
Gly
165
Thr
Lys
Asp
Trp
Ser
245
Leu
Leu
Ser
Glu
Thr
325
Asnh
Pro
Gln
val
val
405
Pro
Thr
val

Leu

Gln
Leu
Asp
70

Tyr
Thr
Gly
val
Tyr
150
Lys
Thr
Ser
Thr
Gly
230
Ser
Gly
Met
His
val
310
Tyr
Gly
Ile
val
Ser
320
Glu
Pro
val
Met

Ser
470

SEQUENCE_LISTING (EMER 017 01 SG)

Lys
Ala
55

Phe
Tyr
Lys
Gly
Lys
135
Ser
Gly
Tyr
Ile
Ala
215
Gln
Asp
Gly
Ile
Glu
295
His
Arg
Lys
Glu
TYr
375
Leu
Trp
val
Asp
His
455
Pro

Pro
40

Glu
Thr
Cys
val
Gly
120
Lys
Phe
Leu
Asn
Ser
200
Met
Gly
Lys
Pro
Ser
280
Asp
Asn
val
Glu
Lys
360
Thr
Thr
Glu
Leu
Lys
440
Glu

Gly

25

Gly Gln Ala Pro Arg

Gly
Leu
Gln
Glu
105
Gly
Pro
Thr
Glu
Arg
185
Thr
Tyr
Thr
Thr
ser
265
Arg
Pro
Ala
val
TYr
345
Thr
Leu
Cys
Ser
AS

425
ser
Ala

Lys

Ile
Thr
His
90

Ile
Thr
Gly
Gly
Trp
170
Lys
Ala
Tyr
Met
His
250
val
Thr
Glu
Lys
ser
330
Lys
Ile
Pro
Leu

Asn
410

p Ser

Arg

Leu

CD37 specific binding protein

Pro
Ile
75

His
Lys
Gly
Glu
Tyr
155
Met
Phe
Tyr
Cys
val
235
Thr
Phe
Pro
val
Thr
315
val
Cys
Ser
Pro
val
395
Gly
Asp
Trp

His

Ala
60

ser
Ser
Gly
Glu
Ser
140
Asn
Gly
Lys
Leu
Ala
220
Thr
Ser
Leu
Glu
Lys
300
Lys
Leu
Lys
Lys
ser
380
Lys
Gln
Gly
Gln

Asn
460

Page 137

45
Arg

Ser
Asp
Gly
val
125
Leu
Met
AsSn
Gly
Gln
205
Arg
val
Pro
Phe
val
285
Phe
Pro
Thr
val
Ala
365
Arg
Gly
Pro
Ser
Gln

445
His

30
Leu

Phe
Leu
Asn
Gly
110
Gln
Lys
Asn
Ile
Gln
190
Trp
sSer
Ser
Pro
Pro
270
Thr
Asn
Arg
val
ser
350
Lys
AsSp
Phe
Glu
Phe
430
Gly

Tyr

Leu
ser
Glu
Pro
95

Gly
Leu
Ile
Trp
Asp
175
val
ser
val
Ser
Cys
255
Pro
Cys
Trp
Glu
Leu
335
Asn
Gly
Glu
Tyr
Ash
415
Phe
Asn

Thr

Ile
Gly
Pro
80

Trp
Ser
val
ser
val
160
Pro
Thr
Ser
Gly
AsSp
240
Pro
Lys
val
Tyr
Glu
320
His
Lys
Gln
Leu
Pro
400
Ash
Leu

val



Glu
1
Glu
Leu
Tyr
Ser
Glu
Thr
Gly
Gln
Cys
145
Arg
Tyr
Ile
Leu
Pro
225
Gln
Ala
Pro
val
val
305
Gln
G1In
Ala
Pro
Thr
385
ser
Tyr
Tyr
Phe

Lys
465

Ile
Arg
Ala
Phe
50

Gly
ASp
Phe
Gly
Ser
130
LYys
GIn
Tyr
Ser
Lys
210
Phe
Glu
Pro
Lys
val
290
AsSp
Tyr
ASp
Leu
Arg
370
Lys
ASp
Lys
Ser
Ser

450
Ser

val
Ala
Trp
35

Ala
Ser
Phe
Gly
Gly
115
Gly
Gly
Met
Gly
Ala
195
Ala
Asp
Pro
Glu
Asp
275
Asp
Gly
Asn
Trp
Pro
355
Glu
Asn
Ile
Thr
Lys
435
Cys

Leu

<210> 270
<211> 116
<212> PRT
<213> Artificial Sequence

<220>
<223> Consensus heavy chain

Leu
Thr
20
Tyr
Lys
Gly
Ala
GIn
100
Gly
Ala
ser
Pro
Gly
180
Asp
Ser
Ile
Lys
Leu
260
Thr
val
val
Ser
Leu
340
Ala
Pro
Gln
Ala
Thr
420
Leu
Ser

Ser

Thr
Leu
GlIn
Thr
Thr
val
Gly
Ser
Glu
Gly
Gly
165
Thr
Lys
Asp
Trp
Ser
245
Leu
Leu
ser
Glu
Thr
325
Asn
Pro
Gln
val
val
405
Pro
Thr
val

Leu

GIn
ser
Gln
Leu
Asp
70

Tyr
Thr
Gly
val
Tyr
150
Lys
Thr
ser
Thr
Gly
230
Ser
Gly
Met
His
val
310
Tyr
Gly
Ile
val
Ser
390
Glu
Pro
val
Met

Ser
470

SEQUENCE_LISTING (EMER 017 01 sG)
Thr Leu Ser Leu Ser Pro

Ser Pro Ala

Cys
Lys
Ala
55

Phe
Tyr
Lys
Gly
Lys
135
Ser
Gly
Tyr
Ile
Ala
215
Gln
Asp
Gly
Ile
Glu
295
His
Arg
Lys
Glu
TYP
375
Leu
Trp
val
ASp
His
455
Pro

Arg
Pro
40

Glu
Thr
Cys
val
Gly
120
Lys
Phe
Leu
Asn
ser
200
Met
Gly
Lys
Pro
ser
280
Asp
Asn
val
Glu
Lys
360
Thr
Thr
Glu
Leu
Lys
440
Glu

Gly

Ala
25

Gly
Gly
Leu
Gln
Glu
105
Gly
Pro
Thr
Glu
Arg
185
Thr
Tyr
Thr
Thr
Ser
265
Arg
Pro
Ala
val
Tyr
345
Thr
Leu
Cys
ser
AS

425
ser
Ala

Lys

10
Ser

Gln
Ile
Thr
His
a0

Ile
Thr
Gly
Gly
Trp
170
Lys
Ala
Tyr
Met
His
250
val
Thr
Glu
Lys
Ser
330
Lys
Ile
Pro

Leu

Asn
410

p Ser

Arg

Leu

sequence

Glu
Ala
Pro
Ile
75

His
Lys
Gly
Glu
TYr
155
Met
Phe
Tyr
Cys
val
235
Thr
Phe
Pro
val
Thr
315
val
Cys
ser
Pro
val
395
Gly
Asp
Trp

His

AsSn
Pro
Ala
60

ser
Ser
Gly
Glu
ser
140
Asn
Gly
Lys
Leu
Ala
220
Thr
Ser
Leu
Glu
Lys
300
Lys
Leu
Lys
Lys
ser
380
Lys
Gln
Ggly
Gln

Asn
460

Page 138

val
Arg
45

Arg
Ser
Asp
Gly
val
125
Leu
Met
Asn
Gly
GIn
205
Arg
val
Pro
Phe
val
285
Phe
Pro
Thr
val
Ala
365
Arg
Gly
Pro
ser
GlIn

445
His

Tyr
30

Leu
Phe
Leu
Asn
Gly
110
GIn
Lys
AsSn
Ile
GIn
190
Trp
Ser
Ser
Pro
Pro
270
Thr
Asn
Arg
val
Ser
350
Lys
Asp
Phe
Glu
Phe
430
Gly

Tyr

15
Ser

Leu
ser
Glu
Pro
95

Gly
Leu
Ile
Trp
Asp
175
val
Ser
val
ser
Cys
255
Pro
Cys
Trp
Glu
Leu
335
Asn
Gly
Glu
TYr
Asn
415
Phe
Asn

Thr

Gly
Tyr
Ile
Gly
Pro
80

Trp
Ser
val
ser
val
160
Pro
Thr
Ser
Gly
ASp
240
Pro
Lys
val
TYr
Glu
320
His
Lys
GIn
Leu
Pro
400
Asn
Leu
val

Gln



<220>

<221> VARIANT
<222> 1, 16
<223> Xaa = Ala
<220>

<221> VARIANT
<222> 5

<223> Xaa = Gln
<220>

<221> VARIANT
<222> 9

<223> Xaa = Pro
<220>

<221> VARTIANT
<222> 11

<223> Xaa = Ser
<220>

<221> VARIANT
<222> 12

<223> Xaa = Glu
<220>

<221> VARIANT
<222> 18

<223> Xaa = val
<220>

<221> VARIANT
<222> 24

<223> Xaa = Ala
<220>

<221> VARIANT
<222> 38

<223> Xaa = Lys
<220>

<221> VARIANT
<222> 40

<223> Xaa = Asn
<220>

<221> VARIANT
<222> 41

<223> Xaa = Asn
<220>

<221> VARIANT
<222> 44

<223> Xaa = Ser
<220>

<221> VARIANT
<222> 48

<223> Xaa = Ile
<220>

<221> VARIANT
<222> 67

<223> Xaa = LysS
<220>

<221> VARIANT

or

or

or

or

or

or

or

or

or

or

or

or

or

Glu

val

Ala

val

Lys

Leu

Gly

Arg

Met

Pro

Gly

Met

Gln

SEQUENCE_LISTING (EMER 017 0l sG)
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SEQUENCE_LISTING (EMER 017 01 SG)

<222> 68, 72

<223> Xaa = Ala or val
<220>

<221> VARIANT

<222> 70

<223> Xaa = Leu or Ile
<220>

<221> VARIANT

<222> 71, 91

<223> Xaa = Thr or ser
<220>

<221> VARIANT

<222> 76

<223> Xaa = Ser or Ile
<220>

<Z221> VARIANT

<222> 81

<223> Xaa = Met or Leu
<220>

<221> VARIANT

<222> 83

<223> Xaa = Leu or Trp
<220>

<221> VARIANT

<222> 84

<223> Xaa = Lys or Ser
<220>

<221> VARIANT

<222> 87

<223> Xaa = Thr or Lys
<220>

<Z221> VARIANT

<222> B8

<Z223> Xaa = Ser or Ala
<220>

<221> VARIANT

<222> B9

<223> Xaa = Glu or Ser
<220>

<221> VARIANT

<222> 93

<223> Xaa = val or Met
<220>

<221> VARIANT

<222> 103

<223> Xaa = Met or Phe
<220>

<221> VARIANT

<222> 105

<223> Xaa = Tyr or Ser
<220>

<221> VARIANT

<222> 111

<Z223> Xaa = Ser or Leu
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SEQUENCE_LISTING (EMER 017 01 SG)

<400> 270
Xia val GIn Leu x§a GIn ser Gly Xaa

Ser Xaa Lys Ile Ser Cys Lys Xaa Ser
20 25
Asn Met Asn Trp val Xaa Gln Xaa Xaa
35 40
Gly Asn Ile Asp Pro Tyr Tyr Gly Gly
50 55
Lys Gly Xaa Xaa Thr Xaa Xaa Xaa Asp
65 70
Xaa Gln Xaa Xaa ger Leu Xaa Xaa Xaa
5
Ala Arg Ser val Gly Pro Xaa Asp Xaa
100 105
Thr val Ser Ser
115
<210> 271
<211> 107
<212> PRT
<213> Artificial Sequence
<220>
<223> Consensus light chain sequence
<220>
<221> VARIANT
<222> 1
<223> Xaa = Asp or Glu
<220>
<221> VARIANT
<222> 3
<223> Xaa = GIn or val
<220>
<221> VARIANT
<222> 4
<223> Xaa = Met or Leu
<220>
<221> VARIANT
<222> 13
<223> Xaa = Ala or Leu
<220>
<221> VARIANT
<222> 15
<223> Xaa = val or Pro
<220>
<221> VARIANT
<222> 18
<223> Xaa = Thr or Arg
<220>
<221> VARIANT
<222> 19
<223> Xaa = val or Ala
<220>
<221> VARIANT
<222> 21
<223> Xaa = Ile or Leu
<220>

Glu Xaa Xaa Lys

10

Gly Tyr Ser
Gly Lys Xaa
Thr Thr Tyr

60

Lys Ser Xaa

75

Asp Xaa Ala

90

Trp Gly Gln

Page 141

Phe
Leu
45

Asn
Ser
Xaa

Gly

Pro Gly Xaa

Thr
30

Glu
Arg
Thr
Tyr

Thr
110

15
Gly

Trp
Lys
Ala
Tyr

95
Xaa

TYr
Xaa
Phe
Tyr
80

Cys

val



<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

<220>
<221>
<222>
<223>

VARTIANT
22, 72
Xaa = Thr
VARIANT
25

Xaa = Thr
VARIANT
40

Xaa = Gln
VARIANT
42

Xaa = Lys
VARIANT
43, 60
Xaa = Ser
VARIANT
45

Xaa = Gln
VARIANT
48, 58
Xaa = val
VARTANT
49

Xaa = Ser
VARIANT
70

Xaa = GIn
VARIANT
74

Xaa = Lys
VARIANT
79

Xaa = Gln
VARIANT
33

Xaa = Ser
VARIANT
84

Xaa = Gly
VARTANT
85

Xaa = Ser

ar

ar

or

or

or

or

or

or

or

or

or

or

or

or

Ser

Ala

Pro

Gln

Ala

Arg

Ile

Tyr

Asp

Thr

Glu

Phe

Ala

val

SEQUENCE_LISTING (EMER 017 01 sSG)
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<220>

<221> VARIANT

<222> 87
<223> Xaa =

<220>

Phe

<221> VARIANT

<222> 100
<223> Xaa =

<220>

Gly

<221> VARIANT

<222> 103
<223> Xaa =

<220>

Glu

<221> VARIANT

<222> 104
<223> Xaa =

<400> 271

Xaa Ile Xaa
1

Glu Xaa Xaa

Leu Ala Trp
35
Xaa Phe Ala
50
Ser Gly Ser
65
Glu Asp Xaa

Thr Phe Gly

<210> 272
<211> 5
<212> PRT

Leu

Xaa
Thr
20

Tyr
Lys
Gly
Xaa

Xaa
100

or Tyr
or Gln
or Lys

or val

Thr GlIn
5

Xaa Xaa
GIn GlIn
Thr Leu
Thr Xaa

70
Xaa Tyr

Gly Thr

SEQUENCE_LISTING (EMER 017 01 SG)

Ser
Cys
Lys
Ala
55

Phe
Xaa

Xaa

<213> Artificial Sequence

<220>

<223> Linker peptide

<400> 272

Gly Gly Gly Gly ser
1 5

<210> 273
<211> 10
<212> PRT

<213> Artificial Ssequence

<220>

<223> Linker peptide

<400> 273

Gly Gly Gly Gly ser Gly Gly Gly Gly Ser
1 5 10

<210> 274
<211> 15
<212> PRT

<213> Artificial sequence

<220>

Pro
Arg
Xaa
40

Glu
Xaa

Cys

Xaa

Ala
Xaa
25

Gly
Gly
Leu
Gln

Glu
105

Thr
10

Ser
Xaa
Xaa
Xaa
His

Ile

Leu
Glu
Xaa
Pro
Ile
75

His

Lys

ser
Asnh
Pro
Xaa
60

ser

ser

Page 143

Xaa
val
Xaa
45

Arg
Ser

Asp

ser
Tyr
30

Leu
Phe
Leu

Asn

Xaa
15

Ser
Leu
ser
Xaa

Pro
95

Gly
Tyr
Xaa
Gly
Pro

80
Trp



SEQUENCE_LISTING (EMER 017 01 sG)
<223> lLinker peptide

<400> 274
Gly Gly Gly Gly Sgr Gly Gly Gly Gly ier Gly Gly Gly Gly Ser
1 0 15

<210> 275

<211> 20

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker peptide

<400> 275
Gly Gly Gly Gly sgr Gly Gly Gly Gly ser Gly Gly Gly Gly igr Gly
1 10

Gly Gly Gly Ser
20

<210> 276

<211> 4

<212> PRT

<213> Artificial sequence

<220>
<223> Linker peptide

<400> 276
Gly ser Gly Ser

<210> 277

<211> 6

<212> PRT

<213> Artificial Sequence

<220> )
<223> Linker peptide

<400> 277
Gly Ser Gly Ser Gly Ser
5

<210> 278

<211> 8

<212> PRT

<213> Artificial Ssequence

<220>
<223> Linker peptide

<400> 278
Gly ser Gly Ser G;y ser Gly Ser
1

<210> 279

<211> 10

<212> PRT

<213> Artificial Sequence

<220> .
<223> Linker peptide
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SEQUENCE_LISTING (EMER 017 01 sG)

<400> 279
61y ser Gly ser Gly Ser Gly Ser Gly Ser
5 10

<210> 280

<211> 6

<212> PRT

<213> Artificial Seguence

<220>
<223> Linker peptide

<400> 2380
Gly Gly ser Gly G}y Ser

<210> 281

<211> 9

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker peptide

<400> 281
Gly Gly ser Gly Gly ser Gly Gly ser
5

<210> 282

<211> 12

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker peptide

<400> 282
G}y Gly ser Gly G;y ser Gly Gly Ser géy Gly ser

<210> 283

<211> 15

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker peptide

<400> 283
Gly Gly ser Gly Ggy ser Gly Gly ser Gly Gly Ser Gly Gly Ser
10 15

<210> 284

<211> 4

<212> PRT

<213> Artificial Sequence

<220> )
<223> Linker peptide

<400> 284
61y Gly Gly Ser
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SEQUENCE_LISTING (EMER 017 01 sG)

<210> 285

<211> 8

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker peptide

<400> 285
Gly Gly Gly ser Gly Gly Gly ser
1 5

<210> 286

<211> 12

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker peptide

<400> 286
Gly Gly Gly ser Gly Gly Gly ser Gly Gly Gly Ser
5 ' 10

<210> 287

<211> 16

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker peptide

<400> 287
Gly Gly Gly Ser G}y Gly Gly Ser Gly ggy Gly ser Gly Gly g}y ser

<210> 288

<211> 20

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker peptide

<400> 288
Gly Gly Gly ser G%y Gly Gly ser Gly ggy Gly ser Gly Gly g}y Ser

Gly Gly Gly Ser
20

<210> 289

<211> 6

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker peptide

<400> 289
Gly Gly Gly Gly Gly Ser
1 5
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SEQUENCE_LISTING (EMER 017 01 SG)

<210> 290

<211> 12

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker peptide

<400> 290
Gly Gly Gly Gly Ggy ser Gly Gly Gly ggy Gly ser

<210> 291

<211> 18

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker peptide

<400> 291
Gly Gly Gly Gly G;y ser Gly Gly Gly Eéy Gly ser Gly Gly %}y Gly

Gly ser

<210> 292

<211l> 24

<212> PRT

<213> Artificial Sequence

<220>
<223> Linker peptide

<400> 292
Gly Gly Gly Gly G;y Ser Gly Gly Gly %gy Gly ser Gly Gly g;y Gly

Gly Ser Gly ggy Gly Gly Gly Ser

<210> 293

<211> 30

<212> PRT

<213> Artificial Sequence

<220> .
<223> Linker peptide

<400> 293
Gly Gly Gly Gly G;y ser Gly Gly Gly ggy Gly ser Gly Gly %}y Gly
1

Gly ser Gly Gly Gly Gly Gly Ser Gly Gly Gly Gly Gly Ser
20 25 30
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