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<21e> 1

<211> 622

<212> PRT

<213> Artificial sequence

<220>
<223> human CD8-IGF1R fusion protein

<408> 1
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala lLeu Leu Leu
1 5 18 15

His Ala Ala Arg Pro Ser Gln Phe Arg Val Ser Pro Leu Asp Arg Thr
20 25 30

Trp Asn Leu Gly Glu Thr Val Glu Leu Lys Cys Gln Val Leu Leu Ser
35 40 45

Asn Pro Thr Ser Gly Cys Ser Trp Leu Phe Gln Pro Arg Gly Ala Ala
50 55 60

Ala Ser Pro Thr Phe Leu Leu Tyr Leu Ser Gln Asn Lys Pro Lys Ala
65 70 75 80

Ala Glu Gly Leu Asp Thr Gln Arg Phe Ser Gly Lys Arg Leu Gly Asp
85 90 95

Thr Phe Val Leu Thr Leu Ser Asp Phe Arg Arg Glu Asn Glu Gly Tyr
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Tyr

Val

Pro

145

Pro

Leu

Cys

Arg

Gly

225

Val

Ser

Ala

Thr

Glu

Phe

Pro

130

Pro

Glu

Asp

Gly

Asn

210

Val

Tyr

Arg

Lys

Val

290

Ala

Cys

115

Val

Thr

Ala

Phe

Val

195

Arg

Leu

val

Glu

Gly

275

Asn

Ser

100

Ser

Phe

Pro

Cys

Ala

180

Leu

Arg

Tyr

Pro

Leu

260

val

Glu

Val

Ala

Leu

Ala

Arg

165

Cys

Leu

Arg

Ala

Asp

245

Gly

Val

Ala

Met

Leu

Pro

Pro

15e

Pro

Asp

Leu

val

Ser

230

Glu

Gln

Lys

Ala

Lys
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105

Ser

Ala

135

Thr

Ala

Ile

Ser

Cys

215

Val

Trp

Gly

Asp

Ser

295

Glu

Asn

128

Lys

Ile

Ala

Tyr

Leu

208

Lys

Asn

Glu

Ser

Glu

280

Met

Phe

Ser

Pro

Ala

Gly

Ile

185

Val

Cys

Pro

val

Phe

265

Pro

Arg

Asn

Ile

Thr

Ser

Gly

170

Trp

Ile

Pro

Glu

Ala

250

Gly

Glu

Glu

Met

Thr

Gln

155

Ala

Ala

Thr

Asn

Tyr

235

Arg

Met

Thr

Arg

Tyr

Thr

146

Pro

Val

Pro

Leu

Ser

220

Phe

Glu

val

Arg

Ile
300

Cys His His
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Phe

125

Pro

Leu

His

Leu

Tyr

205

Arg

Ser

Lys

Tyr

Val

285

Glu

val

11e

Ser

Ala

Ser

Thr

Ala

196

Cys

Leu

Ala

Ile

Glu

276

Ala

Phe

Val

His

Pro

Leu

Arg

175

Gly

Asn

Gly

Ala

Thr

255

Gly

Ile

Leu

Arg

Phe

Arg

Arg

16@

Gly

Thr

His

Asn

Asp

248

Met

Val

Lys

Asn

Leu



3@5

Leu

Met

Met

Gln

Lys

385

Asp

Glu

Trp

Asp

Glu

465

Met

Phe

Ser

Gly

Thr

Glu

Met

370

Phe

Phe

Thr

Met

Val

450

Gln

Glu

Glu

Phe

Val

Arg

Asn

355

Ala

Val

Thr

Asp

Ser

435

Trp

Pro

Gly

Leu

Leu

Val

Gly

340

Asn

Gly

His

val

Tyr

420

Pro

Ser

Tyr

Gly

Met

566

Glu

Ser

325

Asp

Pro

Glu

Arg

Lys

405

Tyr

Glu

Phe

Gln

Leu

485

Arg

Ile

3190

Gln

Leu

Val

Ile

Asp

390

Ile

Arg

Ser

Gly

Gly

470

Leu

Met

Ile
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Gly

Lys

Leu

Ala

375

Leu

Gly

Lys

Leu

val

455

Leu

Asp

Cys

Ser

Gln

Ser

Ala

360

Asp

Ala

Asp

Gly

Lys

440

Val

Ser

Lys

Trp

Ser

Pro

Tyr

345

Pro

Gly

Ala

Phe

Gly

425

Asp

Leu

Asn

Pro

Gln

565

Ile

Thr

330

Leu

Pro

Met

Arg

Gly

416

Lys

Gly

Trp

Glu

Asp

496

Tyr

315

Leu

Arg

Ser

Ala

Asn

395

Met

Gly

val

Glu

Gln

475

Asn

Asn

val

Ser

Leu

Tyr

386

Cys

Thr

Leu

Phe

Ile

460

Val

Cys

Pro

Lys Glu Glu
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Ile

Leu

Ser

365

Leu

Met

Arg

Leu

Thr

445

Ala

Leu

Pro

Lys

Met

Met

Arg

350

Lys

Asn

Val

Asp

Pro

438

Thr

Thr

Arg

Asp

Met

516

Glu

Glu

335

Pro

Met

Ala

Ala

Ile

415

val

Tyr

Leu

Phe

Met

495

Arg

Pro

320

Leu

Glu

Ile

Asn

Glu

400

Tyr

Arg

Ser

Ala

Val

480

Leu

Pro

Gly



515

Phe Arg Glu

536

Pro Glu Glu

545

Asp Pro Ser

Gly His Lys

Phe
595

Ala Ser

Asn Glu

618

Lys

<218> 2

<211> 1875
<212> DNA
<213>

<228>
223>

<4@e> 2

val Ser

Leu Asp

Phe

Leu

C 4764W0 - SeqlL - 058718 ST25

520

Tyr Tyr

535

Glu Pro

558

Ala Ser

565

Ala
580

Glu
Glu

Asp

Arg Ala

Ser

Asn

Arg

Leu

Ser Ser

Gly Pro

Gln Pro

600

Pro Leu

615

Artificial sequence

Ser Glu Glu

Glu Met

555

Asn

Pro Leu

57@

Leu

Gly Pro Gly
585

Tyr Ala His

Pro Gln Ser

c¢DNA encoding human CD8-IGF1R fusion

gccaccatgg ccttaccagt gaccgecttg ctectgecge

gccaggecga
gtggagctga
cagccgegeg
aaggeggeeg
gteccteacce
agcaactcca

acgacgccag

gccagtteceg
agtgccaggt
gegeegecege
aggggctgga
tgagcgactt
tcatgtactt

cgeegegacc

ggtgtegeeg
gctgetgtece
cagtcccacc
cacccagcgg
ccgeegagag
cagccacttc

accaacaccg

ctggatcgga
aacccgacgt
ttectectat
ttctegggea
aacgagggct
gtgceggtct

gegoccacca
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525

Asn Leu

540

Lys

Glu Ser Val

Pro Asp Arg

Val
599

val Leu

Met Asn

605

Gly

Ser Thr

620

Cys

protein

tggeecttget
cctggaacct
cgggctgetc
acctctccca
agaggiiggg
actatttctg
tcctgecage

tcgegtegea

Pro Glu

Leu
560

Pro

His Ser

575

Leu Arg

Gly Arg

gctccacgec
gggcgagaca
gtggctettc
aaacaagccc
ggacaccttc
cteggecctg
gaagcccacc

geeectgtec

60

120

186

240

300

360

429

480



ctgcgeccag
ttcgcctgty
tcactggtta
aacagcaggce
gectgatgtegt
gaacttgggc
gatgaacctg
aggattgagt
cgattgctegg
cggggcgatc
ctagcacctc
gecatacctcea
gccgaagatt
gactattacc
ctcaaggatg
gagatcgcca
ttcgtcatgg
ctgatgegea
agcagcatca
gagaacaagc
cccetggacc
aaggccgaga
cagccttacg

tcttegacct

aggcgtgeeg
atatctacat
tcacccttta

tggegaatgg

acgttcctga
aggggtcgtt
aaaccagagt
ttctcaacga
gtgtggtgtc
tcaaaagtta
caagecctgag
acgccaataa
tcacagtcaa
ggaaaggageg
gagtcttcac
cactggecega
agggeggect
tgtgetgecea
aagaggagat
tgcccgagec
ccteggecte
acggeceeegg
cccacatgaa

gctga
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Bccageggeg
ctgggegecce
ctgecaaccac
agtgctgtat
tgagtggeag
tgggatggtc
ggccattaaa
agcttctgtg
ccaaggccag
tetecggtet
caagatgatt
gttegtecac
aatcggagat
gaaagggctg
cacttactcg
gcagccctac
tctggacaag
gtataacccc
ggageeigge
ggaggagclg
ctegtectec
ccctgggetsg

CEBBEBCLEC

gggeececag

ttggeccggga

aggaaccgaa
gectectgtga
gtggctcgge
tatgaaggag
acagtgaacg
atgaaggagt
ccaacactgg
ctgaggccag
cagatggecg
agagaccttg
tttggtatga
ctgeceegtge
gacgtctggt
cagggcttgt
ccagacaact
aagatgaggc
ttccgggags
gacctggagce
ctgecactge
ctggtectec

aagaacgagc
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tgcacacgag
cttgtgggst
gacgtgtttg
acccggagta
agaagatcac
ttgccaaggg
aggeccgeaag
tcaattgtca
tcatcatgga
aaatggagaa
gagagattgc
ctgeceecggaa
cgcgagatat
getggatgtc
cctteggget
ccaacgagca
gtcctgacat
cttecttect
tctecttcta
cagagaacat
ccgacagaca
gcgecagett

gggcettgec

ggegctggac

ccttectectg
caaatgtcce
cttcageget
catgagcegg
tgtgegtgaaa
catgcgtgag
ccatgtggtg
actgatgaca
taatccagtc
agacggcatg
ttgcatggta
ctatgagaca
tcctgagtcce
cgtectetge
agtccttege
getgtttgaa
ggagatcatc
ctacagcgag
ggagagcegtc
ctcaggacac
cgacgagaga

gctgecccag

540

660

660

720

786

840

960

969

16280

1680

1140

1200

1260

1320

1386

1440

1568

1568

1620

1680

1740

1808

1860

1875



