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<400> 1
atg gecg cce
?et Ala Pro

ctg ctg ctc
Leu Leu Leu

aaa aat ggec
Lys Asn Gly
35

ttc tca gtg
Phe Ser Val
50

gac ctg cca
Asp Leu Pro
65

aaa gag aac
Lys Glu Asn

cat aca ctc
His Thr Leu

cge
Arg

ggc
Gly
20

aac
Asn

aac
Asn

tca
Ser

act
Thr

act
Thr
100

agec gec cgg
ger Ala Arg

ctc atg cat
Leu Met His

ggg acc gcg
Gly Thr Ala

tac gac acc
Tyr Asp Thr
55

gat gcc aca
Asp Ala Thr
70

tct gac ccce
Ser Asp Pro
85

ctc aat ttc
Leu Asn Phe

cga ccc ctg ctg ctg cta ctg ctg ttg
Arg Pro %gu Leu Leu Leu Leu %gu Leu

tgt gog tca geca geca atg ttt atg gtg
Cys ééa Ser Ala Ala Met gge Met Val

tgc ata atg gcc aac ttc tect get gec
g%s [le Met Ala Asn de Ser Ala Ala

aag agt ggc cct aag aac atg acc ctt
Lys Ser Gly Pro %58 Asn Met Thr Leu

gtg gtg ctc aac cgc agc tec tgt gga
Val Val Leu égn Arg Ser Ser Cys géy

agt ctc gtg att get ttt gga aga gga
Ser Leu XSI Ile Ala Phe Gly Sgg Gly

acg aga aat gca aca cgt tac agc gtc
Thr ?6% Asn Ala Thr Arg ¥¥6 Ser Val

48

96

144

192

240

288

336



cag
Gln

aat
Asn

agg
Arg
145
cac
His

tac
Tyr

gac
Asp

cce
Pro

ggc
225

cte
Leu

at
[le

gtg
Val

tte
Phe

ttg
Leu
305

aac
Asn

tge

C aac

ctc atg agt
Leu Met Ser
115

tece
Ser

gecg age
Ala Ser
130

ata
[le

gca gat
Ala Asp

atg aac
Met Asn

aac
Asn

ctt tece
Leu Ser

aac
Asn
180

tce
Ser

agg cct
Arg Pro
195

cce
Pro

gtg
Val

tca
Ser
210

acc
Thr

aac
Asn

tat
Tyr

acc
Thr

cce
Pro

aac
Asn
260

ctg
Leu
275

act
Thr

atg

ggg
ly Met

G
290

aat aca
Asn Thr

gge tecc
Gly Ser

aac gcg

ttt gtt tat aac ttg tca gac
Phe Val Tyr ?;8 Leu Ser Asp

aaa
Lys

gat
Asp

gtg
Val
165

age
Ser

cca
Pro

cce
Pro

acc
Thr

agg
Arg
245

aag

325

gaa atc
Glu Ile
135

aaa aaa
Lys Lys
150

acc gta
Thr Val

age tte
Ser Phe

acc aca
Thr Thr

aag agec
Lys Ser
215

tge ctg
Cys Leu
230

aag gac
Lys Asp

acc tog

Asn Lys Thr Ser

gag ctg cac agc
Glu Leu His Ser

aat geca agt tet
Asn Ala Ser Ser

295

att ctt cct gac
Ile Leu Pro Asp Ala Arg

310

aag act
Lys Thr

tac
Tyr

aga
Arg

cte
Leu

acg
Thr

age
Ser

cgg
Arg
185

gcg cce
Ala Pro
200

ccc tot
Pro Ser

ctg gece
Leu Ala

aac acg
Asn Thr

gcc age
Ala Ser
265

gag ggeC
Glu Gly
280

agec cgg
Ser Arg

gCC aga

ctg cga gocg ctg cag gcc
Leu Arg Ala Leu GIn Ala

gag gag cac gtc cgt gtc

gtg gaa
Val Glu

tgt gtt
Cys Val
155

cat gat
His Asp
170

gga gag
Gly Glu

cct geg
Pro Ala

gtg gac
Val Asp

agc atg

Ser Met Gly Leu GIn

235

acg gtg aca agg ctt
Thr Val Thr Arg Leu

250

ggg age tge gge gee
Gly Ser Cys Gly Ala

acc acc gtc ctg cte
Thr Val Leu Leu

Thr

ttt
Phe

gac
Asp
315

aca gtc ggec aat tcc
Thr Val Gly Asn Ser Tyr

330

acg aag geg ttt tca gte

2

aca
Thr

tet
Ser
140

agt
Ser

gce
Ala

aca
Thr

cca
Pro

aag
Lys
220

geeg

ttc cta caa gga
Phe Leu Gin Gly
300

cct goc ttt aaa get
Pro Ala Phe Lys

cac ctt ttc
His Leu Phe
125

cce
Pro

ata act gac
[le Thr Asp

—Q)
+

gte
Val
160

gge acc cag
Gly Thr Gln

acc atc
Thr Ile

cag
GlIn
175

gcg
Ala

cgc tgt gaa ¢
Arg Cys Glu GIn
190

cce
Pro

tcg
Ser

CCC age
Pro Ser
205

tac aac
Tyr Asn

gtg
Val

age
Ser

ctg
Leu

aac
Asn
240

ctg cag

cte
Leu
255

aac
Asn

cac
His

ctg
Leu
270

ttc
Phe
285

gce
Ala
320
tac aag
Lys
335

aat

384

432

480

528

976

624

672

120

168

816

864

912

960

1008

1056



Cys Asn Ala Glu Glu His Val Arg Val Thr Lys Ala Phe Ser Val Asn
340 345 350

ata ttc aaa gtg tgg gtc cag gct ttc aag gtg gaa ggt gge cag ttt
[le Phe %gg Val Trp Val GIn éég Phe Lys Val Glu gég Gly GIn Phe

gge tot gtg gag gag tgt ctg ctg gac gag aac age ctc gag atg gac
Gly ggg Val Glu Glu Cys %gg Leu Asp Glu Asn ggg Leu Glu Met Asp

gcc ata aag aag aaa atg caa gcg atg aaa ctg gag aag gat aac gcc
Ala Ile Lys Lys Lys Met Gin Ala Met Lys Leu Glu Lys Asp Asn Ala
385 390 395 400

atg gat cgg gct gat acg ctg gaa cag cag aat aag gaa gca aac aat
Met Asp Arg Ala ﬁgg Thr Leu Glu Gln 2{8 Asn Lys Glu Ala ﬁ?g Asn

cgt gca gaa aag tcc gaa gaa gag gtt cac aac ctt cag aag aga atg
Arg Ala Glu h%g Ser Glu Glu Glu Xgé His Asn Leu GIn hgg Arg Met

cag caa ctg gag aat gac ctg gat cag gtg caa gag agc ctg ctg aag
GIn GIn Leu Glu Asn Asp Leu Asp GIn Val GIn Glu Ser Leu Leu Lys
435 440 445

gcc aac atc caa ctg gtc gag aag gat aag gcc ctt agt aac gcc gaa
Ala ﬁgg Ile GIn Leu Val gég Lys Asp Lys Ala hgg Ser Asn Ala Glu

ggc gag gta gec gee ttg aat cgt cge att caa ctt ctt gag gag gac
Gly Glu Val Ala Ala Leu Asn Arg Arg Ile Gin Leu Leu Glu Glu Asp
465 470 475 480

ctt gag aga tcc gaa gag aga ctg aac acc gct acc acc aaa ctg gea
Leu Glu Arg Ser gég Glu Arg Leu Asn 136 Ala Thr Thr Lys hgg Ala

| gaa gca agc caa gct gec gat gag tot gaa cge atg cgec aag gta ttg
Glu Ala Ser gég Ala Ala Asp Glu ggg Glu Arg Met Arg %¥8 Val Leu

gag aac agg agc ttg tet gat gag gaa cge atg gat gecg ttg gag aat
Glu Asn éqg Ser Leu Ser Asp gég Glu Arg Met Asp éég Leu Glu Asn

cag ctc aag gaa gca cgg ttc ctg gecc gag gaa gog gat agg aag tat
GIn %gg Lys Glu Ala Arg ggg Leu Ala Glu Glu éig Asp Arg Lys Tyr

gat gag gtg gca cga aaa ctc gca atg gtg gag gca gac ttg gaa aga
Asp Glu Val Ala Arg Lys Leu Ala Met Val Glu Ala Asp Leu Glu Arg
545 550 555 560

gct gaa gag aga gct gag aca gge gag tet aaa atc gtg gaa ctg gag
Ala Glu Glu Arg Ala Glu Thr Gly Glu Ser Lys Ile Val Glu Leu Glu

3

1104

1152

1200

1248

1296

1344

1392

1440

1488

1536

1584

1632

1680

1728



565 570

gaa gaa ctg cgg gtt gtg ggc aac aac ctc aag tca ctg gaa

Glu Glu Leu Arg Val Val Gly Asn égg Leu Lys Ser Leu Glu

gaa gag aaa gcc aac caa agg gaa gag gcc tat aaa gag cag atc

580

590

Glu Glu Lys Ala Asn GIn Arg Glu Glu Ala Tyr Lys Glu GlIn

595

acc ctg act
Thr Leu Thr
610

gag cgg tca
Glu Arg Ser
625

gag ctc gtc
Glu Leu Val

gat cag acc
Asp Gin Thr

tat agec tgg
Tyr Ser Trp
675

atc gac aac
[le Asp Asn
690

gta cgg aac
Val Arg Asn
705

tac gcg aac
Tyr Ala Asn

gaa ctg gcc
Glu Leu Ala

aaa cag gca
Lys Gln Ala
755

cca ggoc got

Pro Gly Ala
770

gta aat ggg

185

600

aac aag ctc aaa gcc geca gag get
Asn Lys Leu %¥g Ala Ala Glu Ala

gtg cag aaa ctg cag aag gaa gtg
Val GIn Lys Leu GIn Lys Glu Val
630 635

aat gag aaa gag aaa tac aag tcc
Asn Glu Lys Glu Lys Tyr Lys Ser
645 650

ttc agt gag ctc tca gge tac gga
Phe Ser Glu Leu Ser Gly Tyr Gly
660 665

gat aat cgc gtg aag tac gtg gtg
Asp Asn Arg Val %gg Tyr Val Val

aac ggg ttt ctc gac aag aac gat
Asn Gly Phe kgg Asp Lys Asn Asp

aca ctg att gag gga agg ggt
Thr Leu ;{8 Glu Gly Arg Gly

aat cag aaa atc atg cga aac ttg
Asn GIn Lys Ile Met Arg Asn Leu
725 730

gag
Glu
715

gac ttc aat aag gat ggg g
Asp Phe Asn Lys Asp Gly G
740 745

aa gtt
lu Val

gtg cag aaa cac tgt cag ggc aag
Val GIn Lys His 9%8 Gln Gly Lys

ttc aaa gtt ttc ata gcc aac cag
Phe Lys Val sgg [le Ala Asn GIn

gat ggg aag gtt ggg ctc gat gag

4

605

cgc get gaa
Arg Ala Glu
620

gac agg ctg
Asp Arg Leu

att aca gac
[le Thr Asp

gga ggt ggg
Gly Gly Gly
670

cgg tac atg
Arg Tyr Met
685

ttc gaa tge
Phe Glu Cys
700

ttt tcc gc
Phe Ser Ala

tgg aat gag
Trp Asn Glu

act gtc gac
Thr Val Asp
750

aag tat gga
Lys Tyr Gly
765

ttc aaa gca ata

Phe Lys Ala
780

tat cga otg

Val Asn Gly Asp Gly Lys Val Gly Leu Asp Glu Tyr Arg Leu
790 795

575

gtg tca
Val Ser

aaa
[le Lys

ttt got
Phe Ala

gag gat
Glu Asp
640

gag ctg
Glu Leu
655

atg gcc
Met Ala

tac gat
Tyr Asp

ctt gce
Leu Ala

¢ gat gcc

Asp Ala
720

att gecc
[le Ala
735

gag ttec
Glu Phe

gac ttc
Asp Phe

gac
[le Asp

gac tge
Asp Cys
800

1776

1824

1872

1920

1968

2016

2064

2112

2160

2208

2256

2304

2352

2400



ata act cga tcc
[le Thr Arg Ser

aaa ctg acc
Lys Leu Thr
820

aac
Asn

gaa agg tac cag
Glu
835

tgt tet gec
Cys Ser Ala
850

age
Ser

gegc ggg atg
Gly Gly Met

gga
Gly
865

aag aag tct
Lys Lys Ser

agc
Ser

aga cag gtg get
Arg Gln Val Ala
900

aaa gac gga gtt
Lys Asp Gly Val
915

att ggc aga atc
[le Gly Arg lle
930

gct coct gca cce
Ala Pro Ala Pro
945

aga caa aca gga
Arg Gin Thr Gly

ctg gec ttt got
Leu Ala Phe Ala
980

cat got ctg atg aca tgg gge gac aaa ttt agec agt cag gaa gca gac
His Ala Leu Met Thr Trp Gly Asp Lys Phe Ser Ser GIn Glu Ala Asp

995

gecc ttt gee
Ala Phe Ala
805

act gaa gat
Thr Glu Asp

gat ctg tat

Arg Tyr GIn Asp Leu Tyr Ala

tac ctc
Tyr Leu
855

tgt
Cys

tca cgg aag
Ser Arg Lys
870

gga ggc ggt
Gly Gly Gly
885

gaa ttt
Glu Phe

aaa
Lys

get
Gly

atc aag
[le Lys
gce act
Ala Thr

gac
Asp
935

atc aat tte

gag gtc aaa gag
Glu Val Lys Glu
810

gac cgc aag gct
Asp Arg Lys Ala
825

cag ttt ate
Gln Phe Ile

gce
840

ttt
Phe

gge ccg ctg
Gly Pro Leu

ggc tot cgg
Gly Ser Arg
875

aat gtc ttt
Asn Val Phe
890

gag gga ttt cag
Glu Gly Phe GIn
905

age
Ser

tce
Ser

act gac ttg aga
Thr Asp Leu Arg
920

cag gag ctg gat
Gln Glu Leu Asp

acc atg ctt cte

atc gat
[le Asp

ggt ggg
Gly Gly

agc aat
Ser Asn
845

aaa gte
Lys Val
860

agt tecc
Ser Ser

gac atg
Asp Met

ctg atg
Leu Met

gegt acg
Gly Thr
925

gag atg
Glu Met
940

aat atg

[le Asn Phe Thr Met Leu Leu Asn Met

950

955

gaa agt gac gac gac gac gtg gtg got
Glu Ser Asp Asp Asp Asp Val Val Ala

965

970

gat gag gaa ggg aat att gat tgec gac
Gly Asn Ile Asp Cys Asp Thr Phe Arg
985 : 990

Asp Glu Glu

1000

gecg tat
Ala Tyr
815

gac
Asp

aca cte
Thr Leu

ctg
Leu
830

cce
Pro

gac gaa
Asp Glu

gte
Val

caa gga
Gln Gly

age
Ser

aag agg
Lys Arg
880

ttt acc cag
Phe Thr Gln
895

gac cgt gac
Asp Arg Asp
910

ttc gat gag
Phe Asp Glu

ctg gog gac
Leu Ala Asp

ttc gcc gag
Phe Ala Glu
960

aag get ttc
Lys Ala Phe
975

acg ttc agg

1005

gat gcc ctg gac cag atg gat att gac gac ggc ggg aag atc gat

Asp Ala Leu Asp GIn Met Asp
1015

1010

5

Ile Asp Asp Gly Gly Lys Ile Asp
1020

2448

2496

2544

2592

2640

2688

2736

2784

2832

2880

2928

2976

3024

3069



gte
Val

cag gga gtc att cag atg cotg aca gca ggc ggt ggg gat gac
GIn Gly Val Ile GlIn Met Leu Thr Ala Gly Gly Gly Asp Asp
1025 1030 1035

gca gect get gaa gag geg gaa ttc acg ctg atc ccc atc get gtg

Ala Ala Ala Glu Glu Ala Glu Phe Thr Leu Ile Pro 1le Ala Val
1040 1045 1050

ggt ggt gcc ctg gog ggg ctg gtc ctec atec gtc ctc atec geec tac

Gly Gly Ala Leu Ala Gly Leu Val Leu Ile Val Leu Ile Ala Tyr
1055 1060 1065

ctc gtc ggec agg aag agg agt cac gca gge tac cag act atc tag

Leu Val Gly Arg Lys Arg Ser His Ala Gly Tyr GIn Thr Ile
1070 1075 1080

10> 2

211> 1082

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 2

Met
1

Leu

Ala Pro Arg ger Ala Arg Arg Pro %gu Leu Leu Leu Leu %gu Leu

Leu Leu Gly Leu Met His Cys Ala Ser Ala Ala Met Phe Met Val
20 25 30

Lys Asn Gly Asn Gly Thr Ala Cys Ile Met Ala Asn Phe Ser Ala Ala
35 40 45

Phe
Asp
65

Lys
His

Gln

Ser Val Asn Tyr Asp Thr Lys Ser Gly Pro Lys Asn Met Thr Leu
50 55 60

Leu Pro Ser Asp Ala Thr Val Val Leu Asn Arg Ser Ser Cys Gly
70 15 80

Glu Asn Thr Ser Asp Pro Ser Leu Val Ile Ala Phe Gly Arg Gly
85 90 95

Thr Leu Thr Leu Asn Phe Thr Arg Asn Ala Thr Arg Tyr Ser Val
100 105 110

Leu Met Ser Phe Val Tyr Asn Leu Ser Asp Thr His Leu Phe Pro
115 120 125

6

3114

3159

3204

3249



Asn Ala Ser Ser Lys Glu Ile Lys Thr Val Glu Ser Ile Thr Asp Ile
130 135 140

Arg Ala Asp Ile Asp Lys Lys Tyr Arg Cys Val Ser Gly Thr GIn Val
145 150 155 160

His Met Asn Asn Val Thr Val Thr Leu His Asp Ala Thr Ile GIn Ala
165 170 175

Tyr Leu Ser Asn Ser Ser Phe Ser Arg Gly Glu Thr Arg Cys Glu Gln
180 185 190

Asp Arg Pro Ser Pro Thr Thr Ala Pro Pro Ala Pro Pro Ser Pro Ser
195 200 205

Pro Ser Pro Val Pro Lys Ser Pro Ser Val Asp Lys Tyr Asn Val Ser
210 215 220

Gly Thr Asn Gly Thr Cys Leu Leu Ala Ser Met Gly Leu GIn Leu Asn
225 230 235 240

Leu Thr Tyr Glu Arg Lys Asp Asn Thr Thr Val Thr Arg Leu Leu Asn
245 250 255

Ile Asn Pro Asn Lys Thr Ser Ala Ser Gly Ser Cys Gly Ala His Leu’
260 265 270

Val Thr Leu Glu Leu His Ser Glu Gly Thr Thr Val Leu Leu Phe GlIn
275 280 285

Phe Gly Met Asn Ala Ser Ser Ser Arg Phe Phe Leu GIn Gly Ile Gin
290 295 300

Leu Asn Thr Ile Leu Pro Asp Ala Arg Asp Pro Ala Phe Lys Ala Ala
305 310 315 320

Asn Gly Ser Leu Arg Ala Leu GIn Ala Thr Val Gly Asn Ser Tyr Lys
325 330 335

Cys Asn Ala Glu Glu His Val Arg Val Thr Lys Ala Phe Ser Val Asn
340 345 350



[le Phe Lys Val Trp Val GIn Ala Phe Lys Val Glu Gly Gly GIn Phe
355 360 365

Gly Ser Val Glu Glu Cys Leu Leu Asp Glu Asn Ser Leu Glu Met Asp
370 375 380

Ala Ile Lys Lys Lys Met GIn Ala Met Lys Leu Glu Lys Asp Asn Ala
385 390 395 400

Met Asp Arg Ala Asp Thr Leu Glu GIn Gln Asn Lys Glu Ala Asn Asn
405 410 : 415

Arg Ala Glu Lys Ser Glu Glu Glu Val His Asn Leu GIn Lys Arg Met
420 425 430

Gln GIn Leu Glu Asn Asp Leu Asp GIn Val GIn Glu Ser Leu Leu Lys
435 440 445

Ala Asn Ile GIn Leu Val Glu Lys Asp Lys Ala Leu Ser Asn Ala Glu
450 455 460

Gly Glu Val Ala Ala Leu Asn Arg Arg Ile GIn Leu Leu Glu Glu Asp
465 470 475 480

Leu Glu Arg Ser Glu Glu Arg Leu Asn Thr Ala Thr Thr Lys Leu Ala
485 490 495

Glu Ala Ser GIn Ala Ala Asp Glu Ser Glu Arg Met Arg Lys Val Leu
500 505 510

Glu Asn Arg Ser Leu Ser Asp Glu Glu Arg Met Asp Ala Leu Glu Asn
515 520 525

Gln Leu Lys Glu Ala Arg Phe Leu Ala Glu Glu Ala Asp Arg Lys Tyr
530 535 540

Asp Glu Val Ala Arg Lys Leu Ala Met Val Glu Ala Asp Leu Glu Arg
545 550 555 560

Ala Glu Glu Arg Ala Glu Thr Gly Glu Ser Lys Ile Val Glu Leu Glu
565 570 575



Glu Glu Leu Arg Val Val Gly Asn Asn Leu Lys Ser Leu Glu Val Ser
580 585 590
Glu Glu Lys Ala Asn GIn Arg Glu Glu Ala Tyr Lys Glu GIn Ile Lys
595 600 605

Thr Leu Thr Asn Lys Leu Lys Ala Ala Glu Ala Arg Ala Glu Phe Ala
610 615 620

Glu Arg Ser Val Gln Lys Leu GIn Lys Glu Val Asp Arg Leu Glu Asp
625 630 635 640

Glu Leu Val Asn Glu Lys Glu Lys Tyr Lys Ser Ile Thr Asp Glu Leu
645 650 655

Asp GIn Thr Phe Ser Glu Leu Ser Gly Tyr Gly Gly Gly Gly Met Ala
660 665 670

Tyr Ser Trp Asp Asn Arg Val Lys Tyr Val Val Arg Tyr Met Tyr Asp
675 680 685

Ile Asp Asn Asn Gly Phe Leu Asp Lys Asn Asp Phe Glu Cys Leu Ala
690 695 700

Val Arg Asn Thr Leu Ile Glu Gly Arg Gly Glu Phe Ser Ala Asp Ala
705 710 715 720

Tyr Ala Asn Asn GIn Lys Ile Met Arg Asn Leu Trp Asn Glu Ile Ala
725 730 135

Glu Leu Ala Asp Phe Asn Lys Asp Gly Glu Val Thr Val Asp Glu Phe
740 745 750

Lys GIn Ala Val GIn Lys His Cys Gin Gly Lys Lys Tyr Gly Asp Phe
755 760 765

Pro Gly Ala Phe Lys Val Phe [le Ala Asn GIn Phe Lys Ala Ile Asp
7170 775 780

Val Asn Gly Asp Gly Lys Val Gly Leu Asp Glu Tyr Arg Leu Asp Cys
785 790 795 800

[le Thr Arg Ser Ala Phe Ala Glu Val Lys Glu Ile Asp Asp Ala Tyr
9



805 810 815

Asn Lys Leu Thr Thr Glu Asp Asp Arg Lys Ala Gly Gly Leu Thr Leu
820 825 830

Glu Arg Tyr GIn Asp Leu Tyr Ala GIn Phe Ile Ser Asn Pro Asp Glu
835 840 845

Ser Cys Ser Ala Cys Tyr Leu Phe Gly Pro Leu Lys Val Val GIn Gly
850 855 860

Gly Gly Gly Met Ser Arg Lys Ser Gly Ser Arg Ser Ser Ser Lys Arg
865 870 875 880

Ser Lys Lys Ser Gly Gly Gly Ser Asn Val Phe Asp Met Phe Thr GIn
885 890 895

Arg GIn Val Ala Glu Phe Lys Glu Gly Phe GIn Leu Met Asp Arg Asp
900 905 910

Lys Asp Gly Val Ile Gly Lys Thr Asp Leu Arg Gly Thr Phe Asp Glu
915 920 925

Ile Gly Arg Ile Ala Thr Asp GIn Glu Leu Asp Glu Met Leu Ala Asp
930 935 940

Ala Pro Ala Pro Ile Asn Phe Thr Met Leu Leu Asn Met Phe Ala Glu
945 950 955 960

Arg GIn Thr Gly Glu Ser Asp Asp Asp Asp Val Val Ala Lys Ala Phe
965 970 975

Leu Ala Phe Ala Asp Glu Glu Gly Asn Ile Asp Cys Asp Thr Phe Arg
980 985 990

His Ala Leu Met Thr Trp Gly Asp Lys Phe Ser Ser Gln Glu Ala Asp
995 1000 1005

Asp Ala Leu Asp Gln Met Asp Ile Asp Asp Gly Gly Lys Ile Asp
1010 1015 1020

Val GIn Gly Val Ile GIn Met Leu Thr Ala Gly Gly Gly Asp Asp
1025 1030 1035
10



Ala Ala Ala Glu Glu Ala Glu Phe Thr Leu Ile Pro

1040

Gly $6g5 Ala Leu Ala Gly Leu Val Leu Ile Val Leu

Leu Val
1070

210> 3
<2117
212>
<213>

<2207
<223>

<400> 3
ccgectaatg

DNA

tetteegteg
ccccgtatece
gtgcgacgte
tcgctecactg
aaggcggtaa
aaaggccage
ctcecgeecce
acaggactat
ccgaccctge
tctcataget
tgtgtgcacg
gagtccaacc
agcagagocga
tacactagaa
agagttggta

tgcaagecagce

Gly Arg Lys Arg Ser
1075

6253

Ile

1045 1050

Ile

1060 1065

His Ala Gly Tyr Gln Thr
1080

Artificial Sequence

agcgggettt tttttettag ggtgcaaaag gagagectgt
tctggtggat aaattcgcaa gggtatcatg geggacgace
ggoccgteocge cgtgatccat geggttaccg cccgegtgte
agacaacggg ggagtgctcc ttttggette ctteccctte
actcgectgeg cteggtegtt cggetgegge gageggtate
tacggttatc cacagaatca ggggataacg caggaaagaa
aaaaggccag gaaccgtaaa aaggccgegt tgetggegtt
ctgacgagca tcacaaaaat cgacgctcaa gtcagaggtg
aaagatacca ggegtttccc cctggaaget ccctegtgeg
cgcttaccgg atacctgtcc geoctttctee cttogggaag
cacgctgtag gtatctcagt tcggtgtagg tcgttcgete
aaccccccgt tcagcccgac cgetgegeet tatcoggtaa
cggtaagaca cgacttatcg ccactggcag cagccactgg
ggtatgtagg cggtgctaca gagttcttga agtggtggcce
gaacagtatt tggtatctge gectctgetga agccagttac
gctettgatc cggcaaacaa accaccgetg gtageggtgg

agattacgecg cagaaaaaaa ggatctcaag aagatccttt

11

Ala Val

Ala Tyr

Ile

A vector comprising nucleic acid encoding a chimeric protein

aagcgggcac
ggggttcgag
gaacccaggt
ttccgettee
agctcactca
catgtgagca
tttccatagg
gcgaaacceg
ctctectgtt
cgtggegett
caagctggge
ctatcgtett
taacaggatt
taactacggc
cttcggaaaa
tttttttatt
gatcttttct

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

1020



acggggtotg
tcaaaaagga
agtatatatg
tcagcgatct
tagaattggt
tgattttteg
ttttgataaa
aggecgtatca
cacatgcagce
gccegtcagg
tcagagcaga
aggagaaaat
atatgtacat
ctagttatta
gcgttacata
tgacgtcaat
aatgggtega
caagtacgcc
acatgacctt
ccatggtgat
gatttccaag
gggactttce
tacggtggga
gccatccacg
cgeatcteote
cgegttctge
ttaaagctca
agccggetet

aatgagacag

acgctcagtg
tcttcaccta
agtaaacttg
gtctattteg
aaagagagtc
cgaaaccatt
aatcattagg
cgaggeccctt
tcceggagac
gegegtcage
ttgtactgag
accgcatcag
ttatattgge
atagtaatca
acttacggta
aatgacgtat
gtatttacgg
ccctattgac
atgggacttt
geggtttteg
tctecaccee
aaaatgtcegt
ggtctatata
ctgttttgac
cttcacgege
cgecteccge
ggtcgagace
ccacgetttg

atagaaactg

gaacgaaaac
gatcctttta
gtctgacagt
ttcatccata
gtgtaaaata
tgatcatatg
tacccegget
tecgtetegeg
ggtcacaget
gggtgtigec
agtgcaccat
attggctatt
tcatgtccaa
attacggggt
aatggccege
gttcccatag
taaactgcecc
gtcaatgacg
cctacttgge
cagtacatca
attgacgtca
aacaactccg
agcagagctc
ctccatagaa
ccgeegeect
ctgtggtgce
gggectttgt
cctgaccctg

gtottgtaga

tcacgttaag
aattaaaaat
taccaatgct
gttgectgac
tcgagttege
acaagatgtg
ctagatggca
cgtttcggtg
tgtetgtaag
gggtgtogeg
atgeggtgte
ggccattgea
cattaccgce
cattagttca
ctggetgace
taacgccaat
acttggcagt
gtaaatggce
agtacatcta
atgggcgteg
atgggagttt
ccccattgac
gtttagtgaa
gacaccggga
acctgaggecc
tcctgaactg
ccggegetec
cttgctcaac

aacagagtag
12

ggattttggt
gaagttttaa
taatcagtga
tcctgcaaac
acatcttgtt
tatctacctt
tgacattaac
atgacggtga
cggatgoogg
getggettaa
aaataccgca
tacgttgtat
atgttgacat
tagcccatat
gcccaacgac
agggactttc
acatcaagtg
cgectggeat
cgtattagtc
atageggttt
gttttggcac
gcaaatgggc
ccgtcagatce
ccgatccagce
gccatccacg
cgtecogeegt
cttggagect
tctagttcte
tcgectgett

catgagatta
atcaatctaa
ggcacctate
cacgttgtgg
gtctgattat
aacttaatga
ctataaaaat
aaacctctga
gagcagacaa
ctatgcggca
cagatgcgta
ccatatcata
tgattattga
atggagttcc
cccegeccat
cattgacgtc
tatcatatgce
tatgcccagt
atcgctatta
gactcacggg
caaaatcaac
getaggogte
gcctggagac
ctccgegget
ccggttgagt
ctaggtaagt
acctagactc
tcgttaactt
ttctgecagg

1080
1140
1200
1260
1320
1380
1440
1500
1560
1620
1680
1740
1800
1860
1920
1980
2040
2100
2160
2220
2280
2340
2400
2460
2520
2580
2640
2700
2760



tgctgactte
aagacgaaga
gctgctactg
ggtgaaaaat
gaactacgac
agtggtgcte
tgettttgga
cgtccagete
ctccaaagaa
atacagatgt
tgccaccatce
acaagacagg
cgtgcccaag
gctggecage
gacaaggctt
cctggtgact
gaatgcaagt
cgccagagac
cggcaattcc
caatatattc
ggaggagtgt
agcgatgaaa
taaggaagca
aatgcagcaa
ccaactggtc
togtcgeatt
taccaccaaa

attggagaac

tctcccctgg
agacaaaccg
ctgttgetge
ggcaacggea
accaagagtg
aaccgcagct
agaggacata
atgagttttg
atcaagactg
gttagtggca
caggegtacc
ccttecccaa
agcccctetg
atggggetge
ctcaacatca
ctggagetge
tctagecggt
cctgecttta
tacaagtgca
aaagtgtggg
ctgctggacg
ctggagaagg
aacaatcgtg
ctggagaatg
gagaaggata
caacttcttg
ctggcagaag
aggagettgt

gettttttet
tcgtegacat
tgcteggect
ccgegtgeat
gccctaagaa
cctgtggaaa
cactcactct
tttataactt
tggaatctat
cccaggtcca
tttccaacag
ccacagegec
tggacaagta
agctgaacct
accccaacaa
acagcgaggsg
ttttecctaca
aagctgccaa
acgecggagega
tccaggettt
agaacagcct
ataacgccat
cagaaaagtc
acctggatca
aggcccttag
aggaggacct
caagccaage

ctgatgagga

ttttctcagg
g8CLeeceege
catgcattgt
aatggccaac
catgaccctt
agagaacact
caatttcacg
gtcagacaca
aactgacatc
catgaacaac
cagcttcagce
ccctgegeca
caacgtgagc
cacctatgag
gacctoggcce
caccaccgtce
aggaatccag
cggctecctg
gcacgtccgt
caaggtggaa
cgagatggac
ggatcggget
cgaagaagag
ggtgcaagag
taacgccgaa
tgagagatcc
tgccgatgag
acgcatggat
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ttgaaaagaa
agcgeecegge
gcgtcageag
ttctetgetg
gacctgccat
tctgacccca
agaaatgcaa
caccttttce
agggcagata
gtgaccgtaa
cggggagaga
cccageccct
ggcaccaacg
aggaaggaca
agegggaget
ctgctecttee
ttgaatacaa
cgagcgetge
gtcacgaagg
ggtggocagt
gccataaaga
gatacgctgg
gttcacaacc
agectgetga
ggcgaggtag
gaagagagac
tctgaacgca

gegttggaga

gaagacgaag
gacccctget
caatgtttat
ccttcteagt
cagatgccac
gtctegtgat
cacgttacag
ccaatgcgag
tagataaaaa
cgctccatga
cacgctgtga
cgecctcace
ggacctgect
acacgacggt
goggegeoceca
agttcgggat
ttcttectga
aggccacagt
cgttttcagt
ttggetetgt
agaaaatgca
aacagcagaa
ttcagaagag
aggccaacat
ccgecttgaa
tgaacaccge
tgcgecaaggt

atcagctcaa

2820
2880
2940
3000
3060
3120
3180
3240
3300
3360
3420
3480
3540
3600
3660
3720
3780
3840
3900
3960
4020
4080
4140
4200
4260
4320
4380
4440



ggaagcacgg
cgcaatggtg
aatcgtggaa
gtcagaagag
taacaagctc
gcagaaggaa
cattacagac
ggcctatage
caacgggttt
gggaaggggt
gtggaatgag
gttcaaacag
tttcaaagtt
tgggctegat
gatcgatgac
actcgaaagg
tgecctgttac
gagcggceteot
tgacatgttt
tgacaaagac
aatcgccact
caccatgctt
ggtggetaag
caggcatgcet
ggaccagatg
gacagcaggce
cgetgtgget
caggaagagg
aaaattatgg

ttcctggecg
gaggcagact
ctggaggaag
aaagccaace
aaagccgceag
gtggacaggc
gagctggatce
tgggataatc
ctcgacaaga
gagttttccg
attgccgaac
gcagtgcaga
ttcatagcca
gagtatcgac
gcgtataaca
taccaggatc
ctetttggee
cggagttcca
acccagagac
ggagttatcg
gaccaggage
ctcaatatgt
gettteoctgg
ctgatgacat
gatattgacg
ggtggggatg
ggtgeocteg
agtcacgcag

ggacatcatg

aggaagegega
tggaaagagc
aactgecgggt
aaagggaaga
aggctcgegce
tggaggatga
agaccttcag
gcgtgaagta
acgatttcga
ccgatgecta
tggecgactt
aacactgtca
accagttcaa
tggactgcat
aactgaccac
tgtatgccca
cgctgaaagt
gcaagaggag
aggtggctga
gtaagactga
tggatgagat
tcgecgagag
cctttgetga
gggeecgacaa
acggegggaa
acgcagctge
cggggotggt
gctaccagac

aagecccttg

taggaagtat
tgaagagaga
tgtgggcaac
ggcctataaa
tgaatttget
gctegtcaat
tgagctctca
cgtggtgcse
atgccttgee
cgcgaacaat
caataaggat
gggcaagaag
agcaatagac
aactcgatcc
tgaagatgac
gtttatcage
cgtccaagga
caagaagtct
atttaaagag
cttgagaggt
gotggeggac
acaaacagga
tgaggaageg
atttagcagt
gatcgatgtg
tgaagaggcg
cctcatcegte
tatctagtaa

agcatctgac
14

gatgaggteg
gctgagacag
aacctcaagt
gagcagatca
gagcggtcag
gagaaagaga
ggctacggag
tacatgtacg
gtacggaaca
cagaaaatca
ggggaagtta
tatggagact
gtaaatgggg
geectttgeeg
cgcaaggctg
aatcccgacg
ggaggcgeea
ggaggoggtt
ggatttcage
acgttcgatg
gctectgeac
gaaagtgacg
aatattgatt
caggaagcag
cagggagtca
gaattcacgc
ctcatcgect
ggatettttt
ttctggctaa

cacgaaaact
gcgagtctaa
cactggaagt
aaaccctgac
tgcagaaact
aatacaagtc
gaggtgggat
atatcgacaa
cactgattga
tgcgaaéctt
ctgtcgacga
tcccaggege
atgggaaggt
aggtcaaaga
gtgggctgac
aaagctgttc
tgtcacggaa
ccaatgtctt
tgatggaccg
agattggcag
ccatcaattt
acgacgacgt
gcgacacgtt
acgatgccct
ttcagatgct
tgatccccat
acctcgtegg
ccctetgeca

taaaggaaat

4500
4560
4620
4680
4740
4800
4860
4920
4980
5040
5100
5160
5220
5280
5340
5400
5460
5520
5580

5640

5700
5760
5820
5880
9940
6000
6060
6120
6180



ttattttcat tgcaatagtg tgttggaatt ttttgtgtcet ctcactcgga aggacataag 6240
ggcggoecget age 6253
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