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<160> 4

<170> PatentIn version 3.5
<210> 1

<211> 449

<212> PRT

<213> Artificial sequence

<220>
<223> Artificial

<400> 1
Glu Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Glu

1 5 10 15

Ser Leu Lys lle Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr Thr Tyr
20 25 30

Trp Leu Gly Trp Val Arg GIn Met Pro Gly Lys Gly Leu Asp Trp lle
35 40 45

Gly lle Met Ser Pro Val Asp Ser Asp lle Arg Tyr Ser Pro Ser Phe
50 55 60

GIn Gly GIn Val Thr Met Ser Val Asp Lys Ser lle Thr Thr Ala Tyr
65 70 75 80



Leu GIn Trp Asn Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr Tyr Cys
85 90 95

Ala Arg Arg Arg Pro Gly GIn Gly Tyr Phe Asp Phe Trp Gly GIn Gly
100 105 110

Thr Leu Val Thr Val Ser Ser Ser Ser Thr Lys Gly Pro Ser Val Phe
115 120 125

Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala Leu
130 135 140

Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp
145 150 155 160

Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu
165 170 175

Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser
180 185 190

Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys Asn Val Asn His Lys Pro
195 200 205

Ser Asn Thr Lys Val Asp Lys Arg Val Glu Pro Lys Ser Cys Asp Lys
210 215 220

Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro
225 230 235 240

Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met lle Ser
245 250 255



Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
260 265

Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
275 280 285

Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn Ser Thr Tyr Arg Val
290 295 300

Val Ser Val Leu Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys Glu
305 310 315

Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro lle Glu Lys
325 330

Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro GiIn Val Tyr Thr
340 345

Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn GIn Val Ser Leu Thr
355 360 365

Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle Ala Val Glu Trp Glu
370 375 380

Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
385 390 395

Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
405 410

Ser Arg Trp GIn GIn Gly Asn Val Phe Ser Cys Ser Val Met His Glu
420 425

270

320

335

350

400

415

430



Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser Pro Gly
435 440 445

Lys

<210> 2

<211> 1347

<212> DNA

<213> Artificial sequence

<220>
<223> Artificial

<400> 2
gaagtccagc tggtgcagtc aggggcecgag gtgaagaaac caggtgaaag tctgaagatc

agctgtaaag gctctggata cagtttcacc acatattgge tgggatgggt gcggeagatg

cccgggaagg gtctggattg gatcggtatt atgtcccccg tggacagega catcagatac

agtccttcat ttcagggcca ggtcactatg tctgtggaca agagtattac taccgcttat

ctgcagtgga actcactgaa agcctccgat accgctatgt actattgege aaggeggaga

cccggecagg gatacttcga cttttggggg cagggcaccc tggtcacagt gtccagetct

agtactaagg ggccttccgt gtttccactg getcectcat ccaaatccac tageggagga

accgcagctc tgggatgtct ggtgaaggac tatttcccag ageccgtcac agtgtcatgg

aactccggcg cactgaccag cggagtccat acatttcctg cegtgetgea gagetctggg

ctgtactctc tgagttcagt ggtcacagtg ccatccagct ctctgggtac tcagacctat

atctgcaacg tgaatcacaa gccttctaat actaaggtcg ataagagggt ggaaccaaag

agttgtgata aaacacatac ttgcccccct tgtectgeac cagagcetget ggggggteca

agcgtgttcc tgtttccacc caagcccaaa gataccctga tgatttcceg aacaccagaa

60

120

180

240

300

360

420

480

540

600

660

720

780



gtcacttgeg tggtcgtgga cgtgagecac gaggaccccg aagtcaagtt caactggtac

gtggacggcg tcgaggtgca taatgctaag accaaacctc gcgaggaaca gtacaatage

acatatcgag tcgtgtctgt cctgactgtg ctgcaccagg attggctgaa cggaaaggag

tataagtgca aagtgtctaa taaggctctg cccgeaccta tcgagaaaac catttccaag

gccaaaggec agectegtga accacaggtg tacacactgce ctccatcaag ggatgagcetg

actaagaacc aagtcagcct gacctgtctg gtgaaaggct tctatcecte tgacategct

gtggagtggg aaagtaatgg acagcctgaa aacaattaca agacaactcc ccctgtgcetg

gacagcgatg gctctttctt tctgtattcc aagetgaccg tggacaaaag ccggtggeag

cagggaaacg tcttttcttg tagtgtgatg catgaggccc tgcacaatca ttacacacag

aagtcactgt ccctgagccc aggaaaa

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

<220>
<223>

<400>

3
214
PRT

Artificial sequence

Artificial

Asp lle GIn Met Thr GlIn Ser Pro Ser Ser Leu Ser Ala Ser Val Gly

1

5 10

Asp Arg Val Thr lle Thr Cys Arg Ala Ser GIn Gly lle Ser Ser Trp

20 25 30

Leu Ala Trp Tyr GIn GIn Lys Pro Glu Lys Ala Pro Lys Ser Leu lle

35 40 45

840

900

960

1020

1080

1140

1200

1260

1320

15

1347



Tyr Ala Ala Ser Ser Leu GIn Ser Gly Val Pro Ser Arg Phe Ser Gly
50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu GIn Pro
65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys GIn GIn Tyr Asn lle Tyr Pro Tyr
85 90 95

Thr Phe Gly GIn Gly Thr Lys Leu Glu lle Lys Arg Thr Val Ala Ala
100 105 110

Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu GIn Leu Lys Ser Gly
115 120 125

Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala
130 135 140

Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn Ser Gly Asn Ser GIn
145 150 155 160

Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser
165 170 175

Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr
180 185 190

Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser Pro Val Thr Lys Ser
195 200 205

Phe Asn Arg Gly Glu Cys
210



<210> 4

<211> 642

<212> DNA

<213> Artificial sequence

<220>
<223> Artificial

<400> 4
gacatccaga tgacccagag tccatccage ctgtctgceta gtgtgggaga tagggtcact

atcacctgtc gggcctecca ggggatttct agttggetgg cttggtatca gcagaageca

gagaaagcac ccaagtccct gatttatgec gettcatecc tgcagagtgg agtgecctea

cgattctcag gctccggaag cgggactgac tttacactga ctatcagcete tctgeagect

gaagatttcg ctacctacta ttgccagcag tacaacattt acccatatac ttttggtcag

ggcaccaaac tggagatcaa gagaacagtg gcagccccca gegtcttceat ttttcecect

tctgacgaac agctgaaatc cggcaccgea agegtggtct gtctgetgaa caatttctac

cctcgegagg ccaaagtgcea gtggaaggtc gataacgcte tgeagtetgg caatagtcag

gagtcagtga cagaacagga ctccaaagat agcacttatt ctctgagttc aaccctgaca

ctgagcaagg cagactacga gaagcacaaa gtgtatgcct gcgaagtcac ccatcagggt

ctgtccagec ccgtgacaaa gtcttttaat aggggcgaat gt

60

120

180

240

300

360

420

480

540

600

642



