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216> 1

<211> 294

<212> ADN

<213> Desconocido

<220>
<221> fuente
<223> /nota= “Descripciodn de lo desconocido: Secuencia de CD28T"

<400> 1

cttgataatg aaaagtcaaa cggaacaatc attcacgtga agggcaagca cctctgtccg 60
tcacccttgt tccctggtcc atccaagcca ttctgggtgt tggtcgtagt gggtggagtc 120
ctcgcttgtt actctctget cgtcaccgtg gettttataa tcttctgggt tagatccaaa 180
agaagccgcc tgctccatag cgattacatg aatatgactc cacgccgecc tggccccaca 240
aggaaacact accagcctta cgcaccacct agagatttcg ctgcctatcg gagc 294
<210> 2

<211> 98

<212> PRT

<213> Desconocido

<220>
<221> fuente
<223> /nota= “Descripcién de lo desconocido: Secuencia de CD28T"

<400> 2
Leu Asp Asn Glu Lys Ser Asn Gly Thr Ile Ile His Val Lys Gly Lys
1 5 10 15

His Leu Cys Pro Ser Pro Leu Phe Pro Gly Pro Ser Lys Pro Phe Trp



20 25 30

Val Leu Val Val Val Gly Gly Val Leu Ala Cys Tyr Ser Leu Leu Val
35 40 45

Thr Val Ala Phe Ile Ile Phe Trp Val Arg Ser Lys Arg Ser Arg Leu
50 55 60

Leu His Ser Asp Tyr Met Asn Met Thr Pro Arg Arg Pro Gly Pro Thr
65 70 75 80

Arg Lys His Tyr Gln Pro Tyr Ala Pro Pro Arg Asp Phe Ala Ala Tyr
85 90 95

Arg Ser

<210> 3

<211> 90

<212> ADN

<213> Desconocido

<220>
<221> fuente
<223> /nota= “Descripcioén de lo desconocido: Secuencia de CD28T"

<400> 3
cttgataatg aaaagtcaaa cggaacaatc attcacgtga agggcaagca cctctgtccg

tcacccttgt tccctggtcc atccaagcca

210> 4

<211> 30

212> PRT

<213> Desconocido

<220>
<221> fuente
<223> /nota= “Descripciodn de lo desconocido: Secuencia de CD28T"

<400> 4
Leu Asp Asn Glu Lys Ser Asn Gly Thr Ile Ile His Val Lys Gly Lys
1 5 10 15

His Leu Cys Pro Ser Pro Leu Phe Pro Gly Pro Ser Lys Pro
20 25 30

60

90



<210> 5

<211> 81

<212> ADN

<213> Desconocido

<220>
<221> fuente
<223> /nota= “Descripciodn de lo desconocido: Secuencia de CD28"

<400> 5
ttctgggtgt tggtcgtagt gggtggagtc ctcgettgtt actctctget cgtcaccgtg

gcttttataa tcttctgggt t

<210> 6

211> 27

<212> PRT

<213> Desconocido

<220>
<221> fuente
<223> /nota= “Descripcién de lo desconocido: Secuencia de CD28"

<400> 6
Phe Trp Val Leu Val Val Val Gly Gly Val Leu Ala Cys Tyr Ser Leu
1 5 10 15

Leu Val Thr Val Ala Phe Ile Ile Phe Trp Val
20 25

210> 7

<211> 123

<212> ADN

<213> Desconocido

<220>
<221> fuente
<223> /nota= “Descripcién de lo desconocido: Secuencia de CD28"

<400> 7
agatccaaaa gaagccgcct gctccatagc gattacatga atatgactcc acgccgccct

ggccccacaa ggaaacacta ccagccttac gcaccaccta gagatttcgec tgcctatcgg

agc

<210> 8
<211> 41

60

81

60

120

123



<212> PRT

<213> Desconocido

<220>

<221> fuente

<223> /nota= “Descripciodn de lo desconocido:

<400> 8

Secuencia de CD28"

Arg Ser Lys Arg Ser Arg Leu Leu His Ser Asp Tyr Met Asn Met Thr

1

5

10

15

Pro Arg Arg Pro Gly Pro Thr Arg Lys His Tyr Gln Pro Tyr Ala Pro

20

25 30

Pro Arg Asp Phe Ala Ala Tyr Arg Ser

35

<210> 9
<211> 336
<212> ADN

<213> Desconocido

<220>

<221> fuente

<223> /nota= “Descripciodn de lo desconocido:

<400> 9
agggtgaagt

tataacgagc
cgggaccctg
gagctgcaga
agaaggggaa

tatgacgctc

<210> 10

<211> 112
<212> PRT
<213>

<220>
<221>
<223>

<400> 10

tttccagatc
tcaacctggg
agatgggtgg
aggataagat

aagggcacga

tccacatgca

Desconocido

fuente
/nota= “Descripcidén de lo desconocido:

40

tgcagatgca
acgcagggaa
caaaccaaga
ggctgaagcec
cggtttgtac

agccctgeca

ccagcgtatc agcagggcca
gagtatgacg ttttggacaa
cgaaaaaacc cccaggaggsg
tattctgaaa taggcatgaa
cagggactca gcactgctac

cctagg

secuencia zeta CD3"

gaaccaactg
gcgcagagga
tctctataat
aggagagegg

gaaggatact

secuencia zeta CD3"

Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln Gln Gly

60

120

180

240

300

336



Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu Glu Tyr
20 25 30

Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro Glu Met Gly Gly Lys
35 40 45

Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu Gln Lys
50 55 60

Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly Glu Arg
65 70 75 80

Arg Arg Gly Lys Gly His Asp Gly Leu Tyr Gln Gly Leu Ser Thr Ala
85 90 95

Thr Lys Asp Thr Tyr Asp Ala Leu His Met Gln Ala Leu Pro Pro Arg
100 105 110

210> 11

211> 117

<212> ADN

<213> Desconocido

<220>
<221> fuente
<223> /nota= “Descripcién de lo desconocido: Secuencia de CD28"

<400> 11
attgaggtga tgtatccacc gccttacctg gataacgaaa agagtaacgg taccatcatt

cacgtgaaag gtaaacacct gtgtccttct cccctcttcc ccgggeccatc aaagccc

210> 12

<211> 39

212> PRT

<213> Desconocido

<220>
<221> fuente
<223> /nota= “Descripciodn de lo desconocido: Secuencia de CD28"

<400> 12
Ile Glu Val Met Tyr Pro Pro Pro Tyr Leu Asp Asn Glu Lys Ser Asn
1 5 10 15

60

117



Gly Thr Ile Ile His Val Lys Gly Lys His Leu Cys Pro Ser Pro Leu

20

Phe Pro Gly Pro Ser Lys Pro
35

<210> 13

<211> 288

<212> ADN

<213> Desconocido

<220>
<221> fuente
<223> /nota= “Descripciodn de 1lo

<400> 13

25

desconocido:

gctgcagcat tgagcaactc aataatgtat tttagtcact

gctaagccta ctaccacacc cgectccacgg ccacctaccc

cagcctctgt ccctgegecce agaggcettge cgaccggecg

agaggactgg atttcgcctg cgatatctat atctgggcac

gtactcctge tgtccctggt catcacgectc tattgtaatc

210> 14

<211> 96

<212> PRT

<213> Desconocido

<220>

<221> fuente

<223> /nota= “Descripcién de 1lo
<400> 14

Ala Ala Ala Leu Ser Asn Ser Ile
1 5

Val Phe Leu Pro Ala Lys Pro Thr
20

Thr Pro Ala Pro Thr Ile Ala Ser
35 40

Ala Cys Arg Pro Ala Ala Gly Gly

desconocido:

Met Tyr Phe
10

Thr Thr Pro
25

Gln Pro Leu

Ala Val His

30

Secuencia de CD8"

ttgtaccagt gttcttgecg
cagctcctac catcgcttca
cagggggcge tgttcatacc
ccctggeegg aacctgeggc

acaggaac

Secuencia de CD8"

Ser His Phe Val Pro
15

Ala Pro Arg Pro Pro
30

Ser Leu Arg Pro Glu
45

Thr Arg Gly Leu Asp

60

120

180

240

288



50 55 60

Phe Ala Cys Asp Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly
65 70 75 80

Val Leu Leu Leu Ser Leu Val Ile Thr Leu Tyr Cys Asn His Arg Asn
85 90 95

210> 15
211> 141
<212> ADN
<213> Desconocido

<220>
<221> fuente
<223> /nota= “Descripcién de lo desconocido: Secuencia de 4-1BB"

<400> 15
cgcttttccg tcgttaagcg ggggagaaaa aagctgctgt acattttcaa acagccgttt

atgaggccgg tccaaacgac tcaggaagag gacggctgct cctgccgectt tcctgaggag

gaggagggcg ggtgcgaact g

<210> 16

<211> 47

212> PRT

<213> Desconocido

<220>
<221> fuente
<223> /nota= “Descripciodn de lo desconocido: Secuencia de 4-1BB"

<400> 16
Arg Phe Ser Val Val Lys Arg Gly Arg Lys Lys Leu Leu Tyr Ile Phe
1 5 10 15

Lys Gln Pro Phe Met Arg Pro Val Gln Thr Thr Gln Glu Glu Asp Gly
20 25 30

Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys Glu Leu
35 40 45

210> 17

<211> 2477

<212> ADN

<213> Secuencia artificial

60

120

141



<220>
<221>
<223>

<400> 17
atggcactcc

ccgcaggtgce
gtgagctgca
gccccggaca
tcaacgagaa
acatggaact
gctactacgg
gcagcggagg
tgacccagag
gagccagcag
ggctgctgat
ctggctcegg
tgtattactg
agatcaaggc
gcaagcacct
tcgtagtggg
tctgggttag
gccgeectgg
cctatcggag
aacagccgtt
ttcctgagga
caccagcgta
aagagtatga

gacgaaaaaa

fuente
/nota="Descripcién de la Secuencia Artificial: Polinucleétido sintético

ccgtaactgc
agctggtgca
aagccagcgg
gaggctggaa
gttccagggc
gagcagcctg
caccaggggc
cggaggatct
ccctgctaca
cagcgtgagc
ctacagcaca
caccgactac
ccagcagagg
cgctgeectt
ctgtccgtca
tggagtcctc
atccaaaaga
ccccacaagg
ccgettttcec
tatgaggccg
ggaggagesc
tcagcaggsgc
cgttttggac

cccccaggag

tctgetgetg
gagcggagcc
ctacaccttc
tggatgggag
agagtgacct
agaagcgagg
tatttcaacg
getggcegte
ctgagcctga
tacatgcact
tccaacctgg
accctgacca
aggagcttcc
gataatgaaa
cccttgttcec
gcttgttact
agccgectgce
aaacactacc
gtcgttaagc
gtccaaacga
gggtgcgaac
cagaaccaac
aagcgcagag

ggtctctata

ccgttggcat
gaggtgaaga
tccacctact
agatcctgcec
tcaccgccga

ataccgccgt

tgtggggcca
gttctggegg
gccceggega
ggttccagca
ccagcggcat
tctccagect
cctacacatt
agtcaaacgg
ctggtccatc
ctctgctegt
tccatagcega
agccttacge
gggggagaaa
ctcaggaaga
tgagggtgaa
tgtataacga

gacgggaccc

atgagctgca

tgctcctgea
agcccggagce
ggatcgagtg
cggcageggc
taccagcagc
ctactactgc
gggaaccctc
cggaggctcc
gagagccaca
aaagcccggc
ccctgecaga
ggagcccgag
cggccagggc
aacaatcatt
caagccattc
caccgtggct
ttacatgaat
accacctaga
aaagctgctg
ggacggctgc
gttttccaga
gctcaacctg
tgagatgggt

gaaggataag

cgccgeacgc
cagcgtgaag
ggtgagacag
aacaccgact
gacaccgcct
accagatggg
gtgaccgtga
gagattgtgc
ctgagctgca
caggccccta
ttcagcggtt
gactttgccg
accaaactgg
cacgtgaagg
tgggtgttgg
tttataatct
atgactccac
gatttcgctg
tacattttca
tcctgeeget
tctgcagatg
ggacgcaggg
ggcaaaccaa

atggctgaag

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440



cctattctga
accagggact
cacctagggc
acgtggaaga
cgcgactgct
caacgggcct
tcgcacaacc
tcagcgatgt
agtccatgtc
attaccagga
gcctegtgtt
cctacagcga
ccgaacgcca
ggagatggat
aagaaccgga
cgacagtcat
ctgtctactg
agagatgacc
<210>
<211>

<212>
<213>

18
822
PRT

<220>
<221>
<223>

<400> 18

aataggcatg
cagcactgct
caagagaagt
aaatccgggg
tctecctgetg
ctacactcac
ttgtggtgct
tgtctcagec
cgcccectgt
cgaaactacc
cagttgccag
cgaggcgaac
gctgagagag
cacccggagc
ggcccctcca
gggatcctca
tagcatcttg

taggtaa

fuente
/nota="Descripciéon de la Secuencia Artificial: Polipéptido sintético”

aaaggagagc
acgaaggata
g8cagcgees
cctatgggtsg
ttgttgggcg
tccggtgaat
aaccagacag
accgagcctt
gtcgaagccg
gggcggtgtg
gataagcaaa
cacgtcgacc
tgtacgcgct
acacctcctg
gagcaggacc

caaccagtcg

gcagecgtgg

Secuencia artificial

ggagaagges

cttatgacgc
aggecceeses
ccggegecac
tgtctctegg
gttgcaaagc
tctgtgaacc
gcaagccttg
atgatgcagt
aggcctgeceg
acacagtatg
cttgecttgec
gggcagacgc
agggatcaga
tgatcgcttc
tgacgcgggg

tcgtgggect

aaaagggcac
tctccacatg
atctctcctt
gggaagggct
aggcgctaag
ctgtaacctt
atgcctggat
taccgaatgt
gtgcagatgt
ggtgtgtgaa
tgaggagtgt
gtgcaccgtc
tgagtgcgag
cagtacagcc
tacagttgct
cacaaccgac

ggtagcctac

gacggtttgt
caagccctgc
acatgtggeg
atggatggcc
gaggcctgtc
ggcgagegecy
tcagtgacat
gtgggccttc
gcctatggat
gceggetctg
ccagacggaa
tgcgaggata
gagatccctg
ccgagtaccc
ggcgtggtea
aatctgattc

atcgccttta

Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu

1

5

10

15

His Ala Ala Arg Pro Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val

20

25

30

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2460

2477



Lys

Thr

Arg

65

Phe

Ser

Ala

Phe

Gly

145

Leu

Thr

Gln

Asn

Thr

225

Val

Lys

Phe

50

Leu

Asn

Asp

Val

Asn

130

Gly

Thr

Leu

Gln

Leu

210

Asp

Tyr

Pro

35

Ser

Glu

Glu

Thr

Tyr

115

Val

Ser

Gln

Ser

Lys

195

Ala

Tyr

Tyr

Gly

Thr

Trp

Lys

Ala

100

Tyr

Trp

Gly

Ser

Cys

180

Pro

Ser

Thr

Cys

Ala

Tyr

Met

Phe

85

Tyr

Cys

Gly

Gly

Pro

165

Arg

Gly

Gly

Leu

Gln

Ser

Trp

Gly

70

Gln

Met

Thr

Gln

Gly

150

Ala

Ala

Gln

Ile

Thr

230

Gln

Val

Ile

55

Glu

Gly

Glu

Arg

Gly

135

Gly

Thr

Ser

Ala

Pro

215

Ile

Arg

Lys

40

Glu

Ile

Arg

Leu

Trp

120

Thr

Ser

Leu

Ser

Pro

200

Ala

Ser

Arg

Val

Trp

Leu

Val

Ser

105

Gly

Leu

Gly

Ser

Ser

185

Arg

Arg

Ser

Ser

Ser

Val

Pro

Thr

90

Ser

Tyr

Val

Gly

Leu

170

Val

Leu

Phe

Leu

Phe

Cys

Arg

Gly

75

Phe

Leu

Tyr

Thr

Gly

155

Ser

Ser

Leu

Ser

Glu

235

Pro

Lys

Gln

60

Ser

Thr

Arg

Gly

Val

140

Gly

Pro

Tyr

Ile

Gly

220

Pro

Tyr

Ala

45

Ala

Gly

Ala

Ser

Thr

125

Ser

Ser

Gly

Met

Tyr

205

Ser

Glu

Thr

Ser

Pro

Asn

Asp

Glu

110

Arg

Ser

Glu

Glu

His

190

Ser

Gly

Asp

Phe

Gly

Gly

Thr

Thr

95

Asp

Gly

Gly

Ile

Arg

175

Trp

Thr

Ser

Phe

Gly

Tyr

Gln

Asp

80

Ser

Thr

Tyr

Gly

Val

160

Ala

Phe

Ser

Gly

Ala

240

Gln



Gly

Asn

Leu

Gly

305

Phe

Asn

Tyr

Val

Met

385

Phe

Arg

Asn

Arg

Thr

Gly

Phe

290

Val

Trp

Met

Ala

Lys

370

Arg

Pro

Ser

Glu

Arg
450

Lys

Thr

275

Pro

Leu

Val

Thr

Pro

355

Arg

Pro

Glu

Ala

Leu

435

Gly

Leu

260

Ile

Gly

Ala

Arg

Pro

340

Pro

Gly

Val

Glu

Asp

420

Asn

Arg

245

Glu

Ile

Pro

Cys

Ser

325

Arg

Arg

Arg

Gln

Glu

405

Ala

Leu

Asp

Ile

His

Ser

Tyr

310

Lys

Arg

Asp

Lys

Thr

390

Glu

Pro

Gly

Pro

Lys

Val

Lys

295

Ser

Arg

Pro

Phe

Lys

375

Thr

Gly

Ala

Arg

Glu
455

Ala

Lys

280

Pro

Leu

Ser

Gly

Ala

360

Leu

Gln

Gly

Tyr

Arg

440

Met

Ala

265

Gly

Phe

Leu

Arg

Pro

345

Ala

Leu

Glu

Cys

Gln

425

Glu

Gly

250

Ala

Lys

Trp

Val

Leu

330

Thr

Tyr

Tyr

Glu

Glu

410

Gln

Glu

Gly

Leu

His

Val

Thr

315

Leu

Arg

Arg

Ile

Asp

395

Leu

Gly

Tyr

Lys

Asp

Leu

Leu

300

Val

His

Ser

Phe

380

Gly

Arg

Gln

Asp

Pro
460

Asn

Cys

285

Val

Ala

Ser

His

Arg

365

Lys

Cys

Val

Asn

Val

445

Arg

Glu

270

Pro

Val

Phe

Asp

Tyr

350

Phe

Gln

Ser

Lys

Gln

430

Leu

Arg

255

Lys

Ser

Val

Ile

Tyr

335

Gln

Ser

Pro

Cys

Phe

415

Leu

Asp

Lys

Ser

Pro

Gly

Ile

320

Met

Pro

Val

Phe

Arg

400

Ser

Tyr

Lys

Asn



Pro

465

Ala

His

Asp

Ser

Asn

545

Pro

Lys

Lys

Gln

Val

625

Gln

Cys

Cys

Gln

Tyr

Asp

Ala

Gly

530

Pro

Arg

Glu

Ala

Thr

610

Ser

Ser

Ala

Arg

Glu

Ser

Gly

Leu

515

Glu

Gly

Leu

Ala

Cys

595

Val

Ala

Met

Tyr

Val

Gly

Glu

Leu

500

His

Gly

Pro

Leu

Cys

580

Asn

Cys

Thr

Ser

Gly

660

Cys

Leu

Ile

485

Tyr

Met

Arg

Met

Leu

565

Pro

Leu

Glu

Glu

Ala

645

Tyr

Glu

Tyr

470

Gly

Gln

Gln

Gly

Gly

550

Leu

Thr

Gly

Pro

Pro

630

Pro

Tyr

Ala

Asn

Met

Gly

Ala

Ser

535

Ala

Leu

Gly

Glu

Cys

615

Cys

Cys

Gln

Gly

Glu

Lys

Leu

Leu

520

Leu

Gly

Leu

Leu

Gly

600

Leu

Lys

Val

Asp

Ser

Leu

Gly

Ser

505

Pro

Leu

Ala

Leu

Tyr

585

Val

Asp

Pro

Glu

Glu

665

Gly

Gln

Glu

490

Thr

Pro

Thr

Thr

Gly

570

Thr

Ala

Ser

Cys

Ala

650

Thr

Leu

Lys

475

Arg

Ala

Arg

Cys

Gly

555

Val

His

Gln

Val

Thr

635

Asp

Thr

Val

Asp

Arg

Thr

Ala

Gly

540

Arg

Ser

Ser

Pro

Thr

620

Glu

Asp

Gly

Phe

Lys

Arg

Lys

Lys

525

Asp

Ala

Leu

Gly

Cys

605

Phe

Cys

Ala

Arg

Ser

Met

Gly

Asp

510

Arg

Val

Met

Gly

Glu

590

Gly

Ser

Val

Val

Cys

670

Cys

Ala

Lys

495

Thr

Ser

Glu

Asp

Gly

575

Cys

Ala

Asp

Gly

Cys

655

Glu

Gln

Glu

480

Gly

Tyr

Gly

Glu

Gly

560

Ala

Cys

Asn

Val

Leu

640

Arg

Ala

Asp



675 680 685

Lys Gln Asn Thr Val Cys Glu Glu Cys Pro Asp Gly Thr Tyr Ser Asp
690 695 700

Glu Ala Asn His Val Asp Pro Cys Leu Pro Cys Thr Val Cys Glu Asp
705 710 715 720

Thr Glu Arg Gln Leu Arg Glu Cys Thr Arg Trp Ala Asp Ala Glu Cys
725 730 735

Glu Glu Ile Pro Gly Arg Trp Ile Thr Arg Ser Thr Pro Pro Glu Gly
740 745 750

Ser Asp Ser Thr Ala Pro Ser Thr Gln Glu Pro Glu Ala Pro Pro Glu
755 760 765

Gln Asp Leu Ile Ala Ser Thr Val Ala Gly Val Val Thr Thr Val Met
770 775 780

Gly Ser Ser Gln Pro Val Val Thr Arg Gly Thr Thr Asp Asn Leu Ile
785 790 795 800

Pro Val Tyr Cys Ser Ile Leu Ala Ala Val Val Val Gly Leu Val Ala
805 810 815

Tyr Ile Ala Phe Lys Arg
820

<210> 19

211> 2337

<212> ADN

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polinucledétido sintético

<400> 19
atggcactcc ccgtaactgc tctgectgectg ccgttggecat tgctcctgeca cgeccgecacgce 60
ccgcaggtgc agctggtgca gagcggagcc gaggtgaaga agcccggagc cagcgtgaag 120

gtgagctgca aagccagcgg ctacaccttc tccacctact ggatcgagtg ggtgagacag 180



gcccecggac
ttcaacgaga
tacatggaac
ggctactacg
agcagcggag
ctgacccaga
agagccagca
aggctgctga
tctggctccg
gtgtattact
gagatcaagg
ggcaagcacc
gtcgtagtgg
ttctgggtta
cgccgecectg
gcctatcgga
cagaaccaac
aagcgcagag
ggtctctata
aaaggagagc
acgaaggata
ggcagecgess
cctatgggtg
ttgttgggcg
tccggtgaat
aaccagacag

accgagcctt

agaggctgga
agttccaggg
tgagcagcct
gcaccaggsg
gcggaggatc
gccctgctac
gcagcgtgag
tctacagcac
gcaccgacta
gccagcagag
ccgectgecect
tctgtccgtc
gtggagtcct
gatccaaaag
gccccacaag
gcagggtgaa
tgtataacga
gacgggaccc
atgagctgca
ggagaagegses
cttatgacgc
agggccegees
ccggegecac
tgtctctcgg
gttgcaaagc
tctgtgaacc

gcaagccttg

atggatggga
cagagtgacc
gagaagcgag
ctatttcaac
tggtggeggt
actgagcctg
ctacatgcac
atccaacctg
caccctgacc
gaggagcttc
tgataatgaa
acccttgttc
cgcttgttac
aagccgcctg
gaaacactac
gttttccaga
gctcaacctg
tgagatgggt
gaaggataag
aaaagggcac
tctccacatg

atctctcctt

gggaagggct
aggcgctaag
ctgtaacctt
atgcctggat

taccgaatgt

gagatcctgc
ttcaccgccg
gataccgccg
gtgtggggcc
ggttctggeg
agccccggeg
tggttccagc
gccageggcea
atctccagcc
ccctacacat
aagtcaaacg
cctggtccat
tctctgctcg
ctccatagcg
cagccttacg
tctgcagatg
ggacgcaggg
ggcaaaccaa
atggctgaag
gacggtttgt
caagccctgc
acatgtgggg
atggatggcc
gaggcctgtc
ggcgagesce
tcagtgacat

gtgggccttc

ccggeagegs
ataccagcag
tctactactg
agggaaccct
gcggaggctc
agagagccac
aaaagcccgg
tccctgccag
tggagcccga
tcggecaggg
gaacaatcat
Cccaagccatt
tcaccgtggc
attacatgaa
caccacctag
caccagcgta
aagagtatga
gacgaaaaaa
cctattctga
accagggact
cacctagggc
acgtggaaga
cgcgactgct
caacgggcct
tcgcacaacc
tcagcgatgt

agtccatgtc

caacaccgac
cgacaccgcc
caccagatgg
cgtgaccgtg
cgagattgtg
actgagctgc
ccaggcccct
attcagcggt
ggactttgcc
caccaaactg
tcacgtgaag
ctgggtgttg
ttttataatc
tatgactcca
agatttcgct
tcagcagggc
cgttttggac
cccccaggag
aataggcatg
cagcactgct
caagagaagt
aaatccgggg
tctcctgetg
ctacactcac
ttgtggtgct
tgtctcagcc

cgccccectgt

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800



gtcgaagccg
gggcggtgtyg
gataagcaaa
cacgtcgacc
tgtacgcgct
acacctcctg
gagcaggacc

caaccagtcg

gcagccgtgg

<210> 20
<211> 775
<212> PRT

atgatgcagt
aggcctgccg
acacagtatg
cttgecttgcc
gggcagacgc
agggatcaga
tgatcgcttc
tgacgcgggsg

tcgtgggcect

gtgcagatgt
ggtgtgtgaa
tgaggagtgt
gtgcaccgtc
tgagtgcgag
cagtacagcc
tacagttgct
cacaaccgac

ggtagcctac

<213> Secuencia artificial

<220>
<221> fuent

<223> /nota="Descripcidn de

<400> 20
Met Ala Leu
1

His Ala Ala

Pro
35

Lys Lys

Thr Phe

50

Ser

Arg Leu Glu

65

Phe Asn Glu

e

Val Th
5

Pro

Arg Pro Gl

20

Gly Ala Se

Thr Tyr Tr

Gl
70

Trp Met

Phe
85

Lys Gl

r Ala Leu

n Val Gln

r Val Lys

40

p Ile Glu

55

y Glu Ile

n Gly Arg

gcctatggat
gccggctctg
ccagacggaa
tgcgaggata
gagatccctg
ccgagtaccc
ggcgtggtga
aatctgattc

atcgccttta

la Secuencia Artificial:

Leu Leu Pro

10

Leu Val Gln

25

Val Ser Cys

Trp Val Arg

Leu Pro Gly

75

Val Thr

90

Phe

attaccagga
gcctecgtgtt
cctacagcga
ccgaacgcca
ggagatggat
aagaaccgga
cgacagtcat
ctgtctactg

agagatgacc

Leu Ala Leu

Ala
30

Ser Gly

Ala
45

Lys Ser

Gln
60

Ala Pro

Ser Gly Asn

Thr Ala Asp

cgaaactacc
cagttgccag
cgaggcgaac
gctgagagag
cacccggagc
ggcccctcca
gggatcctca
tagcatcttg

taggtaa

Leu Leu
15

Glu Val

Gly Tyr

Gly Gln

Thr Asp

80

Thr
95

Ser

1860

1920

1980

2040

2100

2160

2220

2280

2337

Polipéptido sintético”



Ser

Ala

Phe

Gly

145

Leu

Thr

Gln

Asn

Thr

225

Val

Gly

Asn

Leu

Gly
305

Asp

Val

Asn

130

Gly

Thr

Leu

Gln

Leu

210

Asp

Tyr

Thr

Gly

Phe

290

Val

Thr

Tyr

115

Val

Ser

Gln

Ser

Lys

195

Ala

Tyr

Tyr

Lys

Thr

275

Pro

Leu

Ala

100

Tyr

Trp

Gly

Ser

Cys

180

Pro

Ser

Thr

Cys

Leu

260

Ile

Gly

Ala

Tyr

Cys

Gly

Gly

Pro

165

Arg

Gly

Gly

Leu

Gln

245

Glu

Ile

Pro

Cys

Met

Thr

Gln

Gly

150

Ala

Ala

Gln

Ile

Thr

230

Gln

Ile

His

Ser

Tyr
310

Glu

Arg

Gly

135

Thr

Ser

Ala

Pro

215

Ile

Arg

Lys

Val

Lys

295

Ser

Leu

Trp

120

Thr

Ser

Leu

Ser

Pro

200

Ala

Ser

Arg

Ala

Lys

280

Pro

Leu

Ser

105

Gly

Leu

Gly

Ser

Ser

185

Arg

Arg

Ser

Ser

Ala

265

Gly

Phe

Leu

Ser

Tyr

Val

Gly

Leu

170

Val

Leu

Phe

Leu

Phe

250

Ala

Lys

Trp

Val

Leu

Tyr

Thr

Gly

155

Ser

Ser

Leu

Ser

Glu

235

Pro

Leu

His

Val

Thr
315

Arg

Gly

Val

140

Gly

Pro

Tyr

Ile

Gly

220

Pro

Tyr

Asp

Leu

Leu

300

Val

Ser

Thr

125

Ser

Ser

Gly

Met

Tyr

205

Ser

Glu

Thr

Asn

Cys

285

Val

Ala

Glu

110

Arg

Ser

Glu

Glu

His

190

Ser

Gly

Asp

Phe

Glu

270

Pro

Val

Phe

Asp

Gly

Gly

Ile

Arg

175

Trp

Thr

Ser

Phe

Gly

255

Lys

Ser

Val

Ile

Thr

Tyr

Gly

Val

160

Ala

Phe

Ser

Gly

Ala

240

Gln

Ser

Pro

Gly

Ile
320



Phe

Asn

Tyr

Ser

Tyr

385

Lys

Asn

Glu

Gly

Tyr

465

Gly

Glu

Gly

Trp

Met

Ala

Arg

370

Asn

Arg

Pro

Ala

His

450

Asp

Ser

Asn

Pro

Val

Thr

Pro

355

Ser

Glu

Arg

Gln

Tyr

435

Asp

Ala

Gly

Pro

Arg
515

Arg

Pro

340

Pro

Ala

Leu

Gly

Glu

420

Ser

Gly

Leu

Glu

Gly

500

Leu

Ser

325

Arg

Arg

Asp

Asn

Arg

405

Gly

Glu

Leu

His

Gly

485

Pro

Leu

Lys

Arg

Asp

Ala

Leu

390

Asp

Leu

Ile

Tyr

Met

470

Arg

Met

Leu

Arg

Pro

Phe

Pro

375

Gly

Pro

Tyr

Gly

Gln

455

Gln

Gly

Gly

Leu

Ser

Gly

Ala

360

Ala

Arg

Glu

Asn

Met

440

Gly

Ala

Ser

Ala

Leu
520

Arg

Pro

345

Ala

Tyr

Arg

Met

Glu

425

Lys

Leu

Leu

Leu

Gly

505

Leu

Leu

330

Thr

Tyr

Gln

Glu

Gly

410

Leu

Gly

Ser

Pro

Leu

490

Ala

Leu

Leu

Arg

Arg

Gln

Glu

395

Gly

Gln

Glu

Thr

Pro

475

Thr

Thr

Gly

His

Lys

Ser

Gly

380

Tyr

Lys

Lys

Arg

Ala

460

Arg

Cys

Gly

Val

Ser

His

Arg

365

Gln

Asp

Pro

Asp

Arg

445

Thr

Ala

Gly

Arg

Ser
525

Asp

Tyr

350

Val

Asn

Val

Arg

Lys

430

Arg

Lys

Lys

Asp

Ala

510

Leu

Tyr

335

Gln

Lys

Gln

Leu

Arg

415

Met

Gly

Asp

Arg

Val

495

Met

Gly

Met

Pro

Phe

Leu

Asp

400

Lys

Ala

Lys

Thr

Ser

480

Glu

Asp

Gly



Ala

Cys

545

Asn

Val

Leu

Arg

Ala

625

Asp

Asp

Asp

Cys

Gly

705

Glu

Met

Lys

530

Lys

Gln

Val

Gln

Cys

610

Cys

Lys

Glu

Thr

Glu

690

Ser

Gln

Gly

Glu

Ala

Thr

Ser

Ser

595

Ala

Arg

Gln

Ala

Glu

675

Glu

Asp

Asp

Ser

Ala

Cys

Val

Ala

580

Met

Tyr

Val

Asn

Asn

660

Arg

Ile

Ser

Leu

Ser
740

Cys

Asn

Cys

565

Thr

Ser

Gly

Cys

Thr

645

His

Gln

Pro

Thr

Ile

725

Gln

Pro

Leu

550

Glu

Glu

Ala

Tyr

Glu

630

Val

Val

Leu

Gly

Ala

710

Ala

Pro

Thr

535

Gly

Pro

Pro

Pro

Tyr

615

Ala

Cys

Asp

Arg

Arg

695

Pro

Ser

Val

Gly

Glu

Cys

Cys

Cys

600

Gln

Gly

Glu

Pro

Glu

680

Trp

Ser

Thr

Val

Leu

Gly

Leu

Lys

585

Val

Asp

Ser

Glu

Cys

665

Cys

Ile

Thr

Val

Thr
745

Tyr

Val

Asp

570

Pro

Glu

Glu

Gly

Cys

650

Leu

Thr

Thr

Gln

Ala

730

Arg

Thr

Ala

555

Ser

Cys

Ala

Thr

Leu

635

Pro

Pro

Arg

Arg

Glu

715

Gly

Gly

His

540

Gln

Val

Thr

Asp

Thr

620

Val

Asp

Cys

Trp

Ser

700

Pro

Val

Thr

Ser

Pro

Thr

Glu

Asp

605

Gly

Phe

Gly

Thr

Ala

685

Thr

Glu

Val

Thr

Gly

Cys

Phe

Cys

590

Ala

Arg

Ser

Thr

Val

670

Asp

Pro

Ala

Thr

Asp
750

Glu

Gly

Ser

575

Val

Val

Cys

Cys

Tyr

655

Cys

Ala

Pro

Pro

Thr

735

Asn

Cys

Ala

560

Asp

Gly

Cys

Glu

Gln

640

Ser

Glu

Glu

Glu

Pro

720

Val

Leu



Ile Pro Val Tyr Cys Ser Ile Leu Ala Ala Val Val Val Gly Leu Val

755 760

Ala Tyr Ile Ala Phe Lys Arg
770 775

210> 21

<211> 2355

<212> ADN

<213> Secuencia artificial

<220>
<221> fuente
<223>

<400> 21
atggcactcc ccgtaactge tctgetgetg ccgttggeat

ccgcaggtge agctggtgeca gagcggagec gaggtgaaga

gtgagctgca aagccagegg ctacaccttc tccacctact

gcccccggac agaggetgga atggatggga gagatcctgc

ttcaacgaga agttccaggg cagagtgacc ttcaccgccg

tacatggaac tgagcagcct gagaagcgag gataccgccg

ggctactacg gcaccagggg ctatttcaac gtgtggggcc

agcagcggag geggaggatc tggtggeggt ggttctggeg

ctgacccaga gccctgetac actgagectg agccceggeg

agagccagca gcagcgtgag ctacatgcac tggttccagc

aggctgctga tctacagcac atccaacctg gccagceggcea

tctggctccg gecaccgacta caccctgacc atctccagec

gtgtattact ccctacacat

gccagcagag gaggagcttc

gagatcaagg ccgctgccct tgataatgaa aagtcaaacg

ggcaagcacc tctgtccgtc acccttgttc cctggtecat

cgcttgttac tctctgecteg

gtcgtagtgg gtggagtcct

ttctgggttc gecttttccgt cgttaagegg gggagaaaaa

/nota="Descripcidn de la Secuencia Artificial:

765

tgctcctgea
agcccggagc
ggatcgagtg
ccggeagegg
ataccagcag
tctactactg
agggaaccct
gcggaggctc
agagagccac
aaaagcccgg
tccctgecag
tggagcccga
tcggccaggg
gaacaatcat
ccaagccatt
tcaccgtggc

agctgctgta

cgccgecacgce
cagcgtgaag
ggtgagacag
caacaccgac
cgacaccgcc
caccagatgg
cgtgaccgtg
cgagattgtg
actgagctgc
ccaggcccct
attcagcggt
ggactttgcc
caccaaactg
tcacgtgaag
ctgggtgttg
ttttataatc

cattttcaaa

Polinucleétido sintético

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020



cagccgttta
cctgaggagg
ccagcgtatc
gagtatgacg
cgaaaaaacc
tattctgaaa
cagggactca
cctagggcca
gtggaagaaa
cgactgcttc
acgggcctct
gcacaacctt
agcgatgttg
tccatgtccg
taccaggacg
ctcgtgttca
tacagcgacg
gaacgccagc
agatggatca
gaaccggagg
acagtcatgg
gtctactgta
agatgaccta
<210>
<211>

<212>
<213>

22
781
PRT

<220>
<221>

tgaggccggt
aggageeces
agcagggcca
ttttggacaa
cccaggaggg
taggcatgaa
gcactgctac
agagaagtgg
atccggggcc
tcctgetgtt
acactcactc
gtggtgctaa
tctcagccac
ccccctgtgt
aaactaccgg
gttgccagga
aggcgaacca
tgagagagtg
cccggagcac
cccctecaga
gatcctcaca
gcatcttggc

ggtaa

fuente

ccaaacgact
gtgcgaactg
gaaccaactg
gcgcagagga
tctctataat
aggagagegg
gaaggatact
cagcggegag
tatgggtgcc
gttgggcgte
cggtgaatgt
ccagacagtc
cgagccttgce
cgaagccgat
gcggtgtgag
taagcaaaac
cgtcgaccct
tacgcgctgg
acctcctgag
gcaggacctg
accagtcgtg

agccgtggtc

Secuencia artificial

caggaagagg
agggtgaagt
tataacgagc
cgggaccctg
gagctgcaga
agaaggggaa
tatgacgctc
ggccggggat

ggcgecacgg

tctctcggag
tgcaaagcct
tgtgaaccat
aagccttgta
gatgcagtgt
gcctgeeggg
acagtatgtg
tgcttgeegt
gcagacgctg
ggatcagaca

atcgcttcta

acgcggggca

gtgggcctgg

acggctgctc
tttccagatc
tcaacctggg
agatgggtgg
aggataagat
aagggcacga
tccacatgca
ctctccttac
gaagggctat
gcgctaagga
gtaaccttgg
gcctggattc
ccgaatgtgt
gcagatgtgc
tgtgtgaagc
aggagtgtcc
gcaccgtctg
agtgcgagga
gtacagcccc
cagttgctgg
caaccgacaa

tagcctacat

ctgcegettt
tgcagatgca
acgcagggaa
caaaccaaga
ggctgaagcc
cggtttgtac

agccctgeca

atgtggggac
ggatggcccg
ggcctgtcca
cgagggegtc
agtgacattc
gggccttcag
ctatggatat
cggctctggc
agacggaacc
cgaggatacc
gatccctggg
gagtacccaa
cgtggtgacg
tctgattect

cgcctttaag

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2355



<223> /nota="Descripcion de la Secuencia Artificial: Polipéptido sintético”

<400> 22
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15

His Ala Ala Arg Pro Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val
20 25 30

Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr
35 40 45

Thr Phe Ser Thr Tyr Trp Ile Glu Trp Val Arg Gln Ala Pro Gly Gln
50 55 60

Arg Leu Glu Trp Met Gly Glu Ile Leu Pro Gly Ser Gly Asn Thr Asp
65 70 75 80

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

Ser Asp Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr
100 105 110

Ala val Tyr Tyr Cys Thr Arg Trp Gly Tyr Tyr Gly Thr Arg Gly Tyr
115 120 125

Phe Asn Val Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Gly Gly
130 135 140

Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Ile Val
145 150 155 160

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

Thr Leu Ser Cys Arg Ala Ser Ser Ser Val Ser Tyr Met His Trp Phe
180 185 190

Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile Tyr Ser Thr Ser
195 200 205



Asn

Thr

225

Val

Gly

Asn

Leu

Gly

305

Phe

Tyr

Glu

Glu

Gln

385

Glu

Gly

Leu

210

Asp

Tyr

Thr

Gly

Phe

290

Val

Trp

Ile

Asp

Leu

370

Gly

Tyr

Lys

Ala

Tyr

Tyr

Lys

Thr

275

Pro

Leu

Val

Phe

Gly

355

Arg

Gln

Asp

Pro

Ser

Thr

Cys

Leu

260

Ile

Gly

Ala

Arg

Lys

340

Cys

Val

Asn

Val

Arg

Gly

Leu

Gln

245

Glu

Ile

Pro

Cys

Phe

325

Gln

Ser

Lys

Gln

Leu

405

Arg

Ile

Thr

230

Gln

Ile

His

Ser

Tyr

310

Ser

Pro

Cys

Phe

Leu

390

Asp

Lys

Pro

215

Ile

Arg

Lys

Val

Lys

295

Ser

Val

Phe

Arg

Ser

375

Tyr

Lys

Asn

Ala

Ser

Arg

Ala

Lys

280

Pro

Leu

Val

Met

Phe

360

Arg

Asn

Arg

Pro

Arg

Ser

Ser

Ala

265

Gly

Phe

Leu

Lys

Arg

345

Pro

Ser

Glu

Arg

Gln

Phe

Leu

Phe

250

Ala

Lys

Trp

Val

Arg

330

Pro

Glu

Ala

Leu

Gly

410

Glu

Ser

Glu

235

Pro

Leu

His

Val

Thr

315

Gly

Val

Glu

Asp

Asn

395

Arg

Gly

Gly

220

Pro

Tyr

Asp

Leu

Leu

300

Val

Arg

Gln

Glu

Ala

380

Leu

Asp

Leu

Ser

Glu

Thr

Asn

Cys

285

Val

Ala

Lys

Thr

Glu

365

Pro

Gly

Pro

Tyr

Gly

Asp

Phe

Glu

270

Pro

Val

Phe

Lys

Thr

350

Gly

Ala

Arg

Glu

Asn

Ser

Phe

Gly

255

Lys

Ser

Val

Ile

Leu

335

Gln

Gly

Tyr

Arg

Met

415

Glu

Gly

Ala

240

Gln

Ser

Pro

Gly

Ile

320

Leu

Glu

Cys

Gln

Glu

400

Gly

Leu



Gln

Glu

Thr

465

Pro

Thr

Thr

Gly

Thr

545

Ala

Ser

Cys

Ala

Thr
625

Lys

Arg

450

Ala

Arg

Cys

Gly

Val

530

His

Gln

Val

Thr

Asp

610

Thr

Asp

435

Arg

Thr

Ala

Gly

Arg

515

Ser

Ser

Pro

Thr

Glu

595

Asp

Gly

420

Lys

Arg

Lys

Lys

Asp

500

Ala

Leu

Gly

Cys

Phe

580

Cys

Ala

Arg

Met

Gly

Asp

Arg

485

Val

Met

Gly

Glu

Gly

565

Ser

Val

Val

Cys

Ala

Lys

Thr

470

Ser

Glu

Asp

Gly

Cys

550

Ala

Asp

Gly

Cys

Glu
630

Glu

Gly

455

Tyr

Gly

Glu

Gly

Ala

535

Cys

Asn

Val

Leu

Arg

615

Ala

Ala

449

His

Asp

Ser

Asn

Pro

520

Lys

Lys

Gln

Val

Gln

600

Cys

Cys

425

Tyr

Asp

Ala

Gly

Pro

505

Arg

Glu

Ala

Thr

Ser

585

Ser

Ala

Arg

Ser

Gly

Leu

Glu

490

Gly

Leu

Ala

Cys

Val

570

Ala

Met

Tyr

Val

Glu

Leu

His

475

Gly

Pro

Leu

Cys

Asn

555

Cys

Thr

Ser

Gly

Cys
635

Ile

Tyr

460

Met

Arg

Met

Leu

Pro

540

Leu

Glu

Glu

Ala

Tyr

620

Glu

Gly

445

Gln

Gln

Gly

Gly

Leu

525

Thr

Gly

Pro

Pro

Pro

605

Ala

430

Met

Gly

Ala

Ser

Ala

510

Leu

Gly

Glu

Cys

Cys

590

Cys

Gln

Gly

Lys

Leu

Leu

Leu

495

Gly

Leu

Leu

Gly

Leu

575

Lys

Val

Asp

Ser

Gly

Ser

Pro

480

Leu

Ala

Leu

Tyr

Val

560

Asp

Pro

Glu

Glu

Gly
640



Leu Val Phe Ser Cys Gln Asp Lys Gln Asn Thr Val Cys Glu Glu Cys
645 650 655

Pro Asp Gly Thr Tyr Ser Asp Glu Ala Asn His Val Asp Pro Cys Leu
660 665 670

Pro Cys Thr Val Cys Glu Asp Thr Glu Arg Gln Leu Arg Glu Cys Thr
675 680 685

Arg Trp Ala Asp Ala Glu Cys Glu Glu Ile Pro Gly Arg Trp Ile Thr
690 695 700

Arg Ser Thr Pro Pro Glu Gly Ser Asp Ser Thr Ala Pro Ser Thr Gln
705 710 715 720

Glu Pro Glu Ala Pro Pro Glu Gln Asp Leu Ile Ala Ser Thr Val Ala
725 730 735

Gly Val Val Thr Thr Val Met Gly Ser Ser Gln Pro Val Val Thr Arg
740 745 750

Gly Thr Thr Asp Asn Leu Ile Pro Val Tyr Cys Ser Ile Leu Ala Ala
755 760 765

Val Val Val Gly Leu Val Ala Tyr Ile Ala Phe Lys Arg
770 775 780

<210> 23

<211> 2415

<212> ADN

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polinucledétido sintético

<400> 23

atggcactcc ccgtaactgc tctgectgetg ccgttggecat tgctcctgeca cgeccgecacgce 60
ccgcaggtgec agctggtgca gagcggagcc gaggtgaaga agcccggagc cagcgtgaag 120
gtgagctgca aagccagcgg ctacaccttc tccacctact ggatcgagtg ggtgagacag 180

gcccccggac agaggctgga atggatggga gagatcctgec ccggcagecgg caacaccgac 240



ttcaacgaga
tacatggaac
ggctactacg
agcagcggag
ctgacccaga
agagccagca
aggctgctga
tctggctccg
gtgtattact
gagatcaagg
gcccctegge
gaggcatgcc
gatatttata
attaccctct
tacatgaata
ccacctagag
ccagcgtatc
gagtatgacg
cgaaaaaacc
tattctgaaa
cagggactca
cctagggcca
gtggaagaaa
cgactgcttc
acgggcctct
gcacaacctt

agcgatgttg

agttccaggg
tgagcagcct
gcaccaggsg
gcggaggatc
gccctgctac
gcagcgtgag
tctacagcac
gcaccgacta
gccagcagag
ccgectgectt
ccccaactcc
gcceegeggc
tctgggcccc
actgcaacca
tgactccacg
atttcgctgc

agcagggcca

ttttggacaa
cccaggaggg
taggcatgaa
gcactgctac
agagaagtgg
atccggggcc
tcctgetgtt
acactcactc
gtggtgctaa

tctcagccac

cagagtgacc
gagaagcgag
ctatttcaac
tggtggceggt
actgagcctg
ctacatgcac
atccaacctg
caccctgacc
gaggagcttc
cgtgecctgtt
tgcaccaact
aggcggcegcc
ccttgececggg
cagaaacaga
ccgeccctggce
ctatcggagc
gaaccaactg
gcgcagagga
tctctataat
aggagagcegs
gaaggatact
cagecgegggasg
tatgggtgcc
gttgggcgtg
cggtgaatgt
ccagacagtc

cgagccttgc

ttcaccgccg
gataccgccg
gtgtggggcc
ggttctggeg
agccccggeg
tggttccagc
gccagceggcea
atctccagcc
ccctacacat
tttctgcccg
atcgcttccc
gtgcacacta
acatgcgggg
tccaaaagaa
cccacaagga
agggtgaagt
tataacgagc
cgggaccctg
gagctgcaga
agaaggggaa
tatgacgctc
ggccggggat

ggcgecacgg

tctctcggag
tgcaaagcct
tgtgaaccat

aagccttgta

ataccagcag
tctactactg
agggaaccct
gcggaggctc
agagagccac
aaaagcccgg
tccctgccag
tggagcccga
tcggccaggg
cgaaacccac
aacccctgtc
gaggcctgga
tactgctgct
gccgectgcet
aacactacca
tttccagatc
tcaacctggg
agatgggtgg
aggataagat
aagggcacga
tccacatgca
ctctccttac
gaagggctat
gcgctaagga
gtaaccttgg
gcctggattc

ccgaatgtgt

cgacaccgcc
caccagatgg
cgtgaccgtg
cgagattgtg
actgagctgc
ccaggcccct
attcagcggt
ggactttgcc
caccaaactg
aactaccccc
tctgagacct
cttcgcctgc
gtctctggtg
ccatagcgat
gccttacgca
tgcagatgca
acgcagggaa
caaaccaaga
ggctgaagcc
cggtttgtac

agccctgcca

atgtggggac
ggatggcccg
ggcctgtcca
cgagggcgtc
agtgacattc

gggccttcag

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860



tccatgtccg
taccaggacg
ctcgtgttca
tacagcgacg
gaacgccagc
agatggatca
gaaccggagg
acagtcatgg
gtctactgta
agatgaccta
<210> 24

<211> 801
<212> PRT

ccccctgtgt
aaactaccgg
gttgccagga
aggcgaacca
tgagagagtg
cccggagceac
cccctccaga
gatcctcaca
gcatcttggc

ggtaa

cgaagccgat
gcggtgtgag
taagcaaaac
cgtcgaccct
tacgcgctgg
acctcctgag
gcaggacctg
accagtcgtg

agccgtggtc

<213> Secuencia artificial

<220>
<221> fuent

<223> /nota="Descripcidn de

<400> 24
Met Ala Leu
1

His Ala Ala

Pro
35

Lys Lys

Thr Phe

50

Ser

Arg Leu Glu

65

Phe Asn Glu

e

Val Th
5

Pro

Arg Pro Gl

20

Gly Ala Se

Thr Tyr Tr

Gl
70

Trp Met

Phe
85

Lys Gl

r Ala Leu

n Val Gln

r Val Lys

40

p Ile Glu

55

y Glu Ile

n Gly Arg

gatgcagtgt
gcetgeeggg
acagtatgtg
tgcttgecgt
gcagacgctg
ggatcagaca

atcgcttcta

acgcggggcea

gtgggectgg

la Secuencia Artificial:

Leu Leu Pro

10

Leu Val Gln

25

Val Ser Cys

Trp Val Arg

Leu Pro Gly

75

Val Thr

90

Phe

gcagatgtgc
tgtgtgaagc
aggagtgtcc
gcaccgtctg
agtgcgagga
gtacagcccc
cagttgctgg
caaccgacaa

tagcctacat

Leu Ala Leu

Ala
30

Ser Gly

Ala
45

Lys Ser

Gln
60

Ala Pro

Ser Gly Asn

Thr Ala Asp

ctatggatat
cggctcectggce
agacggaacc
cgaggatacc
gatccctggg
gagtacccaa
cgtggtgacg
tctgattcct

cgcctttaag

Leu Leu
15

Glu Val

Gly Tyr

Gly Gln

Thr Asp

80

Thr
95

Ser

1920

1980

2040

2100

2160

2220

2280

2340

2400

2415

Polipéptido sintético”



Ser

Ala

Phe

Gly

145

Leu

Thr

Gln

Asn

Thr

225

Val

Gly

Pro

Pro

Asp

Val

Asn

130

Gly

Thr

Leu

Gln

Leu

210

Asp

Tyr

Thr

Ala

Thr
290

Thr

Tyr

115

Val

Ser

Gln

Ser

Lys

195

Ala

Tyr

Tyr

Lys

Lys

275

Ile

Ala

100

Tyr

Trp

Gly

Ser

Cys

180

Pro

Ser

Thr

Cys

Leu

260

Pro

Ala

Tyr

Cys

Gly

Gly

Pro

165

Arg

Gly

Gly

Leu

Gln

245

Glu

Thr

Ser

Met

Thr

Gln

Gly

150

Ala

Ala

Gln

Ile

Thr

230

Gln

Ile

Thr

Gln

Glu

Arg

Gly

135

Gly

Thr

Ser

Ala

Pro

215

Ile

Arg

Lys

Thr

Pro
295

Leu

Trp

120

Thr

Ser

Leu

Ser

Pro

200

Ala

Ser

Arg

Ala

Pro

280

Leu

Ser

105

Gly

Leu

Gly

Ser

Ser

185

Arg

Arg

Ser

Ser

Ala

265

Ala

Ser

Ser

Tyr

Val

Gly

Leu

170

Val

Leu

Phe

Leu

Phe

250

Ala

Pro

Leu

Leu

Tyr

Thr

Gly

155

Ser

Ser

Leu

Ser

Glu

235

Pro

Phe

Arg

Arg

Arg

Gly

Val

140

Gly

Pro

Tyr

Ile

Gly

220

Pro

Tyr

Val

Pro

Pro
300

Ser

Thr

125

Ser

Ser

Gly

Met

Tyr

205

Ser

Glu

Thr

Pro

Pro

285

Glu

Glu

110

Arg

Ser

Glu

Glu

His

190

Ser

Gly

Asp

Phe

Val

270

Thr

Ala

Asp

Gly

Gly

Ile

Arg

175

Trp

Thr

Ser

Phe

Gly

255

Phe

Pro

Cys

Thr

Tyr

Gly

Val

160

Ala

Phe

Ser

Gly

Ala

240

Gln

Leu

Ala

Arg



Pro

305

Asp

Leu

Arg

Pro

Phe

385

Pro

Gly

Pro

Tyr

Gly

465

Gln

Gln

Gly

Ala

Ile

Ser

Ser

Gly

370

Ala

Ala

Arg

Glu

Asn

450

Met

Gly

Ala

Ser

Ala

Tyr

Leu

Arg

355

Pro

Ala

Tyr

Arg

Met

435

Glu

Lys

Leu

Leu

Leu
515

Gly

Ile

Val

340

Leu

Thr

Tyr

Gln

Glu

420

Gly

Leu

Gly

Ser

Pro

500

Leu

Gly

Trp

325

Ile

Leu

Arg

Arg

Gln

405

Glu

Gly

Gln

Glu

Thr

485

Pro

Thr

Ala

310

Ala

Thr

His

Lys

Ser

390

Gly

Tyr

Lys

Lys

Arg

470

Ala

Arg

Cys

Val

Pro

Leu

Ser

His

375

Arg

Gln

Asp

Pro

Asp

455

Arg

Thr

Ala

Gly

His

Leu

Tyr

Asp

360

Tyr

Val

Asn

Val

Arg

440

Lys

Arg

Lys

Lys

Asp
520

Thr

Ala

Cys

345

Tyr

Gln

Lys

Gln

Leu

425

Arg

Met

Gly

Asp

Arg

505

Val

Arg

Gly

330

Asn

Met

Pro

Phe

Leu

410

Asp

Lys

Ala

Lys

Thr

490

Ser

Glu

Gly

315

Thr

His

Asn

Tyr

Ser

395

Tyr

Lys

Asn

Glu

Gly

475

Tyr

Gly

Glu

Leu

Cys

Arg

Met

Ala

380

Arg

Asn

Arg

Pro

Ala

460

His

Asp

Ser

Asn

Asp

Gly

Asn

Thr

365

Pro

Ser

Glu

Arg

Gln

445

Tyr

Asp

Ala

Gly

Pro
525

Phe

Val

Arg

350

Pro

Pro

Ala

Leu

Gly

430

Glu

Ser

Gly

Leu

Glu

510

Gly

Ala

Leu

335

Ser

Arg

Arg

Asp

Asn

415

Arg

Gly

Glu

Leu

His

495

Gly

Pro

Cys

320

Leu

Lys

Arg

Asp

Ala

400

Leu

Asp

Leu

Ile

Tyr

480

Met

Arg

Met



Gly

Leu

545

Thr

Gly

Pro

Pro

Pro

625

Tyr

Ala

Cys

Asp

Arg

705

Arg

Ala

530

Leu

Gly

Glu

Cys

Cys

610

Cys

Gln

Gly

Glu

Pro

690

Glu

Trp

Gly

Leu

Leu

Gly

Leu

595

Lys

Val

Asp

Ser

Glu

675

Cys

Cys

Ile

Ala

Leu

Tyr

Val

580

Asp

Pro

Glu

Glu

Gly

660

Cys

Leu

Thr

Thr

Thr

Gly

Thr

565

Ala

Ser

Cys

Ala

Thr

645

Leu

Pro

Pro

Arg

Arg
725

Gly

Val

550

His

Gln

Val

Thr

Asp

630

Thr

Val

Asp

Cys

Trp

710

Ser

Arg

535

Ser

Ser

Pro

Thr

Glu

615

Asp

Gly

Phe

Gly

Thr

695

Ala

Thr

Ala

Leu

Gly

Cys

Phe

600

Cys

Ala

Arg

Ser

Thr

680

Val

Asp

Pro

Met

Gly

Glu

Gly

585

Ser

Val

Val

Cys

Cys

665

Tyr

Cys

Ala

Pro

Asp

Gly

Cys

570

Ala

Asp

Gly

Cys

Glu

650

Gln

Ser

Glu

Glu

Glu
730

Gly

Ala

555

Cys

Asn

Val

Leu

Arg

635

Ala

Asp

Asp

Asp

Cys

715

Gly

Pro

540

Lys

Lys

Gln

Val

Gln

620

Cys

Cys

Lys

Glu

Thr

700

Glu

Ser

Arg

Glu

Ala

Thr

Ser

605

Ser

Ala

Arg

Gln

Ala

685

Glu

Glu

Asp

Leu

Ala

Cys

Val

590

Ala

Met

Tyr

Val

Asn

670

Asn

Arg

Ile

Ser

Leu

Cys

Asn

575

Cys

Thr

Ser

Gly

Cys

655

Thr

His

Gln

Pro

Thr
735

Leu

Pro

560

Leu

Glu

Glu

Ala

Tyr

640

Glu

Val

Val

Leu

Gly

720

Ala



Pro Ser Thr Gln Glu Pro Glu Ala Pro Pro Glu Gln Asp Leu Ile Ala
740 745 750

Ser Thr Val Ala Gly Val Val Thr Thr Val Met Gly Ser Ser Gln Pro
755 760 765

Val Val Thr Arg Gly Thr Thr Asp Asn Leu Ile Pro Val Tyr Cys Ser
770 775 780

Ile Leu Ala Ala Val Val Vval Gly Leu Val Ala Tyr Ile Ala Phe Lys
785 790 795 800

Arg

210> 25

<211> 2433

<212> ADN

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcion de la Secuencia Artificial: Polinucleétido sintético

;iZEZaiicc ccgtaactge tctgectgetg ccgttggeat tgctcctgea cgecgeacgc 60
ccgcaggtge agctggtgca gagcggagcc gaggtgaaga agcccggage cagcgtgaag 120
gtgagctgca aagccagegg ctacaccttc tccacctact ggatcgagtg ggtgagacag 180
gcccccggac agaggctgga atggatggga gagatcctge ccggcagegg caacaccgac 240
ttcaacgaga agttccaggg cagagtgacc ttcaccgccg ataccagcag cgacaccgcec 300
tacatggaac tgagcagcct gagaagcgag gataccgccg tctactactg caccagatgg 360
ggctactacg gcaccagggg ctatttcaac gtgtggggcc agggaaccct cgtgaccgtg 420
agcagcggag gcggaggatc tggtggeggt ggttctggeg geggaggetc cgagattgtg 480
ctgacccaga gccctgetac actgagcctg agccccggeg agagagccac actgagetge 540
agagccagca gcagcgtgag ctacatgcac tggttccagec aaaagcccgg ccaggeccct 600
aggctgctga tctacagcac atccaacctg gccageggeca tccctgecag attcageggt 660

tctggctccg gecaccgacta caccctgacc atctccagec tggagcccga ggactttgec 720



gtgtattact

gagatcaagg
gccecteggce
gaggcatgcc
gatatttata
attaccctct
ctgctgtaca
ggctgctect
tccagatctg
aacctgggac

atgggtggca

gataagatgg
gggcacgacg
cacatgcaag

ctccttacat

agggctatgg

gctaaggagg

aaccttggcg
ctggattcag
gaatgtgtgg
agatgtgcct
tgtgaagccg
gagtgtccag
accgtctgeg
tgcgaggaga
acagccccga

gttgctggeg

gccagcagag
ccgctgectt
ccccaactcc
gceccecgeggc
tctgggeccc
actgcaacca
ttttcaaaca
gcecgetttcec
cagatgcacc
gcagggaaga
aaccaagacg
ctgaagccta
gtttgtacca
ccctgecacc
gtggggacgt
atggcccgeg
cctgtccaac
agggcgtcgc
tgacattcag
gccttcagtc
atggatatta
gctctggect
acggaaccta
aggataccga
tccctgggag
gtacccaaga

tggtgacgac

gaggagcttc
cgtgectgtt
tgcaccaact
aggcggcegcec
ccttgeeggsg
cagaaaccgc
gccgtttatg
tgaggaggag
agcgtatcag
gtatgacgtt
aaaaaacccc

ttctgaaata

gggactcagc

tagggccaag

ggaagaaaat
actgcttctc
gggcctctac
acaaccttgt
cgatgttgtc
catgtccgcec
ccaggacgaa
cgtgttcagt
cagcgacgag
acgccagctg
atggatcacc

accggaggcc

agtcatggga

ccctacacat
tttctgeccg
atcgcttccc
gtgcacacta
acatgcgggg
ttttccgteg
aggccggtcc
gagggcgggt
cagggccaga
ttggacaagc
caggagggtc
ggcatgaaag
actgctacga
agaagtggca
ccggggcecta
ctgctgttgt
actcactccg
ggtgctaacc
tcagccaccg
ccctgtgteg
actaccgggc
tgccaggata
gcgaaccacg
agagagtgta
cggagcacac
cctccagagc

tcctcacaac

tcggccaggg

cgaaacccac
aacccctgtc
gaggcctgga
tactgctgcet
ttaagcgggg
aaacgactca
gcgaactgag
accaactgta
gcagaggacg
tctataatga
gagagcggag
aggatactta
gcgeeLgagses
tgggtgeegg
tgggcgtgtc
gtgaatgttg
agacagtctg
agccttgcaa
aagccgatga
ggtgtgaggc
agcaaaacac
tcgacccttg
cgcgetgggc
ctcctgaggg
aggacctgat

cagtcgtgac

caccaaactg
aactaccccc
tctgagacct
cttcgectge
gtctctggtg
gagaaaaaag
ggaagaggac
ggtgaagttt
taacgagctc
ggaccctgag
gctgcagaag
aaggggaaaa
tgacgctctc
ccggggatct
cgccacggga
tctcggagsgc
caaagcctgt
tgaaccatgc
gcecttgtacc
tgcagtgtgc
ctgccgggtg
agtatgtgag
cttgcegtgc
agacgctgag
atcagacagt

cgcttctaca

gcggggcaca

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340



accgacaatc tgattcctgt ctactgtagc atcttggcag ccgtggtcgt gggcctggta 2400

gcctacatcg cctttaagag atgacctagg taa 2433

<210> 26

<211> 807

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polipéptido sintético”

<400> 26
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15

His Ala Ala Arg Pro Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val
20 25 30

Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr
35 40 45

Thr Phe Ser Thr Tyr Trp Ile Glu Trp Val Arg Gln Ala Pro Gly Gln
50 55 60

Arg Leu Glu Trp Met Gly Glu Ile Leu Pro Gly Ser Gly Asn Thr Asp
65 70 75 80

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

Ser Asp Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr
100 105 110

Ala val Tyr Tyr Cys Thr Arg Trp Gly Tyr Tyr Gly Thr Arg Gly Tyr
115 120 125

Phe Asn Val Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Gly Gly
130 135 140

Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Ile Val
145 150 155 160



Leu

Thr

Gln

Asn

Thr

225

Val

Gly

Pro

Pro

Pro

305

Asp

Leu

Val

Phe

Thr

Leu

Gln

Leu

210

Asp

Tyr

Thr

Ala

Thr

290

Ala

Ile

Ser

Val

Met

Gln

Ser

Lys

195

Ala

Tyr

Tyr

Lys

Lys

275

Ile

Ala

Tyr

Leu

Lys

355

Arg

Ser

Cys

180

Pro

Ser

Thr

Cys

Leu

260

Pro

Ala

Gly

Ile

Val

340

Arg

Pro

Pro

165

Arg

Gly

Gly

Leu

Gln

245

Glu

Thr

Ser

Gly

Trp

325

Ile

Gly

Val

Ala

Ala

Gln

Ile

Thr

230

Gln

Ile

Thr

Gln

Ala

310

Ala

Thr

Arg

Gln

Thr

Ser

Ala

Pro

215

Ile

Arg

Lys

Thr

Pro

295

Val

Pro

Leu

Lys

Thr

Leu

Ser

Pro

200

Ala

Ser

Arg

Ala

Pro

280

Leu

His

Leu

Tyr

Lys

360

Thr

Ser

Ser

185

Arg

Arg

Ser

Ser

Ala

265

Ala

Ser

Thr

Ala

Cys

345

Leu

Gln

Leu

170

Val

Leu

Phe

Leu

Phe

250

Ala

Pro

Leu

Arg

Gly

330

Asn

Leu

Glu

Ser

Ser

Leu

Ser

Glu

235

Pro

Phe

Arg

Arg

Gly

315

Thr

His

Tyr

Glu

Pro

Tyr

Ile

Gly

220

Pro

Tyr

Val

Pro

Pro

300

Leu

Cys

Arg

Ile

Asp

Gly

Met

Tyr

205

Ser

Glu

Thr

Pro

Pro

285

Glu

Asp

Gly

Asn

Phe

365

Gly

Glu

His

190

Ser

Gly

Asp

Phe

Val

270

Thr

Ala

Phe

Val

Arg

350

Lys

Cys

Arg

175

Trp

Thr

Ser

Phe

Gly

255

Phe

Pro

Cys

Ala

Leu

335

Phe

Gln

Ser

Ala

Phe

Ser

Gly

Ala

240

Gln

Leu

Ala

Arg

Cys

320

Leu

Ser

Pro

Cys



Arg

385

Ser

Tyr

Lys

Asn

Glu

465

Gly

Tyr

Gly

Glu

Gly

545

Ala

Cys

370

Phe

Arg

Asn

Arg

Pro

450

Ala

His

Asp

Ser

Asn

530

Pro

Lys

Lys

Pro

Ser

Glu

Arg

435

Gln

Tyr

Asp

Ala

Gly

515

Pro

Arg

Glu

Ala

Glu

Ala

Leu

420

Gly

Glu

Ser

Gly

Leu

500

Glu

Gly

Leu

Ala

Cys
580

Glu

Asp

405

Asn

Arg

Gly

Glu

Leu

485

His

Gly

Pro

Leu

Cys

565

Asn

Glu

390

Ala

Leu

Asp

Leu

Ile

470

Tyr

Met

Arg

Met

Leu

550

Pro

Leu

375

Glu

Pro

Gly

Pro

Tyr

455

Gly

Gln

Gln

Gly

Gly

535

Leu

Thr

Gly

Gly

Ala

Arg

Glu

449

Asn

Met

Gly

Ala

Ser

520

Ala

Leu

Gly

Glu

Gly

Tyr

Arg

425

Met

Glu

Lys

Leu

Leu

505

Leu

Gly

Leu

Leu

Gly
585

Cys

Gln

410

Glu

Gly

Leu

Gly

Ser

490

Pro

Leu

Ala

Leu

Tyr

570

Val

Glu

395

Gln

Glu

Gly

Gln

Glu

475

Thr

Pro

Thr

Thr

Gly

555

Thr

Ala

380

Leu

Gly

Tyr

Lys

Lys

460

Arg

Ala

Arg

Cys

Gly

540

Val

His

Gln

Arg

Gln

Asp

Pro

445

Asp

Arg

Thr

Ala

Gly

525

Arg

Ser

Ser

Pro

Val

Asn

Val

430

Arg

Lys

Arg

Lys

Lys

510

Asp

Ala

Leu

Gly

Cys
590

Lys

Gln

415

Leu

Arg

Met

Gly

Asp

495

Arg

Val

Met

Gly

Glu

575

Gly

Phe

400

Leu

Asp

Lys

Ala

Lys

480

Thr

Ser

Glu

Asp

Gly

560

Cys

Ala



Asn

Val

Leu

625

Arg

Ala

Asp

Asp

Asp

705

Cys

Gly

Glu

Met

Ile

785

Ala

Gln

Val

610

Gln

Cys

Cys

Lys

Glu

690

Thr

Glu

Ser

Gln

Gly

770

Pro

Tyr

Thr

595

Ser

Ser

Ala

Arg

Gln

675

Ala

Glu

Glu

Asp

Asp

755

Ser

Val

Ile

Val

Ala

Met

Tyr

Val

660

Asn

Asn

Arg

Ile

Ser

740

Leu

Ser

Tyr

Ala

Cys

Thr

Ser

Gly

645

Cys

Thr

His

Gln

Pro

725

Thr

Ile

Gln

Cys

Phe

Glu

Glu

Ala

630

Tyr

Glu

Val

Val

Leu

710

Gly

Ala

Ala

Pro

Ser

790

Lys

Pro

Pro

615

Pro

Tyr

Ala

Cys

Asp

695

Arg

Pro

Ser

Val

775

Ile

Arg

Cys

600

Cys

Cys

Gln

Gly

Glu

680

Pro

Glu

Trp

Ser

Thr

760

Val

Leu

Leu

Lys

Val

Asp

Ser

665

Glu

Cys

Cys

Ile

Thr

745

Val

Thr

Ala

Asp

Pro

Glu

Glu

650

Cys

Leu

Thr

Thr

730

Gln

Ala

Arg

Ala

Ser

Cys

Ala

635

Thr

Leu

Pro

Pro

Arg

715

Arg

Glu

Gly

Gly

Val
795

Val

Thr

620

Asp

Thr

Val

Asp

Cys

700

Trp

Ser

Pro

Val

Thr

780

Val

Thr

605

Glu

Asp

Gly

Phe

Gly

685

Thr

Ala

Thr

Glu

Val

765

Thr

Val

Phe

Cys

Ala

Arg

Ser

670

Thr

Val

Asp

Pro

Ala

750

Thr

Asp

Gly

Ser

Val

Val

Cys

655

Cys

Tyr

Cys

Ala

Pro

735

Pro

Thr

Asn

Leu

Asp

Gly

Cys

640

Glu

Gln

Ser

Glu

Glu

720

Glu

Pro

Val

Leu

Val
800



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

27
2493
ADN

<220>
<221>
<223>

<400> 27
atggcactcc

ccggagattc
atcagctgca
gcceecggec
tacgccgaca
tatatggaac
ggaggccagce
agctccggag
ctgacccaga
aaggcctccc
cccggacaac
gacaggtttt
gccgaggacg
cagggcacca
atcattcacg
ccattctggg
gtggctttta
atgaatatga
cctagagatt
ctgctgtaca

ggctgctcect

805

fuente
/nota="Descripcién de la Secuencia Artificial: Polinucleétido sintético

ccgtaactgc
agctggtgca
aggccagegg
agggactgga
agttccaggg
tgagcagcct
tgagacctgg
gcggaggatc
cacctctctc
agagcgtgga
ccccccagcet
ccggectecgg
tgggcgtgta
agctggagat
tgaagggcaa
tgttggtcgt
taatcttctg
ctccacgccg
tcgctgecta
ttttcaaaca

gccgctttcc

Secuencia artificial

tctgctgetg
gagecggegcec
ctacacattc
gtggatggsc
cagggtgaca
gaggagegag
cgctatggac
tggtggceggt
cctgtccgtg
ctatgacggc
gctgatctac
cagcggcacc
ctactgccag
caaggccgct
gcacctctgt
agtgggtgga
ggttagatcc
ccctggcccc
tcggagccgc

gccgtttatg

tgaggaggag

ccgttggcat
gaggtgaaaa
accaactacg
tggatgaaca
ttcacactcg
gacaccgctg
tactggggcc
ggttctggeg
acccccggac
gacagcttca
gtggccagca
gacttcaccc
cagagcaacg
gcccttgata
ccgtcaccct
gtcctcgcett
aaaagaagcc
acaaggaaac

ttttccgtcg

aggccggtcc

gagggcgggt

tgctcctgcea
agcccggagc
gcatgaactg
catacaccgg
ataccagcgc
tgtacttctg
agggcaccat
gcggaggctc
agcctgcectc
tgaactggta
acctggagtc
tgaagatcag
aggagccccc
atgaaaagtc
tgttccctgg
gttactctct
gcctgctcca
actaccagcc
ttaagcgggsg
aaacgactca

gcgaactgag

cgccgeacgce
caccgtgaag
ggtgcaacag
cgagcccacc
cagaaccgtg
cgcaagggct
ggtgaccgtg
cgacatcgtg
catttcctgt
cctgcagaag
cggecgtgect
cagggtggaa
taccttcgga
aaacggaaca
tccatccaag
gctcgtcacc
tagcgattac
ttacgcacca
gagaaaaaag
ggaagaggac

ggtgaagttt

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260



tccagatctg
aacctgggac

atgggtggca

gataagatgg
gggcacgacg
cacatgcaag

ctccttacat

agggctatgg

gctaaggagg
aaccttggceg
ctggattcag
gaatgtgtgg
agatgtgcct
tgtgaagccg
gagtgtccag
accgtctgceg
tgcgaggaga
acagccccga
gttgctggceg
accgacaatc
gcctacatcg
<210> 28
<211> 827
<212> PRT
<213>
<220>
<221>

<223>

<400> 28

cagatgcacc
gcagggaaga
aaccaagacg
ctgaagccta
gtttgtacca
ccctgccacc
gtggggacgt
atggcccgceg
cctgtccaac
agggcgtcgc
tgacattcag
gccttcagtc
atggatatta
gctctggect
acggaaccta
aggataccga
tccctgggag
gtacccaaga
tggtgacgac
tgattcctgt

cctttaagag

fuente
/nota="Descripcion de la Secuencia Artificial: Polipéptido sintético”

agcgtatcag
gtatgacgtt
aaaaaacccc

ttctgaaata

gggactcagc

tagggccaag

ggaagaaaat
actgcttctc
gggcctctac
acaaccttgt
cgatgttgtc
catgtccgcc
ccaggacgaa
cgtgttcagt
cagcgacgag
acgccagctg
atggatcacc
accggaggcc
agtcatggga
ctactgtagc

atgacctagg

Secuencia artificial

cagggccaga

ttggacaagc
caggagggtc
ggcatgaaag
actgctacga
agaagtggca
ccggggccta
ctgctgttgt
actcactccg
ggtgctaacc
tcagccaccg
ccctgtgtcg
actaccgggc
tgccaggata
gcgaaccacg
agagagtgta
cggagcacac
cctccagagc
tcctcacaac
atcttggcag

taa

accaactgta
gcagaggacg
tctataatga
gagagcggag
aggatactta
gCgeeLgagss
tgggtgcegg
tgggcgtgtc
gtgaatgttg
agacagtctg
agccttgcaa
aagccgatga
ggtgtgaggc
agcaaaacac
tcgacccttg
cgecgetgggc
ctcctgaggg
aggacctgat
cagtcgtgac

ccgtggtcgt

taacgagctc

ggaccctgag
gctgcagaag
aaggggaaaa
tgacgctctc
ccggggatct
cgccacggga
tctcggaggc
caaagcctgt
tgaaccatgc
gccttgtacc
tgcagtgtgc
ctgccgggtg
agtatgtgag
cttgccgtgc
agacgctgag
atcagacagt

cgcttctaca

gcggggclaca

gggcctggta

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2460

2493



Met

His

Lys

Thr

Gly

65

Tyr

Ala

Ala

Met

Gly

145

Leu

Ser

Phe

Ile

Ala

Ala

Lys

Phe

50

Leu

Ala

Arg

Val

Asp

130

Gly

Thr

Ile

Met

Tyr
210

Leu

Ala

Pro

35

Thr

Glu

Asp

Thr

Tyr

115

Tyr

Ser

Gln

Ser

Asn

195

Val

Pro

Arg

20

Gly

Asn

Trp

Lys

Val

100

Phe

Trp

Gly

Thr

Cys

180

Trp

Ala

Val

Pro

Ala

Tyr

Met

Phe

85

Tyr

Cys

Gly

Gly

Pro

165

Lys

Tyr

Ser

Thr

Glu

Thr

Gly

Gly

70

Gln

Met

Ala

Gln

Gly

150

Leu

Ala

Leu

Asn

Ala

Ile

Val

Met

55

Trp

Gly

Glu

Arg

Gly

135

Ser

Ser

Gln

Leu
215

Leu

Gln

Lys

40

Asn

Met

Arg

Leu

Ala

120

Thr

Ser

Leu

Gln

Lys

200

Glu

Leu

Leu

25

Ile

Trp

Asn

Val

Ser

105

Gly

Met

Gly

Ser

Ser

185

Pro

Ser

Leu

10

Val

Ser

Val

Thr

Thr

90

Ser

Gly

Val

Gly

Val

170

Val

Gly

Gly

Pro

Gln

Cys

Gln

Tyr

75

Phe

Leu

Gln

Thr

Gly

155

Thr

Asp

Gln

Val

Leu

Ser

Lys

Gln

60

Thr

Thr

Arg

Leu

Val

140

Gly

Pro

Tyr

Pro

Pro
220

Ala

Gly

Ala

45

Ala

Gly

Leu

Ser

Arg

125

Ser

Ser

Gly

Asp

Pro

205

Asp

Leu

Ala

30

Ser

Pro

Glu

Asp

Glu

110

Pro

Ser

Asp

Gln

Gly

190

Gln

Arg

Leu

15

Glu

Gly

Gly

Pro

Thr

95

Asp

Gly

Gly

Ile

Pro

175

Asp

Leu

Phe

Leu

Val

Tyr

Gln

Thr

80

Ser

Thr

Ala

Gly

Val

160

Ala

Ser

Leu

Ser



Gly

225

Ala

Pro

Asp

Leu

Leu

305

Val

His

Lys

Ser

Phe

385

Gly

Arg

Ser

Glu

Thr

Asn

Cys

290

Val

Ala

Ser

His

Arg

370

Lys

Cys

Val

Gly

Asp

Phe

Glu

275

Pro

Val

Phe

Asp

Tyr

355

Phe

Gln

Ser

Lys

Ser

Val

Gly

260

Lys

Ser

Val

Ile

Tyr

340

Gln

Ser

Pro

Cys

Phe
420

Gly

Gly

245

Gln

Ser

Pro

Gly

Ile

325

Met

Pro

Val

Phe

Arg

405

Ser

Thr

230

Val

Gly

Asn

Leu

Gly

310

Phe

Asn

Tyr

Val

Met

390

Phe

Arg

Asp

Tyr

Thr

Gly

Phe

295

Val

Trp

Met

Ala

Lys

375

Arg

Pro

Ser

Phe

Tyr

Lys

Thr

280

Pro

Leu

Val

Thr

Pro

360

Arg

Pro

Glu

Ala

Thr

Cys

Leu

265

Ile

Gly

Ala

Arg

Pro

345

Pro

Gly

Val

Glu

Asp
425

Leu

Gln

250

Glu

Ile

Pro

Cys

Ser

330

Arg

Arg

Arg

Gln

Glu

410

Ala

Lys

235

Gln

Ile

His

Ser

Tyr

315

Lys

Arg

Asp

Lys

Thr

395

Glu

Pro

Ile

Ser

Lys

Val

Lys

300

Ser

Arg

Pro

Phe

Lys

380

Thr

Gly

Ala

Ser

Asn

Ala

Lys

285

Pro

Leu

Ser

Gly

Ala

365

Leu

Gln

Gly

Tyr

Arg

Glu

Ala

270

Gly

Phe

Leu

Arg

Pro

350

Ala

Leu

Glu

Cys

Gln
430

Val

Glu

255

Ala

Lys

Trp

Val

Leu

335

Thr

Tyr

Tyr

Glu

Glu

415

Gln

Glu

240

Pro

Leu

His

Val

Thr

320

Leu

Arg

Arg

Ile

Asp

400

Leu

Gly



Gln

Asp

Pro

465

Asp

Arg

Thr

Ala

Gly

545

Arg

Ser

Ser

Pro

Thr

625

Glu

Asn

Val

450

Arg

Lys

Arg

Lys

Lys

530

Asp

Ala

Leu

Gly

Cys

610

Phe

Cys

Gln

435

Leu

Arg

Met

Gly

Asp

515

Arg

Val

Met

Gly

Glu

595

Gly

Ser

Val

Leu

Asp

Lys

Ala

Lys

500

Thr

Ser

Glu

Asp

Gly

580

Cys

Ala

Asp

Gly

Tyr

Lys

Asn

Glu

485

Gly

Tyr

Gly

Glu

Gly

565

Ala

Cys

Asn

Val

Leu
645

Asn

Arg

Pro

470

Ala

His

Asp

Ser

Asn

550

Pro

Lys

Lys

Gln

Val

630

Gln

Glu

Arg

455

Gln

Tyr

Asp

Ala

Gly

535

Pro

Arg

Glu

Ala

Thr

615

Ser

Ser

Leu

440

Gly

Glu

Ser

Gly

Leu

520

Glu

Gly

Leu

Ala

Cys

600

Val

Ala

Met

Asn

Arg

Gly

Glu

Leu

505

His

Gly

Pro

Leu

Cys

585

Asn

Cys

Thr

Ser

Leu

Asp

Leu

Ile

490

Tyr

Met

Arg

Met

Leu

570

Pro

Leu

Glu

Glu

Ala
650

Gly

Pro

Tyr

475

Gly

Gln

Gln

Gly

Gly

555

Leu

Thr

Gly

Pro

Pro

635

Pro

Arg

Glu

460

Asn

Met

Gly

Ala

Ser

540

Ala

Leu

Gly

Glu

Cys

620

Cys

Cys

Arg

445

Met

Glu

Lys

Leu

Leu

525

Leu

Gly

Leu

Leu

Gly

605

Leu

Lys

Val

Glu

Gly

Leu

Gly

Ser

510

Pro

Leu

Ala

Leu

Tyr

590

Val

Asp

Pro

Glu

Glu

Gly

Gln

Glu

495

Thr

Pro

Thr

Thr

Gly

575

Thr

Ala

Ser

Cys

Ala
655

Tyr

Lys

Lys

480

Arg

Ala

Arg

Cys

Gly

560

Val

His

Gln

Val

Thr

640

Asp



Asp Ala Val Cys Arg Cys Ala Tyr Gly Tyr Tyr Gln Asp Glu Thr Thr
660 665 670

Gly Arg Cys Glu Ala Cys Arg Val Cys Glu Ala Gly Ser Gly Leu Val
675 680 685

Phe Ser Cys Gln Asp Lys Gln Asn Thr Val Cys Glu Glu Cys Pro Asp
690 695 700

Gly Thr Tyr Ser Asp Glu Ala Asn His Val Asp Pro Cys Leu Pro Cys
705 710 715 720

Thr Val Cys Glu Asp Thr Glu Arg Gln Leu Arg Glu Cys Thr Arg Trp
725 730 735

Ala Asp Ala Glu Cys Glu Glu Ile Pro Gly Arg Trp Ile Thr Arg Ser
740 745 750

Thr Pro Pro Glu Gly Ser Asp Ser Thr Ala Pro Ser Thr Gln Glu Pro
755 760 765

Glu Ala Pro Pro Glu Gln Asp Leu Ile Ala Ser Thr Val Ala Gly Val
770 775 780

Val Thr Thr Val Met Gly Ser Ser Gln Pro Val Val Thr Arg Gly Thr
785 790 795 800

Thr Asp Asn Leu Ile Pro Val Tyr Cys Ser Ile Leu Ala Ala Val Val
805 810 815

Val Gly Leu Val Ala Tyr Ile Ala Phe Lys Arg
820 825

210> 29

<211> 2352

<212> ADN

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcidn de la Secuencia Artificial: Polinucleétido sintético



<400> 29
atggcactcc

ccggagattc
atcagctgca
gceccecggec
tacgccgaca
tatatggaac
ggaggccagc
agctccggag
ctgacccaga
aaggcctccc
cccggacaac
gacaggtttt
gccgaggacg
cagggcacca
atcattcacg
ccattctggg
gtggctttta
atgaatatga
cctagagatt
gcgtatcagc
tatgacgttt
aaaaaccccc
tctgaaatag
ggactcagca

agggccaaga

gaagaaaatc

ccgtaactgc
agctggtgca
aggccagegg
agggactgga
agttccaggg
tgagcagcct
tgagacctgg
gcggaggatc
cacctctctc
agagcgtgga
ccccccagcet
ccggcteegg
tgggcgtgta
agctggagat
tgaagggcaa
tgttggtcgt
taatcttctg
ctccacgecg

tcgctgecta

agggccagaa
tggacaagcg
aggagggtct
gcatgaaagg
ctgctacgaa
gaagtggcag

cggggcctat

tctgctgetg
gagcggcgcc
ctacacattc
gtggatgggc
cagggtgaca
gaggagcgag
cgctatggac
tggtggeggt
cctgtccgtg
ctatgacggc
gctgatctac
cagcggcacc
ctactgccag
caaggccgct
gcacctctgt
agtgggtgea
ggttagatcc
ccctggeccc
tcggagcagg
ccaactgtat
cagaggacgg
ctataatgag
agagcggaga
ggatacttat
cggegagesc

gggtgeeggc

ccgttggcat
gaggtgaaaa
accaactacg
tggatgaaca
ttcacactcg
gacaccgctg
tactggggcc
ggttctggeg
acccccggac
gacagcttca
gtggccagca
gacttcaccc
cagagcaacg
gcccttgata
ccgtcaccct
gtcctegett
aaaagaagcc
acaaggaaac
gtgaagtttt
aacgagctca
gaccctgaga
ctgcagaagg
aggggaaaag
gacgctctcc

cggggatctc

gccacgggaa

tgctcctgcea
agcccggagce
gcatgaactg
catacaccgg
ataccagcgc
tgtacttctg
agggcaccat
gcggaggctc
agcctgectce
tgaactggta
acctggagtc
tgaagatcag
aggagccccc
atgaaaagtc
tgttccctgg
gttactctct
gcetgetcca
actaccagcc
ccagatctgc
acctgggacg

tgggtggcaa

ataagatggc
ggcacgacgg
acatgcaagc

tccttacatg

gggctatgga

cgccgeacgc
caccgtgaag
ggtgcaacag
cgagcccacc
cagaaccgtg
cgcaagggct
ggtgaccgtg
cgacatcgtg
catttcctgt
cctgcagaag
cggegtgect
cagggtggaa
taccttcgga
aaacggaaca
tccatccaag
gctcegtcacc
tagcgattac
ttacgcacca
agatgcacca
cagggaagag
accaagacga
tgaagcctat
tttgtaccag
cctgccacct
tggggacgtg

tggcccgega

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560



ctgcttctcec
ggcctctaca
caaccttgtg
gatgttgtct
atgtccgccc
caggacgaaa
gtgttcagtt
agcgacgagg
cgccagctga
tggatcaccc
ccggaggccc
gtcatgggat
tactgtagca
tgacctaggt
<210>
<211>

<212>
<213>

30
780
PRT

<220>
<221>
<223>

<400> 30

Met Ala Leu Pro Val Thr Ala

1

His Ala Ala Arg Pro Glu Ile

tgctgttgtt
ctcactccgg
gtgctaacca
cagccaccga
cctgtgtcga
ctaccgggcg
gccaggataa
cgaaccacgt
gagagtgtac
ggagcacacc
ctccagagca
cctcacaacc
tcttggeagc

aa

fuente
/nota="Descripcioén de

5

gggegtgtct
tgaatgttgc
gacagtctgt
gccttgcaag
agccgatgat
gtgtgaggcc
gcaaaacaca
cgacccttgc
gcgetgggea
tcctgaggga
ggacctgatc
agtcgtgacg

cgtggtcgtg

Secuencia artificial

ctcggaggeg
aaagcctgta
gaaccatgcc
ccttgtaccg
gcagtgtgca
tgccgggtgt
gtatgtgagg
ttgccgtgcea
gacgctgagt
tcagacagta

gcttctacag

cggggcacaa

ggcctggtag

la Secuencia Artificial:

Leu Leu Leu Pro Leu Ala

10

ctaaggaggc

accttggcga
tggattcagt
aatgtgtgeg
gatgtgccta
gtgaagccgg
agtgtccaga
ccgtctgega
gcgaggagat
cagccccgag
ttgctggegt
ccgacaatct

cctacatcgc

ctgtccaacg
gggcgtcgea
gacattcagc
ccttcagtcc
tggatattac
ctctggectc
cggaacctac
ggataccgaa
ccctgggaga
tacccaagaa
ggtgacgaca
gattcctgtc

ctttaagaga

Leu Leu Leu

15

Gln Leu Val Gln Ser Gly Ala Glu Val

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2352

Polipéptido sintético”

20 25 30

Lys Lys Pro Gly Ala Thr Val
35 40

Lys Ile Ser Cys Lys Ala
45

Ser Gly Tyr

Thr Phe Thr Asn Tyr Gly Met
50 55

Asn Trp Val Gln Gln Ala
60

Pro Gly Gln



Gly

65

Tyr

Ala

Ala

Met

Gly

145

Leu

Ser

Phe

Ile

Gly

225

Ala

Pro

Asp

Leu

Ala

Arg

Val

Asp

130

Gly

Thr

Ile

Met

Tyr

210

Ser

Glu

Thr

Asn

Glu

Asp

Thr

Tyr

115

Tyr

Ser

Gln

Ser

Asn

195

Val

Gly

Asp

Phe

Glu

Trp

Lys

Val

100

Phe

Trp

Gly

Thr

Cys

180

Trp

Ala

Ser

Val

Gly

260

Lys

Met

Phe

85

Tyr

Cys

Gly

Gly

Pro

165

Lys

Tyr

Ser

Gly

Gly

245

Gln

Ser

Gly

70

Gln

Met

Ala

Gln

Gly

150

Leu

Ala

Leu

Asn

Thr

230

Val

Gly

Asn

Trp

Gly

Glu

Arg

Gly

135

Gly

Ser

Ser

Gln

Leu

215

Asp

Tyr

Thr

Gly

Met

Arg

Leu

Ala

120

Thr

Ser

Leu

Gln

Lys

200

Glu

Phe

Tyr

Lys

Thr

Asn

Val

Ser

105

Gly

Met

Gly

Ser

Ser

185

Pro

Ser

Thr

Cys

Leu

265

Ile

Thr

Thr

90

Ser

Gly

Val

Gly

Val

170

Val

Gly

Gly

Leu

Gln

250

Glu

Ile

Tyr

75

Phe

Leu

Gln

Thr

Gly

155

Thr

Asp

Gln

Val

Lys

235

Gln

Ile

His

Thr

Thr

Arg

Leu

Val

140

Gly

Pro

Tyr

Pro

Pro

220

Ile

Ser

Lys

Val

Gly

Leu

Ser

Arg

125

Ser

Ser

Gly

Asp

Pro

205

Asp

Ser

Asn

Ala

Lys

Glu

Asp

Glu

110

Pro

Ser

Asp

Gln

Gly

190

Gln

Arg

Arg

Glu

Ala

270

Gly

Pro

Thr

95

Asp

Gly

Gly

Ile

Pro

175

Asp

Leu

Phe

Val

Glu

255

Ala

Lys

Thr

80

Ser

Thr

Ala

Gly

Val

160

Ala

Ser

Leu

Ser

Glu

240

Pro

Leu

His



Leu

Leu

305

Val

His

Lys

Ser

Gly

385

Tyr

Lys

Lys

Arg

Ala

465

Arg

Cys

290

Val

Ala

Ser

His

Arg

370

Gln

Asp

Pro

Asp

Arg

450

Thr

Ala

275

Pro

Val

Phe

Asp

Tyr

355

Val

Asn

Val

Arg

Lys

435

Arg

Lys

Ser

Val

Ile

Tyr

340

Gln

Lys

Gln

Leu

Arg

420

Met

Gly

Asp

Arg

Pro

Gly

Ile

325

Met

Pro

Phe

Leu

Asp

405

Lys

Ala

Lys

Thr

Ser
485

Leu

Gly

310

Phe

Asn

Tyr

Ser

Tyr

390

Lys

Asn

Glu

Gly

Tyr

470

Gly

Phe

295

Val

Trp

Met

Ala

Arg

375

Asn

Arg

Pro

Ala

His

455

Asp

Ser

280

Pro

Leu

Val

Thr

Pro

360

Ser

Glu

Arg

Gln

Tyr

440

Asp

Ala

Gly

Gly

Ala

Arg

Pro

345

Pro

Ala

Leu

Gly

Glu

425

Ser

Gly

Leu

Glu

Pro

Cys

Ser

330

Arg

Arg

Asp

Asn

Arg

410

Gly

Glu

Leu

His

Gly
490

Ser

Tyr

315

Lys

Arg

Asp

Ala

Leu

395

Asp

Leu

Ile

Tyr

Met

475

Arg

Lys

300

Ser

Arg

Pro

Phe

Pro

380

Gly

Pro

Tyr

Gly

Gln

460

Gln

Gly

285

Pro

Leu

Ser

Gly

Ala

365

Ala

Arg

Glu

Asn

Met

445

Gly

Ala

Ser

Phe

Leu

Arg

Pro

350

Ala

Tyr

Arg

Met

Glu

430

Lys

Leu

Leu

Leu

Trp

Val

Leu

335

Thr

Tyr

Gln

Glu

Gly

415

Leu

Gly

Ser

Pro

Leu
495

Val

Thr

320

Leu

Arg

Arg

Gln

Glu

400

Gly

Gln

Glu

Thr

Pro

480

Thr



Cys

Gly

Val

His

545

Gln

Val

Thr

Asp

Thr

625

Val

Asp

Cys

Trp

Ser

Gly

Arg

Ser

530

Ser

Pro

Thr

Glu

Asp

610

Gly

Phe

Gly

Thr

Ala

690

Thr

Asp

Ala

515

Leu

Gly

Cys

Phe

Cys

595

Ala

Arg

Ser

Thr

Val

675

Asp

Pro

Val

500

Met

Gly

Glu

Gly

Ser

580

Val

Val

Cys

Cys

Tyr

660

Cys

Ala

Pro

Glu

Asp

Gly

Cys

Ala

565

Asp

Gly

Cys

Glu

Gln

645

Ser

Glu

Glu

Glu

Glu

Gly

Ala

Cys

550

Asn

Val

Leu

Arg

Ala

630

Asp

Asp

Asp

Cys

Gly

Asn

Pro

Lys

535

Lys

Gln

Val

Gln

Cys

615

Cys

Lys

Glu

Thr

Glu

695

Ser

Pro

Arg

520

Glu

Ala

Thr

Ser

Ser

600

Ala

Arg

Gln

Ala

Glu

680

Glu

Asp

Gly

505

Leu

Ala

Cys

Val

Ala

585

Met

Tyr

Val

Asn

Asn

665

Arg

Ile

Ser

Pro

Leu

Cys

Asn

Cys

570

Thr

Ser

Gly

Cys

Thr

650

His

Gln

Pro

Thr

Met

Leu

Pro

Leu

555

Glu

Glu

Ala

Tyr

Glu

635

Val

Val

Leu

Gly

Ala

Gly

Leu

Thr

540

Gly

Pro

Pro

Pro

Tyr

620

Ala

Cys

Asp

Arg

Arg

700

Pro

Ala

Leu

525

Gly

Glu

Cys

Cys

Cys

605

Gln

Gly

Glu

Pro

Glu

685

Trp

Ser

Gly

510

Leu

Leu

Gly

Leu

Lys

590

Val

Asp

Ser

Glu

Cys

670

Cys

Ile

Thr

Ala

Leu

Tyr

Val

Asp

575

Pro

Glu

Glu

Gly

Cys

655

Leu

Thr

Thr

Gln

Thr

Gly

Thr

Ala

560

Ser

Cys

Ala

Thr

Leu

640

Pro

Pro

Arg

Arg

Glu



705

Pro Glu Ala

Val val Thr

Thr Thr Asp
755

Val val Gly
770

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

31
2370
ADN
Secue

<220>
<221>
<223>

fuent
<400> 31

atggcactcc
ccggagattc
atcagctgca
gcccececggec
tacgccgaca
tatatggaac
ggaggccagce
agctccggag
ctgacccaga
aaggcctccc
cccggacaac

gacaggtttt

gccgaggacg

710

Pro
725

Thr
740

Asn

Leu

ncia

e

ccgtaactgc
agctggtgca
aggccagegg
agggactgga
agttccaggg
tgagcagcct
tgagacctgg
gcggaggatc
cacctctctc
agagcgtgga
ccccccagcet
ccggecteccgg

tgggcgtgta

Pro Glu Gln

Val Met Gly

Leu Ile Pro

Val Ala Tyr

Asp

Ser

Val
760

775

artificial

tctgctgctg
gagcggcgcc
ctacacattc
gtggatgggc
cagggtgaca
gaggagegag
cgctatggac
tggtggeggt
cctgtccgtg
ctatgacggc
gctgatctac
cagcggcacc

ctactgccag

Ile Ala

715

Ile Ala
730

Leu

Ser Gln Pro

745

Tyr Cys Ser

Phe Lys

ccgttggcat
gaggtgaaaa
accaactacg
tggatgaaca
ttcacactcg
gacaccgctg
tactggggcc
ggttctggeg
acccccggac
gacagcttca
gtggccagca
gacttcaccc

cagagcaacg

Ser Thr Val

Val val Thr
750

Ile Leu Ala
765

Arg
780

tgctcctgca
agcccggagc
gcatgaactg
catacaccgg
ataccagcgc
tgtacttctg
agggcaccat
gcggaggctc
agcctgcectc
tgaactggta
acctggagtc
tgaagatcag

aggagccccc

720

Ala Gly
735

Arg Gly

Ala Val

cgccgeacgce
caccgtgaag
ggtgcaacag
cgagcccacc
cagaaccgtg
cgcaagggct
ggtgaccgtg
cgacatcgtg
catttcctgt
cctgcagaag
cggecgtgect
cagggtggaa

taccttcgga

/nota="Descripcién de la Secuencia Artificial: Polinucledétido sintético

60

120

180

240

300

360

420

480

540

600

660

720

780



cagggcacca
atcattcacg
ccattctggg
gtggctttta
ctgtacattt
tgctcctgcec
agatctgcag
ctgggacgca
ggtggcaaac
aagatggctg
cacgacggtt
atgcaagccc
cttacatgtg
gctatggatg
aaggaggcct
cttggcgagg
gattcagtga
tgtgtgggcc
tgtgcctatg
gaagccggct
tgtccagacg
gtctgcgagg
gaggagatcc
gccccgagta
gctggegtgg
gacaatctga

tacatcgcct

agctggagat
tgaagggcaa
tgttggtcgt
taatcttctg
tcaaacagcc
gctttcctga
atgcaccagc
gggaagagta
caagacgaaa
aagcctattc
tgtaccaggg
tgccacctag
gggacgtgga
gcccgegact
gtccaacggg
gcgtcgcaca
cattcagcga
ttcagtccat
gatattacca
ctggcctcegt
gaacctacag
ataccgaacg
ctgggagatg
cccaagaacc
tgacgacagt
ttcctgtcta

ttaagagatg

caaggccgct
gcacctctgt
agtgggtgga
ggttcgecttt
gtttatgagg
ggaggaggag
gtatcagcag
tgacgttttg
aaacccccag
tgaaataggc
actcagcact
ggccaagaga
agaaaatccg
gcttctcctg
cctctacact
accttgtggt
tgttgtctca
gtccgccccc
ggacgaaact
gttcagttgc
cgacgaggcsg
ccagctgaga
gatcacccgg
ggaggcccct
catgggatcc
ctgtagcatc

acctaggtaa

gcccttgata
ccgtcaccct
gtcctcgcett
tccgtcgtta
ccggtccaaa
ggcgggtgceg
ggccagaacc
gacaagcgca
gagggtctct
atgaaaggag
gctacgaagg
agtggcagceg
gggcctatgg
ctgttgttgg
cactccggtg
gctaaccaga
gccaccgagc
tgtgtcgaag
accgggeggt
caggataagc
aaccacgtcg
gagtgtacgc
agcacacctc
ccagagcagg
tcacaaccag

ttggcagccg

atgaaaagtc
tgttccctgg
gttactctct
agcggeesag
cgactcagga
aactgagggt
aactgtataa
gaggacggga
ataatgagct
agcggagaag
atacttatga
gggaggeccyg
gtgccggegc
gecgtgtctct
aatgttgcaa
cagtctgtga
cttgcaagcc
ccgatgatgc
gtgaggcctg
aaaacacagt
acccttgcett
gctgggcaga
ctgagggatc
acctgatcgc
tcgtgacgcg

tggtcgtggsg

aaacggaaca
tccatccaag
gctcgtcacc
aaaaaagctg
agaggacggc
gaagttttcc
cgagctcaac
ccctgagatg
gcagaaggat
gggaaaaggg
cgctctccac

gggatctctc

cacgggaagg
cggaggcgct
agcctgtaac
accatgcctg
ttgtaccgaa
agtgtgcaga
ccgggtgtgt
atgtgaggag
gccgtgcacc
cgctgagtgc
agacagtaca
ttctacagtt
gggcacaacc

cctggtagcc

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2370



<210> 32

<211> 786

212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcion de la Secuencia Artificial: Polipéptido sintético”

<400> 32
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15

His Ala Ala Arg Pro Glu Ile Gln Leu Val Gln Ser Gly Ala Glu Val
20 25 30

Lys Lys Pro Gly Ala Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Tyr
35 40 45

Thr Phe Thr Asn Tyr Gly Met Asn Trp Val Gln Gln Ala Pro Gly Gln
50 55 60

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

Tyr Ala Asp Lys Phe Gln Gly Arg Val Thr Phe Thr Leu Asp Thr Ser
85 920 95

Ala Arg Thr Val Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr
100 105 110

Ala Val Tyr Phe Cys Ala Arg Ala Gly Gly Gln Leu Arg Pro Gly Ala
115 120 125

Met Asp Tyr Trp Gly Gln Gly Thr Met Val Thr Val Ser Ser Gly Gly
130 135 140

Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Asp Ile Val
145 150 155 160

Leu Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly Gln Pro Ala
165 170 175



Ser

Phe

Ile

Gly

225

Ala

Pro

Asp

Leu

Leu

305

Val

Arg

Gln

Glu

Ile

Met

Tyr

210

Ser

Glu

Thr

Asn

Cys

290

Val

Ala

Lys

Thr

Glu
370

Ser

Asn

195

Val

Gly

Asp

Phe

Glu

275

Pro

Val

Phe

Lys

Thr

355

Gly

Cys

180

Trp

Ala

Ser

Val

Gly

260

Lys

Ser

Val

Ile

Leu

340

Gln

Gly

Lys

Tyr

Ser

Gly

Gly

245

Gln

Ser

Pro

Gly

Ile

325

Leu

Glu

Cys

Ala

Leu

Asn

Thr

230

Val

Gly

Asn

Leu

Gly

310

Phe

Tyr

Glu

Glu

Ser

Gln

Leu

215

Asp

Tyr

Thr

Gly

Phe

295

Val

Trp

Ile

Asp

Leu
375

Gln

Lys

200

Glu

Phe

Tyr

Lys

Thr

280

Pro

Leu

Val

Phe

Gly

360

Arg

Ser

185

Pro

Ser

Thr

Cys

Leu

265

Ile

Gly

Ala

Arg

Lys

345

Cys

Val

Val

Gly

Gly

Leu

Gln

250

Glu

Ile

Pro

Cys

Phe

330

Gln

Ser

Lys

Asp

Gln

Val

Lys

235

Gln

Ile

His

Ser

Tyr

315

Ser

Pro

Cys

Phe

Tyr

Pro

Pro

220

Ile

Ser

Lys

Val

Lys

300

Ser

Val

Phe

Arg

Ser
380

Asp

Pro

205

Asp

Ser

Asn

Ala

Lys

285

Pro

Leu

Val

Met

Phe

365

Arg

Gly

190

Gln

Arg

Arg

Glu

Ala

270

Gly

Phe

Leu

Lys

Arg

350

Pro

Ser

Asp

Leu

Phe

Val

Glu

255

Ala

Lys

Trp

Val

Arg

335

Pro

Glu

Ala

Ser

Leu

Ser

Glu

240

Pro

Leu

His

Val

Thr

320

Gly

Val

Glu

Asp



Ala

385

Leu

Asp

Leu

Ile

Tyr

465

Met

Arg

Met

Leu

Pro

545

Leu

Glu

Glu

Pro

Gly

Pro

Tyr

Gly

450

Gln

Gln

Gly

Gly

Leu

530

Thr

Gly

Pro

Pro

Ala

Arg

Glu

Asn

435

Met

Gly

Ala

Ser

Ala

515

Leu

Gly

Glu

Cys

Cys
595

Tyr

Arg

Met

420

Glu

Lys

Leu

Leu

Leu

500

Gly

Leu

Leu

Gly

Leu

580

Lys

Gln

Glu

405

Gly

Leu

Gly

Ser

Pro

485

Leu

Ala

Leu

Tyr

Val

565

Asp

Pro

Gln

390

Glu

Gly

Gln

Glu

Thr

470

Pro

Thr

Thr

Gly

Thr

550

Ala

Ser

Cys

Tyr

Lys

Lys

Arg

455

Ala

Arg

Cys

Gly

Val

535

His

Gln

Val

Thr

Gln

Asp

Pro

Asp

440

Arg

Thr

Ala

Gly

Arg

520

Ser

Ser

Pro

Thr

Glu
600

Asn

Val

Arg

425

Lys

Arg

Lys

Lys

Asp

505

Ala

Leu

Gly

Cys

Phe

585

Cys

Gln

Leu

410

Arg

Met

Gly

Asp

Arg

490

Val

Met

Gly

Glu

Gly

570

Ser

Val

Leu

395

Asp

Lys

Ala

Lys

Thr

475

Ser

Glu

Asp

Gly

Cys

555

Ala

Asp

Gly

Tyr

Lys

Asn

Glu

Gly

460

Tyr

Gly

Glu

Gly

Ala

540

Cys

Asn

Val

Leu

Asn

Arg

Pro

Ala

445

His

Asp

Ser

Asn

Pro

525

Lys

Lys

Gln

Val

Gln
605

Glu

Arg

Gln

430

Tyr

Asp

Ala

Gly

Pro

510

Arg

Glu

Ala

Thr

Ser

590

Ser

Leu

Gly

415

Glu

Ser

Gly

Leu

Glu

495

Gly

Leu

Ala

Cys

Val

575

Ala

Met

Asn

400

Arg

Gly

Glu

Leu

His

480

Gly

Pro

Leu

Cys

Asn

560

Cys

Thr

Ser



Ala

Tyr

625

Glu

Val

Val

Leu

Gly

705

Ala

Ala

Pro

Ser

Lys
785

<210> 33

Pro

610

Tyr

Ala

Cys

Asp

Arg

690

Arg

Pro

Ser

Val

Ile

770

Arg

Cys

Gln

Gly

Glu

Pro

675

Glu

Trp

Ser

Thr

Val

755

Leu

<211> 2430
<212> ADN
<213> Secuencia artificial

Val

Asp

Ser

Glu

660

Cys

Cys

Ile

Thr

Val

740

Thr

Ala

Glu

Glu

Gly

645

Cys

Leu

Thr

Thr

Gln

725

Ala

Arg

Ala

Ala

Thr

630

Leu

Pro

Pro

Arg

Arg

710

Glu

Gly

Gly

Val

Asp

615

Thr

Val

Asp

Cys

Trp

695

Ser

Pro

Val

Thr

Val
775

Asp

Gly

Phe

Gly

Thr

680

Ala

Thr

Glu

Val

Thr

760

Val

Ala

Arg

Ser

Thr

665

Val

Asp

Pro

Ala

Thr

745

Asp

Gly

Val

Cys

Cys

650

Tyr

Cys

Ala

Pro

Pro

730

Thr

Asn

Leu

Cys

Glu

635

Gln

Ser

Glu

Glu

Glu

715

Pro

Val

Leu

Val

Arg

620

Ala

Asp

Asp

Asp

Cys

700

Gly

Glu

Met

Ile

Ala
780

Cys

Cys

Lys

Glu

Thr

685

Glu

Ser

Gln

Gly

Pro

765

Tyr

Ala

Arg

Gln

Ala

670

Glu

Glu

Asp

Asp

Ser

750

Val

Ile

Tyr

Val

Asn

655

Asn

Arg

Ile

Ser

Leu

735

Ser

Tyr

Ala

Gly

Cys

640

Thr

His

Gln

Pro

Thr

720

Ile

Gln

Cys

Phe



<220>
<221>
<223>

<400> 33
atggcactcc

ccggagattc
atcagctgca
gceccecggec
tacgccgaca
tatatggaac
ggaggccagc
agctccggag
ctgacccaga
aaggcctccc
cccggacaac
gacaggtttt
gccgaggacg
cagggcacca
cccacaacta
ctgtctctga
ctggacttcg
ctgctgtctce
ctgctccata
taccagcctt
agatctgcag
ctgggacgca

ggtggcaaac

aagatggctg

fuente
/nota="Descripcién de la Secuencia Artificial: Polinucleétido sintético

ccgtaactgc
agctggtgca
aggccagcegg
agggactgga
agttccaggg
tgagcagcct
tgagacctgg
gcggaggatc
cacctctctc
agagcgtgga
ccccccagcet
ccggcteegg
tgggcgtgta
agctggagat
cccecgeecc
gacctgaggc
cctgcgatat
tggtgattac
gcgattacat
acgcaccacc
atgcaccagc
gggaagagta
caagacgaaa

aagcctattc

tctgetgetg
gagcggcgcec
ctacacattc
gtggatggsc
cagggtgaca
gaggagcgag
cgctatggac
tggtggeggt
cctgtccgtg
ctatgacggc
gctgatctac
cagcggcacc
ctactgccag
caaggccgct
tcggccccca
atgccgceccc
ttatatctgg
cctctactgce
gaatatgact
tagagatttc
gtatcagcag
tgacgttttg
aaacccccag

tgaaataggc

ccgttggcat
gaggtgaaaa
accaactacg
tggatgaaca
ttcacactcg
gacaccgctg
tactggggcc
ggttctggeg
acccccggac
gacagcttca
gtggccagca
gacttcaccc
cagagcaacg
gccttegtge
actcctgcac
geggeageceyg
gccccecttg
aaccacagaa
ccacgccgcec
gctgectatc
ggccagaacc
gacaagcgca
gagggtctct

atgaaaggag

tgctcctgcea
agcccggagce
gcatgaactg
catacaccgg
ataccagcgc
tgtacttctg
agggcaccat
gcggaggctc
agcctgectce
tgaactggta
acctggagtc
tgaagatcag
aggagccccc
ctgtttttct
caactatcgc
gcgeegtgcea
ccgggacatg
acagatccaa
ctggccccac
ggagcagggt
aactgtataa
gaggacggga

ataatgagct

agcggagaag

cgccgeacgc
caccgtgaag
ggtgcaacag
cgagcccacc
cagaaccgtg
cgcaagggct
ggtgaccgtg
cgacatcgtg
catttcctgt
cctgcagaag
cggegtgect
cagggtggaa
taccttcgga
gcccgegaaa
ttcccaaccc
cactagaggc
cggggtactg
aagaagccgc
aaggaaacac
gaagttttcc
cgagctcaac
ccctgagatg
gcagaaggat

gggaaaaggg

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440



cacgacggtt
atgcaagccc
cttacatgtg
gctatggatg
aaggaggcct
cttggcgagg
gattcagtga
tgtgtgggcec
tgtgcctatg
gaagccggct
tgtccagacg
gtctgcgagg
gaggagatcc
gccccgagta
gctggegtgg
gacaatctga
tacatcgcct
<210>
<211>

<212>
<213>

34
806
PRT

<220>
<221>
<223>

<400> 34

tgtaccaggg
tgccacctag
gggacgtgga
gcccgegact
gtccaacggg
gcgtcgcaca
cattcagcga
ttcagtccat
gatattacca
ctggcctegt
gaacctacag
ataccgaacg
ctgggagatg
cccaagaacc
tgacgacagt
ttcctgtcta

ttaagagatg

fuente
/nota="Descripciéon de la Secuencia Artificial: Polipéptido sintético”

actcagcact
ggccaagaga
agaaaatccg
gcttctectg
cctctacact
accttgtggt
tgttgtctca
gtccgecccc
ggacgaaact
gttcagttgc
cgacgaggcg
ccagctgaga
gatcacccgg
ggaggcccct
catgggatcc
ctgtagcatc

acctaggtaa

Secuencia artificial

gctacgaagg
agtggcagcg
gggcctatgg
ctgttgttgg
cactccggtg
gctaaccaga
gccaccgagc
tgtgtcgaag
accgggeggt
caggataagc
aaccacgtcg
gagtgtacgc
agcacacctc
ccagagcagg
tcacaaccag

ttggcagccg

atacttatga

gggagggccg
gtgcecggegc
gcgtgtctcet
aatgttgcaa
cagtctgtga
cttgcaagcc
ccgatgatgc
gtgaggectg
aaaacacagt
acccttgett
gctgggcaga
ctgagggatc
acctgatcgc
tcgtgacgeg

tggtcgtegs

cgctctccac

gggatctctc

cacgggaagg
cggaggcgct
agcctgtaac
accatgcctg
ttgtaccgaa
agtgtgcaga
ccgggtgtgt
atgtgaggag
gccgtgcacc
cgctgagtgc
agacagtaca
ttctacagtt
gggcacaacc

cctggtagcc

Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu

1

5

10

15

His Ala Ala Arg Pro Glu Ile Gln Leu Val Gln Ser Gly Ala Glu Val

20

25

30

Lys Lys Pro Gly Ala Thr Val Lys Ile Ser Cys Lys Ala Ser Gly Tyr

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2430



Thr

Gly

65

Tyr

Ala

Ala

Met

Gly

145

Leu

Ser

Phe

Ile

Gly

225

Ala

Phe

50

Leu

Ala

Arg

Val

Asp

130

Gly

Thr

Ile

Met

Tyr

210

Ser

Glu

35

Thr

Glu

Asp

Thr

Tyr

115

Tyr

Ser

Gln

Ser

Asn

195

Val

Gly

Asp

Asn

Trp

Lys

Val

100

Phe

Trp

Gly

Thr

Cys

180

Trp

Ala

Ser

Val

Tyr

Met

Phe

85

Tyr

Cys

Gly

Gly

Pro

165

Lys

Tyr

Ser

Gly

Gly
245

Gly

Gly

70

Gln

Met

Ala

Gln

Gly

150

Leu

Ala

Leu

Asn

Thr

230

Val

Met

55

Trp

Gly

Glu

Arg

Gly

135

Gly

Ser

Ser

Gln

Leu

215

Asp

Tyr

40

Asn

Met

Arg

Leu

Ala

120

Thr

Ser

Leu

Gln

Lys

200

Glu

Phe

Tyr

Trp

Asn

Val

Ser

105

Gly

Met

Gly

Ser

Ser

185

Pro

Ser

Thr

Cys

Val

Thr

Thr

90

Ser

Gly

Val

Gly

Val

170

Val

Gly

Gly

Leu

Gln
250

Gln

Tyr

75

Phe

Leu

Gln

Thr

Gly

155

Thr

Asp

Gln

Val

Lys

235

Gln

Gln

60

Thr

Thr

Arg

Leu

Val

140

Gly

Pro

Tyr

Pro

Pro

220

Ile

Ser

45

Ala

Gly

Leu

Ser

Arg

125

Ser

Ser

Gly

Asp

Pro

205

Asp

Ser

Asn

Pro

Glu

Asp

Glu

110

Pro

Ser

Asp

Gln

Gly

190

Gln

Arg

Arg

Glu

Gly

Pro

Thr

95

Asp

Gly

Gly

Ile

Pro

175

Asp

Leu

Phe

Val

Glu
255

Gln

Thr

80

Ser

Thr

Ala

Gly

Val

160

Ala

Ser

Leu

Ser

Glu

240

Pro



Pro

Val

Pro

Pro

305

Leu

Cys

Arg

Met

Ala

385

Arg

Asn

Arg

Pro

Ala

Thr

Pro

Pro

290

Glu

Asp

Gly

Asn

Thr

370

Pro

Ser

Glu

Arg

Gln

450

Tyr

Phe

Val

275

Thr

Ala

Phe

Val

Arg

355

Pro

Pro

Ala

Leu

Gly

435

Glu

Ser

Gly

260

Phe

Pro

Cys

Ala

Leu

340

Ser

Arg

Arg

Asp

Asn

420

Arg

Gly

Glu

Gln

Leu

Ala

Arg

Cys

325

Leu

Lys

Arg

Asp

Ala

405

Leu

Asp

Leu

Ile

Gly

Pro

Pro

Pro

310

Asp

Leu

Arg

Pro

Phe

390

Pro

Gly

Pro

Tyr

Gly

Thr

Ala

Thr

295

Ala

Ile

Ser

Ser

Gly

375

Ala

Ala

Arg

Glu

Asn

455

Met

Lys

Lys

280

Ile

Ala

Tyr

Leu

Arg

360

Pro

Ala

Tyr

Arg

Met

440

Glu

Lys

Leu

265

Pro

Ala

Gly

Ile

Val

345

Leu

Thr

Tyr

Gln

Glu

425

Gly

Leu

Gly

Glu

Thr

Ser

Gly

Trp

330

Ile

Leu

Arg

Arg

Gln

410

Glu

Gly

Gln

Glu

Ile

Thr

Gln

Ala

315

Ala

Thr

His

Lys

Ser

395

Gly

Tyr

Lys

Lys

Arg

Lys

Thr

Pro

300

Val

Pro

Leu

Ser

His

380

Arg

Gln

Asp

Pro

Asp

460

Arg

Ala

Pro

285

Leu

His

Leu

Tyr

Asp

365

Tyr

Val

Asn

Val

Arg

445

Lys

Arg

Ala

270

Ala

Ser

Thr

Ala

Cys

350

Tyr

Gln

Lys

Gln

Leu

430

Arg

Met

Gly

Ala

Pro

Leu

Arg

Gly

335

Asn

Met

Pro

Phe

Leu

415

Asp

Lys

Ala

Lys

Phe

Arg

Arg

Gly

320

Thr

His

Asn

Tyr

Ser

400

Tyr

Lys

Asn

Glu

Gly



465

His

Asp

Ser

Asn

Pro

545

Lys

Lys

Gln

Val

Gln

625

Cys

Cys

Lys

Asp

Ala

Gly

Pro

530

Arg

Glu

Ala

Thr

Ser

610

Ser

Ala

Arg

Gln

Gly

Leu

Glu

515

Gly

Leu

Ala

Cys

Val

595

Ala

Met

Tyr

Val

Asn
675

Leu

His

500

Gly

Pro

Leu

Cys

Asn

580

Cys

Thr

Ser

Gly

Cys

660

Thr

Tyr

485

Met

Arg

Met

Leu

Pro

565

Leu

Glu

Glu

Ala

Tyr

645

Glu

Val

470

Gln

Gln

Gly

Gly

Leu

550

Thr

Gly

Pro

Pro

Pro

630

Tyr

Ala

Cys

Gly

Ala

Ser

Ala

535

Leu

Gly

Glu

Cys

Cys

615

Cys

Gln

Gly

Glu

Leu

Leu

Leu

520

Gly

Leu

Leu

Gly

Leu

600

Lys

Val

Asp

Ser

Glu
680

Ser

Pro

505

Leu

Ala

Leu

Tyr

Val

585

Asp

Pro

Glu

Glu

Gly

665

Cys

Thr

490

Pro

Thr

Thr

Gly

Thr

570

Ala

Ser

Cys

Ala

Thr

650

Leu

Pro

475

Ala

Arg

Cys

Gly

Val

555

His

Gln

Val

Thr

Asp

635

Thr

Val

Asp

Thr

Ala

Gly

Arg

540

Ser

Ser

Pro

Thr

Glu

620

Asp

Gly

Phe

Gly

Lys

Lys

Asp

525

Ala

Leu

Gly

Cys

Phe

605

Cys

Ala

Arg

Ser

Thr
685

Asp

Arg

510

Val

Met

Gly

Glu

Gly

590

Ser

Val

Val

Cys

Cys

670

Tyr

Thr

495

Ser

Glu

Asp

Gly

Cys

575

Ala

Asp

Gly

Cys

Glu

655

Gln

Ser

480

Tyr

Gly

Glu

Gly

Ala

560

Cys

Asn

Val

Leu

Arg

640

Ala

Asp

Asp



Glu Ala

690

Asn

Thr
705

Glu Arg

Glu Glu Ile

Ser Asp Ser

Gln Leu

755

Asp

Gly Ser Ser

770

Pro Val

785

Tyr

Tyr Ile Ala

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

35
2448
ADN
Secue

<220>
<221>
<223>

fuent
<400> 35

atggcactcc
ccggagattc
atcagctgca
gcccececggec
tacgccgaca

tatatggaac

His Val

Gln Leu

Asp

Arg

Pro
695

Glu

710

Pro Gly

725

Thr
740

Ala
Ile Ala
Gln

Pro

Cys Ser

Arg

Pro

Ser

Val

Ile

Trp

Ser

Thr

Val

775

Leu

790

Phe Lys

805

ncia

e

ccgtaactgc
agctggtgca
aggccagegg
agggactgga
agttccaggg

tgagcagcct

Arg

artificial

Cys

Cys

Ile

Thr

Val

760

Thr

Ala

Leu

Thr

Thr

Gln

745

Ala

Arg

Ala

Pro

Arg

Arg

730

Glu

Gly

Gly

Val

Cys

Trp

715

Ser

Pro

Val

Thr

Val
795

tctgctgectg ccgttggcat

gagcggcgec gaggtgaaaa

ctacacattc accaactacg

gtggatgggc tggatgaaca

cagggtgaca ttcacactcg

gaggagcgag gacaccgctg

Thr
700

Val Cys

Ala Asp Ala

Thr Pro Pro

Glu Ala Pro

750

Val Thr

765

Thr

Thr
780

Asp Asn

Val Gly Leu

tgctcctgcea
agcccggagc
gcatgaactg
catacaccgg
ataccagcgc

tgtacttctg

Glu Asp

Glu Cys

720

Glu
735

Gly

Pro Glu

Val Met

Leu Ile

Val Ala

800

cgccgeacgce
caccgtgaag
ggtgcaacag
cgagcccacc
cagaaccgtg

cgcaagggct

/nota="Descripcién de la Secuencia Artificial: Polinucleétido sintético

60

120

180

240

300

360



ggaggccagce
agctccggag
ctgacccaga
aaggcctccc
cccggacaac
gacaggtttt
gccgaggacg
cagggcacca
cccacaacta
ctgtctctga
ctggacttcg
ctgctgtctc
cggggegagaa
actcaggaag
ctgagggtga
ctgtataacg
ggacgggacc
aatgagctgc
cggagaages
acttatgacg
gagggcegss
gcecggegeca
gtgtctctcg
tgttgcaaag
gtctgtgaac
tgcaagcctt

gatgatgcag

tgagacctgg
gcggaggatc
cacctctctc
agagcgtgga
ccccccagcet
ccggecteccgg
tgggcgtgta
agctggagat
cccececgeccce
gacctgaggc
cctgcgatat
tggtgattac
aaaagctgct
aggacggctg
agttttccag
agctcaacct
ctgagatggg
agaaggataa
gaaaagggca
ctctccacat
gatctctcct
cgggaagggc
gaggcgctaa
cctgtaacct
catgcctgga
gtaccgaatg

tgtgcagatg

cgctatggac
tggtggceggt
cctgtccgtg
ctatgacggc
gctgatctac
cagcggcacc
ctactgccag
caaggccgct
tcggccccca
atgccgcccc
ttatatctgg
cctctactgc
gtacattttc
ctcctgcecgc
atctgcagat
gggacgcagg
tggcaaacca
gatggctgaa
cgacggtttg
gcaagccctg
tacatgtggg
tatggatggc
ggaggcctgt
tggcgaggsc
ttcagtgaca
tgtgggcctt

tgcctatgga

tactggggcc
ggttctggeg
acccccggac
gacagcttca
gtggccagca
gacttcaccc
cagagcaacg
gccttegtgce
actcctgcac
gecggeagseg
gcccccecttg
aaccacagaa
aaacagccgt
tttcctgagg
gcaccagcgt
gaagagtatg
agacgaaaaa
gcctattctg
taccagggac
ccacctaggg
gacgtggaag
ccgcgactgc
ccaacgggcc
gtcgcacaac
ttcagcgatg
cagtccatgt

tattaccagg

agggcaccat
gcggaggctc
agcctgcectc
tgaactggta
acctggagtc
tgaagatcag
aggagccccc
ctgtttttct
caactatcgc
gcgeccgtgcea
ccgggacatg
accgcttttc
ttatgaggcc
aggaggagge
atcagcaggg
acgttttgga
acccccagga
aaataggcat
tcagcactgc
ccaagagaag
aaaatccggg
ttctcctgcet
tctacactca
cttgtggtgc
ttgtctcagc
ccgccccctg

acgaaactac

ggtgaccgtg
cgacatcgtg
catttcctgt
cctgcagaag
cggecgtgect
cagggtggaa
taccttcgga
gcccgegaaa
ttcccaaccc
cactagaggc
cggggtactg
cgtcgttaag
ggtccaaacg
cgggtgcgaa
ccagaaccaa
caagcgcaga
gggtctctat
gaaaggagag
tacgaaggat
tggcagcggg
gcctatgggt
gttgttgggc
ctccggtgaa
taaccagaca
caccgagcct
tgtcgaagcc

cgggeggtgt

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980



gaggcctgcc
aacacagtat
ccttgettgce
tgggcagacg
gagggatcag
ctgatcgctt
gtgacgcggg
gtcgtgggcc
<210>
<211>

<212>
<213>

36
812
PRT

<220>
<221>
<223>

fuent

<400> 36
Met Ala Leu
1

His Ala Ala

Pro
35

Lys Lys

Thr Phe

50

Thr

Gly Glu

65

Leu

Tyr Ala Asp

Ala Arg Thr

gggtgtgtga
gtgaggagtg
cgtgcaccgt
ctgagtgcga
acagtacagc
ctacagttgc
gcacaaccga

tggtagccta

e

/nota="Descripcioén de

Pro
5

Arg Pro

20

Ala
Asn Tyr
Met

Trp

Phe
85

Lys

Val
100

Tyr

Val Thr Ala

Glu

Thr

Gly

Gly

70

Gln

Met

agccggctct
tccagacgga
ctgcgaggat
ggagatccct
cccgagtacc
tggegtggtsy
caatctgatt

catcgccttt

Secuencia artificial

Leu

Ile Gln

Val Lys

40

Met
55

Asn
Trp Met
Gly

Arg

Glu Leu

ggcctcgtgt
acctacagcg
accgaacgcc
gggagatgga
caagaaccgg
acgacagtca
cctgtctact

aagagatgac

la Secuencia Artificial:

Leu Leu Pro

10

Leu Val Gln

25

Ile Ser Cys

Trp Val Gln

Asn Thr Tyr

75

Val Thr

90

Phe

Ser Ser Leu

105

tcagttgcca
acgaggcgaa
agctgagaga
tcacccggag
aggcccctcc
tgggatcctc
gtagcatctt

ctaggtaa

Leu Ala Leu

Ala
30

Ser Gly

Ala
45

Lys Ser

Gln
60

Ala Pro

Thr Gly Glu

Thr Leu Asp

Glu
110

Arg Ser

ggataagcaa
ccacgtcgac
gtgtacgcgc
cacacctcct
agagcaggac

acaaccagtc

ggcagccgtg

Leu Leu
15

Glu Val

Gly Tyr
Gln

Gly

Thr
80

Pro

Thr
95

Ser

Asp Thr

2040

2100

2160

2220

2280

2340

2400

2448

Polipéptido sintético”



Ala

Met

Gly

145

Leu

Ser

Phe

Ile

Gly

225

Ala

Pro

Val

Pro

Pro
305

Val

Asp

130

Gly

Thr

Ile

Met

Tyr

210

Ser

Glu

Thr

Pro

Pro

290

Glu

Tyr

115

Tyr

Ser

Gln

Ser

Asn

195

Val

Gly

Asp

Phe

Val

275

Thr

Ala

Phe

Trp

Gly

Thr

Cys

180

Trp

Ala

Ser

Val

Gly

260

Phe

Pro

Cys

Cys

Gly

Gly

Pro

165

Lys

Tyr

Ser

Gly

Gly

245

Gln

Leu

Ala

Arg

Ala

Gln

Gly

150

Leu

Ala

Leu

Asn

Thr

230

Val

Gly

Pro

Pro

Pro
310

Arg

Gly

135

Gly

Ser

Ser

Gln

Leu

215

Asp

Tyr

Thr

Ala

Thr

295

Ala

Ala

120

Thr

Ser

Leu

Gln

Lys

200

Glu

Phe

Tyr

Lys

Lys

280

Ile

Ala

Gly

Met

Gly

Ser

Ser

185

Pro

Ser

Thr

Cys

Leu

265

Pro

Ala

Gly

Gly

Val

Gly

Val

170

Val

Gly

Gly

Leu

Gln

250

Glu

Thr

Ser

Gly

Gln

Thr

Gly

155

Thr

Asp

Gln

Val

Lys

235

Gln

Ile

Thr

Gln

Ala
315

Leu

Val

140

Gly

Pro

Tyr

Pro

Pro

220

Ile

Ser

Lys

Thr

Pro

300

Val

Arg

125

Ser

Ser

Gly

Asp

Pro

205

Asp

Ser

Asn

Ala

Pro

285

Leu

His

Pro

Ser

Asp

Gln

Gly

190

Gln

Arg

Arg

Glu

Ala

270

Ala

Ser

Thr

Gly

Gly

Ile

Pro

175

Asp

Leu

Phe

Val

Glu

255

Ala

Pro

Leu

Arg

Ala

Gly

Val

160

Ala

Ser

Leu

Ser

Glu

240

Pro

Phe

Arg

Arg

Gly
320



Leu

Cys

Arg

Ile

Asp

385

Leu

Gly

Tyr

Lys

Lys

465

Arg

Ala

Arg

Cys

Asp

Gly

Asn

Phe

370

Gly

Arg

Gln

Asp

Pro

450

Asp

Arg

Thr

Ala

Gly
530

Phe

Val

Arg

355

Lys

Cys

Val

Asn

Val

435

Arg

Lys

Arg

Lys

Lys

515

Asp

Ala

Leu

340

Phe

Gln

Ser

Lys

Gln

420

Leu

Arg

Met

Gly

Asp

500

Arg

Val

Cys

325

Leu

Ser

Pro

Cys

Phe

405

Leu

Asp

Lys

Ala

Lys

485

Thr

Ser

Glu

Asp

Leu

Val

Phe

Arg

390

Ser

Tyr

Lys

Asn

Glu

470

Gly

Tyr

Gly

Glu

Ile

Ser

Val

Met

375

Phe

Arg

Asn

Arg

Pro

455

Ala

His

Asp

Ser

Asn
535

Tyr

Leu

Lys

360

Arg

Pro

Ser

Glu

Arg

440

Gln

Tyr

Asp

Ala

Gly

520

Pro

Ile

Val

345

Arg

Pro

Glu

Ala

Leu

425

Gly

Glu

Ser

Gly

Leu

505

Glu

Gly

Trp

330

Ile

Gly

Val

Glu

Asp

410

Asn

Arg

Gly

Glu

Leu

490

His

Gly

Pro

Ala

Thr

Arg

Gln

Glu

395

Ala

Leu

Asp

Leu

Ile

475

Tyr

Met

Arg

Met

Pro

Leu

Lys

Thr

380

Glu

Pro

Gly

Pro

Tyr

460

Gly

Gln

Gln

Gly

Gly
540

Leu

Tyr

Lys

365

Thr

Gly

Ala

Arg

Glu

445

Asn

Met

Gly

Ala

Ser

525

Ala

Ala

Cys

350

Leu

Gln

Gly

Tyr

Arg

430

Met

Glu

Lys

Leu

Leu

510

Leu

Gly

Gly

335

Asn

Leu

Glu

Cys

Gln

415

Glu

Gly

Leu

Gly

Ser

495

Pro

Leu

Ala

Thr

His

Tyr

Glu

Glu

400

Gln

Glu

Gly

Gln

Glu

480

Thr

Pro

Thr

Thr



Gly

545

Val

His

Gln

Val

Thr

625

Asp

Thr

Val

Asp

Cys

705

Trp

Ser

Arg

Ser

Ser

Pro

Thr

610

Glu

Asp

Gly

Phe

Gly

690

Thr

Ala

Thr

Ala

Leu

Gly

Cys

595

Phe

Cys

Ala

Arg

Ser

675

Thr

Val

Asp

Pro

Met

Gly

Glu

580

Gly

Ser

Val

Val

Cys

660

Cys

Tyr

Cys

Ala

Pro
740

Asp

Gly

565

Cys

Ala

Asp

Gly

Cys

645

Glu

Gln

Ser

Glu

Glu

725

Glu

Gly

550

Ala

Cys

Asn

Val

Leu

630

Arg

Ala

Asp

Asp

Asp

710

Cys

Gly

Pro

Lys

Lys

Gln

Val

615

Gln

Cys

Cys

Lys

Glu

695

Thr

Glu

Ser

Arg

Glu

Ala

Thr

600

Ser

Ser

Ala

Arg

Gln

680

Ala

Glu

Glu

Asp

Leu

Ala

Cys

585

Val

Ala

Met

Tyr

Val

665

Asn

Asn

Arg

Ile

Ser
745

Leu

Cys

570

Asn

Cys

Thr

Ser

Gly

650

Cys

Thr

His

Gln

Pro

730

Thr

Leu

555

Pro

Leu

Glu

Glu

Ala

635

Tyr

Glu

Val

Val

Leu

715

Gly

Ala

Leu

Thr

Gly

Pro

Pro

620

Pro

Tyr

Ala

Cys

Asp

700

Arg

Arg

Pro

Leu

Gly

Glu

Cys

605

Cys

Cys

Gln

Gly

Glu

685

Pro

Glu

Trp

Ser

Leu

Leu

Gly

590

Leu

Lys

Val

Asp

Ser

670

Glu

Cys

Cys

Ile

Thr
750

Leu

Tyr

575

Val

Asp

Pro

Glu

Glu

655

Gly

Cys

Leu

Thr

Thr

735

Gln

Gly

560

Thr

Ala

Ser

Cys

Ala

640

Thr

Leu

Pro

Pro

Arg

720

Arg

Glu



Pro Glu Ala Pro
755

Val Val Thr Thr

770

Thr Thr Asp Asn

785

Val Val Gly Leu

<210> 37
<211> 2481
<212> ADN

<213> Secuencia

<220>

Val

Leu

Pro Glu

Met

Ile

760

775

790

Val
805

<221> fuente

<223> /nota="Descripcion de la Secuencia Artificial: Polinucleétido sintético

<400> 37
atggcactcc

ccgcaggtgc
gtgagctgca
gctcecggac
tacaacgaga

tacatggagc

ggacccggcec
agcagcggag
atgacccaga
cacgccagcc
cccaagctgce
ggttctgget
gctacctact

ctggaaatca

ccgtaactgc
agctggtgca
aggcctccgg

agggcctgga

agttcaagac
tgtccagect
cccagtacta
gcggaggatc
gccecctccag
agaacatcaa
tgatctacaa
ccggcaccga

actgccagca

aggccgctgce

Ala

artificial

tctgctgetg
gtccggegcec
ctacaccttc
atggatgggc
cagggtgacc
gaggagcgag
tgccatggac
tggtggeggt
cctgtccgcet
cgtgtggctg
ggccagcaag

cttcaccctc

gggacaaagc

ccttgataat

Gln Asp Leu Ile

Gly Ser Ser Gln

Pro Val Tyr Cys

Tyr Ile Ala Phe

Ala

795

Lys
810

ccgttggcat
gaagtgaaga
accacctact
gaaatcaacc
atgaccaggg
gacaccgccg

tactggggcc

ggttctggeg
agcgtgegeg
agctggtatc
ctgcacaccg
accatcagca
tacccctgga

gaaaagtcaa

Ser Thr Val Ala Gly

765

780

Arg

tgctcctgcea
agcccggagce
ggatgcactg
cctccteegg
acaccagcac
tgtactactg
aaggcaccat
gcggaggctc
acagggtcac
agcagaaacc
gcgtgcccag
gcctgeagcec
ccttcggeca

acggaacaat

Pro Val Val Thr Arg Gly

Ser Ile Leu Ala Ala Vval

800

cgccgeacgce
cagcgtgaag
ggtcagacag
caggaccaac
cagcaccgtg
tgccaagctg
ggtgaccgtg
cgacatccag
cattacctgc
cggcaaggct
caggtttagc
cgaagacttc

gggaaccaag

cattcacgtg

60

120

180

240

300

360

420

480

540

600

660

720

780

840



aagggcaagc
ttggtcgtag
atcttctggg
ccacgccgcec
gctgectatc
ttcaaacagc
cgctttectg
gatgcaccag
agggaagagt
ccaagacgaa
gaagcctatt
ttgtaccagg

ctgccaccta

geggacgteg
ggccegegac
tgtccaacgg
ggcgtcgcac
acattcagcg
cttcagtcca
ggatattacc
tctggecteg
ggaacctaca
gataccgaac
cctgggagat
acccaagaac
gtgacgacag

attcctgtct

acctctgtcc
tgggtggagt
ttagatccaa
ctggccccac
ggagccgctt
cgtttatgag
aggaggagga
cgtatcagca
atgacgtttt
aaaaccccca
ctgaaatagg
gactcagcac
gggccaagag
aagaaaatcc
tgcttctect
gcctctacac
aaccttgtgg
atgttgtctc
tgtccgeccc
aggacgaaac
tgttcagttg
gcgacgaggc
gccagctgag
ggatcacccg
cggaggcccc
tcatgggatc

actgtagcat

gtcacccttg
cctcgettgt
aagaagccgc
aaggaaacac
ttccgtegtt
gccggtccaa
gggcgggtsc
gggccagaac
ggacaagcgc
ggagggtctc
catgaaagga
tgctacgaag
aagtggcagc
ggggcctatg
gctgttgttg
tcactccggt
tgctaaccag
agccaccgag
ctgtgtcgaa
taccgggegg
ccaggataag
gaaccacgtc
agagtgtacg
gagcacacct
tccagagcag
ctcacaacca

cttggcagcc

ttccctggtc
tactctctgc
ctgctccata
taccagcctt

aagcgggsea

acgactcagg

gaactgaggg
caactgtata
agaggacgesg
tataatgagc
gagcggagaa
gatacttatg
ggggaggecc
ggtgceggeg
ggcgtgtctc
gaatgttgca
acagtctgtg
ccttgcaagc
gccgatgatg
tgtgaggcct
caaaacacag
gacccttgcet
cgctgggeag
cctgagggat
gacctgatcg
gtcgtgacgc

gtggtcgteg

catccaagcc
tcgtcaccgt
gcgattacat
acgcaccacc
gaaaaaagct
aagaggacgg
tgaagttttc
acgagctcaa
accctgagat
tgcagaagga
ggggaaaagg
acgctctcca

ggggatctct

ccacgggaag
tcggaggcgc
aagcctgtaa
aaccatgcct
cttgtaccga
cagtgtgcag
gcegggtgtg
tatgtgagga
tgccgtgeac
acgctgagtg
cagacagtac
cttctacagt

ggggcacaac

gcctggtagce

attctgggtg
ggcttttata
gaatatgact
tagagatttc
gctgtacatt
ctgctectgce

cagatctgca

cctgggacgc

gggtggcaaa

taagatggct
gcacgacggt
catgcaagcc
ccttacatgt
ggctatggat
taaggaggcc
ccttggcgag
ggattcagtg
atgtgtggec
atgtgcctat
tgaagccggc
gtgtccagac
cgtctgcgag
cgaggagatc
agccccgagt
tgctggegtg
cgacaatctg

ctacatcgcc

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2460



tttaagagat gacctaggta a 2481

<210> 38

<211> 823

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polipéptido sintético”

<400> 38
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15

His Ala Ala Arg Pro Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val
20 25 30

Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr
35 40 45

Thr Phe Thr Thr Tyr Trp Met His Trp Val Arg Gln Ala Pro Gly Gln
50 55 60

Gly Leu Glu Trp Met Gly Glu Ile Asn Pro Ser Ser Gly Arg Thr Asn
65 70 75 80

Tyr Asn Glu Lys Phe Lys Thr Arg Val Thr Met Thr Arg Asp Thr Ser
85 90 95

Thr Ser Thr Val Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr
100 105 110

Ala Val Tyr Tyr Cys Ala Lys Leu Gly Pro Gly Pro Gln Tyr Tyr Ala
115 120 125

Met Asp Tyr Trp Gly Gln Gly Thr Met Val Thr Val Ser Ser Gly Gly
130 135 140

Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Asp Ile Gln
145 150 155 160

Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg Val



Thr

Tyr

Ser

Gly

225

Ala

Gln

Ser

Pro

Gly

305

Ile

Met

Pro

Val

Ile

Gln

Lys

210

Thr

Thr

Gly

Asn

Leu

290

Gly

Phe

Asn

Tyr

Val
370

Thr

Gln

195

Leu

Asp

Tyr

Thr

Gly

275

Phe

Val

Trp

Met

Ala

355

Lys

Cys

180

Lys

His

Phe

Tyr

Lys

260

Thr

Pro

Leu

Val

Thr

340

Pro

Arg

165

His

Pro

Thr

Thr

Cys

245

Leu

Ile

Gly

Ala

Arg

325

Pro

Pro

Gly

Ala

Gly

Gly

Leu

230

Gln

Glu

Ile

Pro

Cys

310

Ser

Arg

Arg

Arg

Ser

Lys

Val

215

Thr

Gln

Ile

His

Ser

295

Tyr

Lys

Arg

Asp

Lys
375

Gln

Ala

200

Pro

Ile

Gly

Lys

Val

280

Lys

Ser

Arg

Pro

Phe

360

Lys

Asn

185

Pro

Ser

Ser

Gln

Ala

265

Lys

Pro

Leu

Ser

Gly

345

Ala

Leu

170

Ile

Lys

Arg

Ser

Ser

250

Ala

Gly

Phe

Leu

Arg

330

Pro

Ala

Leu

Asn

Leu

Phe

Leu

235

Tyr

Ala

Lys

Trp

Val

315

Leu

Thr

Tyr

Tyr

Val

Leu

Ser

220

Gln

Pro

Leu

His

Val

300

Thr

Leu

Arg

Arg

Ile
380

Trp

Ile

205

Gly

Pro

Trp

Asp

Leu

285

Leu

Val

His

Lys

Ser

365

Phe

Leu

190

Tyr

Ser

Glu

Thr

Asn

270

Cys

Val

Ala

Ser

His

350

Arg

Lys

175

Ser

Lys

Gly

Asp

Phe

255

Glu

Pro

Val

Phe

Asp

335

Tyr

Phe

Gln

Trp

Ala

Ser

Phe

240

Gly

Lys

Ser

Val

Ile

320

Tyr

Gln

Ser

Pro



Phe

385

Arg

Ser

Tyr

Lys

Asn

465

Glu

Gly

Tyr

Gly

Glu

545

Gly

Ala

Cys

Met

Phe

Arg

Asn

Arg

450

Pro

Ala

His

Asp

Ser

530

Asn

Pro

Lys

Lys

Arg

Pro

Ser

Glu

435

Arg

Gln

Tyr

Asp

Ala

515

Gly

Pro

Arg

Glu

Ala

Pro

Glu

Ala

420

Leu

Gly

Glu

Ser

Gly

500

Leu

Glu

Gly

Leu

Ala

580

Cys

Val

Glu

405

Asp

Asn

Arg

Gly

Glu

485

Leu

His

Gly

Pro

Leu

565

Cys

Asn

Gln

390

Glu

Ala

Leu

Asp

Leu

470

Ile

Tyr

Met

Arg

Met

550

Leu

Pro

Leu

Thr

Glu

Pro

Gly

Pro

455

Tyr

Gly

Gln

Gln

Gly

535

Gly

Leu

Thr

Gly

Thr

Gly

Ala

Arg

449

Glu

Asn

Met

Gly

Ala

520

Ser

Ala

Leu

Gly

Glu

Gln

Gly

Tyr

425

Arg

Met

Glu

Lys

Leu

505

Leu

Leu

Gly

Leu

Leu

585

Gly

Glu

Cys

410

Gln

Glu

Gly

Leu

Gly

490

Ser

Pro

Leu

Ala

Leu

570

Tyr

Val

Glu

395

Glu

Gln

Glu

Gly

Gln

475

Glu

Thr

Pro

Thr

Thr

555

Gly

Thr

Ala

Asp

Leu

Gly

Tyr

Lys

460

Lys

Arg

Ala

Arg

Cys

540

Gly

Val

His

Gln

Gly

Arg

Gln

Asp

445

Pro

Asp

Arg

Thr

Ala

525

Gly

Arg

Ser

Ser

Pro

Cys

Val

Asn

430

Val

Arg

Lys

Arg

Lys

510

Lys

Asp

Ala

Leu

Gly

590

Cys

Ser

Lys

415

Gln

Leu

Arg

Met

Gly

495

Asp

Arg

Val

Met

Gly

575

Glu

Gly

Cys

400

Phe

Leu

Asp

Lys

Ala

480

Lys

Thr

Ser

Glu

Asp

560

Gly

Cys

Ala



Asn

Val

625

Leu

Arg

Ala

Asp

Asp

705

Asp

Cys

Gly

Glu

Met

785

Ile

Gln

610

Val

Gln

Cys

Cys

Lys

690

Glu

Thr

Glu

Ser

Gln

770

Gly

Pro

595

Thr

Ser

Ser

Ala

Arg

675

Gln

Ala

Glu

Glu

Asp

755

Asp

Ser

Val

Val

Ala

Met

Tyr

660

Val

Asn

Asn

Arg

Ile

740

Ser

Leu

Ser

Tyr

Cys

Thr

Ser

645

Gly

Cys

Thr

His

Gln

725

Pro

Thr

Ile

Gln

Cys
805

Glu

Glu

630

Ala

Tyr

Glu

Val

Val

710

Leu

Gly

Ala

Ala

Pro

790

Ser

Pro

615

Pro

Pro

Tyr

Ala

Cys

695

Asp

Arg

Arg

Pro

Ser

775

Val

Ile

600

Cys

Cys

Cys

Gln

Gly

680

Glu

Pro

Glu

Trp

Ser

760

Thr

Val

Leu

Leu

Lys

Val

Asp

665

Ser

Glu

Cys

Cys

Ile

745

Thr

Val

Thr

Ala

Asp

Pro

Glu

650

Glu

Gly

Cys

Leu

Thr

730

Thr

Gln

Ala

Arg

Ala
810

Ser

Cys

635

Ala

Thr

Leu

Pro

Pro

715

Arg

Arg

Glu

Gly

Gly

795

Val

Val

620

Thr

Asp

Thr

Val

Asp

700

Cys

Trp

Ser

Pro

Val

780

Thr

Val

605

Thr

Glu

Asp

Gly

Phe

685

Gly

Thr

Ala

Thr

Glu

765

Val

Thr

Val

Phe

Cys

Ala

Arg

670

Ser

Thr

Val

Asp

Pro

750

Ala

Thr

Asp

Gly

Ser

Val

Val

655

Cys

Cys

Tyr

Cys

Ala

735

Pro

Pro

Thr

Asn

Leu
815

Asp

Gly

640

Glu

Gln

Ser

Glu

720

Glu

Glu

Pro

Val

Leu

800

Val



Ala Tyr Ile Ala Phe Lys Arg

<210> 39
<211> 2340
<212> ADN

820

<213> Secuencia artificial

<220>

<221> fuente

<223> /nota="Descripciodn de la Secuencia Artificial: Polinucledétido sintético

<400> 39
atggcactcc

ccgcaggtgc
gtgagctgca
gctcccggac
tacaacgaga

tacatggagc

ggacccggcc
agcagcggag
atgacccaga
cacgccagcc
cccaagctgc
ggttctggct
gctacctact
ctggaaatca
aagggcaagc
ttggtcgtag
atcttctggg
ccacgccgcc
gctgcctatc

ggccagaacc

ccgtaactgc
agctggtgca
aggcctccgg

agggcctgga

agttcaagac
tgtccagcect
cccagtacta
gcggaggatc
gcccctccag
agaacatcaa
tgatctacaa
ccggcaccga
actgccagca
aggccgctgc
acctctgtcc
tgggtggagt
ttagatccaa
ctggccccac
ggagcagggt

aactgtataa

tctgctgctg
gtccggegcc
ctacaccttc
atggatgggc
cagggtgacc
gaggagegag
tgccatggac
tggtggeggt
cctgtccgcet
cgtgtggctg
ggccagcaag
cttcaccctc
gggacaaagc
ccttgataat
gtcacccttg
cctcgettgt
aagaagccgc
aaggaaacac
gaagttttcc

cgagctcaac

ccgttggcat
gaagtgaaga
accacctact
gaaatcaacc
atgaccaggg
gacaccgccg

tactggggcc

ggttctggeg
agcgtgggcg
agctggtatc
ctgcacaccg
accatcagca
tacccctgga
gaaaagtcaa
ttccctggtc
tactctctgc
ctgctccata
taccagcctt
agatctgcag

ctgggacgca

tgctcctgca
agcccggagc
ggatgcactg
cctcctcecgg
acaccagcac
tgtactactg
aaggcaccat
gcggaggctc
acagggtcac
agcagaaacc
gcgtgcccag
gcctgcagcec
ccttcggcca
acggaacaat
catccaagcc
tcgtcaccgt
gcgattacat
acgcaccacc

atgcaccagc

gggaagagta

cgccgeacgce
cagcgtgaag
ggtcagacag
caggaccaac
cagcaccgtg
tgccaagctg
ggtgaccgtg
cgacatccag
cattacctgc
cggcaaggct
caggtttagc
cgaagacttc
gggaaccaag
cattcacgtg
attctgggtg
ggcttttata
gaatatgact
tagagatttc
gtatcagcag

tgacgttttg

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200



gacaagcgca
gagggtctct
atgaaaggag
gctacgaagg
agtggcagcg
gggcctatgg
ctgttgttgg
cactccggtg
gctaaccaga
gccaccgagc
tgtgtcgaag
accgggeggt
caggataagc
aaccacgtcg
gagtgtacgc
agcacacctc
ccagagcagg
tcacaaccag
ttggcagccg
<210>
<211>

<212>
<213>

40
776
PRT

<220>
<221>
<223>

<400> 40

gaggacggga
ataatgagct
agcggagaag
atacttatga
gggaggeccyg
gtgccggcegc
gegtgtctct
aatgttgcaa
cagtctgtga
cttgcaagcc
ccgatgatgc
gtgaggcctg
aaaacacagt
acccttgctt
gctgggcaga
ctgagggatc
acctgatcgc
tcgtgacgcg

tggtcgtggg

fuente
/nota="Descripcidn de la Secuencia Artificial: Polipéptido sintético”

ccctgagatg
gcagaaggat
gggaaaaggg
cgctctccac

gggatctctc

cacgggaagsg
cggaggcgct
agcctgtaac
accatgcctg
ttgtaccgaa
agtgtgcaga
ccgggtgtgt
atgtgaggag
gccgtgcacc
cgctgagtgc
agacagtaca
ttctacagtt
gggcacaacc

cctggtagcc

Secuencia artificial

ggtggcaaac
aagatggctg
cacgacggtt
atgcaagccc
cttacatgtg

gctatggatg

aaggaggcct
cttggcgagg
gattcagtga
tgtgtgggcc
tgtgcctatg
gaagccggct
tgtccagacg
gtctgcgagg
gaggagatcc
gccccgagta
gctggegtgg
gacaatctga

tacatcgcct

caagacgaaa
aagcctattc
tgtaccaggg
tgccacctag
gggacgtgga
gcccgecgact
gtccaacggg
gcgtcgcaca
cattcagcga
ttcagtccat
gatattacca
ctggcctcgt
gaacctacag
ataccgaacg
ctgggagatg
cccaagaacc
tgacgacagt
ttcctgtcta

ttaagagatg

aaacccccag
tgaaataggc
actcagcact
ggccaagaga
agaaaatccg
gcttctcctg
cctctacact
accttgtggt
tgttgtctca
gtccgccccc
ggacgaaact
gttcagttgc
cgacgaggcg
ccagctgaga
gatcacccgg
ggaggcccct
catgggatcc
ctgtagcatc

acctaggtaa

Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu

1

5

10

15

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340



His

Lys

Thr

Gly

65

Tyr

Thr

Ala

Met

Gly

145

Met

Thr

Tyr

Ser

Gly
225

Ala

Lys

Phe

50

Leu

Asn

Ser

Val

Asp

130

Gly

Thr

Ile

Gln

Lys

210

Thr

Ala

Pro

35

Thr

Glu

Glu

Thr

Tyr

115

Tyr

Ser

Gln

Thr

Gln

195

Leu

Asp

Arg

20

Gly

Thr

Trp

Lys

Val

100

Tyr

Trp

Gly

Ser

Cys

180

Lys

His

Phe

Pro

Ala

Tyr

Met

Phe

85

Tyr

Cys

Gly

Gly

Pro

165

His

Pro

Thr

Thr

Gln

Ser

Trp

Gly

70

Lys

Met

Ala

Gln

Gly

150

Ser

Ala

Gly

Gly

Leu
230

Val

Val

Met

55

Glu

Thr

Glu

Lys

Gly

135

Gly

Ser

Ser

Lys

Val

215

Thr

Gln

Lys

40

His

Ile

Arg

Leu

Leu

120

Thr

Ser

Leu

Gln

Ala

200

Pro

Ile

Leu

25

Val

Trp

Asn

Val

Ser

105

Gly

Met

Gly

Ser

Asn

185

Pro

Ser

Ser

Val

Ser

Val

Pro

Thr

90

Ser

Pro

Val

Gly

Ala

170

Ile

Lys

Arg

Ser

Gln

Cys

Arg

Ser

75

Met

Leu

Gly

Thr

Gly

155

Ser

Asn

Leu

Phe

Leu
235

Ser

Lys

Gln

60

Ser

Thr

Arg

Pro

Val

140

Gly

Val

Val

Leu

Ser

220

Gln

Gly

Ala

45

Ala

Gly

Arg

Ser

Gln

125

Ser

Ser

Gly

Trp

Ile

205

Gly

Pro

Ala

30

Ser

Pro

Arg

Asp

Glu

110

Tyr

Ser

Asp

Asp

Leu

190

Tyr

Ser

Glu

Glu

Gly

Gly

Thr

Thr

95

Asp

Tyr

Gly

Ile

Arg

175

Ser

Lys

Gly

Asp

Val

Tyr

Gln

Asn

80

Ser

Thr

Ala

Gly

Gln

160

Val

Trp

Ala

Ser

Phe
240



Ala

Gln

Ser

Pro

Gly

305

Ile

Met

Pro

Phe

Leu

385

Asp

Lys

Ala

Thr

Gly

Asn

Leu

290

Gly

Phe

Asn

Tyr

Ser

370

Tyr

Lys

Asn

Glu

Tyr

Thr

Gly

275

Phe

Val

Trp

Met

Ala

355

Arg

Asn

Arg

Pro

Ala
435

Tyr

Lys

260

Thr

Pro

Leu

Val

Thr

340

Pro

Ser

Glu

Arg

Gln

420

Tyr

Cys

245

Leu

Ile

Gly

Ala

Arg

325

Pro

Pro

Ala

Leu

Gly

405

Glu

Ser

Gln

Glu

Ile

Pro

Cys

310

Ser

Arg

Arg

Asp

Asn

390

Arg

Gly

Glu

Gln

Ile

His

Ser

295

Tyr

Lys

Arg

Asp

Ala

375

Leu

Asp

Leu

Ile

Gly

Lys

Val

280

Lys

Ser

Arg

Pro

Phe

360

Pro

Gly

Pro

Tyr

Gly
440

Gln

Ala

265

Lys

Pro

Leu

Ser

Gly

345

Ala

Ala

Arg

Glu

Asn

425

Met

Ser

250

Ala

Gly

Phe

Leu

Arg

330

Pro

Ala

Tyr

Arg

Met

410

Glu

Lys

Tyr

Ala

Lys

Trp

Val

315

Leu

Thr

Tyr

Gln

Glu

395

Gly

Leu

Gly

Pro

Leu

His

Val

300

Thr

Leu

Arg

Arg

Gln

380

Glu

Gly

Gln

Glu

Trp

Asp

Leu

285

Leu

Val

His

Lys

Ser

365

Gly

Tyr

Lys

Lys

Arg
445

Thr

Asn

270

Cys

Val

Ala

Ser

His

350

Arg

Gln

Asp

Pro

Asp

430

Arg

Phe

255

Glu

Pro

Val

Phe

Asp

335

Tyr

Val

Asn

Val

Arg

415

Lys

Arg

Gly

Lys

Ser

Val

Ile

320

Tyr

Gln

Lys

Gln

Leu

400

Arg

Met

Gly



Lys

Thr

465

Ser

Glu

Asp

Gly

Cys

545

Ala

Asp

Gly

Cys

Glu

625

Gln

Ser

Gly

450

Tyr

Gly

Glu

Gly

Ala

530

Cys

Asn

Val

Leu

Arg

610

Ala

Asp

Asp

His

Asp

Ser

Asn

Pro

515

Lys

Lys

Gln

Val

Gln

595

Cys

Cys

Lys

Glu

Asp

Ala

Gly

Pro

500

Arg

Glu

Ala

Thr

Ser

580

Ser

Ala

Arg

Gln

Ala
660

Gly

Leu

Glu

485

Gly

Leu

Ala

Cys

Val

565

Ala

Met

Tyr

Val

Asn

645

Asn

Leu

His

470

Gly

Pro

Leu

Cys

Asn

550

Cys

Thr

Ser

Gly

Cys

630

Thr

His

Tyr

455

Met

Arg

Met

Leu

Pro

535

Leu

Glu

Glu

Ala

Tyr

615

Glu

Val

Val

Gln

Gln

Gly

Gly

Leu

520

Thr

Gly

Pro

Pro

Pro

600

Tyr

Ala

Cys

Asp

Gly

Ala

Ser

Ala

505

Leu

Gly

Glu

Cys

Cys

585

Cys

Gln

Gly

Glu

Pro
665

Leu

Leu

Leu

490

Gly

Leu

Leu

Gly

Leu

570

Lys

Val

Asp

Ser

Glu

650

Cys

Ser

Pro

475

Leu

Ala

Leu

Tyr

Val

555

Asp

Pro

Glu

Glu

Gly

635

Cys

Leu

Thr

460

Pro

Thr

Thr

Gly

Thr

540

Ala

Ser

Cys

Ala

Thr

620

Leu

Pro

Pro

Ala

Arg

Cys

Gly

Val

525

His

Gln

Val

Thr

Asp

605

Thr

Val

Asp

Cys

Thr

Ala

Gly

Arg

510

Ser

Ser

Pro

Thr

Glu

590

Asp

Gly

Phe

Gly

Thr
670

Lys

Lys

Asp

495

Ala

Leu

Gly

Cys

Phe

575

Cys

Ala

Arg

Ser

Thr

655

Val

Asp

Arg

480

Val

Met

Gly

Glu

Gly

560

Ser

Val

Val

Cys

Cys

640

Tyr

Cys



Glu Thr

675

Asp

Glu Cys Glu

690

Glu
705

Gly Ser

Pro Glu Gln

Val Met Gly

Ile Pro

755

Leu

Val Ala

770

Tyr

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

41
2358
ADN
Secue

<220>
<221>
<223>

fuent

<400> 41
atggcactcc

ccgcaggtgc
gtgagctgca
gctcecggac
tacaacgaga

tacatggagc

ggacccggcc

Glu Arg

Glu

Ile

Asp Ser

Gln

Pro

Thr

Leu Arg

680

Gly
695

Arg

Ala Pro

710

Leu
725

Asp

Ser Ser

740

Val Tyr

Ile Ala

ncia

e

ccgtaactgc
agctggtgca
aggcctccgg

agggcctgga

agttcaagac
tgtccagect

cccagtacta

Ile

Gln

Cys

Phe

Ala Ser

Val

Pro

Ile
760

Ser

Lys
775

Arg

artificial

Glu Cys Thr

Trp Ile Thr

Thr Gln

715

Ser

Thr Val

730

Ala

Val
745

Thr Arg

Leu Ala Ala

Arg Trp Ala

685

Arg Ser Thr

700

Glu Pro Glu

Gly val Vval

Thr Thr

750

Gly

Val Val

765

Val

tctgetgetg ccgttggeat tgctcectgea

gtccggegec
ctacaccttc
atggatggec
cagggtgacc
gaggagcgag

tgccatggac

gaagtgaaga
accacctact
gaaatcaacc
atgaccaggg
gacaccgccg

tactggggcc

agcccggagce
ggatgcactg
cctccteegg
acaccagcac
tgtactactg

aaggcaccat

Asp Ala

Pro Pro

Ala Pro

720

Thr
735

Thr

Asp Asn

Gly Leu

cgccgeacgce
cagcgtgaag
ggtcagacag
caggaccaac
cagcaccgtg
tgccaagctg

ggtgaccgtg

/nota="Descripcidn de la Secuencia Artificial: Polinucleétido sintético

60

120

180

240

300

360

420



agcagcggag
atgacccaga
cacgccagcc
cccaagctgce
ggttctgget
gctacctact
ctggaaatca
aagggcaagc
ttggtcgtag
atcttctggg
aaacagccgt
tttcctgagg
gcaccagcegt
gaagagtatg
agacgaaaaa
gcctattctg
taccagggac
ccacctaggg
gacgtggaag
ccgcgactgce
ccaacgggcc
gtcgcacaac
ttcagcgatg
cagtccatgt
tattaccagg
ggcctegtgt

acctacagcg

gcggaggatc
gcccctecag
agaacatcaa
tgatctacaa
ccggcaccga
actgccagca
aggccgcetgce
acctctgtcc
tgggtggagt
ttegettttc
ttatgaggcc
aggaggages
atcagcaggg
acgttttgga
acccccagga
aaataggcat
tcagcactgc
ccaagagaag
aaaatccggg
ttctectget
tctacactca
cttgtggtgc
ttgtctcagc
ccgececcectg
acgaaactac

tcagttgcca

acgaggcgaa

tggtggeggt
cctgtecget
cgtgtggctg
ggccagcaag
cttcaccctc
gggacaaagc
ccttgataat
gtcacccttg
cctcgettgt
cgtcgttaag
ggtccaaacg
cgggtgcgaa
ccagaaccaa
caagcgcaga
gggtctctat
gaaaggagag
tacgaaggat
tggcageggg
gcctatgggt
gttgttgggc
ctccggtgaa
taaccagaca
caccgagcct
tgtcgaagcc
cgggeggtgt
ggataagcaa

ccacgtcgac

ggttctggeg
agcgtgegeg
agctggtatc
ctgcacaccg
accatcagca
tacccctgga
gaaaagtcaa
ttccctggtc
tactctctgc
cgggeggagaa
actcaggaag
ctgagggtga
ctgtataacg
ggacgggacc
aatgagctgc
cggagaagegg
acttatgacg
gagggccees
gcecggegeca
gtgtctctcg
tgttgcaaag
gtctgtgaac
tgcaagcctt
gatgatgcag
gaggcctgcec
aacacagtat

ccttgettgce

gcggaggctc
acagggtcac
agcagaaacc
gcgtgcccag
gcctgeagcec
ccttcggeca
acggaacaat
catccaagcc
tcgtcaccgt
aaaagctgct
aggacggctg
agttttccag
agctcaacct
ctgagatggg
agaaggataa
gaaaagggca
ctctccacat
gatctctcct
cgggaagesc
gaggcgctaa
cctgtaacct
catgcctgga
gtaccgaatg
tgtgcagatg
gggtgtgtea
gtgaggagtg

cgtgcaccgt

cgacatccag
cattacctgc
cggcaaggct
caggtttagc
cgaagacttc
gggaaccaag
cattcacgtg
attctgggtg
ggcttttata
gtacattttc
ctcctgecgce
atctgcagat
gggacgcagg
tggcaaacca
gatggctgaa
cgacggtttg
gcaagccctg
tacatgtggg
tatggatggc
ggaggcctgt
tggcgaggsc
ttcagtgaca
tgtgggectt
tgcctatgga
agccggcetct
tccagacgga

ctgcgaggat

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040



gtgtacgcge tgggcagacg

cacacctcct gagggatcag

agagcaggac ctgatcgctt

acaaccagtc gtgacgcggg

ggcagccgtg gtcgtgggcc

accgaacgcc agctgagaga

gggagatgga tcacccggag

caagaaccgg aggcccctcc

acgacagtca tgggatcctc

cctgtctact gtagcatctt

aagagatgac ctaggtaa

<210> 42

<211> 782

<212> PRT

<213> Secuencia artificial

<220>

<221> fuente

<223> /nota="Descripcidn de

<400> 42

Met Ala Leu Pro Val Thr Ala

1 5

His Ala Ala Arg Pro Gln Val

20

Lys Lys Pro Gly Ala Ser Val
35

Thr Phe Thr Thr Tyr Trp Met

50 55

Gly Leu Glu Trp Met Gly Glu

65 70

Tyr Asn Glu Lys Phe Lys Thr

85
Thr Ser Thr Val Tyr Met Glu
100
Ala Val Tyr Tyr Cys Ala Lys

115

la Secuencia Artificial:

Leu Leu Leu
10

Gln Leu Val

25

Lys Val Ser

40

His Trp Val

Ile Asn Pro

Val Thr

90

Arg

Ser Ser

105

Leu

Leu Pro

120

Gly

Pro

Gln

Cys

Arg

Ser

75

Met

Leu

Gly

ctgagtgcga
acagtacagc
ctacagttgc
gcacaaccga

tggtagccta

Leu Ala Leu

Ala
30

Ser Gly

Ala
45

Lys Ser

Gln
60

Ala Pro

Ser Gly Arg

Thr Arg Asp

Glu
110

Arg Ser

Gln
125

Pro Tyr

ggagatccct
cccgagtacc
tggcgtggtyg
caatctgatt

catcgecttt

Leu Leu
15

Glu Vval

Gly Tyr

Gly Gln

Thr Asn

80

Thr
95

Ser

Asp Thr

Tyr Ala

2100

2160

2220

2280

2340

2358

Polipéptido sintético”



Met

Gly

145

Met

Thr

Tyr

Ser

Gly

225

Ala

Gln

Ser

Pro

Gly

305

Ile

Leu

Asp

130

Gly

Thr

Ile

Gln

Lys

210

Thr

Thr

Gly

Asn

Leu

290

Gly

Phe

Tyr

Tyr

Ser

Gln

Thr

Gln

195

Leu

Asp

Tyr

Thr

Gly

275

Phe

Val

Trp

Ile

Trp

Gly

Ser

Cys

180

Lys

His

Phe

Tyr

Lys

260

Thr

Pro

Leu

Val

Phe

Gly

Gly

Pro

165

His

Pro

Thr

Thr

Cys

245

Leu

Ile

Gly

Ala

Arg

325

Lys

Gln

Gly

150

Ser

Ala

Gly

Gly

Leu

230

Gln

Glu

Ile

Pro

Cys

310

Phe

Gln

Gly

135

Ser

Ser

Lys

Val

215

Thr

Gln

Ile

His

Ser

295

Tyr

Ser

Pro

Thr

Ser

Leu

Gln

Ala

200

Pro

Ile

Gly

Lys

Val

280

Lys

Ser

Val

Phe

Met

Gly

Ser

Asn

185

Pro

Ser

Ser

Gln

Ala

265

Lys

Pro

Leu

Val

Met

Val

Gly

Ala

170

Ile

Lys

Arg

Ser

Ser

250

Ala

Gly

Phe

Leu

Lys
330

Thr

Gly

155

Ser

Asn

Leu

Phe

Leu

235

Tyr

Ala

Lys

Trp

Val

315

Arg

Pro

Val

140

Gly

Val

Val

Leu

Ser

220

Gln

Pro

Leu

His

Val

300

Thr

Gly

Val

Ser

Ser

Gly

Trp

Ile

205

Gly

Pro

Trp

Asp

Leu

285

Leu

Val

Arg

Gln

Ser

Asp

Asp

Leu

190

Tyr

Ser

Glu

Thr

Asn

270

Cys

Val

Ala

Lys

Thr

Gly

Ile

Arg

175

Ser

Lys

Gly

Asp

Phe

255

Glu

Pro

Val

Phe

Lys

335

Thr

Gly

Gln

160

Val

Trp

Ala

Ser

Phe

240

Gly

Lys

Ser

Val

Ile

320

Leu

Gln



Glu

Cys

Gln

385

Glu

Gly

Leu

Gly

Ser

465

Pro

Leu

Ala

Leu

Tyr
545

Glu

Glu

370

Gln

Glu

Gly

Gln

Glu

450

Thr

Pro

Thr

Thr

Gly

530

Thr

Asp

355

Leu

Gly

Tyr

Lys

Lys

435

Arg

Ala

Arg

Cys

Gly

515

Val

His

340

Gly

Arg

Gln

Asp

Pro

420

Asp

Arg

Thr

Ala

Gly

500

Arg

Ser

Ser

Cys

Val

Asn

Val

405

Arg

Lys

Arg

Lys

Lys

485

Asp

Ala

Leu

Gly

Ser

Lys

Gln

390

Leu

Arg

Met

Gly

Asp

470

Arg

Val

Met

Gly

Glu
550

Cys

Phe

375

Leu

Asp

Lys

Ala

Lys

455

Thr

Ser

Glu

Asp

Gly

535

Cys

Arg

360

Ser

Tyr

Lys

Asn

Glu

440

Gly

Tyr

Gly

Glu

Gly

520

Ala

Cys

345

Phe

Arg

Asn

Arg

Pro

425

Ala

His

Asp

Ser

Asn

505

Pro

Lys

Lys

Pro

Ser

Glu

Arg

410

Gln

Tyr

Asp

Ala

Gly

490

Pro

Arg

Glu

Ala

Glu

Ala

Leu

395

Gly

Glu

Ser

Gly

Leu

475

Glu

Gly

Leu

Ala

Cys
555

Glu

Asp

380

Asn

Arg

Gly

Glu

Leu

460

His

Gly

Pro

Leu

Cys

540

Asn

Glu

365

Ala

Leu

Asp

Leu

Ile

445

Tyr

Met

Arg

Met

Leu

525

Pro

Leu

350

Glu

Pro

Gly

Pro

Tyr

430

Gly

Gln

Gln

Gly

Gly

510

Leu

Thr

Gly

Gly

Ala

Arg

Glu

415

Asn

Met

Gly

Ala

Ser

495

Ala

Leu

Gly

Glu

Gly

Tyr

Arg

400

Met

Glu

Lys

Leu

Leu

480

Leu

Gly

Leu

Leu

Gly
560



Val

Asp

Pro

Glu

Glu

625

Gly

Cys

Leu

Thr

Thr

705

Gln

Ala

Arg

Ala

Ala

Ser

Cys

Ala

610

Thr

Leu

Pro

Pro

Arg

690

Arg

Glu

Gly

Gly

Val

Gln

Val

Thr

595

Asp

Thr

Val

Asp

Cys

675

Trp

Ser

Pro

Val

Thr

755

Val

Pro

Thr

580

Glu

Asp

Gly

Phe

Gly

660

Thr

Ala

Thr

Glu

Val

740

Thr

Val

Cys

565

Phe

Cys

Ala

Arg

Ser

645

Thr

Val

Asp

Pro

Ala

725

Thr

Asp

Gly

Gly

Ser

Val

Val

Cys

630

Cys

Tyr

Cys

Ala

Pro

710

Pro

Thr

Asn

Leu

Ala

Asp

Gly

Cys

615

Glu

Gln

Ser

Glu

Glu

695

Glu

Pro

Val

Leu

Val

Asn

Val

Leu

600

Arg

Ala

Asp

Asp

Asp

680

Cys

Gly

Glu

Met

Ile

760

Ala

Gln

Val

585

Gln

Cys

Cys

Lys

Glu

665

Thr

Glu

Ser

Gln

Gly

745

Pro

Tyr

Thr

570

Ser

Ser

Ala

Arg

Gln

650

Ala

Glu

Glu

Asp

Asp

730

Ser

Val

Ile

Val

Ala

Met

Tyr

Val

635

Asn

Asn

Arg

Ile

Ser

715

Leu

Ser

Tyr

Ala

Cys

Thr

Ser

Gly

620

Cys

Thr

His

Gln

Pro

700

Thr

Ile

Gln

Cys

Phe

Glu

Glu

Ala

605

Tyr

Glu

Val

Val

Leu

685

Gly

Ala

Ala

Pro

Ser

765

Lys

Pro

Pro

590

Pro

Tyr

Ala

Cys

Asp

670

Arg

Arg

Pro

Ser

Val

750

Ile

Arg

Cys

575

Cys

Cys

Gln

Gly

Glu

655

Pro

Glu

Trp

Ser

Thr

735

Val

Leu

Leu

Lys

Val

Asp

Ser

640

Glu

Cys

Cys

Ile

Thr

720

Val

Thr

Ala



770

<210> 43
<211> 2418
<212> ADN

775

<213> Secuencia artificial

<220>

<221> fuente

<223> /nota="Descripciodn de la Secuencia Artificial: Polinucledétido sintético

<400> 43
atggcactcc

ccgcaggtgc
gtgagctgca
gctcccggac
tacaacgaga

tacatggagc

ggacccggcc
agcagcggag
atgacccaga
cacgccagcc
cccaagctgc
ggttctggct
gctacctact
ctggaaatca
cccgcccctc
cctgaggcat
tgcgatattt
gtgattaccc
gattacatga
gcaccaccta

gcaccagcgt

ccgtaactgc
agctggtgca
aggcctccgg

agggcctgga

agttcaagac
tgtccagcct
cccagtacta
gcggaggatc
gcccctccag
agaacatcaa
tgatctacaa
ccggcaccga
actgccagca
aggccgctgc
ggcccccaac
gcecgecececegce
atatctgggc
tctactgcaa
atatgactcc
gagatttcgc

atcagcaggg

780

tctgctgetg ccgttggecat tgctcctgcea

gtccggegcec
ctacaccttc
atggatgggc
cagggtgacc
gaggagegag
tgccatggac
tggtggceggt
cctgtccgcet
cgtgtggctg
ggccagcaag
cttcaccctc
gggacaaagc
cttcgtgect
tcctgcacca
ggcaggegsc
cccccttgec
ccacagaaac
acgccgccct
tgcctatcgg

ccagaaccaa

gaagtgaaga
accacctact
gaaatcaacc
atgaccaggg
gacaccgccg

tactggggcc

ggttctggceg
agcgtgggeg
agctggtatc
ctgcacaccg
accatcagca
tacccctgga
gtttttctgc
actatcgctt
gccgtgcaca
gggacatgcg
agatccaaaa
ggccccacaa
agcagggtga

ctgtataacg

agcccggagc
ggatgcactg
cctcctcecgg
acaccagcac
tgtactactg
aaggcaccat
gcggaggctc
acagggtcac
agcagaaacc
gcgtgcccag
gcctgcagcec
ccttcggcca
ccgcgaaacc
cccaacccct
ctagaggcct
gggtactgct
gaagccgcct
ggaaacacta
agttttccag

agctcaacct

cgccgeacgce
cagcgtgaag
ggtcagacag
caggaccaac
cagcaccgtg
tgccaagctg
ggtgaccgtg
cgacatccag
cattacctgc
cggcaaggct
caggtttagc
cgaagacttc
gggaaccaag
cacaactacc
gtctctgaga
ggacttcgcc
gctgtctctg
gctccatagc
ccagccttac

atctgcagat

gggacgcagg

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260



gaagagtatg
agacgaaaaa
gcctattctg
taccagggac
ccacctaggg
gacgtggaag
ccgcgactgc
ccaacgggcc
gtcgcacaac
ttcagcgatg
cagtccatgt
tattaccagg
ggcctcgtgt
acctacagcg
accgaacgcc
gggagatgga
caagaaccgg
acgacagtca
cctgtctact
aagagatgac
<210>
<211>

<212>
<213>

44
802
PRT

<220>
<221>
<223>

<400> 44

acgttttgga
acccccagga
aaataggcat
tcagcactgc
ccaagagaag
aaaatccggg
ttctcctget
tctacactca
cttgtggtgc
ttgtctcagc
ccgccccctg
acgaaactac
tcagttgcca
acgaggcgaa
agctgagaga
tcacccggag
aggcccctcc
tgggatcctc
gtagcatctt

ctaggtaa

fuente
/nota="Descripcidn de la Secuencia Artificial: Polipéptido sintético”

caagcgcaga
gggtctctat
gaaaggagag
tacgaaggat
tggcagcggs
gcctatgggt
gttgttgggc
ctccggtgaa
taaccagaca
caccgagcct
tgtcgaagcc
cgggeggtgt
ggataagcaa
ccacgtcgac
gtgtacgcgc
cacacctcct
agagcaggac

acaaccagtc

ggcagccgtg

Secuencia artificial

ggacgggacc
aatgagctgc
cggagaagegs
acttatgacg
gaggegccgee
gcecggegeca
gtgtctctcg
tgttgcaaag
gtctgtgaac
tgcaagcctt
gatgatgcag
gaggcctgcc
aacacagtat
ccttgettgce
tgggcagacg
gagggatcag
ctgatcgctt
gtgacgcggg

gtcgtgggcc

ctgagatggg
agaaggataa
gaaaagggca
ctctccacat
gatctctcct
cgggaaggec
gaggcgctaa
cctgtaacct
catgcctgga
gtaccgaatg
tgtgcagatg
gggtgtgtga
gtgaggagtg
cgtgcaccgt
ctgagtgcga
acagtacagc
ctacagttgc
gcacaaccga

tggtagccta

tggcaaacca
gatggctgaa
cgacggtttg
gcaagccctg
tacatgtggg
tatggatggc
ggaggcctgt
tggcgaggsc
ttcagtgaca
tgtgggcctt
tgcctatgga
agccggctct
tccagacgga
ctgcgaggat
ggagatccct
cccgagtacc
tggegtggtg
caatctgatt

catcgccttt

Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu

1

5

10

15

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2418



His

Lys

Thr

Gly

65

Tyr

Thr

Ala

Met

Gly

145

Met

Thr

Tyr

Ser

Ala

Lys

Phe

50

Leu

Asn

Ser

Val

Asp

130

Gly

Thr

Ile

Gln

Lys
210

Ala

Pro

35

Thr

Glu

Glu

Thr

Tyr

115

Tyr

Ser

Gln

Thr

Gln

195

Leu

Arg

20

Gly

Thr

Trp

Lys

Val

100

Tyr

Trp

Gly

Ser

Cys

180

Lys

His

Pro

Ala

Tyr

Met

Phe

85

Tyr

Cys

Gly

Gly

Pro

165

His

Pro

Thr

Gln

Ser

Trp

Gly

70

Lys

Met

Ala

Gln

Gly

150

Ser

Ala

Gly

Gly

Val

Val

Met

55

Glu

Thr

Glu

Lys

Gly

135

Gly

Ser

Ser

Lys

Val
215

Gln

Lys

40

His

Ile

Arg

Leu

Leu

120

Thr

Ser

Leu

Gln

Ala

200

Pro

Leu

25

Val

Trp

Asn

Val

Ser

105

Gly

Met

Gly

Ser

Asn

185

Pro

Ser

Val

Ser

Val

Pro

Thr

90

Ser

Pro

Val

Gly

Ala

170

Ile

Lys

Arg

Gln

Cys

Arg

Ser

75

Met

Leu

Gly

Thr

Gly

155

Ser

Asn

Leu

Phe

Ser

Lys

Gln

60

Ser

Thr

Arg

Pro

Val

140

Gly

Val

Val

Leu

Ser
220

Gly

Ala

45

Ala

Gly

Arg

Ser

Gln

125

Ser

Ser

Gly

Trp

Ile

205

Gly

Ala

30

Ser

Pro

Arg

Asp

Glu

110

Tyr

Ser

Asp

Asp

Leu

190

Tyr

Ser

Glu

Gly

Gly

Thr

Thr

95

Asp

Tyr

Gly

Ile

Arg

175

Ser

Lys

Gly

Val

Tyr

Gln

Asn

80

Ser

Thr

Ala

Gly

Gln

160

Val

Trp

Ala

Ser



Gly

225

Ala

Gln

Leu

Ala

Arg

305

Cys

Leu

Lys

Arg

Asp

385

Ala

Leu

Asp

Thr

Thr

Gly

Pro

Pro

290

Pro

Asp

Leu

Arg

Pro

370

Phe

Pro

Gly

Pro

Asp

Tyr

Thr

Ala

275

Thr

Ala

Ile

Ser

Ser

355

Gly

Ala

Ala

Arg

Glu
435

Phe

Tyr

Lys

260

Lys

Ile

Ala

Tyr

Leu

340

Arg

Pro

Ala

Tyr

Arg

420

Met

Thr

Cys

245

Leu

Pro

Ala

Gly

Ile

325

Val

Leu

Thr

Tyr

Gln

405

Glu

Gly

Leu

230

Gln

Glu

Thr

Ser

Gly

310

Trp

Ile

Leu

Arg

Arg

390

Gln

Glu

Gly

Thr

Gln

Ile

Thr

Gln

295

Ala

Ala

Thr

His

Lys

375

Ser

Gly

Tyr

Lys

Ile

Gly

Lys

Thr

280

Pro

Val

Pro

Leu

Ser

360

His

Arg

Gln

Asp

Pro
440

Ser

Gln

Ala

265

Pro

Leu

His

Leu

Tyr

345

Asp

Tyr

Val

Asn

Val

425

Arg

Ser

Ser

250

Ala

Ala

Ser

Thr

Ala

330

Cys

Tyr

Gln

Lys

Gln

410

Leu

Arg

Leu

235

Tyr

Ala

Pro

Leu

Arg

315

Gly

Asn

Met

Pro

Phe

395

Leu

Asp

Lys

Gln

Pro

Phe

Arg

Arg

300

Gly

Thr

His

Asn

Tyr

380

Ser

Tyr

Lys

Asn

Pro

Trp

Val

Pro

285

Pro

Leu

Cys

Arg

Met

365

Ala

Arg

Asn

Arg

Pro
445

Glu

Thr

Pro

270

Pro

Glu

Asp

Gly

Asn

350

Thr

Pro

Ser

Glu

Arg

430

Gln

Asp

Phe

255

Val

Thr

Ala

Phe

Val

335

Arg

Pro

Pro

Ala

Leu

415

Gly

Glu

Phe

240

Gly

Phe

Pro

Cys

Ala

320

Leu

Ser

Arg

Arg

Asp

400

Asn

Arg

Gly



Leu

Ile

465

Tyr

Met

Arg

Met

Leu

545

Pro

Leu

Glu

Glu

Ala

625

Tyr

Tyr

450

Gly

Gln

Gln

Gly

Gly

530

Leu

Thr

Gly

Pro

Pro

610

Pro

Tyr

Asn

Met

Gly

Ala

Ser

515

Ala

Leu

Gly

Glu

Cys

595

Cys

Cys

Gln

Glu

Lys

Leu

Leu

500

Leu

Gly

Leu

Leu

Gly

580

Leu

Lys

Val

Asp

Leu

Gly

Ser

485

Pro

Leu

Ala

Leu

Tyr

565

Val

Asp

Pro

Glu

Glu
645

Gln

Glu

470

Thr

Pro

Thr

Thr

Gly

550

Thr

Ala

Ser

Cys

Ala

630

Thr

Lys

455

Arg

Ala

Arg

Cys

Gly

535

Val

His

Gln

Val

Thr

615

Asp

Thr

Asp

Arg

Thr

Ala

Gly

520

Arg

Ser

Ser

Pro

Thr

600

Glu

Asp

Gly

Lys

Arg

Lys

Lys

505

Asp

Ala

Leu

Gly

Cys

585

Phe

Cys

Ala

Arg

Met

Gly

Asp

490

Arg

Val

Met

Gly

Glu

570

Gly

Ser

Val

Val

Cys
650

Ala

Lys

475

Thr

Ser

Glu

Asp

Gly

555

Cys

Ala

Asp

Gly

Cys

635

Glu

Glu

460

Gly

Tyr

Gly

Glu

Gly

540

Ala

Cys

Asn

Val

Leu

620

Arg

Ala

Ala

His

Asp

Ser

Asn

525

Pro

Lys

Lys

Gln

Val

605

Gln

Cys

Cys

Tyr

Asp

Ala

Gly

510

Pro

Arg

Glu

Ala

Thr

590

Ser

Ser

Ala

Arg

Ser

Gly

Leu

495

Glu

Gly

Leu

Ala

Cys

575

Val

Ala

Met

Tyr

Val
655

Glu

Leu

480

His

Gly

Pro

Leu

Cys

560

Asn

Cys

Thr

Ser

Gly

640

Cys



Glu Ala Gly Ser Gly Leu Val Phe Ser Cys Gln Asp Lys Gln Asn Thr
660 665 670

Val Cys Glu Glu Cys Pro Asp Gly Thr Tyr Ser Asp Glu Ala Asn His
675 680 685

Val Asp Pro Cys Leu Pro Cys Thr Val Cys Glu Asp Thr Glu Arg Gln
690 695 700

Leu Arg Glu Cys Thr Arg Trp Ala Asp Ala Glu Cys Glu Glu Ile Pro
705 710 715 720

Gly Arg Trp Ile Thr Arg Ser Thr Pro Pro Glu Gly Ser Asp Ser Thr
725 730 735

Ala Pro Ser Thr Gln Glu Pro Glu Ala Pro Pro Glu Gln Asp Leu Ile
740 745 750

Ala Ser Thr Val Ala Gly Val Val Thr Thr Val Met Gly Ser Ser Gln
755 760 765

Pro Val Val Thr Arg Gly Thr Thr Asp Asn Leu Ile Pro Val Tyr Cys
770 775 780

Ser Ile Leu Ala Ala Val Val Val Gly Leu Val Ala Tyr Ile Ala Phe
785 790 795 800

Lys Arg

210> 45

<211> 2436

<212> ADN

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripciodn de la Secuencia Artificial: Polinucleétido sintético

<400> 45
atggcactcc ccgtaactge tctgetgetg ccgttggeat tgctcctgea cgecgeacgce 60

ccgcaggtge agctggtgeca gtccggegec gaagtgaaga agcccggage cagcgtgaag 120



gtgagctgca
gctcccggac
tacaacgaga

tacatggagc

ggacccggcec
agcagcggag
atgacccaga
cacgccagcc
cccaagctgce
ggttctgget
gctacctact
ctggaaatca
cccgeccctce
cctgaggcat
tgcgatattt
gtgattaccc
aagctgctgt
gacggctgcet
ttttccagat
ctcaacctgg
gagatgggtg
aaggataaga
aaagggcacg
ctccacatgc

tctctcctta

ggaagggcta

ggcgctaagg

aggcctccgg

agggcctgga

agttcaagac
tgtccagect
cccagtacta
gcggaggatc
gcccctecag
agaacatcaa
tgatctacaa
ccggcaccga
actgccagca
aggccgcetgce
ggcccccaac
gcecgececge
atatctgggc
tctactgcaa
acattttcaa
cctgeegett
ctgcagatgc
gacgcaggga
gcaaaccaag
tggctgaagc
acggtttgta
aagccctgcec
catgtgggga
tggatggccc

aggcctgtcc

ctacaccttc

atggatggec
cagggtgacc
gaggagcgag
tgccatggac
tggtggeggt
cctgtecget
cgtgtggctg
ggccagcaag
cttcaccctc
gggacaaagc
cttcgtgect
tcctgcacca
ggcaggeggc
cccecttgec
ccacagaaac
acagccgttt
tcctgaggag
accagcgtat
agagtatgac
acgaaaaaac
ctattctgaa
ccagggactc
acctagggcc
cgtggaagaa
gcgactgett

aacgggcctc

accacctact
gaaatcaacc
atgaccaggg
gacaccgccg

tactggggcc

ggttctggeg
agcgtgggcg
agctggtatc
ctgcacaccg
accatcagca
tacccctgga
gtttttctge
actatcgctt
gccgtgceaca
gggacatgcg
cgcttttecg
atgaggccgg
gaggagegecyg
cagcagggcc
gttttggaca
ccccaggagg
ataggcatga
agcactgcta
aagagaagtg
aatccggggc
ctcctgetgt

tacactcact

ggatgcactg
cctccteegg
acaccagcac
tgtactactg
aaggcaccat
gcggaggctc
acagggtcac
agcagaaacc
gcgtgcccag
gcctgeagcec
ccttcggeca
ccgcgaaacc
cccaacccct
ctagaggcct
gggtactgct
tcgttaageg
tccaaacgac
ggtgcgaact
agaaccaact
agcgcagagg
gtctctataa
aaggagagcg
cgaaggatac
gcageggesa
ctatgggtgc
tgttgggegt

ccggtgaatg

ggtcagacag

caggaccaac
cagcaccgtg
tgccaagctg
ggtgaccgtg
cgacatccag
cattacctgc
cggcaaggct
caggtttagc
cgaagacttc
gggaaccaag
cacaactacc
gtctctgaga
ggacttcgcc
gctgtctctg
ggggagaaaa
tcaggaagag
gagggtgaag
gtataacgag
acgggaccct
tgagctgcag
gagaagggea
ttatgacgct
gggeceggesa
cggcgecacg
gtctctcgga

ttgcaaagcc

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740



tgtaaccttg
tgcctggatt
accgaatgtg
tgcagatgtg
gtgtgtgaag
gaggagtgtc
tgcaccgtct
gagtgcgagg
agtacagccc
acagttgctg
acaaccgaca
gtagcctaca
<210> 46

<211> 808
<212> PRT

gcgagggegt
cagtgacatt
tgggccttca
cctatggata
ccggetetgg
cagacggaac
gcgaggatac
agatccctgg
cgagtaccca
gcgtggtgac
atctgattcc

tcgcctttaa

cgcacaacct
cagcgatgtt
gtccatgtcc
ttaccaggac
cctegtgttc
ctacagcgac
cgaacgccag
gagatggatc
agaaccggag
gacagtcatg
tgtctactgt

gagatgacct

<213> Secuencia artificial

<220>

<221> fuente

<223> /nota="Descripcidn de

<400> 46

Met Ala Leu Pro Val Thr Ala

1

His Ala

Lys Lys
35

Thr Phe
50

Gly Leu
65

5

Ala Arg Pro Gln Val

20

Pro Gly Ala Ser Val

Thr Thr Tyr Trp Met

Glu Trp Met Gly Glu

70

Leu

Gln

Lys
40

His
55

Ile

tgtggtgcta
gtctcagcca
gcccectgtg
gaaactaccg
agttgccagg
gaggcgaacc
ctgagagagt
acccggagca
gccccteccag
ggatcctcac
agcatcttgg

aggtaa

Leu Leu Pro

10

Leu Val Gln

25

Val Ser Cys

Trp Val

Arg

Ser
75

Asn Pro

accagacagt
ccgagccttg
tcgaagccga
ggcggtgtga
ataagcaaaa
acgtcgaccc
gtacgcgctg
cacctcctga
agcaggacct
aaccagtcgt

cagccgtggt

Leu Ala Leu

Ala
30

Ser Gly

Lys Ala Ser

45

Gln Ala
60

Pro

Ser Gly Arg

ctgtgaacca
caagccttgt
tgatgcagtg
ggcctgecgg
cacagtatgt
ttgcttgecg
ggcagacgct
gggatcagac
gatcgcttct
gacgegeesc

cgtgggectg

Leu Leu

15

Glu val

Gly Tyr

Gly Gln

Thr Asn
80

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2436

la Secuencia Artificial: Polipéptido sintético”



Tyr

Thr

Ala

Met

Gly

145

Met

Thr

Tyr

Ser

Gly

225

Ala

Gln

Leu

Ala

Asn

Ser

Val

Asp

130

Gly

Thr

Ile

Gln

Lys

210

Thr

Thr

Gly

Pro

Pro

Glu

Thr

Tyr

115

Tyr

Ser

Gln

Thr

Gln

195

Leu

Asp

Tyr

Thr

Ala

275

Thr

Lys

Val

100

Tyr

Trp

Gly

Ser

Cys

180

His

Phe

Tyr

Lys

260

Lys

Ile

Phe

85

Tyr

Cys

Gly

Gly

Pro

165

His

Pro

Thr

Thr

Cys

245

Leu

Pro

Ala

Lys

Met

Ala

Gln

Gly

150

Ser

Ala

Gly

Gly

Leu

230

Gln

Glu

Thr

Ser

Thr

Glu

Lys

Gly

135

Gly

Ser

Ser

Lys

Val

215

Thr

Gln

Ile

Thr

Gln

Arg

Leu

Leu

120

Thr

Ser

Leu

Gln

Ala

200

Pro

Ile

Gly

Lys

Thr

280

Pro

Val

Ser

105

Gly

Met

Gly

Ser

Asn

185

Pro

Ser

Ser

Gln

Ala

265

Pro

Leu

Thr

90

Ser

Pro

Val

Gly

Ala

170

Ile

Lys

Arg

Ser

Ser

250

Ala

Ala

Ser

Met

Leu

Gly

Thr

Gly

155

Ser

Asn

Leu

Phe

Leu

235

Tyr

Ala

Pro

Leu

Thr

Arg

Pro

Val

140

Gly

Val

Val

Leu

Ser

220

Gln

Pro

Phe

Arg

Arg

Arg

Ser

Gln

125

Ser

Ser

Gly

Trp

Ile

205

Gly

Pro

Trp

Val

Pro

285

Pro

Asp

Glu

110

Tyr

Ser

Asp

Asp

Leu

190

Tyr

Ser

Glu

Thr

Pro

270

Pro

Glu

Thr

95

Asp

Tyr

Gly

Ile

Arg

175

Ser

Lys

Gly

Asp

Phe

255

Val

Thr

Ala

Ser

Thr

Ala

Gly

Gln

160

Val

Trp

Ala

Ser

Phe

240

Gly

Phe

Pro

Cys



Arg

305

Cys

Leu

Ser

Pro

Cys

385

Phe

Leu

Asp

Lys

Ala

465

Lys

Thr

290

Pro

Asp

Leu

Val

Phe

370

Arg

Ser

Tyr

Lys

Asn

450

Glu

Gly

Tyr

Ala

Ile

Ser

Val

355

Met

Phe

Arg

Asn

Arg

435

Pro

Ala

His

Asp

Ala

Tyr

Leu

340

Lys

Arg

Pro

Ser

Glu

420

Arg

Gln

Tyr

Asp

Ala
500

Gly

Ile

325

Val

Arg

Pro

Glu

Ala

405

Leu

Gly

Glu

Ser

Gly

485

Leu

Gly

310

Trp

Ile

Gly

Val

Glu

390

Asp

Asn

Arg

Gly

Glu

470

Leu

His

295

Ala

Ala

Thr

Arg

Gln

375

Glu

Ala

Leu

Asp

Leu

455

Ile

Tyr

Met

Val

Pro

Leu

Lys

360

Thr

Glu

Pro

Gly

Pro

440

Tyr

Gly

Gln

Gln

His

Leu

Tyr

345

Lys

Thr

Gly

Ala

Arg

425

Glu

Asn

Met

Gly

Ala
505

Thr

Ala

330

Cys

Leu

Gln

Gly

Tyr

410

Arg

Met

Glu

Lys

Leu

490

Leu

Arg

315

Gly

Asn

Leu

Glu

Cys

395

Gln

Glu

Gly

Leu

Gly

475

Ser

Pro

300

Gly

Thr

His

Tyr

Glu

380

Glu

Gln

Glu

Gly

Gln

460

Glu

Thr

Pro

Leu

Cys

Arg

Ile

365

Asp

Leu

Gly

Tyr

Lys

445

Lys

Arg

Ala

Arg

Asp

Gly

Asn

350

Phe

Gly

Arg

Gln

Asp

430

Pro

Asp

Arg

Thr

Ala
510

Phe

Val

335

Arg

Lys

Cys

Val

Asn

415

Val

Arg

Lys

Arg

Lys

495

Lys

Ala

320

Leu

Phe

Gln

Ser

Lys

400

Gln

Leu

Arg

Met

Gly

480

Asp

Arg



Ser

Glu

Asp

545

Gly

Cys

Ala

Asp

Gly

625

Cys

Glu

Gln

Ser

Glu

705

Glu

Gly

Glu

530

Gly

Ala

Cys

Asn

Val

610

Leu

Arg

Ala

Asp

Asp

690

Asp

Cys

Ser

515

Asn

Pro

Lys

Lys

Gln

595

Val

Gln

Cys

Cys

Lys

675

Glu

Thr

Glu

Gly

Pro

Arg

Glu

Ala

580

Thr

Ser

Ser

Ala

Arg

660

Gln

Ala

Glu

Glu

Glu

Gly

Leu

Ala

565

Cys

Val

Ala

Met

Tyr

645

Val

Asn

Asn

Arg

Ile

Gly

Pro

Leu

550

Cys

Asn

Cys

Thr

Ser

630

Gly

Cys

Thr

His

Gln

710

Pro

Arg

Met

535

Leu

Pro

Leu

Glu

Glu

615

Ala

Tyr

Glu

Val

Val

695

Leu

Gly

Gly

520

Gly

Leu

Thr

Gly

Pro

600

Pro

Pro

Tyr

Ala

Cys

680

Asp

Arg

Arg

Ser

Ala

Leu

Gly

Glu

585

Cys

Cys

Cys

Gln

Gly

665

Glu

Pro

Glu

Trp

Leu

Gly

Leu

Leu

570

Leu

Lys

Val

Asp

650

Ser

Glu

Cys

Cys

Ile

Leu

Ala

Leu

555

Tyr

Val

Asp

Pro

Glu

635

Glu

Gly

Cys

Leu

Thr

715

Thr

Thr

Thr

540

Gly

Thr

Ala

Ser

Cys

620

Ala

Thr

Leu

Pro

Pro

700

Arg

Arg

Cys

525

Val

His

Gln

Val

605

Thr

Asp

Thr

Val

Asp

685

Cys

Trp

Ser

Gly

Arg

Ser

Ser

Pro

590

Thr

Glu

Asp

Gly

Phe

670

Gly

Thr

Ala

Thr

Asp

Ala

Leu

Gly

575

Cys

Phe

Cys

Ala

Arg

655

Ser

Thr

Val

Asp

Pro

Val

Met

Gly

560

Glu

Gly

Ser

Val

Val

640

Cys

Cys

Tyr

Cys

Ala

720

Pro



Glu Gly Ser

Glu Gln

755

Pro

Val Met

770

Gly

Leu Ile Pro

785

Val Ala Tyr

<210> 47
<211> 2481
<212> ADN
<213> Secue

<220>
<221> fuent

<223> /nota="Descripciodn de la Secuencia Artificial: Polinucledétido sintético

<400> 47
atggcactcc

ccgcaggtgc
gtgtcctgca
gccactggac
tatgcacaga
tacatggaac
ggttactact
tcaggaggcg
acgcagtctc
gccggtcaga

cccaggctcc

725

Asp Ser

740

Asp Leu

Ser

Ser

Val Tyr

Thr

Ile

Gln

Cys

Ala Pro

Ala Ser

760

Pro Val

775

Ser Ile

790

Ile Ala

805

ncia

e

ccgtaactgc
agctggtgca
aggcttctgg
aagggcttga
agttccaggg
tgagcagcct
actacttcgg
gcggttcagg
caggcaccct
gtgttaccag

tcatctatca

Phe

Lys Arg

artificial

tctgctgetg
gtctggggct
atacagcttc
gtggatgges
cagagtcacc
gagatctgag
tatggacgtc
cggaggtggc
gtctttgtct
cagctccttt

gacatccacc

730

Ser Thr Gln
745

Thr Val Ala

Val

Ala Ala

795

Leu

ccgttggcat
gaggtgaaga
accagttatg
tggatgaacc

atgaccaggg

gacacggccg
tggggccaag
tctggeggte
ccaggggaaa

gcttggtacc

agggccactg

Glu Pro Glu
750

Gly val Vval
765

780

Val val Val

tgctcctgca

agcctgggsc
atatcaactg
cgaacagtgg
acacctccat

tgtattactg

ggaccacggt
gcggaagtga
gagccaccct
aacagaaacc

gcatcccaga

735

Ala Pro

Thr Thr

Thr Arg Gly Thr Thr Asp Asn

Gly Leu
800

cgccgeacgce
ctcagtgaag
ggtgcgacag
taacacaggc
aagcacagcc
tgggagagcc
caccgtatcc
aattgtgttg
ctcctgcagg
tggccaggct

caggttcagt

60

120

180

240

300

360

420

480

540

600

660



ggcagtgggt
gcagtgtatt
gaactcaaac
aagggcaagc
ttggtcgtag
atcttctggg
ccacgccgcc
gctgcctatc
ttcaaacagc
cgctttcctg
gatgcaccag
agggaagagt
ccaagacgaa
gaagcctatt
ttgtaccagg

ctgccaccta

ggggacgtgg
ggceccgegac
tgtccaacgg
ggcgtcgcac
acattcagcg
cttcagtcca
ggatattacc
tctggcctcg
ggaacctaca
gataccgaac

cctgggagat

ctgggacaga
actgtcagca
gagccgctgc
acctctgtcc
tgggtggagt
ttagatccaa
ctggccccac
ggagccgctt
cgtttatgag
aggaggagga
cgtatcagca
atgacgtttt
aaaaccccca
ctgaaatagg
gactcagcac
gggccaagag
aagaaaatcc
tgcttctcect
gcctctacac
aaccttgtgg
atgttgtctc
tgtccgcccc
aggacgaaac
tgttcagttg
gcgacgagsc
gccagctgag

ggatcacccg

tttcactctc
gtatggtggc
ccttgataat
gtcacccttg
cctcgecttgt
aagaagccgc
aaggaaacac
ttccgtcgtt
gccggtccaa
gggcggstgc
gggccagaac
ggacaagcgc
ggagggtctc
catgaaagga
tgctacgaag
aagtggcagc
ggggcctatg
gctgttgttg
tcactccggt
tgctaaccag
agccaccgag
ctgtgtcgaa
taccgggegsg
ccaggataag
gaaccacgtc
agagtgtacg

gagcacacct

accatcagca
tcacggtcgt
gaaaagtcaa
ttccctggtc
tactctctgc
ctgctccata
taccagcctt

aagecgggeea

acgactcagg

gaactgaggg
caactgtata
agaggacggg
tataatgagc
gagcggagaa
gatacttatg
ggggagescc
ggtgceggeg
ggcgtgtctc
gaatgttgca
acagtctgtg
ccttgcaagc
gccgatgatg
tgtgaggcct
caaaacacag
gacccttgct
cgctgggcag

cctgagggat

gactggagcc
tcggccaagg
acggaacaat
catccaagcc
tcgtcaccgt
gcgattacat
acgcaccacc
gaaaaaagct
aagaggacgg
tgaagttttc
acgagctcaa
accctgagat
tgcagaagga
ggggaaaagg
acgctctcca

ggggatctct

ccacgggaag
tcggaggcgc
aagcctgtaa
aaccatgcct
cttgtaccga
cagtgtgcag
gccgggtgtg
tatgtgagga
tgccgtgcac
acgctgagtg

cagacagtac

tgaagatttt
gaccaaggtg
cattcacgtg
attctgggtg
ggcttttata
gaatatgact
tagagatttc
gctgtacatt
ctgctcctgce
cagatctgca
cctgggacgc

gggtggcaaa

taagatggct
gcacgacggt
catgcaagcc
ccttacatgt
ggctatggat
taaggaggcc
ccttggecgag
ggattcagtg
atgtgtgggc
atgtgcctat
tgaagccggc
gtgtccagac
cgtctgcgag
cgaggagatc

agccccgagt

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280



acccaagaac cggaggcccc tccagagcag gacctgatcg cttctacagt tgctggegtg 2340

gtgacgacag tcatgggatc ctcacaacca gtcgtgacgc ggggcacaac cgacaatctg 2400
attcctgtct actgtagcat cttggcagcc gtggtcgtgg gcctggtage ctacatcgcc 2460
tttaagagat gacctaggta a 2481
<210> 48

<211> 823

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripciodn de la Secuencia Artificial: Polipéptido sintético”

<400> 48
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15

His Ala Ala Arg Pro Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val
20 25 30

Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr
35 40 45

Ser Phe Thr Ser Tyr Asp Ile Asn Trp Val Arg Gln Ala Thr Gly Gln
50 55 60

Gly Leu Glu Trp Met Gly Trp Met Asn Pro Asn Ser Gly Asn Thr Gly
65 70 75 80

Tyr Ala Gln Lys Phe Gln Gly Arg Val Thr Met Thr Arg Asp Thr Ser
85 90 95

Ile Ser Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr
100 105 110

Ala Val Tyr Tyr Cys Gly Arg Ala Gly Tyr Tyr Tyr Tyr Phe Gly Met
115 120 125

Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly
130 135 140



Gly

145

Thr

Leu

Tyr

Ser

Gly

225

Ala

Gly

Ser

Pro

Gly

305

Ile

Met

Ser

Gln

Ser

Gln

Thr

210

Thr

Val

Thr

Asn

Leu

290

Gly

Phe

Asn

Gly

Ser

Cys

Gln

195

Arg

Asp

Tyr

Lys

Gly

275

Phe

Val

Trp

Met

Gly

Pro

Arg

180

Lys

Ala

Phe

Tyr

Val

260

Thr

Pro

Leu

Val

Thr
340

Gly

Gly

165

Ala

Pro

Thr

Thr

Cys

245

Glu

Ile

Gly

Ala

Arg

325

Pro

Gly

150

Thr

Gly

Gly

Gly

Leu

230

Gln

Leu

Ile

Pro

Cys

310

Ser

Arg

Ser

Leu

Gln

Gln

Ile

215

Thr

Gln

Lys

His

Ser

295

Tyr

Lys

Arg

Gly

Ser

Ser

Ala

200

Pro

Ile

Tyr

Arg

Val

280

Lys

Ser

Arg

Pro

Gly

Leu

Val

185

Pro

Asp

Ser

Gly

Ala

265

Lys

Pro

Leu

Ser

Gly
345

Gly

Ser

170

Thr

Arg

Arg

Arg

Gly

250

Ala

Gly

Phe

Leu

Arg

330

Pro

Gly

155

Pro

Ser

Leu

Phe

Leu

235

Ser

Ala

Lys

Trp

Val

315

Leu

Thr

Ser

Gly

Ser

Leu

Ser

220

Glu

Arg

Leu

His

Val

300

Thr

Leu

Arg

Glu

Glu

Ser

Ile

205

Gly

Pro

Ser

Asp

Leu

285

Leu

Val

His

Lys

Ile

Arg

Phe

190

Tyr

Ser

Glu

Phe

Asn

270

Cys

Val

Ala

Ser

His
350

Val

Ala

175

Ala

Gln

Gly

Asp

Gly

255

Glu

Pro

Val

Phe

Asp

335

Tyr

Leu

160

Thr

Trp

Thr

Ser

Phe

240

Gln

Lys

Ser

Val

Ile

320

Tyr

Gln



Pro

Val

Phe

385

Arg

Ser

Tyr

Lys

Asn

465

Glu

Gly

Tyr

Gly

Glu

545

Gly

Tyr

Val

370

Met

Phe

Arg

Asn

Arg

450

Pro

Ala

His

Asp

Ser

530

Asn

Pro

Ala

355

Lys

Arg

Pro

Ser

Glu

435

Arg

Gln

Tyr

Asp

Ala

515

Gly

Pro

Arg

Pro

Arg

Pro

Glu

Ala

420

Leu

Gly

Glu

Ser

Gly

500

Leu

Glu

Gly

Leu

Pro

Gly

Val

Glu

405

Asp

Asn

Arg

Gly

Glu

485

Leu

His

Gly

Pro

Leu
565

Arg

Arg

Gln

390

Glu

Ala

Leu

Asp

Leu

470

Ile

Tyr

Met

Arg

Met

550

Leu

Asp

Lys

375

Thr

Glu

Pro

Gly

Pro

455

Tyr

Gly

Gln

Gln

Gly

535

Gly

Leu

Phe

360

Lys

Thr

Gly

Ala

Arg

440

Glu

Asn

Met

Gly

Ala

520

Ser

Ala

Leu

Ala

Leu

Gln

Gly

Tyr

425

Arg

Met

Glu

Lys

Leu

505

Leu

Leu

Gly

Leu

Ala

Leu

Glu

Cys

410

Gln

Glu

Gly

Leu

Gly

490

Ser

Pro

Leu

Ala

Leu
570

Tyr

Tyr

Glu

395

Glu

Gln

Glu

Gly

Gln

475

Glu

Thr

Pro

Thr

Thr

555

Gly

Arg

Ile

380

Asp

Leu

Gly

Tyr

Lys

460

Lys

Arg

Ala

Arg

Cys

540

Gly

Val

Ser

365

Phe

Gly

Arg

Gln

Asp

445

Pro

Asp

Arg

Thr

Ala

525

Gly

Arg

Ser

Arg

Lys

Cys

Val

Asn

430

Val

Arg

Lys

Arg

Lys

510

Lys

Asp

Ala

Leu

Phe

Gln

Ser

Lys

415

Gln

Leu

Arg

Met

Gly

495

Asp

Arg

Val

Met

Gly
575

Ser

Pro

Cys

400

Phe

Leu

Asp

Lys

Ala

480

Lys

Thr

Ser

Glu

Asp

560

Gly



Ala

Cys

Asn

Val

625

Leu

Arg

Ala

Asp

Asp

705

Asp

Cys

Gly

Glu

Lys

Lys

Gln

610

Val

Gln

Cys

Cys

Lys

690

Glu

Thr

Glu

Ser

Gln
770

Glu

Ala

595

Thr

Ser

Ser

Ala

Arg

675

Gln

Ala

Glu

Glu

Asp

755

Asp

Ala

580

Cys

Val

Ala

Met

Tyr

660

Val

Asn

Asn

Arg

Ile

740

Ser

Leu

Cys

Asn

Cys

Thr

Ser

645

Gly

Cys

Thr

His

Gln

725

Pro

Thr

Ile

Pro

Leu

Glu

Glu

630

Ala

Tyr

Glu

Val

Val

710

Leu

Gly

Ala

Ala

Thr

Gly

Pro

615

Pro

Pro

Tyr

Ala

Cys

695

Asp

Arg

Arg

Pro

Ser
775

Gly

Glu

600

Cys

Cys

Cys

Gln

Gly

680

Glu

Pro

Glu

Trp

Ser

760

Thr

Leu

585

Gly

Leu

Lys

Val

Asp

665

Ser

Glu

Cys

Cys

Ile

745

Thr

Val

Tyr

Val

Asp

Pro

Glu

650

Glu

Gly

Cys

Leu

Thr

730

Thr

Gln

Ala

Thr

Ala

Ser

Cys

635

Ala

Thr

Leu

Pro

Pro

715

Arg

Arg

Glu

Gly

His

Gln

Val

620

Thr

Asp

Thr

Val

Asp

700

Cys

Trp

Ser

Pro

Val
780

Ser

Pro

605

Thr

Glu

Asp

Gly

Phe

685

Gly

Thr

Ala

Thr

Glu

765

Val

Gly

590

Cys

Phe

Cys

Ala

Arg

670

Ser

Thr

Val

Asp

Pro

750

Ala

Thr

Glu

Gly

Ser

Val

Val

655

Cys

Cys

Tyr

Cys

Ala

735

Pro

Pro

Thr

Cys

Ala

Asp

Gly

640

Cys

Glu

Gln

Ser

Glu

720

Glu

Glu

Pro

Val



Met Gly Ser Ser Gln Pro Val Val Thr Arg Gly Thr Thr Asp Asn Leu
785 790 795 800

Ile Pro Val Tyr Cys Ser Ile Leu Ala Ala Val Val Val Gly Leu Val
805 810 815

Ala Tyr Ile Ala Phe Lys Arg
820

210> 49

<211> 2340

<212> ADN

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcién de la Secuencia Artificial: Polinucleétido sintético

<400> 49

atggcactcc ccgtaactge tctgetgetg ccgttggeat tgctcctgea cgecgeacge 60
ccgcaggtge agctggtgeca gtctggggct gaggtgaaga agcctgggge ctcagtgaag 120
gtgtcctgca aggcttctgg atacagcttc accagttatg atatcaactg ggtgcgacag 180
gccactggac aagggcttga gtggatgggg tggatgaacc cgaacagtgg taacacaggc 240
tatgcacaga agttccaggg cagagtcacc atgaccaggg acacctccat aagcacagcc 300
tacatggaac tgagcagcct gagatctgag gacacggccg tgtattactg tgggagagcc 360
ggttactact actacttcgg tatggacgtc tggggccaag ggaccacggt caccgtatcc 420
tcaggaggcg gcggttcagg cggaggtgge tctggeggtg gcggaagtga aattgtgttg 480
acgcagtctc caggcaccct gtctttgtct ccaggggaaa gagccaccct ctcctgeagg 540
gccggtcaga gtgttaccag cagctccttt gettggtacc aacagaaacc tggccaggcet 600
cccaggctcc tcatctatca gacatccacc agggccactg gcatcccaga caggttcagt 660
ggcagtgggt ctgggacaga tttcactctc accatcagca gactggagcc tgaagatttt 720
gcagtgtatt actgtcagca gtatggtggc tcacggtcgt tcggccaagg gaccaaggtg 780
gaactcaaac gagccgctge ccttgataat gaaaagtcaa acggaacaat cattcacgtg 840
aagggcaagc acctctgtcc gtcacccttg ttccctggtc catccaagec attctgggtg 900

ttggtcgtag tgggtggagt cctcgettgt tactctctge tcgtcaccgt ggettttata 960



atcttctggg
ccacgccgcec
gctgectatc
ggccagaacc
gacaagcgca
gagggtctct
atgaaaggag
gctacgaagg
agtggcagcg
gggcctatgg
ctgttgttgg
cactccggtg
gctaaccaga
gccaccgagc
tgtgtcgaag
accgggeggt
caggataagc
aaccacgtcg
gagtgtacgc
agcacacctc
ccagagcagg
tcacaaccag
ttggcagccg
<210> 50

<211> 776

<212> PRT
<213>

<220>
<221>

ttagatccaa
ctggccccac
ggagcagggt
aactgtataa
gaggacggga
ataatgagct
agcggagaag
atacttatga
gggaggeccy
gtgccggegc
gcgtgtctcet
aatgttgcaa
cagtctgtga
cttgcaagcc
ccgatgatgc
gtgaggectg
aaaacacagt
acccttgett
gctgggeaga
ctgagggatc
acctgatcgc
tcgtgacgeg

tggtcgtegs

fuente

aagaagccgc
aaggaaacac
gaagttttcc
cgagctcaac
ccctgagatg
gcagaaggat
gggaaaaggg
cgctctccac

gggatctctc

cacgggaagg
cggaggegct
agcctgtaac
accatgcctg
ttgtaccgaa
agtgtgcaga
ccgggtgtgt
atgtgaggag
gcecgtgceacc
cgctgagtgc
agacagtaca
ttctacagtt
gggcacaacc

cctggtagcc

Secuencia artificial

ctgctccata
taccagcctt
agatctgcag
ctgggacgca
ggtggcaaac
aagatggctg
cacgacggtt
atgcaagccc
cttacatgtg

gctatggatg

aaggaggcct
cttggcgagg
gattcagtga
tgtgtgggcc
tgtgcctatg
gaagccggct
tgtccagacg
gtctgegagg
gaggagatcc
gccccgagta
gctggegtgg
gacaatctga

tacatcgcct

gcgattacat
acgcaccacc
atgcaccagc
gggaagagta
caagacgaaa
aagcctattc
tgtaccaggg
tgccacctag
gggacgtgga
gcccgegact
gtccaacggg
gcgtcgcaca
cattcagcga
ttcagtccat
gatattacca
ctggcctegt
gaacctacag
ataccgaacg
ctgggagatg
cccaagaacc
tgacgacagt
ttcctgtcta

ttaagagatg

gaatatgact
tagagatttc
gtatcagcag
tgacgttttg
aaacccccag
tgaaataggc
actcagcact
ggccaagaga
agaaaatccg
gcttctectg
cctctacact
accttgtggt
tgttgtctca
gtccgecccc
ggacgaaact
gttcagttgc
cgacgaggcg
ccagctgaga
gatcacccgg
ggaggcccct
catgggatcc
ctgtagcatc

acctaggtaa

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340



<223> /nota="Descripcion de la Secuencia Artificial: Polipéptido sintético”

<400> 50
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15

His Ala Ala Arg Pro Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val
20 25 30

Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr
35 40 45

Ser Phe Thr Ser Tyr Asp Ile Asn Trp Val Arg Gln Ala Thr Gly Gln
50 55 60

Gly Leu Glu Trp Met Gly Trp Met Asn Pro Asn Ser Gly Asn Thr Gly
65 70 75 80

Tyr Ala Gln Lys Phe Gln Gly Arg Val Thr Met Thr Arg Asp Thr Ser
85 90 95

Ile Ser Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr
100 105 110

Ala vVal Tyr Tyr Cys Gly Arg Ala Gly Tyr Tyr Tyr Tyr Phe Gly Met
115 120 125

Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly
130 135 140

Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu
145 150 155 160

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

Leu Ser Cys Arg Ala Gly Gln Ser Val Thr Ser Ser Ser Phe Ala Trp
180 185 190

Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile Tyr Gln Thr
195 200 205



Ser

Gly

225

Ala

Gly

Ser

Pro

Gly

305

Ile

Met

Pro

Phe

Leu

385

Asp

Lys

Thr

210

Thr

Val

Thr

Asn

Leu

290

Gly

Phe

Asn

Tyr

Ser

370

Tyr

Lys

Asn

Arg

Asp

Tyr

Lys

Gly

275

Phe

Val

Trp

Met

Ala

355

Arg

Asn

Arg

Pro

Ala

Phe

Tyr

Val

260

Thr

Pro

Leu

Val

Thr

340

Pro

Ser

Glu

Arg

Gln

Thr

Thr

Cys

245

Glu

Ile

Gly

Ala

Arg

325

Pro

Pro

Ala

Leu

Gly

405

Glu

Gly

Leu

230

Gln

Leu

Ile

Pro

Cys

310

Ser

Arg

Arg

Asp

Asn

390

Arg

Gly

Ile

215

Thr

Gln

Lys

His

Ser

295

Tyr

Lys

Arg

Asp

Ala

375

Leu

Asp

Leu

Pro

Ile

Tyr

Arg

Val

280

Lys

Ser

Arg

Pro

Phe

360

Pro

Gly

Pro

Tyr

Asp

Ser

Gly

Ala

265

Lys

Pro

Leu

Ser

Gly

345

Ala

Ala

Arg

Glu

Asn

Arg

Arg

Gly

250

Ala

Gly

Phe

Leu

Arg

330

Pro

Ala

Tyr

Arg

Met

410

Glu

Phe

Leu

235

Ser

Ala

Lys

Trp

Val

315

Leu

Thr

Tyr

Gln

Glu

395

Gly

Leu

Ser

220

Glu

Arg

Leu

His

Val

300

Thr

Leu

Arg

Arg

Gln

380

Glu

Gly

Gln

Gly

Pro

Ser

Asp

Leu

285

Leu

Val

His

Lys

Ser

365

Gly

Tyr

Lys

Lys

Ser

Glu

Phe

Asn

270

Cys

Val

Ala

Ser

His

350

Arg

Gln

Asp

Pro

Asp

Gly

Asp

Gly

255

Glu

Pro

Val

Phe

Asp

335

Tyr

Val

Asn

Val

Arg

415

Lys

Ser

Phe

240

Gln

Lys

Ser

Val

Ile

320

Tyr

Gln

Lys

Gln

Leu

400

Arg

Met



Ala

Lys

Thr

465

Ser

Glu

Asp

Gly

Cys

545

Ala

Asp

Gly

Cys

Glu
625

Glu

Gly

450

Tyr

Gly

Glu

Gly

Ala

530

Cys

Asn

Val

Leu

Arg

610

Ala

Ala

435

His

Asp

Ser

Asn

Pro

515

Lys

Lys

Gln

Val

Gln

595

Cys

Cys

420

Tyr

Asp

Ala

Gly

Pro

500

Glu

Ala

Thr

Ser

580

Ser

Ala

Arg

Ser

Gly

Leu

Glu

485

Gly

Leu

Ala

Cys

Val

565

Ala

Met

Tyr

Val

Glu

Leu

His

470

Gly

Pro

Leu

Cys

Asn

550

Cys

Thr

Ser

Gly

Cys
630

Ile

Tyr

455

Met

Arg

Met

Leu

Pro

535

Leu

Glu

Glu

Ala

Tyr

615

Glu

Gly

449

Gln

Gln

Gly

Gly

Leu

520

Thr

Gly

Pro

Pro

Pro

600

Tyr

Ala

425

Met

Gly

Ala

Ser

Ala

505

Leu

Gly

Glu

Cys

Cys

585

Cys

Gln

Gly

Lys

Leu

Leu

Leu

490

Gly

Leu

Leu

Gly

Leu

570

Lys

Val

Asp

Ser

Gly

Ser

Pro

475

Leu

Ala

Leu

Tyr

Val

555

Asp

Pro

Glu

Glu

Gly
635

Glu

Thr

460

Pro

Thr

Thr

Gly

Thr

540

Ala

Ser

Cys

Ala

Thr

620

Leu

Arg

445

Ala

Arg

Cys

Gly

Val

525

His

Gln

Val

Thr

Asp

605

Thr

Val

430

Arg

Thr

Ala

Gly

Arg

510

Ser

Ser

Pro

Thr

Glu

590

Asp

Gly

Phe

Arg

Lys

Lys

Asp

495

Ala

Leu

Gly

Cys

Phe

575

Cys

Ala

Arg

Ser

Gly

Asp

Arg

480

Val

Met

Gly

Glu

Gly

560

Ser

Val

Val

Cys

Cys
640



Gln Asp Lys Gln Asn Thr Val Cys Glu Glu Cys Pro Asp Gly Thr Tyr
645 650 655

Ser Asp Glu Ala Asn His Val Asp Pro Cys Leu Pro Cys Thr Val Cys
660 665 670

Glu Asp Thr Glu Arg Gln Leu Arg Glu Cys Thr Arg Trp Ala Asp Ala
675 680 685

Glu Cys Glu Glu Ile Pro Gly Arg Trp Ile Thr Arg Ser Thr Pro Pro
690 695 700

Glu Gly Ser Asp Ser Thr Ala Pro Ser Thr Gln Glu Pro Glu Ala Pro
705 710 715 720

Pro Glu Gln Asp Leu Ile Ala Ser Thr Val Ala Gly Val VvVal Thr Thr
725 730 735

Val Met Gly Ser Ser Gln Pro Val Val Thr Arg Gly Thr Thr Asp Asn
740 745 750

Leu Ile Pro Val Tyr Cys Ser Ile Leu Ala Ala Val Val Val Gly Leu
755 760 765

Val Ala Tyr Ile Ala Phe Lys Arg
770 775

<210> 51

<211> 2358

<212> ADN

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripciodn de la Secuencia Artificial: Polinucledétido sintético

<400> 51

atggcactcc ccgtaactgc tctgectgectg ccgttggecat tgctcctgeca cgeccgeacgce 60
ccgcaggtgec agctggtgca gtctggggct gaggtgaaga agcctgggge ctcagtgaag 120
gtgtcctgca aggcttctgg atacagcttc accagttatg atatcaactg ggtgcgacag 180

gccactggac aagggcttga gtggatgggg tggatgaacc cgaacagtgg taacacaggc 240



tatgcacaga
tacatggaac
ggttactact
tcaggaggcg
acgcagtctc
gccggtcaga
cccaggctcc
ggcagtgggt
gcagtgtatt
gaactcaaac
aagggcaagc
ttggtcgtag
atcttctggg
aaacagccgt
tttcctgagg
gcaccagcgt
gaagagtatg
agacgaaaaa
gcctattctg
taccagggac
ccacctaggg
gacgtggaag
ccgcgactgc
ccaacgggcc
gtcgcacaac
ttcagcgatg

cagtccatgt

agttccaggg
tgagcagcct
actacttcgg
gcggttcagg
caggcaccct
gtgttaccag
tcatctatca
ctgggacaga
actgtcagca
gagccgctgc
acctctgtcc
tgggtggagt
ttcgecttttc
ttatgaggcc
aggaggaggs
atcagcaggg
acgttttgga
acccccagga
aaataggcat
tcagcactgc
ccaagagaag
aaaatccggg
ttctcctgcet
tctacactca
cttgtggtgc
ttgtctcagc

ccgccccctg

cagagtcacc
gagatctgag
tatggacgtc
cggaggtggc
gtctttgtct
cagctccttt
gacatccacc
tttcactctc
gtatggtggc
ccttgataat
gtcacccttg
cctcgettgt
cgtcgttaag
ggtccaaacg
cgggtgcgaa
ccagaaccaa
caagcgcaga
gggtctctat
gaaaggagag
tacgaaggat
tggcagceggs
gcctatgggt
gttgttgggc
ctccggtgaa
taaccagaca
caccgagcct

tgtcgaagcc

atgaccaggg

gacacggccg
tggggccaag
tctggeggty
ccaggggaaa
gcttggtacc
agggccactg
accatcagca
tcacggtcgt
gaaaagtcaa
ttccctggtc
tactctctgc
cggggegagaa
actcaggaag
ctgagggtga
ctgtataacg
ggacgggacc
aatgagctgc
cggagaagegs
acttatgacg
gaggegccgee
gcecggegeca
gtgtctctcg
tgttgcaaag
gtctgtgaac
tgcaagcctt

gatgatgcag

acacctccat

tgtattactg

ggaccacggt
gcggaagtga
gagccaccct
aacagaaacc
gcatcccaga
gactggagcc
tcggccaagg
acggaacaat
catccaagcc
tcgtcaccgt
aaaagctgct
aggacggctg
agttttccag
agctcaacct
ctgagatggg
agaaggataa
gaaaagggca
ctctccacat
gatctctcct
cgggaaggec
gaggcgctaa
cctgtaacct
catgcctgga
gtaccgaatg

tgtgcagatg

aagcacagcc
tgggagagcc
caccgtatcc
aattgtgttg
ctcctgcagg
tggccaggct
caggttcagt
tgaagatttt
gaccaaggtg
cattcacgtg
attctgggtg
ggcttttata
gtacattttc
ctcctgecgc
atctgcagat
gggacgcagg
tggcaaacca
gatggctgaa
cgacggtttg
gcaagccctg
tacatgtggg
tatggatggc
ggaggcctgt
tggcgaggsc
ttcagtgaca
tgtgggectt

tgcctatgga

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860



tattaccagg
ggcctcgtgt
acctacagcg
accgaacgcc
gggagatgga
caagaaccgg
acgacagtca
cctgtctact
aagagatgac
<210> 52

<211> 782
<212> PRT

acgaaactac
tcagttgcca
acgaggcgaa
agctgagaga
tcacccggag
aggcccctcc
tgggatcctc
gtagcatctt

ctaggtaa

cgggeggtgt
ggataagcaa
ccacgtcgac
gtgtacgcgc
cacacctcct
agagcaggac

acaaccagtc

ggcagccgtg

<213> Secuencia artificial

<220>
<221> fuent

<223> /nota="Descripcidn de

<400> 52
Met Ala Leu
1

e

Val Th
5

Pro

r Ala

Leu Leu Leu

gaggcctgcc
aacacagtat
ccttgettgce
tgggcagacg
gagggatcag
ctgatcgctt
gtgacgcggg

gtcgtgggcc

la Secuencia Artificial:

Pro
10

gggtgtgtga
gtgaggagtg
cgtgcaccgt
ctgagtgcga
acagtacagc
ctacagttgc
gcacaaccga

tggtagccta

Leu Ala Leu

agccggctct
tccagacgga
ctgcgaggat
ggagatccct
cccgagtacc
tggegtggty
caatctgatt

catcgccttt

Leu Leu
15

1920

1980

2040

2100

2160

2220

2280

2340

2358

Polipéptido sintético”

Ala Ala Gln Val Gln Val Gln Ala

30

Leu Ser Glu Val

25

His Arg Pro

20

Gly

Ala Val Val Ala

45

Pro Ser Ser Ser

35

Lys Lys Gly Lys

40

Cys Lys Gly Tyr

Phe
50

Thr Ile

55

Val Gln

60

Ser Ser Tyr Asp Asn Trp Arg Ala Thr Gly Gln

Gly Glu Thr

65

Met Met Asn Ser Asn

75

Leu Trp Gly Asn Pro

70

Trp Gly Gly

80

Ala Gln Phe

85

Gln Val Thr

90

Thr Thr

95

Tyr Lys Gly Arg Met Arg Asp Ser



Ile

Ala

Asp

Gly

145

Thr

Leu

Tyr

Ser

Gly

225

Ala

Gly

Ser

Pro

Gly
305

Ser

Val

Val

130

Ser

Gln

Ser

Gln

Thr

210

Thr

Val

Thr

Asn

Leu

290

Gly

Thr

Tyr

115

Trp

Gly

Ser

Cys

Gln

195

Arg

Asp

Tyr

Lys

Gly

275

Phe

Val

Ala

100

Tyr

Gly

Gly

Pro

Arg

180

Lys

Ala

Phe

Tyr

Val

260

Thr

Pro

Leu

Tyr

Cys

Gln

Gly

Gly

165

Ala

Pro

Thr

Thr

Cys

245

Glu

Ile

Gly

Ala

Met

Gly

Gly

Gly

150

Thr

Gly

Gly

Gly

Leu

230

Gln

Leu

Ile

Pro

Cys
310

Glu

Arg

Thr

135

Ser

Leu

Gln

Gln

Ile

215

Thr

Gln

Lys

His

Ser

295

Tyr

Leu

Ala

120

Thr

Gly

Ser

Ser

Ala

200

Pro

Ile

Tyr

Arg

Val

280

Lys

Ser

Ser

105

Gly

Val

Gly

Leu

Val

185

Pro

Asp

Ser

Gly

Ala

265

Lys

Pro

Leu

Ser

Tyr

Thr

Gly

Ser

170

Thr

Arg

Arg

Arg

Gly

250

Ala

Gly

Phe

Leu

Leu

Tyr

Val

Gly

155

Pro

Ser

Leu

Phe

Leu

235

Ser

Ala

Lys

Trp

Val
315

Arg

Tyr

Ser

140

Ser

Gly

Ser

Leu

Ser

220

Glu

Arg

Leu

His

Val

300

Thr

Ser

Tyr

125

Ser

Glu

Glu

Ser

Ile

205

Gly

Pro

Ser

Asp

Leu

285

Leu

Val

Glu

110

Phe

Gly

Ile

Arg

Phe

190

Tyr

Ser

Glu

Phe

Asn

270

Cys

Val

Ala

Asp

Gly

Gly

Val

Ala

175

Ala

Gln

Gly

Asp

Gly

255

Glu

Pro

Val

Phe

Thr

Met

Gly

Leu

160

Thr

Trp

Thr

Ser

Phe

240

Gln

Lys

Ser

Val

Ile
320



Ile

Leu

Glu

Cys

Gln

385

Glu

Gly

Leu

Gly

Ser

465

Pro

Leu

Ala

Phe

Tyr

Glu

Glu

370

Gln

Glu

Gly

Gln

Glu

450

Thr

Pro

Thr

Thr

Trp

Ile

Asp

355

Leu

Gly

Tyr

Lys

Lys

435

Arg

Ala

Arg

Cys

Gly
515

Val

Phe

340

Gly

Arg

Gln

Asp

Pro

420

Asp

Arg

Thr

Ala

Gly

500

Arg

Arg

325

Lys

Cys

Val

Asn

Val

405

Arg

Lys

Arg

Lys

Lys

485

Asp

Ala

Phe

Gln

Ser

Lys

Gln

390

Leu

Arg

Met

Gly

Asp

470

Arg

Val

Met

Ser

Pro

Cys

Phe

375

Leu

Asp

Lys

Ala

Lys

455

Thr

Ser

Glu

Asp

Val

Phe

Arg

360

Ser

Tyr

Lys

Asn

Glu

440

Gly

Tyr

Gly

Glu

Gly
520

Val

Met

345

Phe

Arg

Asn

Arg

Pro

425

Ala

His

Asp

Ser

Asn

505

Pro

Lys

330

Arg

Pro

Ser

Glu

Arg

410

Gln

Tyr

Asp

Ala

Gly

490

Pro

Arg

Arg

Pro

Glu

Ala

Leu

395

Gly

Glu

Ser

Gly

Leu

475

Glu

Gly

Leu

Gly

Val

Glu

Asp

380

Asn

Arg

Gly

Glu

Leu

460

His

Gly

Pro

Leu

Arg

Gln

Glu

365

Ala

Leu

Asp

Leu

Ile

445

Tyr

Met

Arg

Met

Leu
525

Lys

Thr

350

Glu

Pro

Gly

Pro

Tyr

430

Gly

Gln

Gln

Gly

Gly

510

Leu

Lys

335

Thr

Gly

Ala

Arg

Glu

415

Asn

Met

Gly

Ala

Ser

495

Ala

Leu

Leu

Gln

Gly

Tyr

Arg

400

Met

Glu

Lys

Leu

Leu

480

Leu

Gly

Leu



Leu

Tyr

545

Val

Asp

Pro

Glu

Glu

625

Gly

Cys

Leu

Thr

Thr

705

Gln

Ala

Gly

530

Thr

Ala

Ser

Cys

Ala

610

Thr

Leu

Pro

Pro

Arg

690

Arg

Glu

Gly

Val

His

Gln

Val

Thr

595

Asp

Thr

Val

Asp

Cys

675

Trp

Ser

Pro

Val

Ser

Ser

Pro

Thr

580

Glu

Asp

Gly

Phe

Gly

660

Thr

Ala

Thr

Glu

Val
740

Leu

Gly

Cys

565

Phe

Cys

Ala

Arg

Ser

645

Thr

Val

Asp

Pro

Ala

725

Thr

Gly

Glu

550

Gly

Ser

Val

Val

Cys

630

Cys

Tyr

Cys

Ala

Pro

710

Pro

Thr

Gly

535

Cys

Ala

Asp

Gly

Cys

615

Glu

Gln

Ser

Glu

Glu

695

Glu

Pro

Val

Ala

Cys

Asn

Val

Leu

600

Arg

Ala

Asp

Asp

Asp

680

Cys

Gly

Glu

Met

Lys

Lys

Gln

Val

585

Gln

Cys

Cys

Lys

Glu

665

Thr

Glu

Ser

Gln

Gly
745

Glu

Ala

Thr

570

Ser

Ser

Ala

Arg

Gln

650

Ala

Glu

Glu

Asp

Asp

730

Ser

Ala

Cys

555

Val

Ala

Met

Tyr

Val

635

Asn

Asn

Arg

Ile

Ser

715

Leu

Ser

Cys

540

Asn

Cys

Thr

Ser

Gly

620

Cys

Thr

His

Gln

Pro

700

Thr

Ile

Gln

Pro

Leu

Glu

Glu

Ala

605

Tyr

Glu

Val

Val

Leu

685

Gly

Ala

Ala

Pro

Thr

Gly

Pro

Pro

590

Pro

Tyr

Ala

Cys

Asp

670

Arg

Arg

Pro

Ser

Val
750

Gly

Glu

Cys

575

Cys

Cys

Gln

Gly

Glu

655

Pro

Glu

Trp

Ser

Thr

735

Val

Leu

Gly

560

Leu

Lys

Val

Asp

Ser

640

Glu

Cys

Cys

Ile

Thr

720

Val

Thr



Arg Gly Thr Thr Asp Asn Leu Ile Pro Val Tyr Cys Ser Ile Leu Ala
755 760 765

Ala Val Val Val Gly Leu Val Ala Tyr Ile Ala Phe Lys Arg
770 775 780

<210> 53

<211> 2418

<212> ADN

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcion de la Secuencia Artificial: Polinucledétido sintético

;:ZEZaiicc ccgtaactge tctgectgetg ccgttggeat tgctcctgea cgecgeacgc 60
ccgcaggtge agctggtgeca gtctggggct gaggtgaaga agcctgggge ctcagtgaag 120
gtgtcctgca aggcttctgg atacagcttc accagttatg atatcaactg ggtgcgacag 180
gccactggac aagggcttga gtggatgggg tggatgaacc cgaacagtgg taacacaggc 240
tatgcacaga agttccaggg cagagtcacc atgaccaggg acacctccat aagcacagcc 300
tacatggaac tgagcagcct gagatctgag gacacggccg tgtattactg tgggagagcc 360
ggttactact actacttcgg tatggacgtc tggggccaag ggaccacggt caccgtatcc 420
tcaggaggcg gcggttcagg cggaggtgge tctggeggtg gcggaagtga aattgtgttg 480
acgcagtctc caggcaccct gtctttgtct ccaggggaaa gagccaccct ctcctgeagg 540
gccggtcaga gtgttaccag cagctccttt gettggtacc aacagaaacc tggccaggcet 600
cccaggctcc tcatctatca gacatccacc agggccactg gcatcccaga caggttcagt 660
ggcagtgggt ctgggacaga tttcactctc accatcagca gactggagcc tgaagatttt 720
gcagtgtatt actgtcagca gtatggtggc tcacggtcgt tcggccaagg gaccaaggtg 780
gaactcaaac gagccgctge cttcgtgect gtttttctge ccgecgaaacc cacaactacc 840
cccgececccte ggeccccaac tcctgecacca actatcgett cccaacccct gtctctgaga 900
cctgaggcat gccgccccge ggcaggegge gecgtgecaca ctagaggect ggacttcgec 960

tgcgatattt atatctgggec cccccttgec gggacatgeg gggtactget getgtctetg 1020



gtgattaccc
gattacatga
gcaccaccta
gcaccagcegt
gaagagtatg
agacgaaaaa
gcctattctg
taccagggac
ccacctaggg
gacgtggaag
ccgcgactgce
ccaacgggcc
gtcgcacaac
ttcagcgatg
cagtccatgt
tattaccagg
ggcctegtgt
acctacagcg
accgaacgcc
gggagatgga
caagaaccgg
acgacagtca
cctgtctact
aagagatgac
<210>
<211>

<212>
<213>

54
802
PRT

tctactgcaa
atatgactcc
gagatttcgc
atcagcaggg
acgttttgga
acccccagga
aaataggcat
tcagcactgc
ccaagagaag
aaaatccggg
ttctectget
tctacactca
cttgtggtgc
ttgtctcagc
ccgecceccctg
acgaaactac
tcagttgcca
acgaggcgaa
agctgagaga
tcacccggag
aggcccctcc
tgggatcctc
gtagcatctt

ctaggtaa

ccacagaaac
acgccgeect
tgcctatcgg
ccagaaccaa
caagcgcaga
gggtctctat
gaaaggagag
tacgaaggat
tggcageggg
gcctatgggt
gttgttgggc
ctccggtgaa
taaccagaca
caccgagcct
tgtcgaagcc
cgggeggtet
ggataagcaa
ccacgtcgac
gtgtacgcgc
cacacctcct
agagcaggac

acaaccagtc

ggcageegtg

Secuencia artificial

agatccaaaa
ggccccacaa
agcagggtga
ctgtataacg
ggacgggacc
aatgagctgc
cggagaaggg
acttatgacg
gagggccees
gccggegeca
gtgtctctcg
tgttgcaaag
gtctgtgaac
tgcaagcctt
gatgatgcag
gaggcctgcec
aacacagtat
ccttgettge
tgggcagacg
gagggatcag
ctgatcgctt
gtgacgeggg

gtcgtgggcc

gaagccgcct
ggaaacacta
agttttccag
agctcaacct
ctgagatggg
agaaggataa
gaaaagggca
ctctccacat
gatctctcct
cgggaagesc
gaggcgctaa
cctgtaacct
catgcctgga
gtaccgaatg
tgtgcagatg
gggtgtgtea
gtgaggagtg
cgtgcaccgt
ctgagtgcga
acagtacagc
ctacagttgc
gcacaaccga

tggtagccta

gctccatagce
ccagccttac
atctgcagat
gggacgceagg
tggcaaacca
gatggctgaa
cgacggtttg
gcaagccctg
tacatgtggg
tatggatggc
ggaggcctgt
tggcgagggc
ttcagtgaca
tgtgggectt
tgcctatgga
agccggcetct
tccagacgga
ctgcgaggat
ggagatccct
cccgagtacc
tggcgtggte
caatctgatt

catcgecttt

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2418



<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polipéptido sintético”

<400> 54
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15

His Ala Ala Arg Pro Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val
20 25 30

Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr
35 40 45

Ser Phe Thr Ser Tyr Asp Ile Asn Trp Val Arg Gln Ala Thr Gly Gln
50 55 60

Gly Leu Glu Trp Met Gly Trp Met Asn Pro Asn Ser Gly Asn Thr Gly
65 70 75 80

Tyr Ala Gln Lys Phe Gln Gly Arg Val Thr Met Thr Arg Asp Thr Ser
85 90 95

Ile Ser Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr
100 105 110

Ala Val Tyr Tyr Cys Gly Arg Ala Gly Tyr Tyr Tyr Tyr Phe Gly Met
115 120 125

Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly
130 135 140

Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu
145 150 155 160

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

Leu Ser Cys Arg Ala Gly Gln Ser Val Thr Ser Ser Ser Phe Ala Trp
180 185 190

Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile Tyr Gln Thr



Ser

Gly

225

Ala

Gly

Leu

Ala

Arg

305

Cys

Leu

Lys

Arg

Asp

385

Ala

Thr

210

Thr

Val

Thr

Pro

Pro

290

Pro

Asp

Leu

Arg

Pro

370

Phe

Pro

195

Arg

Asp

Tyr

Lys

Ala

275

Thr

Ala

Ile

Ser

Ser

355

Gly

Ala

Ala

Ala

Phe

Tyr

Val

260

Lys

Ile

Ala

Tyr

Leu

340

Arg

Pro

Ala

Tyr

Thr

Thr

Cys

245

Glu

Pro

Ala

Gly

Ile

325

Val

Leu

Thr

Tyr

Gln
405

Gly

Leu

230

Gln

Leu

Thr

Ser

Gly

310

Trp

Ile

Leu

Arg

Arg

390

Gln

Ile

215

Thr

Gln

Lys

Thr

Gln

295

Ala

Ala

Thr

His

Lys

375

Ser

Gly

200

Pro

Ile

Tyr

Arg

Thr

280

Pro

Val

Pro

Leu

Ser

360

His

Arg

Gln

Asp

Ser

Gly

Ala

265

Pro

Leu

His

Leu

Tyr

345

Asp

Tyr

Val

Asn

Arg

Arg

Gly

250

Ala

Ala

Ser

Thr

Ala

330

Cys

Tyr

Gln

Lys

Gln
410

Phe

Leu

235

Ser

Ala

Pro

Leu

Arg

315

Gly

Asn

Met

Pro

Phe

395

Leu

Ser

220

Glu

Arg

Phe

Arg

Arg

300

Gly

Thr

His

Asn

Tyr

380

Ser

Tyr

205

Gly

Pro

Ser

Val

Pro

285

Pro

Leu

Cys

Arg

Met

365

Ala

Arg

Asn

Ser

Glu

Phe

Pro

270

Pro

Glu

Asp

Gly

Asn

350

Thr

Pro

Ser

Glu

Gly

Asp

Gly

255

Val

Thr

Ala

Phe

Val

335

Arg

Pro

Pro

Ala

Leu
415

Ser

Phe

240

Gln

Phe

Pro

Cys

Ala

320

Leu

Ser

Arg

Arg

Asp

400

Asn



Leu

Asp

Leu

Ile

465

Tyr

Met

Arg

Met

Leu

545

Pro

Leu

Glu

Glu

Ala

Gly

Pro

Tyr

450

Gly

Gln

Gln

Gly

Gly

530

Leu

Thr

Gly

Pro

Pro

610

Pro

Arg

Glu

435

Asn

Met

Gly

Ala

Ser

515

Ala

Leu

Gly

Glu

Cys

595

Cys

Cys

Arg

420

Met

Glu

Lys

Leu

Leu

500

Leu

Gly

Leu

Leu

Gly

580

Leu

Lys

Val

Glu

Gly

Leu

Gly

Ser

485

Pro

Leu

Ala

Leu

Tyr

565

Val

Asp

Pro

Glu

Glu

Gly

Gln

Glu

470

Thr

Pro

Thr

Thr

Gly

550

Thr

Ala

Ser

Cys

Ala

Tyr

Lys

Lys

455

Arg

Ala

Arg

Cys

Gly

535

Val

His

Gln

Val

Thr

615

Asp

Asp

Pro

449

Asp

Arg

Thr

Ala

Gly

520

Arg

Ser

Ser

Pro

Thr

600

Glu

Asp

Val

425

Arg

Lys

Arg

Lys

Lys

505

Asp

Ala

Leu

Gly

Cys

585

Phe

Cys

Ala

Leu

Arg

Met

Gly

Asp

490

Arg

Val

Met

Gly

Glu

570

Gly

Ser

Val

Val

Asp

Lys

Ala

Lys

475

Thr

Ser

Glu

Asp

Gly

555

Cys

Ala

Asp

Gly

Cys

Lys

Asn

Glu

460

Gly

Tyr

Gly

Glu

Gly

540

Ala

Cys

Asn

Val

Leu

620

Arg

Arg

Pro

445

Ala

His

Asp

Ser

Asn

525

Pro

Lys

Lys

Gln

Val

605

Gln

Cys

Arg

430

Gln

Tyr

Asp

Ala

Gly

510

Pro

Arg

Glu

Ala

Thr

590

Ser

Ser

Ala

Gly

Glu

Ser

Gly

Leu

495

Glu

Gly

Leu

Ala

Cys

575

Val

Ala

Met

Tyr

Arg

Gly

Glu

Leu

480

His

Gly

Pro

Leu

Cys

560

Asn

Cys

Thr

Ser

Gly



625

Tyr

Glu

Val

Val

Leu

705

Gly

Ala

Ala

Pro

Ser

785

Lys

<210> 55

Tyr

Ala

Cys

Asp

690

Arg

Arg

Pro

Ser

Val

770

Ile

Arg

Gln

Gly

Glu

675

Pro

Glu

Trp

Ser

Thr

755

Val

Leu

211> 2436
<212> ADN
<213> Secuencia artificial

<220>

<221> fuente

Asp

Ser

660

Glu

Cys

Cys

Ile

Thr

740

Val

Thr

Ala

Glu

645

Gly

Cys

Leu

Thr

Thr

725

Gln

Ala

Arg

Ala

630

Thr

Leu

Pro

Pro

Arg

710

Arg

Glu

Gly

Gly

Val
790

Thr

Val

Asp

Cys

695

Trp

Ser

Pro

Val

Thr

775

Val

Gly

Phe

Gly

680

Thr

Ala

Thr

Glu

Val

760

Thr

Val

Arg

Ser

665

Thr

Val

Asp

Pro

Ala

745

Thr

Asp

Gly

Cys

650

Cys

Tyr

Cys

Ala

Pro

730

Pro

Thr

Asn

Leu

635

Glu

Gln

Ser

Glu

Glu

715

Glu

Pro

Val

Leu

Val
795

Ala

Asp

Asp

Asp

700

Cys

Gly

Glu

Met

Ile

780

Ala

Cys

Lys

Glu

685

Thr

Glu

Ser

Gln

Gly

765

Pro

Tyr

Arg

Gln

670

Ala

Glu

Glu

Asp

Asp

750

Ser

Val

Ile

Val

655

Asn

Asn

Arg

Ile

Ser

735

Leu

Ser

Tyr

Ala

640

Cys

Thr

His

Gln

Pro

720

Thr

Ile

Gln

Cys

Phe
800



<223> /nota="Descripcioén de la Secuencia Artificial: Polinucledétido sintético

<400> 55
atggcactcc

ccgcaggtgc
gtgtcctgca
gccactggac
tatgcacaga
tacatggaac
ggttactact
tcaggaggcg
acgcagtctc
gccggtcaga
cccaggctcc
ggcagtgggt
gcagtgtatt
gaactcaaac
cccgcccctc
cctgaggcat
tgcgatattt
gtgattaccc
aagctgctgt
gacggctgct
ttttccagat
ctcaacctgg
gagatgggtg
aaggataaga

aaagggcacg

ctccacatgc

ccgtaactgc
agctggtgca
aggcttctgg
aagggcttga
agttccaggg
tgagcagcct
actacttcgg
gcggttcagg
caggcaccct
gtgttaccag
tcatctatca
ctgggacaga
actgtcagca
gagccgctgc
ggcccccaac
gececgeccecgc
atatctgggc
tctactgcaa
acattttcaa
cctgecegett
ctgcagatgc
gacgcaggga
gcaaaccaag
tggctgaagc
acggtttgta

aagccctgcc

tctgctgctg
gtctggggct
atacagcttc
gtggatgges
cagagtcacc
gagatctgag
tatggacgtc
cggaggtggc
gtctttgtct
cagctccttt
gacatccacc
tttcactctc
gtatggtggc
cttcgtgect
tcctgcacca
ggcaggegsc
cccccttgec
ccacagaaac
acagccgttt
tcctgaggag
accagcgtat
agagtatgac
acgaaaaaac
ctattctgaa
ccagggactc

acctagggcc

ccgttggcat
gaggtgaaga
accagttatg
tggatgaacc

atgaccaggg

gacacggccg
tggggccaag
tctggeggty
ccaggggaaa
gcttggtacc
agggccactg
accatcagca
tcacggtcgt
gtttttctgc
actatcgctt
gccgtgcaca
gggacatgcg
cgcttttccg
atgaggccgg
gaggagesce
cagcagggcc
gttttggaca
ccccaggagg
ataggcatga
agcactgcta

aagagaagtg

tgctcctgcea

agcctggggc
atatcaactg
cgaacagtgg
acacctccat

tgtattactg

ggaccacggt
gcggaagtga
gagccaccct
aacagaaacc
gcatcccaga
gactggagcc
tcggccaagg
ccgcgaaacc
cccaacccct
ctagaggcct
gggtactgct
tcgttaagcg
tccaaacgac
ggtgcgaact
agaaccaact
agcgcagagg
gtctctataa
aaggagagcg

cgaaggatac

gcagegggsga

cgccgeacgce
ctcagtgaag
ggtgcgacag
taacacaggc
aagcacagcc
tgggagagcc
caccgtatcc
aattgtgttg
ctcctgcagg
tggccaggct
caggttcagt
tgaagatttt
gaccaaggtg
cacaactacc
gtctctgaga
ggacttcgcc
gctgtctctg
ggggagaaaa
tcaggaagag
gagggtgaag
gtataacgag
acgggaccct
tgagctgcag
gagaaggggea
ttatgacgct

g8gccggesa

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560



tctctcctta catgtgggga cgtggaagaa aatccgggge ctatgggtgec cggcgccacg 1620

ggaagggcta tggatggccc gcgactgectt ctcctgetgt tgttgggegt gtctctcgga 1680
ggcgctaagg aggcctgtcc aacgggcctc tacactcact ccggtgaatg ttgcaaagcc 1740
tgtaaccttg gcgagggcgt cgcacaacct tgtggtgcta accagacagt ctgtgaacca 1800
tgcctggatt cagtgacatt cagcgatgtt gtctcagcca ccgagccttg caagccttgt 1860
accgaatgtg tgggccttca gtccatgtcc gccccctgtg tcgaagccga tgatgcagtg 1920
tgcagatgtg cctatggata ttaccaggac gaaactaccg ggcggtgtga ggcctgecgg 1980
gtgtgtgaag ccggctctgg cctcgtgttc agttgccagg ataagcaaaa cacagtatgt 2040
gaggagtgtc cagacggaac ctacagcgac gaggcgaacc acgtcgaccc ttgcttgecg 2100
tgcaccgtct gcgaggatac cgaacgccag ctgagagagt gtacgcgctg ggcagacgct 2160
gagtgcgagg agatccctgg gagatggatc acccggagca cacctcctga gggatcagac 2220
agtacagccc cgagtaccca agaaccggag gcccctccag agcaggacct gatcgecttct 2280
acagttgctg gcgtggtgac gacagtcatg ggatcctcac aaccagtcgt gacgcggggc 2340
acaaccgaca atctgattcc tgtctactgt agcatcttgg cagccgtggt cgtgggcctg 2400
gtagcctaca tcgcctttaa gagatgacct aggtaa 2436
<210> 56

<211> 808

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripciodn de la Secuencia Artificial: Polipéptido sintético”

<400> 56
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15

His Ala Ala Arg Pro Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val
20 25 30

Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr
35 40 45



Ser

Gly

65

Tyr

Ile

Ala

Asp

Gly

145

Thr

Leu

Tyr

Ser

Gly

225

Ala

Gly

Phe

50

Leu

Ala

Ser

Val

Val

130

Ser

Gln

Ser

Gln

Thr

210

Thr

Val

Thr

Thr

Glu

Gln

Thr

Tyr

115

Trp

Gly

Ser

Cys

Gln

195

Arg

Asp

Tyr

Lys

Ser

Trp

Lys

Ala

100

Tyr

Gly

Gly

Pro

Arg

180

Lys

Ala

Phe

Tyr

Val
260

Tyr

Met

Phe

85

Tyr

Cys

Gln

Gly

Gly

165

Ala

Pro

Thr

Thr

Cys

245

Glu

Asp

Gly

70

Gln

Met

Gly

Gly

Gly

150

Thr

Gly

Gly

Gly

Leu

230

Gln

Leu

Ile

55

Trp

Gly

Glu

Arg

Thr

135

Ser

Leu

Gln

Gln

Ile

215

Thr

Gln

Lys

Asn

Met

Arg

Leu

Ala

120

Thr

Gly

Ser

Ser

Ala

200

Pro

Ile

Tyr

Arg

Trp

Asn

Val

Ser

105

Gly

Val

Gly

Leu

Val

185

Pro

Asp

Ser

Gly

Ala
265

Val

Pro

Thr

90

Ser

Tyr

Thr

Gly

Ser

170

Thr

Arg

Arg

Arg

Gly

250

Ala

Arg

Asn

75

Met

Leu

Tyr

Val

Gly

155

Pro

Ser

Leu

Phe

Leu

235

Ser

Ala

Gln

60

Ser

Thr

Arg

Tyr

Ser

140

Ser

Gly

Ser

Leu

Ser

220

Glu

Arg

Phe

Ala

Gly

Arg

Ser

Tyr

125

Ser

Glu

Glu

Ser

Ile

205

Gly

Pro

Ser

Val

Thr

Asn

Asp

Glu

110

Phe

Gly

Ile

Arg

Phe

190

Tyr

Ser

Glu

Phe

Pro
270

Gly

Thr

Thr

95

Asp

Gly

Gly

Val

Ala

175

Ala

Gln

Gly

Asp

Gly

255

Val

Gln

Gly

80

Ser

Thr

Met

Gly

Leu

160

Thr

Trp

Thr

Ser

Phe

240

Gln

Phe



Leu

Ala

Arg

305

Cys

Leu

Ser

Pro

Cys

385

Phe

Leu

Asp

Lys

Ala
465

Pro

Pro

290

Pro

Asp

Leu

Val

Phe

370

Arg

Ser

Tyr

Lys

Asn

450

Glu

Ala

275

Thr

Ala

Ile

Ser

Val

355

Met

Phe

Arg

Asn

Arg

435

Pro

Ala

Lys

Ile

Ala

Tyr

Leu

340

Lys

Arg

Pro

Ser

Glu

420

Arg

Gln

Tyr

Pro

Ala

Gly

Ile

325

Val

Arg

Pro

Glu

Ala

405

Leu

Gly

Glu

Ser

Thr

Ser

Gly

310

Trp

Ile

Gly

Val

Glu

390

Asp

Asn

Arg

Gly

Glu
470

Thr

Gln

295

Ala

Ala

Thr

Arg

Gln

375

Glu

Ala

Leu

Asp

Leu

455

Ile

Thr

280

Pro

Val

Pro

Leu

Lys

360

Thr

Glu

Pro

Gly

Pro

440

Tyr

Gly

Pro

Leu

His

Leu

Tyr

345

Lys

Thr

Gly

Ala

Arg

425

Glu

Asn

Met

Ala

Ser

Thr

Ala

330

Cys

Leu

Gln

Gly

Tyr

410

Arg

Met

Glu

Lys

Pro

Leu

Arg

315

Gly

Asn

Leu

Glu

Cys

395

Gln

Glu

Gly

Leu

Gly
475

Arg

Arg

300

Gly

Thr

His

Tyr

Glu

380

Glu

Gln

Glu

Gly

Gln

460

Glu

Pro

285

Pro

Leu

Cys

Arg

Ile

365

Asp

Leu

Gly

Tyr

Lys

445

Lys

Arg

Pro

Glu

Asp

Gly

Asn

350

Phe

Gly

Arg

Gln

Asp

430

Pro

Asp

Arg

Thr

Ala

Phe

Val

335

Arg

Lys

Cys

Val

Asn

415

Val

Arg

Lys

Arg

Pro

Cys

Ala

320

Leu

Phe

Gln

Ser

Lys

400

Gln

Leu

Arg

Met

Gly
480



Lys

Thr

Ser

Glu

Asp

545

Gly

Cys

Ala

Asp

Gly

625

Cys

Glu

Gln

Ser

Gly

Tyr

Gly

Glu

530

Gly

Ala

Cys

Asn

Val

610

Leu

Arg

Ala

Asp

Asp
690

His

Asp

Ser

515

Asn

Pro

Lys

Lys

Gln

595

Val

Gln

Cys

Cys

Lys

675

Glu

Asp

Ala

500

Gly

Pro

Arg

Glu

Ala

580

Thr

Ser

Ser

Ala

Arg

660

Gln

Ala

Gly

485

Leu

Glu

Gly

Leu

Ala

565

Cys

Val

Ala

Met

Tyr

645

Val

Asn

Asn

Leu

His

Gly

Pro

Leu

550

Cys

Asn

Cys

Thr

Ser

630

Gly

Cys

Thr

His

Tyr

Met

Arg

Met

535

Leu

Pro

Leu

Glu

Glu

615

Ala

Tyr

Glu

Val

Val
695

Gln

Gln

Gly

520

Gly

Leu

Thr

Gly

Pro

600

Pro

Pro

Tyr

Ala

Cys

680

Asp

Gly

Ala

505

Ser

Ala

Leu

Gly

Glu

585

Cys

Cys

Cys

Gln

Gly

665

Glu

Pro

Leu

490

Leu

Leu

Gly

Leu

Leu

570

Gly

Leu

Lys

Val

Asp

650

Ser

Glu

Cys

Ser

Pro

Leu

Ala

Leu

555

Tyr

Val

Asp

Pro

Glu

635

Glu

Gly

Cys

Leu

Thr

Pro

Thr

Thr

540

Gly

Thr

Ala

Ser

Cys

620

Ala

Thr

Leu

Pro

Pro
700

Ala

Arg

Cys

525

Val

His

Gln

Val

605

Thr

Asp

Thr

Val

Asp

685

Cys

Thr

Ala

510

Gly

Arg

Ser

Ser

Pro

590

Thr

Glu

Asp

Gly

Phe

670

Gly

Thr

Lys

495

Lys

Asp

Ala

Leu

Gly

575

Cys

Phe

Cys

Ala

Arg

655

Ser

Thr

Val

Asp

Arg

Val

Met

Gly

560

Glu

Gly

Ser

Val

Val

640

Cys

Cys

Tyr

Cys



Glu
705

Asp Thr

Glu Cys Glu

Glu Gly Ser

Glu Gln

755

Pro

Val Met

770

Gly

Leu Ile Pro

785

Val Ala Tyr

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

57
2481
ADN
Secue

<220>
<221>
<223>

fuent

<400> 57
atggcactcc

ccgcaggtgc
gtgtcctgcea
gccactggac
tatgcacaga
tacatggaac

ggttactact

Glu Arg

Gln

Leu Arg

710

Glu Ile

725

Asp Ser

740

Asp Leu

Ser

Ser

Val Tyr

Pro

Thr

Ile

Gln

Cys

Gly Arg

Ala Pro

Ala Ser

760

Pro Val

775

Ser Ile

790

Ile Ala

805

ncia

e

ccgtaactgc
agctggtgcea
aggcttctgg
aagggcttga
agttccaggg
tgagcagcct

actacttcgg

Phe

Lys Arg

artificial

Glu Thr

715

Cys

Ile
730

Trp Thr

Ser Thr Gln

745

Thr Val Ala

Val Thr Arg

Ala Ala

795

Leu

Arg Trp Ala

Arg Ser Thr

Glu Glu

750

Pro

Val
765

Gly Val

Gly Thr Thr

780

Val Val Vval

tctgetgetg ccgttggeat tgctcectgea

gtctggggct

atacagcttc
gtggatggeg
cagagtcacc
gagatctgag

tatggacgtc

gaggtgaaga
accagttatg
tggatgaacc

atgaccaggg

gacacggccg

tggggccaag

agcctggggc
atatcaactg
cgaacagtgg
acacctccat

tgtattactg

ggaccacggt

Ala
720

Asp

Pro Pro

735

Ala Pro

Thr Thr
Asn

Asp

Leu
800

Gly

cgccgeacgce
ctcagtgaag
ggtgcgacag
taacacaggc
aagcacagcc
tgggagagcc

caccgtatcc

/nota="Descripcidn de la Secuencia Artificial: Polinucleétido sintético

60

120

180

240

300

360

420



tcaggaggcg
acgcagtctc
gccggtcaga
cccaggctcc
ggcagtgggt
gcagtgtatt
gaactcaaac
aagggcaagc
ttggtcgtag
atcttctggg
ccacgccgcec
gctgectatc
ttcaaacagc
cgctttectg
gatgcaccag
agggaagagt
ccaagacgaa
gaagcctatt
ttgtaccagg

ctgccaccta

ggggacgtgg
ggcccgegac
tgtccaacgg
ggcgtcgcac
acattcagcg
cttcagtcca

ggatattacc

gcggttcagg

caggcaccct
gtgttaccag
tcatctatca
ctgggacaga
actgtcagca
gagccgctgce
acctctgtcc
tgggtggagt
ttagatccaa
ctggccccac
ggagccgctt
cgtttatgag
aggaggagga
cgtatcagca
atgacgtttt
aaaaccccca
ctgaaatagg
gactcagcac
gggccaagag
aagaaaatcc
tgcttctect
gcctctacac
aaccttgtgg
atgttgtctc
tgtccgeccc

aggacgaaac

cggaggtgsgc
gtctttgtet
cagctcctta
gacatccacc
tttcactctc
gtatggtggc
ccttgataat
gtcacccttg
cctecgettgt
aagaagccgc
aaggaaacac
ttccgtegtt
gccggtccaa
gegcggetec
gggccagaac
ggacaagcgc
ggagggtctc
catgaaagga
tgctacgaag
aagtggcagc
ggggcctatg
gctgttgttg
tcactccggt
tgctaaccag
agccaccgag
ctgtgtcgaa

taccgggegg

tctggeggte
ccaggggaaa
gcttggtacc
agggccactg
accatcagca
tcacgggcegt
gaaaagtcaa
ttccctggtc
tactctctgc
ctgctccata
taccagcctt

aagcggegsea

acgactcagg

gaactgaggg
caactgtata
agaggacgesg
tataatgagc
gagcggagaa
gatacttatg
ggggageecc
ggtgccggeg
ggcgtgtctce
gaatgttgca
acagtctgtg
ccttgcaagc
gccgatgatg

tgtgaggcct

gcggaagtga
gagccaccct
agcagaaacc
gcatcccaga
gactggagcc
tcggccaagg
acggaacaat
catccaagcc
tcgtcaccgt
gcgattacat
acgcaccacc
gaaaaaagct
aagaggacgg
tgaagttttc
acgagctcaa
accctgagat
tgcagaagga
ggggaaaagyg
acgctctcca

ggggatctct

ccacgggaag
tcggaggcegc
aagcctgtaa
aaccatgcct
cttgtaccga
cagtgtgcag

gccggetgtg

aattgtgttg
ctcctgeagg
tggccaggct
caggttcagt
tgaagatttt
gaccaaggtg
cattcacgtg
attctgggtg
ggcttttata
gaatatgact
tagagatttc
gctgtacatt
ctgctectge

cagatctgca

cctgggacgc

gggtggcaaa

taagatggct
gcacgacggt
catgcaagcc
ccttacatgt
ggctatggat
taaggaggcc
ccttggegag
ggattcagtg
atgtgtgggc

atgtgcctat

tgaagccggc

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040



tctggecteg
ggaacctaca
gataccgaac
cctgggagat
acccaagaac
gtgacgacag
attcctgtct
tttaagagat
<210>
<211>

<212>
<213>

58
823
PRT

<220>
<221>
<223>

fuent

<400> 58
Met Ala Leu
1

His Ala Ala

Pro
35

Lys Lys

Phe
50

Ser Thr

Gly Glu

65

Leu

Tyr Ala Gln

Ile Ser Thr

tgttcagttg
gcgacgaggc
gccagctgag
ggatcacccg
cggaggcccc
tcatgggatc
actgtagcat

gacctaggta

e

/nota="Descripcioén de

Pro
5

Arg Pro

20

Ala

Ser Tyr

Met

Trp

Phe
85

Lys

Ala
100

Tyr

Val Thr Ala

Gln

Ser

Asp

Gly

70

Gln

Met

ccaggataag
gaaccacgtc
agagtgtacg
gagcacacct
tccagagcag
ctcacaacca
cttggcagcc

a

Secuencia artificial

Leu

Val Gln

Val Lys

40

Ile
55

Asn

Trp Met

Gly

Arg

Glu Leu

caaaacacag
gacccttgcet
cgctgggeag
cctgagggat
gacctgatcg
gtcgtgacgc

gtggtcgtegg

la Secuencia Artificial:

Leu Leu Pro

10

Leu Val Gln

25

Val Ser Cys

Trp Val Arg

Asn
75

Asn Pro

Val Thr

90

Met

Ser Ser Leu

105

tatgtgagga
tgccgtgceac
acgctgagtg
cagacagtac
cttctacagt

ggggcacaac

gcctggtagce

Leu Ala Leu

Ala
30

Ser Gly

Ala
45

Lys Ser

Gln
60

Ala Thr

Ser Gly Asn

Thr Arg Asp

Glu
110

Arg Ser

gtgtccagac
cgtctgecgag
cgaggagatc
agccccgagt
tgctggegtg
cgacaatctg

ctacatcgcc

Leu Leu
15

Glu val

Gly Tyr

Gly Gln

Thr Gly

80

Thr
95

Ser

Asp Thr

2100

2160

2220

2280

2340

2400

2460

2481

Polipéptido sintético”



Ala

Asp

Gly

145

Thr

Leu

Tyr

Ser

Gly

225

Ala

Gly

Ser

Pro

Gly

305

Ile

Val

Val

130

Ser

Gln

Ser

Gln

Thr

210

Thr

Val

Thr

Asn

Leu

290

Gly

Phe

Tyr

115

Trp

Gly

Ser

Cys

Gln

195

Arg

Asp

Tyr

Lys

Gly

275

Phe

Val

Trp

Tyr

Gly

Gly

Pro

Arg

180

Lys

Ala

Phe

Tyr

Val

260

Thr

Pro

Leu

Val

Cys

Gln

Gly

Gly

165

Ala

Pro

Thr

Thr

Cys

245

Glu

Ile

Gly

Ala

Arg

Gly

Gly

Gly

150

Thr

Gly

Gly

Gly

Leu

230

Gln

Leu

Ile

Pro

Cys

310

Ser

Arg

Thr

135

Ser

Leu

Gln

Gln

Ile

215

Thr

Gln

Lys

His

Ser

295

Tyr

Lys

Ala

120

Thr

Gly

Ser

Ser

Ala

200

Pro

Ile

Tyr

Arg

Val

280

Lys

Ser

Arg

Gly

Val

Gly

Leu

Val

185

Pro

Asp

Ser

Gly

Ala

265

Lys

Pro

Leu

Ser

Tyr

Thr

Gly

Ser

170

Thr

Arg

Arg

Arg

Gly

250

Ala

Gly

Phe

Leu

Arg

Tyr

Val

Gly

155

Pro

Ser

Leu

Phe

Leu

235

Ser

Ala

Lys

Trp

Val

315

Leu

Tyr

Ser

140

Ser

Gly

Ser

Leu

Ser

220

Glu

Arg

Leu

His

Val

300

Thr

Leu

Tyr

125

Ser

Glu

Glu

Ser

Ile

205

Gly

Pro

Ala

Asp

Leu

285

Leu

Val

His

Phe

Gly

Ile

Arg

Leu

190

Tyr

Ser

Glu

Phe

Asn

270

Cys

Val

Ala

Ser

Gly

Gly

Val

Ala

175

Ala

Gln

Gly

Asp

Gly

255

Glu

Pro

Val

Phe

Asp

Met

Gly

Leu

160

Thr

Trp

Thr

Ser

Phe

240

Gln

Lys

Ser

Val

Ile

320

Tyr



Met

Pro

Val

Phe

385

Arg

Ser

Tyr

Lys

Asn

465

Glu

Gly

Tyr

Gly

Asn

Tyr

Val

370

Met

Phe

Arg

Asn

Arg

450

Pro

Ala

His

Asp

Ser
530

Met

Ala

355

Lys

Arg

Pro

Ser

Glu

435

Arg

Gln

Tyr

Asp

Ala

515

Gly

Thr

340

Pro

Arg

Pro

Glu

Ala

420

Leu

Gly

Glu

Ser

Gly

500

Leu

Glu

325

Pro

Pro

Gly

Val

Glu

405

Asp

Asn

Arg

Gly

Glu

485

Leu

His

Gly

Arg

Arg

Arg

Gln

390

Glu

Ala

Leu

Asp

Leu

470

Ile

Tyr

Met

Arg

Arg

Asp

Lys

375

Thr

Glu

Pro

Gly

Pro

455

Tyr

Gly

Gln

Gln

Gly
535

Pro

Phe

360

Lys

Thr

Gly

Ala

Arg

440

Glu

Asn

Met

Gly

Ala

520

Ser

Gly

345

Ala

Leu

Gln

Gly

Tyr

425

Arg

Met

Glu

Lys

Leu

505

Leu

Leu

330

Pro

Ala

Leu

Glu

Cys

410

Gln

Glu

Gly

Leu

Gly

490

Ser

Pro

Leu

Thr

Tyr

Tyr

Glu

395

Glu

Gln

Glu

Gly

Gln

475

Glu

Thr

Pro

Thr

Arg

Arg

Ile

380

Asp

Leu

Gly

Tyr

Lys

460

Lys

Arg

Ala

Arg

Cys
540

Lys

Ser

365

Phe

Gly

Arg

Gln

Asp

445

Pro

Asp

Arg

Thr

Ala

525

Gly

His

350

Arg

Lys

Cys

Val

Asn

430

Val

Arg

Lys

Arg

Lys

510

Lys

Asp

335

Tyr

Phe

Gln

Ser

Lys

415

Gln

Leu

Arg

Met

Gly

495

Asp

Arg

Val

Gln

Ser

Pro

Cys

400

Phe

Leu

Asp

Lys

Ala

480

Lys

Thr

Ser

Glu



Glu

545

Gly

Ala

Cys

Asn

Val

625

Leu

Arg

Ala

Asp

Asp

705

Asp

Cys

Gly

Asn

Pro

Lys

Lys

Gln

610

Val

Gln

Cys

Cys

Lys

690

Glu

Thr

Glu

Ser

Pro

Arg

Glu

Ala

595

Thr

Ser

Ser

Ala

Arg

675

Gln

Ala

Glu

Glu

Asp

Gly

Leu

Ala

580

Cys

Val

Ala

Met

Tyr

660

Val

Asn

Asn

Arg

Ile

740

Ser

Pro

Leu

565

Cys

Asn

Cys

Thr

Ser

645

Gly

Cys

Thr

His

Gln

725

Pro

Thr

Met

550

Leu

Pro

Leu

Glu

Glu

630

Ala

Tyr

Glu

Val

Val

710

Leu

Gly

Ala

Gly

Leu

Thr

Gly

Pro

615

Pro

Pro

Tyr

Ala

Cys

695

Asp

Arg

Arg

Pro

Ala

Leu

Gly

Glu

600

Cys

Cys

Cys

Gln

Gly

680

Glu

Pro

Glu

Trp

Ser

Gly

Leu

Leu

585

Gly

Leu

Lys

Val

Asp

665

Ser

Glu

Cys

Cys

Ile

745

Thr

Ala

Leu

570

Tyr

Val

Asp

Pro

Glu

650

Glu

Gly

Cys

Leu

Thr

730

Thr

Gln

Thr

555

Gly

Thr

Ala

Ser

Cys

635

Ala

Thr

Leu

Pro

Pro

715

Arg

Arg

Glu

Gly

Val

His

Gln

Val

620

Thr

Asp

Thr

Val

Asp

700

Cys

Trp

Ser

Pro

Arg

Ser

Ser

Pro

605

Thr

Glu

Asp

Gly

Phe

685

Gly

Thr

Ala

Thr

Glu

Ala

Leu

Gly

590

Cys

Phe

Cys

Ala

Arg

670

Ser

Thr

Val

Asp

Pro

750

Ala

Met

Gly

575

Glu

Gly

Ser

Val

Val

655

Cys

Cys

Tyr

Cys

Ala

735

Pro

Pro

Asp

560

Gly

Cys

Ala

Asp

Gly

640

Cys

Glu

Gln

Ser

Glu

720

Glu

Glu

Pro



755

Glu Gln

770

Asp

Met
785

Gly Ser

Ile Pro Val

Ala Tyr Ile

<210> 59
<211> 2340
<212> ADN
<213> Secue

<220>
<221>
<223>

fuent

<400> 59
atggcactcc

ccgcaggtgc
gtgtcctgca
gccactggac
tatgcacaga
tacatggaac
ggttactact
tcaggaggcg
acgcagtctc
gccggtcaga
cccaggctcc
ggcagtgggt

gcagtgtatt

Leu Ile

Ser Gln

760

775

790

Tyr Cys

805

Ala
820

Phe

ncia

e

ccgtaactgc
agctggtgca
aggcttctgg
aagggcttga
agttccaggg
tgagcagcct
actacttcgg
gcggttcagg
caggcaccct
gtgttaccag
tcatctatca
ctgggacaga

actgtcagca

Lys Arg

artificial

tctgctgctg
gtctggggct
atacagcttc
gtggatgges
cagagtcacc
gagatctgag
tatggacgtc
cggaggtggc
gtctttgtct
cagctcctta
gacatccacc

tttcactctc

gtatggtggc

795

810

ccgttggcat
gaggtgaaga
accagttatg
tggatgaacc

atgaccaggg

gacacggccg
tggggccaag
tctggeggtg
ccaggggaaa
gcttggtacc
agggccactg
accatcagca

tcacgggcgt

765

780

tgctcctgca

agcctggggc
atatcaactg
Ccgaacagtgg
acacctccat

tgtattactg

ggaccacggt
gcggaagtga
gagccaccct
agcagaaacc
gcatcccaga
gactggagcc

tcggccaagg

Ala Ser Thr Val Ala Gly Val Val Thr Thr Val

Pro Val Val Thr Arg Gly Thr Thr Asp Asn Leu

800

Ser Ile Leu Ala Ala Val Val Vval Gly Leu Val

815

cgccgeacgce
ctcagtgaag
ggtgcgacag
taacacaggc
aagcacagcc
tgggagagcc
caccgtatcc
aattgtgttg
ctcctgcagg
tggccaggct
caggttcagt
tgaagatttt

gaccaaggtg

/nota="Descripcién de la Secuencia Artificial: Polinucledétido sintético

60

120

180

240

300

360

420

480

540

600

660

720

780



gaactcaaac
aagggcaagc
ttggtcgtag
atcttctggg
ccacgccgcc
gctgcctatc
ggccagaacc
gacaagcgca
gagggtctct
atgaaaggag
gctacgaagg
agtggcagcg
gggcctatgg
ctgttgttgg
cactccggtg
gctaaccaga
gccaccgagc
tgtgtcgaag
accgggeggt
caggataagc
aaccacgtcg
gagtgtacgc
agcacacctc
ccagagcagg
tcacaaccag

ttggcagccg

gagccgctgc
acctctgtcc
tgggtggagt
ttagatccaa
ctggccccac
ggagcagggt
aactgtataa
gaggacggga
ataatgagct
agcggagaag
atacttatga
gggaggeccyg
gtgccggcegc
gegtgtctct
aatgttgcaa
cagtctgtga
cttgcaagcc
ccgatgatgc
gtgaggcctg
aaaacacagt
acccttgcett
gctgggcaga
ctgagggatc
acctgatcgc
tcgtgacgcg

tggtcgtggg

ccttgataat
gtcacccttg
cctcgettgt
aagaagccgc
aaggaaacac
gaagttttcc
cgagctcaac
ccctgagatg
gcagaaggat
gggaaaaggg
cgctctccac

gggatctctc

cacgggaagsg
cggaggcgct
agcctgtaac
accatgcctg
ttgtaccgaa
agtgtgcaga
ccgggtgtgt
atgtgaggag
gccgtgcacc
cgctgagtgc
agacagtaca
ttctacagtt
gggcacaacc

cctggtagcc

gaaaagtcaa
ttccctggtc
tactctctgc
ctgctccata
taccagcctt
agatctgcag
ctgggacgca
ggtggcaaac
aagatggctg
cacgacggtt
atgcaagccc
cttacatgtg

gctatggatg

aaggaggcct
cttggcgagg
gattcagtga
tgtgtgggcc
tgtgcctatg
gaagccggct
tgtccagacg
gtctgcgagg
gaggagatcc
gccccgagta
gctggegtgg
gacaatctga

tacatcgcct

acggaacaat
catccaagcc
tcgtcaccgt
gcgattacat
acgcaccacc
atgcaccagc
gggaagagta
caagacgaaa
aagcctattc
tgtaccaggg
tgccacctag
gggacgtgga
gcccgecgact
gtccaacggg
gcgtcgcaca
cattcagcga
ttcagtccat
gatattacca
ctggcctcgt
gaacctacag
ataccgaacg
ctgggagatg
cccaagaacc
tgacgacagt
ttcctgtcta

ttaagagatg

cattcacgtg
attctgggtg
ggcttttata
gaatatgact
tagagatttc
gtatcagcag
tgacgttttg
aaacccccag
tgaaataggc
actcagcact
ggccaagaga
agaaaatccg
gcttctectg
cctctacact
accttgtggt
tgttgtctca
gtccgccccc
ggacgaaact
gttcagttgc
cgacgaggcg
ccagctgaga
gatcacccgg
ggaggcccct
catgggatcc
ctgtagcatc

acctaggtaa

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340



<210> 60

<211> 776

212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripciodn de la Secuencia Artificial: Polipéptido sintético”

<400> 60
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15

His Ala Ala Arg Pro Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val
20 25 30

Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr
35 40 45

Ser Phe Thr Ser Tyr Asp Ile Asn Trp Val Arg Gln Ala Thr Gly Gln
50 55 60

Gly Leu Glu Trp Met Gly Trp Met Asn Pro Asn Ser Gly Asn Thr Gly
65 70 75 80

Tyr Ala Gln Lys Phe Gln Gly Arg Val Thr Met Thr Arg Asp Thr Ser
85 90 95

Ile Ser Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr
100 105 110

Ala Val Tyr Tyr Cys Gly Arg Ala Gly Tyr Tyr Tyr Tyr Phe Gly Met
115 120 125

Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly
130 135 140

Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu
145 150 155 160

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



Leu

Tyr

Ser

Gly

225

Ala

Gly

Ser

Pro

Gly

305

Ile

Met

Pro

Phe

Leu
385

Ser

Gln

Thr

210

Thr

Val

Thr

Asn

Leu

290

Gly

Phe

Asn

Tyr

Ser

370

Tyr

Cys

Gln

195

Arg

Asp

Tyr

Lys

Gly

275

Phe

Val

Trp

Met

Ala

355

Arg

Asn

Arg

180

Lys

Ala

Phe

Tyr

Val

260

Thr

Pro

Leu

Val

Thr

340

Pro

Ser

Glu

Ala

Pro

Thr

Thr

Cys

245

Glu

Ile

Gly

Ala

Arg

325

Pro

Pro

Ala

Leu

Gly

Gly

Gly

Leu

230

Gln

Leu

Ile

Pro

Cys

310

Ser

Arg

Arg

Asp

Asn
390

Gln

Gln

Ile

215

Thr

Gln

Lys

His

Ser

295

Tyr

Lys

Arg

Asp

Ala

375

Leu

Ser

Ala

200

Pro

Ile

Tyr

Arg

Val

280

Lys

Ser

Arg

Pro

Phe

360

Pro

Gly

Val

185

Pro

Asp

Ser

Gly

Ala

265

Lys

Pro

Leu

Ser

Gly

345

Ala

Ala

Arg

Thr

Arg

Arg

Arg

Gly

250

Ala

Gly

Phe

Leu

Arg

330

Pro

Ala

Tyr

Arg

Ser

Leu

Phe

Leu

235

Ser

Ala

Lys

Trp

Val

315

Leu

Thr

Tyr

Gln

Glu
395

Ser

Leu

Ser

220

Glu

Arg

Leu

His

Val

300

Thr

Leu

Arg

Arg

Gln

380

Glu

Ser

Ile

205

Gly

Pro

Ala

Asp

Leu

285

Leu

Val

His

Lys

Ser

365

Gly

Tyr

Leu

190

Tyr

Ser

Glu

Phe

Asn

270

Cys

Val

Ala

Ser

His

350

Arg

Gln

Asp

Ala

Gln

Gly

Asp

Gly

255

Glu

Pro

Val

Phe

Asp

335

Tyr

Val

Asn

Val

Trp

Thr

Ser

Phe

240

Gln

Lys

Ser

Val

Ile

320

Tyr

Gln

Lys

Gln

Leu
400



Asp

Lys

Ala

Lys

Thr

465

Ser

Glu

Asp

Gly

Cys

545

Ala

Asp

Gly

Lys

Asn

Glu

Gly

450

Tyr

Gly

Glu

Gly

Ala

530

Cys

Asn

Val

Leu

Arg

Pro

Ala

435

His

Asp

Ser

Asn

Pro

515

Lys

Lys

Gln

Val

Gln
595

Arg

Gln

420

Tyr

Asp

Ala

Gly

Pro

500

Arg

Glu

Ala

Thr

Ser

580

Ser

Gly

405

Glu

Ser

Gly

Leu

Glu

485

Gly

Leu

Ala

Cys

Val

565

Ala

Met

Arg

Gly

Glu

Leu

His

470

Gly

Pro

Leu

Cys

Asn

550

Cys

Thr

Ser

Asp

Leu

Ile

Tyr

455

Met

Arg

Met

Leu

Pro

535

Leu

Glu

Glu

Ala

Pro

Tyr

Gly

440

Gln

Gln

Gly

Gly

Leu

520

Thr

Gly

Pro

Pro

Pro
600

Glu

Asn

425

Met

Gly

Ala

Ser

Ala

505

Leu

Gly

Glu

Cys

Cys

585

Cys

Met

410

Glu

Lys

Leu

Leu

Leu

490

Gly

Leu

Leu

Gly

Leu

570

Lys

Val

Gly

Leu

Gly

Ser

Pro

475

Leu

Ala

Leu

Tyr

Val

555

Asp

Pro

Glu

Gly

Gln

Glu

Thr

460

Pro

Thr

Thr

Gly

Thr

540

Ala

Ser

Cys

Ala

Lys

Lys

Arg

445

Ala

Arg

Cys

Gly

Val

525

His

Gln

Val

Thr

Asp
605

Pro

Asp

430

Arg

Thr

Ala

Gly

Arg

510

Ser

Ser

Pro

Thr

Glu

590

Asp

Arg

415

Lys

Arg

Lys

Lys

Asp

495

Ala

Leu

Gly

Cys

Phe

575

Cys

Ala

Arg

Met

Gly

Asp

Arg

480

Val

Met

Gly

Glu

Gly

560

Ser

Val

Val



Cys Arg Cys Ala Tyr Gly Tyr Tyr Gln Asp Glu Thr Thr Gly Arg Cys
610 615 620

Glu Ala Cys Arg Val Cys Glu Ala Gly Ser Gly Leu Val Phe Ser Cys
625 630 635 640

Gln Asp Lys Gln Asn Thr Val Cys Glu Glu Cys Pro Asp Gly Thr Tyr
645 650 655

Ser Asp Glu Ala Asn His Val Asp Pro Cys Leu Pro Cys Thr Val Cys
660 665 670

Glu Asp Thr Glu Arg Gln Leu Arg Glu Cys Thr Arg Trp Ala Asp Ala
675 680 685

Glu Cys Glu Glu Ile Pro Gly Arg Trp Ile Thr Arg Ser Thr Pro Pro
690 695 700

Glu Gly Ser Asp Ser Thr Ala Pro Ser Thr Gln Glu Pro Glu Ala Pro
705 710 715 720

Pro Glu Gln Asp Leu Ile Ala Ser Thr Val Ala Gly Val Val Thr Thr
725 730 735

Val Met Gly Ser Ser Gln Pro Val Val Thr Arg Gly Thr Thr Asp Asn
740 745 750

Leu Ile Pro Val Tyr Cys Ser Ile Leu Ala Ala Val Val Val Gly Leu
755 760 765

Val Ala Tyr Ile Ala Phe Lys Arg
770 775

<210> 61

<211> 2358

<212> ADN

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polinucleétido sintético

<400> 61



atggcactcc
ccgcaggtgc
gtgtcctgcea
gccactggac
tatgcacaga
tacatggaac
ggttactact
tcaggaggcg
acgcagtctc
gccggtcaga
cccaggctcc
ggcagtgggt
gcagtgtatt
gaactcaaac
aagggcaagc
ttggtcgtag
atcttctggg
aaacagccgt
tttcctgagg
gcaccagegt
gaagagtatg
agacgaaaaa
gcctattctg
taccagggac
ccacctaggg
gacgtggaag

ccgcgactgce

ccgtaactgc
agctggtgca
aggcttctgg
aagggcttga
agttccaggg
tgagcagcct
actacttcgg
gcggttcagg
caggcaccct
gtgttaccag
tcatctatca
ctgggacaga
actgtcagca
gagccgcetgc
acctctgtcc
tgggtggagt
ttegettttc
ttatgaggcc
aggaggages
atcagcaggg
acgttttgga
acccccagga
aaataggcat
tcagcactgc
ccaagagaag
aaaatccggg

ttctectget

tctgetgetg
gtctggggct
atacagcttc
gtggatggeg
cagagtcacc
gagatctgag
tatggacgtc
cggaggtgec
gtctttgtet
cagctcctta
gacatccacc
tttcactctc
gtatggtggc
ccttgataat
gtcacccttg
cctcgettgt
cgtcgttaag
ggtccaaacg
cgggtgcgaa
ccagaaccaa
caagcgcaga
gggtctctat
gaaaggagag
tacgaaggat
tggcageggg

gcctatgggt

gttgttggec

ccgttggcat
gaggtgaaga
accagttatg
tggatgaacc

atgaccaggg

gacacggccg
tggggccaag
tctggeggte
ccaggggaaa
gcttggtacc
agggccactg
accatcagca
tcacgggcegt
gaaaagtcaa
ttccctggtc
tactctctgc
cgggggagaa
actcaggaag
ctgagggtga
ctgtataacg
ggacgggacc
aatgagctgc
cggagaaggg
acttatgacg
gagggccees
gccggegeca

gtgtctctcg

tgctcctgcea

agcctggggc
atatcaactg
cgaacagtgg
acacctccat

tgtattactg

ggaccacggt
gcggaagtga
gagccaccct
agcagaaacc
gcatcccaga
gactggagcc
tcggccaagg
acggaacaat
catccaagcc
tcgtcaccgt
aaaagctgct
aggacggctg
agttttccag
agctcaacct
ctgagatggg
agaaggataa
gaaaagggca
ctctccacat
gatctctcct

cgggaagggc

gaggcgctaa

cgccgeacgc
ctcagtgaag
ggtgcgacag
taacacaggc
aagcacagcc
tgggagagcc
caccgtatcc
aattgtgttg
ctcctgeagg
tggccaggct
caggttcagt
tgaagatttt
gaccaaggtg
cattcacgtg
attctgggtg
ggcttttata
gtacattttc
ctcctgecgce
atctgcagat
gggacgcagg
tggcaaacca
gatggctgaa
cgacggtttg
gcaagccctg
tacatgtggg

tatggatggc

ggaggcctgt

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620



ccaacgggcc
gtcgcacaac
ttcagcgatg
cagtccatgt
tattaccagg
ggcctegtgt
acctacagcg
accgaacgcc
gggagatgga
caagaaccgg
acgacagtca
cctgtctact
aagagatgac
<210> 62

<211> 782
<212> PRT

tctacactca
cttgtggtgc
ttgtctcagc
ccgecceccctg
acgaaactac
tcagttgcca
acgaggcgaa
agctgagaga
tcacccggag
aggcccctcc
tgggatcctc
gtagcatctt

ctaggtaa

ctccggtgaa
taaccagaca
caccgagcct
tgtcgaagcc
cgggeggtet
ggataagcaa
ccacgtcgac
gtgtacgcgc
cacacctcct
agagcaggac

acaaccagtc

ggcagccgtg

<213> Secuencia artificial

<220>

<221> fuente

<223> /nota="Descripcidn de

<400> 62

Met Ala Leu Pro Val Thr Ala

1

His Ala

Lys Lys
35

Ser Phe Thr Ser Tyr Asp Ile

50

Gly Leu

5

Ala Arg Pro Gln Val

20

Pro Gly Ala Ser Val

Glu Trp Met Gly Trp

Gln

Lys
40

Asn
55

Met

tgttgcaaag
gtctgtgaac
tgcaagcctt
gatgatgcag
gaggcctgcec
aacacagtat
ccttgettge
tgggcagacg
gagggatcag
ctgatcgctt
gtgacgeggg

gtcgtgggcc

10

Leu Val Gln Ser Gly Ala

25

Val Ser Cys Lys Ala Ser

Trp Val Arg Gln Ala Thr

Asn Pro Asn Ser Gly Asn

cctgtaacct
catgcctgga
gtaccgaatg
tgtgcagatg
gggtgtgtga
gtgaggagtg
cgtgcaccgt
ctgagtgcga
acagtacagc
ctacagttgc
gcacaaccga

tggtagccta

Leu Leu Leu Pro Leu Ala Leu

30

45

60

tggcgaggsc
ttcagtgaca
tgtgggectt
tgcctatgga
agccggcetct
tccagacgga
ctgcgaggat
ggagatccct
cccgagtacc
tggcgtggtyg
caatctgatt

catcgecttt

Leu Leu

15

Glu val

Gly Tyr

Gly Gln

Thr Gly

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2358

la Secuencia Artificial: Polipéptido sintético”



65

Tyr

Ile

Ala

Asp

Gly

145

Thr

Leu

Tyr

Ser

Gly

225

Ala

Gly

Ser

Ala

Ser

Val

Val

130

Ser

Gln

Ser

Gln

Thr

210

Thr

Val

Thr

Asn

Gln

Thr

Tyr

115

Trp

Gly

Ser

Cys

Gln

195

Arg

Asp

Tyr

Lys

Gly
275

Lys

Ala

100

Tyr

Gly

Gly

Pro

Arg

180

Lys

Ala

Phe

Tyr

Val

260

Thr

Phe

85

Tyr

Cys

Gln

Gly

Gly

165

Ala

Pro

Thr

Thr

Cys

245

Glu

Ile

70

Gln

Met

Gly

Gly

Gly

150

Thr

Gly

Gly

Gly

Leu

230

Gln

Leu

Ile

Gly

Glu

Arg

Thr

135

Ser

Leu

Gln

Gln

Ile

215

Thr

Gln

Lys

His

Arg

Leu

Ala

120

Thr

Gly

Ser

Ser

Ala

200

Pro

Ile

Tyr

Arg

Val
280

Val

Ser

105

Gly

Val

Gly

Leu

Val

185

Pro

Asp

Ser

Gly

Ala

265

Lys

Thr

90

Ser

Tyr

Thr

Gly

Ser

170

Thr

Arg

Arg

Arg

Gly

250

Ala

Gly

75

Met

Leu

Tyr

Val

Gly

155

Pro

Ser

Leu

Phe

Leu

235

Ser

Ala

Lys

Thr

Arg

Tyr

Ser

140

Ser

Gly

Ser

Leu

Ser

220

Glu

Arg

Leu

His

Arg

Ser

Tyr

125

Ser

Glu

Glu

Ser

Ile

205

Pro

Ala

Asp

Leu
285

Asp

Glu

110

Phe

Gly

Ile

Arg

Leu

190

Tyr

Ser

Glu

Phe

Asn

270

Cys

Thr

95

Asp

Gly

Gly

Val

Ala

175

Ala

Gln

Gly

Asp

Gly

255

Glu

Pro

80

Ser

Thr

Met

Gly

Leu

160

Thr

Trp

Thr

Ser

Phe

240

Gln

Lys

Ser



Pro

Gly

305

Ile

Leu

Glu

Cys

Gln

385

Glu

Gly

Leu

Gly

Ser

465

Pro

Leu

Leu

290

Gly

Phe

Tyr

Glu

Glu

370

Gln

Glu

Gly

Gln

Glu

450

Thr

Pro

Thr

Phe

Val

Trp

Ile

Asp

355

Leu

Gly

Tyr

Lys

Lys

435

Arg

Ala

Arg

Cys

Pro

Leu

Val

Phe

340

Gly

Arg

Gln

Asp

Pro

420

Asp

Arg

Thr

Ala

Gly

Gly

Ala

Arg

325

Lys

Cys

Val

Asn

Val

405

Arg

Lys

Arg

Lys

Lys

485

Asp

Pro

Cys

310

Phe

Gln

Ser

Lys

Gln

390

Leu

Arg

Met

Gly

Asp

470

Arg

Val

Ser

295

Tyr

Ser

Pro

Cys

Phe

375

Leu

Asp

Lys

Ala

Lys

455

Thr

Ser

Glu

Lys

Ser

Val

Phe

Arg

360

Ser

Tyr

Lys

Asn

Glu

440

Gly

Tyr

Gly

Glu

Pro

Leu

Val

Met

345

Phe

Arg

Asn

Arg

Pro

425

Ala

His

Asp

Ser

Asn

Phe

Leu

Lys

330

Arg

Pro

Ser

Glu

Arg

410

Gln

Tyr

Asp

Ala

Gly

490

Pro

Trp

Val

315

Arg

Pro

Glu

Ala

Leu

395

Gly

Glu

Ser

Gly

Leu

475

Glu

Gly

Val

300

Thr

Gly

Val

Glu

Asp

380

Asn

Arg

Gly

Glu

Leu

460

His

Gly

Pro

Leu

Val

Arg

Gln

Glu

365

Ala

Leu

Asp

Leu

Ile

445

Tyr

Met

Arg

Met

Val

Ala

Lys

Thr

350

Glu

Pro

Gly

Pro

Tyr

430

Gly

Gln

Gln

Gly

Gly

Val

Phe

Lys

335

Thr

Gly

Ala

Arg

Glu

415

Asn

Met

Gly

Ala

Ser

495

Ala

Val

Ile

320

Leu

Gln

Gly

Tyr

Arg

400

Met

Glu

Lys

Leu

Leu

480

Leu

Gly



Ala

Leu

Tyr

545

Val

Asp

Pro

Glu

Glu

625

Gly

Cys

Leu

Thr

Thr
705

Thr

Gly

530

Thr

Ala

Ser

Cys

Ala

610

Thr

Leu

Pro

Pro

Arg

690

Arg

Gly

515

Val

His

Gln

Val

Thr

595

Asp

Thr

Val

Asp

Cys

675

Trp

Ser

500

Arg

Ser

Ser

Pro

Thr

580

Glu

Asp

Gly

Phe

Gly

660

Thr

Ala

Thr

Ala

Leu

Gly

Cys

565

Phe

Cys

Ala

Arg

Ser

645

Thr

Val

Asp

Pro

Met

Gly

Glu

550

Gly

Ser

Val

Val

Cys

630

Cys

Tyr

Cys

Ala

Pro
710

Asp

Gly

535

Cys

Ala

Asp

Gly

Cys

615

Glu

Gln

Ser

Glu

Glu

695

Glu

Gly

520

Ala

Cys

Asn

Val

Leu

600

Arg

Ala

Asp

Asp

Asp

680

Cys

Gly

505

Pro

Lys

Lys

Gln

Val

585

Gln

Cys

Cys

Lys

Glu

665

Thr

Glu

Ser

Arg

Glu

Ala

Thr

570

Ser

Ser

Ala

Arg

Gln

650

Ala

Glu

Glu

Asp

Leu

Ala

Cys

555

Val

Ala

Met

Tyr

Val

635

Asn

Asn

Arg

Ile

Ser
715

Leu

Cys

540

Asn

Cys

Thr

Ser

Gly

620

Cys

Thr

His

Gln

Pro

700

Thr

Leu

525

Pro

Leu

Glu

Glu

Ala

605

Tyr

Glu

Val

Val

Leu

685

Ala

510

Leu

Thr

Gly

Pro

Pro

590

Pro

Tyr

Ala

Cys

Asp

670

Arg

Arg

Pro

Leu

Gly

Glu

Cys

575

Cys

Cys

Gln

Gly

Glu

655

Pro

Glu

Trp

Ser

Leu

Leu

Gly

560

Leu

Lys

Val

Asp

Ser

640

Glu

Cys

Cys

Ile

Thr
720



Gln Glu Pro Glu Ala Pro Pro Glu Gln Asp Leu Ile Ala Ser Thr Val
725 730 735
Ala Gly Val Val Thr Thr Val Met Gly Ser Ser Gln Pro Val Val Thr
740 745 750
Arg Gly Thr Thr Asp Asn Leu Ile Pro Val Tyr Cys Ser Ile Leu Ala
755 760 765
Ala Val Vval Val Gly Leu Val Ala Tyr Ile Ala Phe Lys Arg
770 775 780
<210> 63
<211> 2418
<212> ADN
<213> Secuencia artificial
<220>
<221> fuente
<223> /nota="Descripciodn de la Secuencia Artificial: Polinucledétido sintético
<400> 63
atggcactcc ccgtaactgc tctgectgectg ccgttggecat tgctcctgeca cgeccgeacgce 60
ccgcaggtgec agctggtgca gtctggggct gaggtgaaga agcctgggge ctcagtgaag 120
gtgtcctgca aggcttctgg atacagcttc accagttatg atatcaactg ggtgcgacag 180
gccactggac aagggcttga gtggatgggg tggatgaacc cgaacagtgg taacacaggc 240
tatgcacaga agttccaggg cagagtcacc atgaccaggg acacctccat aagcacagcc 300
tacatggaac tgagcagcct gagatctgag gacacggccg tgtattactg tgggagagcc 360
ggttactact actacttcgg tatggacgtc tggggccaag ggaccacggt caccgtatcc 420
tcaggaggcg gcggttcagg cggaggtgge tctggecggtg gcggaagtga aattgtgttg 480
acgcagtctc caggcaccct gtctttgtct ccaggggaaa gagccaccct ctcctgecagg 540
gccggtcaga gtgttaccag cagctcctta gecttggtacc agcagaaacc tggccaggct 600
cccaggctcc tcatctatca gacatccacc agggccactg gcatcccaga caggttcagt 660
ggcagtgggt ctgggacaga tttcactctc accatcagca gactggagcc tgaagatttt 720
gcagtgtatt actgtcagca gtatggtggc tcacgggcgt tcggccaagg gaccaaggtg 780
gaactcaaac gagccgctge cttcgtgect gtttttctgec ccgcgaaacc cacaactacc 840



cccgcccctc
cctgaggcat
tgcgatattt
gtgattaccc
gattacatga
gcaccaccta
gcaccagcgt
gaagagtatg
agacgaaaaa
gcctattctg
taccagggac
ccacctaggg
gacgtggaag
ccgcgactgc
ccaacgggcc
gtcgcacaac
ttcagcgatg
cagtccatgt
tattaccagg
ggcctcgtgt
acctacagcg
accgaacgcc
gggagatgga
caagaaccgg
acgacagtca
cctgtctact

aagagatgac

ggcccccaac
gcecgecececgce
atatctgggc
tctactgcaa
atatgactcc
gagatttcgc
atcagcaggg
acgttttgga
acccccagga
aaataggcat
tcagcactgc
ccaagagaag
aaaatccggg
ttctcctget
tctacactca
cttgtggtgc
ttgtctcagc
ccgeccccctg
acgaaactac
tcagttgcca
acgaggcgaa
agctgagaga
tcacccggag
aggcccctcc
tgggatcctc
gtagcatctt

ctaggtaa

tcctgcacca
ggcaggegsc
cccccttgec
ccacagaaac
acgccgccct
tgcctatcgg
ccagaaccaa
caagcgcaga
gggtctctat
gaaaggagag
tacgaaggat
tggcagcggs
gcctatgggt
gttgttgggc
ctccggtgaa
taaccagaca
caccgagcct
tgtcgaagcc
cgggeggtgt
ggataagcaa
ccacgtcgac
gtgtacgcgc
cacacctcct
agagcaggac

acaaccagtc

ggcagccgtg

actatcgctt
gccgtgcaca
gggacatgcg
agatccaaaa
ggccccacaa
agcagggtga
ctgtataacg
ggacgggacc
aatgagctgc
cggagaagegs
acttatgacg
gaggegccgee
gcecggegeca
gtgtctctcg
tgttgcaaag
gtctgtgaac
tgcaagcctt
gatgatgcag
gaggcctgcc
aacacagtat
ccttgettgce
tgggcagacg
gagggatcag
ctgatcgctt
gtgacgcggg

gtcgtgggcc

cccaacccct
ctagaggcct
gggtactgct
gaagccgcct
ggaaacacta
agttttccag
agctcaacct
ctgagatggg
agaaggataa
gaaaagggca
ctctccacat
gatctctcct
cgggaaggec
gaggcgctaa
cctgtaacct
catgcctgga
gtaccgaatg
tgtgcagatg
gggtgtgtga
gtgaggagtg
cgtgcaccgt
ctgagtgcga
acagtacagc
ctacagttgc
gcacaaccga

tggtagccta

gtctctgaga
ggacttcgcc
gctgtctctg
gctccatagc
ccagccttac
atctgcagat
gggacgcagg
tggcaaacca
gatggctgaa
cgacggtttg
gcaagccctg
tacatgtggg
tatggatggc
ggaggcctgt
tggcgaggsc
ttcagtgaca
tgtgggcectt
tgcctatgga
agccggctct
tccagacgga
ctgcgaggat
ggagatccct
cccgagtacc
tggegtggtyg
caatctgatt

catcgccttt

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2418



<210> 64
<211> 802
212> PRT
<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcion de la Secuencia Artificial: Polipéptido sintético”

<400> 64
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15

His Ala Ala Arg Pro Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val
20 25 30

Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr
35 40 45

Ser Phe Thr Ser Tyr Asp Ile Asn Trp Val Arg Gln Ala Thr Gly Gln
50 55 60

Gly Leu Glu Trp Met Gly Trp Met Asn Pro Asn Ser Gly Asn Thr Gly
65 70 75 80

Tyr Ala Gln Lys Phe Gln Gly Arg Val Thr Met Thr Arg Asp Thr Ser
85 920 95

Ile Ser Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr
100 105 110

Ala Val Tyr Tyr Cys Gly Arg Ala Gly Tyr Tyr Tyr Tyr Phe Gly Met
115 120 125

Asp Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser Gly Gly Gly
130 135 140

Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu
145 150 155 160

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



Leu

Tyr

Ser

Gly

225

Ala

Gly

Leu

Ala

Arg

305

Cys

Leu

Lys

Arg

Ser

Gln

Thr

210

Thr

Val

Thr

Pro

Pro

290

Pro

Asp

Leu

Arg

Pro
370

Cys

Gln

195

Arg

Asp

Tyr

Lys

Ala

275

Thr

Ala

Ile

Ser

Ser

355

Gly

Arg

180

Lys

Ala

Phe

Tyr

Val

260

Lys

Ile

Ala

Tyr

Leu

340

Arg

Pro

Ala

Pro

Thr

Thr

Cys

245

Glu

Pro

Ala

Gly

Ile

325

Val

Leu

Thr

Gly

Gly

Gly

Leu

230

Gln

Leu

Thr

Ser

Gly

310

Trp

Ile

Leu

Arg

Gln

Gln

Ile

215

Thr

Gln

Lys

Thr

Gln

295

Ala

Ala

Thr

His

Lys
375

Ser

Ala

200

Pro

Ile

Tyr

Arg

Thr

280

Pro

Val

Pro

Leu

Ser

360

His

Val

185

Pro

Asp

Ser

Gly

Ala

265

Pro

Leu

His

Leu

Tyr

345

Asp

Tyr

Thr

Arg

Arg

Arg

Gly

250

Ala

Ala

Ser

Thr

Ala

330

Cys

Tyr

Gln

Ser

Leu

Phe

Leu

235

Ser

Ala

Pro

Leu

Arg

315

Gly

Asn

Met

Pro

Ser

Leu

Ser

220

Glu

Arg

Phe

Arg

Arg

300

Gly

Thr

His

Asn

Tyr
380

Ser

Ile

205

Gly

Pro

Ala

Val

Pro

285

Pro

Leu

Cys

Arg

Met

365

Ala

Leu

190

Tyr

Ser

Glu

Phe

Pro

270

Pro

Glu

Asp

Gly

Asn

350

Thr

Pro

Ala

Gln

Gly

Asp

Gly

255

Val

Thr

Ala

Phe

Val

335

Arg

Pro

Pro

Trp

Thr

Ser

Phe

240

Gln

Phe

Pro

Cys

Ala

320

Leu

Ser

Arg

Arg



Asp

385

Ala

Leu

Asp

Leu

Ile

465

Tyr

Met

Arg

Met

Leu

545

Pro

Leu

Glu

Phe

Pro

Gly

Pro

Tyr

450

Gly

Gln

Gln

Gly

Gly

530

Leu

Thr

Gly

Pro

Ala

Ala

Arg

Glu

435

Asn

Met

Gly

Ala

Ser

515

Ala

Leu

Gly

Glu

Cys
595

Ala

Tyr

Arg

420

Met

Glu

Lys

Leu

Leu

500

Leu

Gly

Leu

Leu

Gly

580

Leu

Tyr

Gln

405

Glu

Gly

Leu

Gly

Ser

485

Pro

Leu

Ala

Leu

Tyr

565

Val

Asp

Arg

390

Gln

Glu

Gly

Gln

Glu

470

Thr

Pro

Thr

Thr

Gly

550

Thr

Ala

Ser

Ser

Gly

Tyr

Lys

Lys

455

Arg

Ala

Arg

Cys

Gly

535

Val

His

Gln

Val

Arg

Gln

Asp

Pro

440

Asp

Arg

Thr

Ala

Gly

520

Arg

Ser

Ser

Pro

Thr
600

Val

Asn

Val

425

Arg

Lys

Arg

Lys

Lys

505

Asp

Ala

Leu

Gly

Cys

585

Phe

Lys

Gln

410

Leu

Arg

Met

Gly

Asp

490

Arg

Val

Met

Gly

Glu

570

Gly

Ser

Phe

395

Leu

Asp

Lys

Ala

Lys

475

Thr

Ser

Glu

Asp

Gly

555

Cys

Ala

Asp

Ser

Tyr

Lys

Asn

Glu

460

Gly

Tyr

Gly

Glu

Gly

540

Ala

Cys

Asn

Val

Arg

Asn

Arg

Pro

445

Ala

His

Asp

Ser

Asn

525

Pro

Lys

Lys

Gln

Val
605

Ser

Glu

Arg

430

Gln

Tyr

Asp

Ala

Gly

510

Pro

Arg

Glu

Ala

Thr

590

Ser

Ala

Leu

415

Gly

Glu

Ser

Gly

Leu

495

Glu

Gly

Leu

Ala

Cys

575

Val

Ala

Asp

400

Asn

Arg

Gly

Glu

Leu

480

His

Gly

Pro

Leu

Cys

560

Asn

Cys

Thr



Glu

Ala

625

Tyr

Glu

Val

Val

Leu

705

Gly

Ala

Ala

Pro

Ser

785

Lys

Pro

610

Pro

Tyr

Ala

Cys

Asp

690

Arg

Arg

Pro

Ser

Val

770

Ile

Arg

Cys

Cys

Gln

Gly

Glu

675

Pro

Glu

Trp

Ser

Thr

755

Val

Leu

Lys

Val

Asp

Ser

660

Glu

Cys

Cys

Ile

Thr

740

Val

Thr

Ala

Pro

Glu

Glu

645

Gly

Cys

Leu

Thr

Thr

725

Gln

Ala

Arg

Ala

Cys

Ala

630

Thr

Leu

Pro

Pro

Arg

710

Arg

Glu

Gly

Gly

Val
790

Thr

615

Asp

Thr

Val

Asp

Cys

695

Trp

Ser

Pro

Val

Thr

775

Val

Glu

Asp

Gly

Phe

Gly

680

Thr

Ala

Thr

Glu

Val

760

Thr

Val

Cys

Ala

Arg

Ser

665

Thr

Val

Asp

Pro

Ala

745

Thr

Asp

Gly

Val

Val

Cys

650

Cys

Tyr

Cys

Ala

Pro

730

Pro

Thr

Asn

Leu

Gly

Cys

635

Glu

Gln

Ser

Glu

Glu

715

Glu

Pro

Val

Leu

Val
795

Leu

620

Arg

Ala

Asp

Asp

Asp

700

Cys

Gly

Glu

Met

Ile

780

Ala

Gln

Cys

Cys

Lys

Glu

685

Thr

Glu

Ser

Gln

Gly

765

Pro

Tyr

Ser

Ala

Arg

Gln

670

Ala

Glu

Glu

Asp

Asp

750

Ser

Val

Ile

Met

Tyr

Val

655

Asn

Asn

Arg

Ile

Ser

735

Leu

Ser

Tyr

Ala

Ser

Gly

640

Cys

Thr

His

Gln

Pro

720

Thr

Ile

Gln

Cys

Phe
800



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

65
2436
ADN

<220>
<221>
<223>

<400> 65
atggcactcc

ccgcaggtgc
gtgtcctgcea
gccactggac
tatgcacaga
tacatggaac
ggttactact
tcaggaggcg
acgcagtctc
gccggtcaga
cccaggctcc
ggcagtgggt
gcagtgtatt
gaactcaaac
cccgeecctce
cctgaggcat
tgcgatattt
gtgattaccc
aagctgctgt
gacggctgct
ttttccagat

ctcaacctgg

fuente
/nota="Descripcién de la Secuencia Artificial: Polinucleétido sintético

ccgtaactgc
agctggtgcea
aggcttctgg
aagggcttga
agttccaggg
tgagcagcct
actacttcgg
gcggttcagg
caggcaccct
gtgttaccag
tcatctatca
ctgggacaga
actgtcagca
gagccgcetgc
ggcccccaac
gcecgececge
atatctgggc
tctactgcaa
acattttcaa
cctgeegett
ctgcagatgc

gacgcaggga

Secuencia artificial

tctgetgetg
gtctggggct
atacagcttc
gtggatggeg
cagagtcacc
gagatctgag
tatggacgtc
cggaggtgsgc
gtctttgtcet
cagctcctta
gacatccacc
tttcactctc
gtatggtggc
cttcgtgect
tcctgcacca
ggcaggegsc
ccceccttgec
ccacagaaac
acagccgttt
tcctgaggag
accagcgtat

agagtatgac

ccgttggcat
gaggtgaaga
accagttatg
tggatgaacc

atgaccaggg

gacacggccg
tggggccaag
tctggeggte
ccaggggaaa
gcttggtacc
agggccactg
accatcagca
tcacgggcegt
gtttttctge
actatcgctt
gccgtgcaca
gggacatgcg
cgctttteceg
atgaggccgg
gaggagegecyg
cagcagggcc

gttttggaca

tgctcctgea

agcctggggc
atatcaactg
cgaacagtgg
acacctccat

tgtattactg

ggaccacggt
gcggaagtga
gagccaccct
agcagaaacc
gcatcccaga
gactggagcc
tcggccaagg
ccgcgaaacc
cccaacccct
ctagaggcct
gggtactgct
tcgttaageg
tccaaacgac
ggtgcgaact
agaaccaact

agcgcagagg

cgccgeacgc
ctcagtgaag
ggtgcgacag
taacacaggc
aagcacagcc
tgggagagcc
caccgtatcc
aattgtgttg
ctcctgcagg
tggccaggct
caggttcagt
tgaagatttt
gaccaaggtg
cacaactacc
gtctctgaga
ggacttcgcc
gctgtctctg
ggggagaaaa
tcaggaagag
gagggtgaag
gtataacgag

acgggaccct

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320



gagatgggtg
aaggataaga
aaagggcacg
ctccacatgc

tctctcctta

ggaagggcta

ggcgctaagg
tgtaaccttg
tgcctggatt
accgaatgtg
tgcagatgtg
gtgtgtgaag
gaggagtgtc
tgcaccgtct
gagtgcgagg
agtacagccc
acagttgctg
acaaccgaca
gtagcctaca
<210>
<211>

<212>
<213>

66
808
PRT

<220>
<221>
<223>

<400> 66

gcaaaccaag
tggctgaagc
acggtttgta
aagccctgec
catgtgggga
tggatggccc
aggcctgtcc
gcgagggcgt
cagtgacatt
tgggccttca
cctatggata
ccggetetgg
cagacggaac
gcgaggatac
agatccctgg
cgagtaccca
gcgtggtgac
atctgattcc

tcgectttaa

fuente
/nota="Descripcidén de la Secuencia Artificial: Polipéptido sintético”

acgaaaaaac
ctattctgaa
ccagggactc
acctagggcc
cgtggaagaa
gcgactgett
aacgggcctc
cgcacaacct
cagcgatgtt
gtccatgtcc
ttaccaggac
cctegtgttc
ctacagcgac
cgaacgccag
gagatggatc
agaaccggag
gacagtcatg
tgtctactgt

gagatgacct

Secuencia artificial

ccccaggagg

ataggcatga
agcactgcta
aagagaagtg
aatccggggc
ctcctgetgt
tacactcact
tgtggtgcta
gtctcagcca
gcccectgtg
gaaactaccg
agttgccagg
gaggcgaacc
ctgagagagt
acccggagca
gcccctccag
ggatcctcac
agcatcttgg

aggtaa

gtctctataa
aaggagagcg
cgaaggatac
gcageggegsa
ctatgggtgc
tgttgggcegt
ccggtgaatg
accagacagt
ccgagccttg
tcgaagccga
ggcggtgtga
ataagcaaaa
acgtcgaccc
gtacgcgctg
cacctcctga
agcaggacct
aaccagtcgt

cagccgtggt

tgagctgcag
gagaagggga
ttatgacgct
gggeceggesa
cggcgecacg
gtctctcgga
ttgcaaagcc
ctgtgaacca
caagccttgt
tgatgcagtg
ggcctgecgg
cacagtatgt
ttgcttgecg
ggcagacgct
gggatcagac
gatcgcttct
gacgcggggc

cgtgggcctg

Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu

1

5

10

15

His Ala Ala Arg Pro Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2436



Lys

Ser

Gly

65

Tyr

Ile

Ala

Asp

Gly

145

Thr

Leu

Tyr

Ser

Gly
225

Lys

Phe
50

Leu

Ala

Ser

Val

Val

130

Ser

Gln

Ser

Gln

Thr

210

Thr

Pro

35

Thr

Glu

Gln

Thr

Tyr

115

Trp

Gly

Ser

Cys

Gln

195

Arg

Asp

20

Gly

Ser

Trp

Lys

Ala

100

Tyr

Gly

Gly

Pro

Arg

180

Lys

Ala

Phe

Ala

Tyr

Met

Phe

85

Tyr

Cys

Gln

Gly

Gly

165

Ala

Pro

Thr

Thr

Ser

Asp

Gly

70

Gln

Met

Gly

Gly

Gly

150

Thr

Gly

Gly

Gly

Leu
230

Val

Ile

55

Trp

Gly

Glu

Arg

Thr

135

Ser

Leu

Gln

Gln

Ile

215

Thr

Lys

40

Asn

Met

Arg

Leu

Ala

120

Thr

Gly

Ser

Ser

Ala

200

Pro

Ile

25

Val

Trp

Asn

Val

Ser

105

Gly

Val

Gly

Leu

Val

185

Pro

Asp

Ser

Ser

Val

Pro

Thr

90

Ser

Tyr

Thr

Gly

Ser

170

Thr

Arg

Arg

Arg

Cys

Arg

Asn

75

Met

Leu

Tyr

Val

Gly

155

Pro

Ser

Leu

Phe

Leu
235

Lys

Gln

60

Ser

Thr

Arg

Tyr

Ser

140

Ser

Gly

Ser

Leu

Ser

220

Glu

Ala

45

Ala

Gly

Arg

Ser

Tyr

125

Ser

Glu

Glu

Ser

Ile

205

Pro

30

Ser

Thr

Asn

Asp

Glu

110

Phe

Gly

Ile

Arg

Leu

190

Tyr

Ser

Glu

Gly

Gly

Thr

Thr

95

Asp

Gly

Gly

Val

Ala

175

Ala

Gln

Gly

Asp

Tyr

Gln

Gly

80

Ser

Thr

Met

Gly

Leu

160

Thr

Trp

Thr

Ser

Phe
240



Ala

Gly

Leu

Ala

Arg

305

Cys

Leu

Ser

Pro

Cys

385

Phe

Leu

Asp

Lys

Val

Thr

Pro

Pro

290

Pro

Asp

Leu

Val

Phe

370

Arg

Ser

Tyr

Lys

Asn

Tyr

Lys

Ala

275

Thr

Ala

Ile

Ser

Val

355

Met

Phe

Arg

Asn

Arg

435

Pro

Tyr

Val

260

Lys

Ile

Ala

Tyr

Leu

340

Lys

Arg

Pro

Ser

Glu

420

Arg

Gln

Cys

245

Glu

Pro

Ala

Gly

Ile

325

Val

Arg

Pro

Glu

Ala

405

Leu

Gly

Glu

Gln

Leu

Thr

Ser

Gly

310

Trp

Ile

Gly

Val

Glu

390

Asp

Asn

Arg

Gly

Gln

Lys

Thr

Gln

295

Ala

Ala

Thr

Arg

Gln

375

Glu

Ala

Leu

Asp

Leu

Tyr

Arg

Thr

280

Pro

Val

Pro

Leu

Lys

360

Thr

Glu

Pro

Gly

Pro

440

Tyr

Gly

Ala

265

Pro

Leu

His

Leu

Tyr

345

Lys

Thr

Gly

Ala

Arg

425

Glu

Asn

Gly

250

Ala

Ala

Ser

Thr

Ala

330

Cys

Leu

Gln

Gly

Tyr

410

Arg

Met

Glu

Ser

Ala

Pro

Leu

Arg

315

Gly

Asn

Leu

Glu

Cys

395

Gln

Glu

Gly

Leu

Arg

Phe

Arg

Arg

300

Gly

Thr

His

Tyr

Glu

380

Glu

Gln

Glu

Gly

Gln

Ala

Val

Pro

285

Pro

Leu

Cys

Arg

Ile

365

Asp

Leu

Gly

Tyr

Lys

445

Lys

Phe

Pro

270

Pro

Glu

Asp

Gly

Asn

350

Phe

Gly

Arg

Gln

Asp

430

Pro

Asp

Gly

255

Val

Thr

Ala

Phe

Val

335

Arg

Lys

Cys

Val

Asn

415

Val

Arg

Lys

Gln

Phe

Pro

Cys

Ala

320

Leu

Phe

Gln

Ser

Lys

400

Gln

Leu

Arg

Met



Ala
465

Lys

Thr

Ser

Glu

Asp

545

Gly

Cys

Ala

Asp

Gly

625

Cys

Glu

450

Glu

Gly

Tyr

Gly

Glu

530

Gly

Ala

Cys

Asn

Val

610

Leu

Arg

Ala

Ala

His

Asp

Ser

515

Asn

Pro

Lys

Lys

Gln

595

Val

Gln

Cys

Cys

Tyr

Asp

Ala

500

Gly

Pro

Arg

Glu

Ala

580

Thr

Ser

Ser

Ala

Arg
660

Ser

Gly

485

Leu

Glu

Gly

Leu

Ala

565

Cys

Val

Ala

Met

Tyr

645

Val

Glu

470

Leu

His

Gly

Pro

Leu

550

Cys

Asn

Cys

Thr

Ser

630

Gly

Cys

455

Ile

Tyr

Met

Arg

Met

535

Leu

Pro

Leu

Glu

Glu

615

Ala

Tyr

Glu

Gly

Gln

Gln

Gly

520

Gly

Leu

Thr

Gly

Pro

600

Pro

Pro

Tyr

Ala

Met

Gly

Ala

505

Ser

Ala

Leu

Gly

Glu

585

Cys

Cys

Cys

Gln

Gly
665

Lys

Leu

490

Leu

Leu

Gly

Leu

Leu

570

Gly

Leu

Lys

Val

Asp

650

Ser

Gly

475

Ser

Pro

Leu

Ala

Leu

555

Tyr

Val

Asp

Pro

Glu

635

Glu

Gly

460

Glu

Thr

Pro

Thr

Thr

540

Gly

Thr

Ala

Ser

Cys

620

Ala

Thr

Leu

Arg

Ala

Arg

Cys

525

Gly

Val

His

Gln

Val

605

Thr

Asp

Thr

Val

Arg

Thr

Ala

510

Gly

Arg

Ser

Ser

Pro

590

Thr

Glu

Asp

Gly

Phe
670

Arg

Lys

495

Lys

Asp

Ala

Leu

Gly

575

Cys

Phe

Cys

Ala

Arg

655

Ser

Gly

480

Asp

Arg

Val

Met

Gly

560

Glu

Gly

Ser

Val

Val

640

Cys

Cys



Gln Asp Lys Gln Asn Thr Val Cys Glu Glu Cys Pro Asp Gly Thr Tyr
675 680 685

Ser Asp Glu Ala Asn His Val Asp Pro Cys Leu Pro Cys Thr Val Cys
690 695 700

Glu Asp Thr Glu Arg Gln Leu Arg Glu Cys Thr Arg Trp Ala Asp Ala
705 710 715 720

Glu Cys Glu Glu Ile Pro Gly Arg Trp Ile Thr Arg Ser Thr Pro Pro
725 730 735

Glu Gly Ser Asp Ser Thr Ala Pro Ser Thr Gln Glu Pro Glu Ala Pro
740 745 750

Pro Glu Gln Asp Leu Ile Ala Ser Thr Val Ala Gly Val VvVal Thr Thr
755 760 765

Val Met Gly Ser Ser Gln Pro Val Val Thr Arg Gly Thr Thr Asp Asn
770 775 780

Leu Ile Pro Val Tyr Cys Ser Ile Leu Ala Ala Val Val Val Gly Leu
785 790 795 800

Val Ala Tyr Ile Ala Phe Lys Arg
805

<210> 67

<211> 2496

<212> ADN

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polinucledétido sintético

<400> 67

atggcactcc ccgtaactgc tctgectgectg ccgttggecat tgctcctgeca cgeccgecacgce 60
ccgcaggtgec agctggtgca gtctggggect gaggtgaaga agcctgggge ctcagtgaag 120
gtgtcctgca aggcttctgg atacaccttc accggctact atatgcactg ggtgcgacag 180

gcccctggac aagggcttga gtggatggga tggatcaacc ctaatagtgg tggcacaaac 240



tctgcacaga
tacatggagc
tggctacaga
g8aggceecy
cagtctccag
agccagactg
ctaggacagc
gaccgattca
gctgaagatg
ggcgggacca
acaatcattc
aagccattct
accgtggctt
tacatgaata
ccacctagag
aagctgctgt
gacggctgct
ttttccagat
ctcaacctgg
gagatgggtg
aaggataaga
aaagggcacg
ctccacatgc

tctctcctta

ggaagggcta

ggcgctaagg

tgtaaccttg

agtttcaggg
tgaacaggct
cgtactactt
gttcaggegg
actccctggc
ttttgaccag
ctcctaagct
gtggcagegg
tggcaattta
aggtggagat
acgtgaaggg
gggtgttggt
ttataatctt
tgactccacg
atttcgctgc
acattttcaa
cctgecegett
ctgcagatgc
gacgcaggga
gcaaaccaag
tggctgaagc
acggtttgta
aagccctgcc
catgtgggga
tggatggccc

aggcctgtcc

gcgagggegt

cagggtcacc
gagatctgac
tgacaactgg
aggtggctct
tgtgtctctg
ctccaacaat
gctcatttcc
gtctgggaca
ttactgtcag
caaacgagcc
caagcacctc
cgtagtgggt
ctgggttaga
ccgececctggce
ctatcggagc
acagccgttt
tcctgaggag
accagcgtat
agagtatgac
acgaaaaaac
ctattctgaa
ccagggactc
acctagggcc
cgtggaagaa
gcgactgcett
aacgggcctc

cgcacaacct

atgaccaggg

gacacggccg
ggccagggaa
ggcggtggeg
ggcgagagee
aagaacttct
tgggcctcta
gatttcactc
cactattata
gctgecccttg
tgtccgtcac
ggagtcctcg
tccaaaagaa
cccacaagga
cgcttttccg
atgaggccgg
gaggagesce
cagcagggcc
gttttggaca
ccccaggagg
ataggcatga
agcactgcta
aagagaagtg
aatccggggc
ctcctgectgt
tacactcact

tgtggtgcta

acacgtccat
tttattactg
ccctggtcac
gaagtgacat
ccaccatcta
tagcttggta
cccgggaatc
tcaccatcag
ctagtccact
ataatgaaaa
ccttgttccc
cttgttactc
gccgectgcet
aacactacca
tcgttaagcg
tccaaacgac
ggtgcgaact
agaaccaact
agcgcagagg
gtctctataa
aaggagagceg
cgaaggatac
gcagcggesga
ctatgggtgc
tgttgggegt
ccggtgaatg

accagacagt

cagtacagcc
tgcgagagga
cgtatcctca
cgtgatgacc
ctgcaagtcc
ccaacagaaa
cggggtccct
cagcctgcag
cactttcggc
gtcaaacgga
tggtccatcc
tctgctcegtc
ccatagcgat
gccttacgca
ggggagaaaa
tcaggaagag
gagggtgaag
gtataacgag
acgggaccct
tgagctgcag
gagaaggggea
ttatgacgct
gggccgeesa
cggcgecacg
gtctctcgga
ttgcaaagcc

ctgtgaacca

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860



tgcctggatt cagtgacatt cagcgatgtt gtctcagcca ccgagccttg caagccttgt 1920
accgaatgtg tgggccttca gtccatgtcc gccccctgtg tcgaagccga tgatgcagtg 1980
tgcagatgtg cctatggata ttaccaggac gaaactaccg ggcggtgtga ggcctgecgg 2040
gtgtgtgaag ccggctctgg cctcgtgttc agttgccagg ataagcaaaa cacagtatgt 2100
gaggagtgtc cagacggaac ctacagcgac gaggcgaacc acgtcgaccc ttgcttgecg 2160
tgcaccgtct gcgaggatac cgaacgccag ctgagagagt gtacgcgctg ggcagacgct 2220
gagtgcgagg agatccctgg gagatggatc acccggagca cacctcctga gggatcagac 2280
agtacagccc cgagtaccca agaaccggag gcccctccag agcaggacct gatcgecttct 2340
acagttgctg gcgtggtgac gacagtcatg ggatcctcac aaccagtcgt gacgcggggc 2400
acaaccgaca atctgattcc tgtctactgt agcatcttgg cagccgtggt cgtgggcctg 2460
gtagcctaca tcgcctttaa gagatgacct aggtaa 2496
<210> 68
<211> 828
<212> PRT
<213> Secuencia artificial
<220>
<221> fuente
<223> /nota="Descripcidn de la Secuencia Artificial: Polipéptido sintético”
<400> 68
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15
His Ala Ala Arg Pro Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val
20 25 30
Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr
35 40 45
Thr Phe Thr Gly Tyr Tyr Met His Trp Val Arg Gln Ala Pro Gly Gln
50 55 60
Gly Leu Glu Trp Met Gly Trp Ile Asn Pro Asn Ser Gly Gly Thr Asn
65 70 75 80



Ser

Ile

Ala

Asn

Ser

145

Gln

Tyr

Phe

Ile

Gly

225

Ala

Leu

Leu

His

Ala

Ser

Val

Trp

130

Gly

Ser

Cys

Leu

Ser

210

Ser

Glu

Thr

Asp

Leu
290

Gln

Thr

Tyr

115

Gly

Gly

Pro

Lys

Ala

195

Trp

Gly

Asp

Phe

Asn

275

Cys

Lys

Ala

100

Tyr

Gln

Gly

Asp

Ser

180

Trp

Ala

Ser

Val

Gly

260

Glu

Pro

Phe

85

Tyr

Cys

Gly

Gly

Ser

165

Ser

Tyr

Ser

Gly

Ala

245

Gly

Lys

Ser

Gln

Met

Ala

Thr

Ser

150

Leu

Gln

Gln

Thr

Thr

230

Ile

Gly

Ser

Pro

Gly

Glu

Arg

Leu

135

Gly

Ala

Thr

Gln

Arg

215

Asp

Tyr

Thr

Asn

Leu
295

Arg

Leu

Gly

120

Val

Gly

Val

Val

Lys

200

Glu

Phe

Tyr

Lys

Gly

280

Phe

Val

Asn

105

Trp

Thr

Gly

Ser

Leu

185

Leu

Ser

Thr

Cys

Val

265

Thr

Pro

Thr

90

Arg

Leu

Val

Gly

Leu

170

Thr

Gly

Gly

Leu

Gln

250

Glu

Ile

Gly

Met

Leu

Gln

Ser

Ser

155

Gly

Ser

Gln

Val

Thr

235

His

Ile

Ile

Pro

Thr

Arg

Thr

Ser

140

Asp

Glu

Ser

Pro

Pro

220

Ile

Tyr

Lys

His

Ser
300

Arg

Ser

Tyr

125

Ile

Arg

Asn

Pro

205

Asp

Ser

Tyr

Arg

Val

285

Lys

Asp

Asp

110

Tyr

Gly

Val

Ala

Asn

190

Lys

Arg

Ser

Thr

Ala

270

Lys

Pro

Thr

95

Asp

Phe

Gly

Met

Thr

175

Lys

Leu

Phe

Leu

Ser

255

Ala

Gly

Phe

Ser

Thr

Asp

Gly

Thr

160

Ile

Asn

Leu

Ser

Gln

240

Pro

Ala

Lys

Trp



Val

305

Thr

Leu

Arg

Arg

Ile

385

Asp

Leu

Gly

Tyr

Lys

465

Lys

Arg

Leu

Val

His

Lys

Ser

370

Phe

Gly

Arg

Gln

Asp

450

Pro

Asp

Arg

Val

Ala

Ser

His

355

Arg

Lys

Cys

Val

Asn

435

Val

Arg

Lys

Arg

Val

Phe

Asp

340

Tyr

Phe

Gln

Ser

Lys

420

Gln

Leu

Arg

Met

Gly
500

Val

Ile

325

Tyr

Gln

Ser

Pro

Cys

405

Phe

Leu

Asp

Lys

Ala

485

Lys

Gly

310

Ile

Met

Pro

Val

Phe

390

Arg

Ser

Tyr

Lys

Asn

470

Glu

Gly

Gly

Phe

Asn

Tyr

Val

375

Met

Phe

Arg

Asn

Arg

455

Pro

Ala

His

Val

Trp

Met

Ala

360

Lys

Arg

Pro

Ser

Glu

440

Arg

Gln

Tyr

Asp

Leu

Val

Thr

345

Pro

Arg

Pro

Glu

Ala

425

Leu

Gly

Glu

Ser

Gly
505

Ala

Arg

330

Pro

Pro

Gly

Val

Glu

410

Asp

Asn

Arg

Gly

Glu

490

Leu

Cys

315

Ser

Arg

Arg

Arg

Gln

395

Glu

Ala

Leu

Asp

Leu

475

Ile

Tyr

Tyr

Lys

Arg

Asp

Lys

380

Thr

Glu

Pro

Gly

Pro

460

Tyr

Gly

Gln

Ser

Arg

Pro

Phe

365

Lys

Thr

Gly

Ala

Arg

445

Glu

Asn

Met

Gly

Leu

Ser

Gly

350

Ala

Leu

Gln

Gly

Tyr

430

Arg

Met

Glu

Lys

Leu
510

Leu

Arg

335

Pro

Ala

Leu

Glu

Cys

415

Gln

Glu

Gly

Leu

Gly

495

Ser

Val

320

Leu

Thr

Tyr

Tyr

Glu

400

Glu

Gln

Glu

Gly

Gln

480

Glu

Thr



Ala

Arg

Cys

545

Gly

Val

His

Gln

Val

625

Thr

Asp

Thr

Val

Asp

705

Cys

Thr

Ala

530

Gly

Arg

Ser

Ser

Pro

610

Thr

Glu

Asp

Gly

Phe

690

Gly

Thr

Lys

515

Lys

Asp

Ala

Leu

Gly

595

Cys

Phe

Cys

Ala

Arg

675

Ser

Thr

Val

Asp

Arg

Val

Met

Gly

580

Glu

Gly

Ser

Val

Val

660

Cys

Cys

Tyr

Cys

Thr

Ser

Glu

Asp

565

Gly

Cys

Ala

Asp

Gly

645

Cys

Glu

Gln

Ser

Glu
725

Tyr

Gly

Glu

550

Gly

Ala

Cys

Asn

Val

630

Leu

Arg

Ala

Asp

Asp

710

Asp

Asp

Ser

535

Asn

Pro

Lys

Lys

Gln

615

Val

Gln

Cys

Cys

Lys

695

Glu

Thr

Ala

520

Gly

Pro

Arg

Glu

Ala

600

Thr

Ser

Ser

Ala

Arg

680

Gln

Ala

Glu

Leu

Glu

Gly

Leu

Ala

585

Cys

Val

Ala

Met

Tyr

665

Val

Asn

Asn

Arg

His

Gly

Pro

Leu

570

Cys

Asn

Cys

Thr

Ser

650

Gly

Cys

Thr

His

Gln
730

Met

Arg

Met

555

Leu

Pro

Leu

Glu

Glu

635

Ala

Tyr

Glu

Val

Val

715

Leu

Gln

Gly

540

Gly

Leu

Thr

Gly

Pro

620

Pro

Pro

Tyr

Ala

Cys

700

Asp

Arg

Ala

525

Ser

Ala

Leu

Gly

Glu

605

Cys

Cys

Cys

Gln

Gly

685

Glu

Pro

Glu

Leu

Leu

Gly

Leu

Leu

590

Gly

Leu

Lys

Val

Asp

670

Ser

Glu

Cys

Cys

Pro

Leu

Ala

Leu

575

Tyr

Val

Asp

Pro

Glu

655

Glu

Gly

Cys

Leu

Thr
735

Pro

Thr

Thr

560

Gly

Thr

Ala

Ser

Cys

640

Ala

Thr

Leu

Pro

Pro

720

Arg



Trp Ala Asp

Thr Pro

755

Ser

Glu
770

Pro Ala

Val
785

Val Thr

Thr Thr Asp

Val Val Gly

<210> 69
<211> 2355
<212> ADN
<213> Secue

<220>
<221> fuent

<223> /nota="Descripcién de la Secuencia Artificial: Polinucleétido sintético

<400> 69

Ala
740

Glu

Glu

Pro

Pro

Pro

Thr Val

Cys

Gly

Glu

Met

Glu Glu

Ser Asp

760

Gln
775

Asp

Gly Ser

790

Leu
805

Asn

Leu Val

820

ncia

e

Ile

Ala

Pro Val

Tyr Ile

artificial

Ile
745

Pro Gly

Ser Thr Ala

Leu Ile Ala

Gln Pro

795

Ser

Tyr Cys Ser

810

Ala
825

Phe Lys

Arg Trp Ile

750

Ser Thr
765

Pro

Ser Thr Val

780

Val Val Thr

Ile Leu Ala

Arg

Thr Arg

Gln Glu

Ala Gly

Arg Gly
800

Ala
815

Val

atggcactcc ccgtaactge tctgetgetg ccgttggeat tgctcctgea cgecgeacgce

ccgcaggtgc
gtgtcctgcea
gcccctggac
tctgcacaga
tacatggagc
tggctacaga
ggaggcggeg

cagtctccag

agctggtgca
aggcttctgg
aagggcttga
agtttcaggg
tgaacaggct
cgtactactt

gttcaggcgg

actccctggce

gtctggggct
atacaccttc
gtggatggga
cagggtcacc
gagatctgac
tgacaactgg
aggtggctct

tgtgtctctg

gaggtgaaga
accggctact
tggatcaacc

atgaccaggg

gacacggccg
ggccagggaa
ggcggtggeg

ggcgagages

agcctggggc

atatgcactg
ctaatagtgg
acacgtccat
tttattactg
ccctggtcac
gaagtgacat

ccaccatcta

ctcagtgaag
ggtgcgacag
tggcacaaac
cagtacagcc
tgcgagagga
cgtatcctca
cgtgatgacc

ctgcaagtcc

60

120

180

240

300

360

420

480

540



agccagactg
ctaggacagc
gaccgattca
gctgaagatg
ggcgggacca
acaatcattc
aagccattct
accgtggctt
tacatgaata
ccacctagag
ccagcgtatc
gagtatgacg
cgaaaaaacc
tattctgaaa
cagggactca
cctagggcca
gtggaagaaa
cgactgcttc
acgggcctct
gcacaacctt
agcgatgttg
tccatgtccg
taccaggacg
ctcgtgttca
tacagcgacg
gaacgccagc

agatggatca

ttttgaccag
ctcctaagcet
gtggcagegg
tggcaattta
aggtggagat
acgtgaaggg
gggtgttggt
ttataatctt
tgactccacg
atttcgctgc

agcagggcca

ttttggacaa
cccaggaggg
taggcatgaa
gcactgctac
agagaagtgg
atccggggcc
tcctgetgtt
acactcactc
gtggtgctaa
tctcagccac
ccccctgtgt
aaactaccgg
gttgccagga
aggcgaacca
tgagagagtg

cccggagcac

ctccaacaat
gctcatttcc
gtctgggaca
ttactgtcag
caaacgagcc
caagcacctc
cgtagtgggt
ctgggttaga
ccgeectgge
ctatcggagc
gaaccaactg
gcgcagagga
tctctataat
aggagagcgg
gaaggatact
cagcggeggag
tatgggtgcc
gttgggcegtg
cggtgaatgt
ccagacagtc
cgagccttgce
cgaagccgat
gcggtgtgag
taagcaaaac
cgtcgaccct
tacgcgctgg

acctcctgag

aagaacttct
tgggcctcta
gatttcactc
cactattata
gctgeecttg
tgtccgtcac
ggagtcctcg
tccaaaagaa
cccacaagga
agggtgaagt
tataacgagc
cgggaccctg
gagctgcaga
agaaggggaa
tatgacgctc
ggccggggat

ggcgccacgsg

tctctcggag
tgcaaagcct
tgtgaaccat
aagccttgta
gatgcagtgt
gcctgeeggg
acagtatgtg
tgcttgecgt
gcagacgctg

ggatcagaca

tagcttggta
cccgggaatc
tcaccatcag
ctagtccact
ataatgaaaa
ccttgttccc
cttgttactc
gccgectget
aacactacca
tttccagatc
tcaacctggg
agatgggtgg
aggataagat
aagggcacga
tccacatgca
ctctccttac
gaagggctat
gcgctaagga
gtaaccttgg
gcctggattc
ccgaatgtgt
gcagatgtgc
tgtgtgaagc
aggagtgtcc
gcaccgtctg
agtgcgagga

gtacagcccc

ccaacagaaa
cggggtccct
cagcctgcag
cactttcggc
gtcaaacgga
tggtccatcc
tctgetegtc
ccatagcgat
gccttacgcea
tgcagatgca
acgcagggaa
caaaccaaga
ggctgaagcec
cggtttgtac

agccctgeca

atgtggggac
ggatggeccg
ggcctgtcca
cgagggcgtc
agtgacattc
gggccttcag
ctatggatat
cggctctgge
agacggaacc
cgaggatacc
gatccctggg

gagtacccaa

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160



gaaccggagg cccctccaga gcaggacctg atcgcttcta cagttgetgg cgtggtgacg 2220

acagtcatgg gatcctcaca accagtcgtg acgcggggca caaccgacaa tctgattcct 2280
gtctactgta gcatcttgge agccgtggtc gtgggecctgg tagcctacat cgectttaag 2340
agatgaccta ggtaa 2355
<210> 70

<211> 781

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polipéptido sintético”

<400> 70
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15

His Ala Ala Arg Pro Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val
20 25 30

Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr
35 40 45

Thr Phe Thr Gly Tyr Tyr Met His Trp Val Arg Gln Ala Pro Gly Gln
50 55 60

Gly Leu Glu Trp Met Gly Trp Ile Asn Pro Asn Ser Gly Gly Thr Asn
65 70 75 80

Ser Ala Gln Lys Phe Gln Gly Arg Val Thr Met Thr Arg Asp Thr Ser
85 90 95

Ile Ser Thr Ala Tyr Met Glu Leu Asn Arg Leu Arg Ser Asp Asp Thr
100 105 110

Ala Val Tyr Tyr Cys Ala Arg Gly Trp Leu Gln Thr Tyr Tyr Phe Asp
115 120 125

Asn Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140



Ser

145

Gln

Tyr

Phe

Ile

Gly

225

Ala

Leu

Leu

His

Val

305

Thr

Leu

Arg

Gly

Ser

Cys

Leu

Ser

210

Ser

Glu

Thr

Asp

Leu

290

Leu

Val

His

Lys

Gly

Pro

Lys

Ala

195

Trp

Gly

Asp

Phe

Asn

275

Cys

Val

Ala

Ser

His

Gly

Asp

Ser

180

Trp

Ala

Ser

Val

Gly

260

Glu

Pro

Val

Phe

Asp

340

Tyr

Gly

Ser

165

Ser

Tyr

Ser

Gly

Ala

245

Gly

Lys

Ser

Val

Ile

325

Tyr

Gln

Ser

150

Leu

Gln

Gln

Thr

Thr

230

Ile

Gly

Ser

Pro

Gly

310

Ile

Met

Pro

Gly

Ala

Thr

Gln

Arg

215

Asp

Tyr

Thr

Asn

Leu

295

Phe

Asn

Tyr

Gly

Val

Val

Lys

200

Glu

Phe

Tyr

Lys

Gly

280

Phe

Val

Trp

Met

Ala

Gly

Ser

Leu

185

Leu

Ser

Thr

Cys

Val

265

Thr

Pro

Leu

Val

Thr

345

Pro

Gly

Leu

170

Thr

Gly

Gly

Leu

Gln

250

Glu

Ile

Gly

Ala

Arg

330

Pro

Pro

Ser

155

Gly

Ser

Gln

Val

Thr

235

His

Ile

Ile

Pro

Cys

315

Ser

Arg

Arg

Asp

Glu

Ser

Pro

Pro

220

Ile

Tyr

Lys

His

Ser

300

Tyr

Lys

Arg

Asp

Ile

Arg

Asn

Pro

205

Ser

Tyr

Arg

Val

285

Lys

Ser

Arg

Pro

Phe

Val

Ala

Asn

190

Lys

Arg

Ser

Thr

Ala

270

Lys

Pro

Leu

Ser

Gly

350

Ala

Met

Thr

175

Lys

Leu

Phe

Leu

Ser

255

Ala

Gly

Phe

Leu

Arg

335

Pro

Ala

Thr

160

Ile

Asn

Leu

Ser

Gln

240

Pro

Ala

Lys

Trp

Val

320

Leu

Thr

Tyr



Arg

Gln

385

Glu

Gly

Gln

Glu

Thr

465

Pro

Thr

Thr

Gly

Thr

545

Ala

Ser

370

Gly

Tyr

Lys

Lys

Arg

450

Ala

Arg

Cys

Gly

Val

530

His

Gln

355

Arg

Gln

Asp

Pro

Asp

435

Arg

Thr

Ala

Gly

Arg

515

Ser

Ser

Pro

Val

Asn

Val

Arg

420

Lys

Arg

Lys

Lys

Asp

500

Ala

Leu

Gly

Cys

Lys

Gln

Leu

405

Arg

Met

Gly

Asp

Arg

485

Val

Met

Gly

Glu

Gly
565

Phe

Leu

390

Asp

Lys

Ala

Lys

Thr

470

Ser

Glu

Asp

Gly

Cys

550

Ala

Ser

375

Tyr

Lys

Asn

Glu

Gly

455

Tyr

Gly

Glu

Gly

Ala

535

Cys

Asn

360

Arg

Asn

Arg

Pro

Ala

440

His

Asp

Ser

Asn

Pro

520

Lys

Lys

Gln

Ser

Glu

Arg

Gln

425

Tyr

Asp

Ala

Gly

Pro

505

Arg

Glu

Ala

Thr

Ala

Leu

Gly

410

Glu

Ser

Gly

Leu

Glu

490

Gly

Leu

Ala

Cys

Val
570

Asp

Asn

395

Arg

Gly

Glu

Leu

His

475

Gly

Pro

Leu

Cys

Asn

555

Cys

Ala

380

Leu

Asp

Leu

Ile

Tyr

460

Met

Arg

Met

Leu

Pro

540

Leu

Glu

365

Pro

Gly

Pro

Tyr

Gly

445

Gln

Gln

Gly

Gly

Leu

525

Thr

Gly

Pro

Ala

Arg

Glu

Asn

430

Met

Gly

Ala

Ser

Ala

510

Leu

Gly

Glu

Cys

Tyr

Arg

Met

415

Glu

Lys

Leu

Leu

Leu

495

Gly

Leu

Leu

Gly

Leu
575

Gln

Glu

400

Gly

Leu

Gly

Ser

Pro

480

Leu

Ala

Leu

Tyr

Val

560

Asp



Ser

Cys

Ala

Thr

625

Leu

Pro

Pro

Arg

Arg

705

Glu

Gly

Gly

Val

<210> 71

Val

Thr

Asp

610

Thr

Val

Asp

Cys

Trp

690

Ser

Pro

Val

Thr

Val
770

Thr

Glu

595

Asp

Gly

Phe

Gly

Thr

675

Ala

Thr

Glu

Val

Thr

755

Val

Phe

580

Cys

Ala

Arg

Ser

Thr

660

Val

Asp

Pro

Ala

Thr

740

Asp

Gly

Ser

Val

Val

Cys

Cys

645

Tyr

Cys

Ala

Pro

Pro

725

Thr

Asn

Leu

Asp

Gly

Cys

Glu

630

Gln

Ser

Glu

Glu

Glu

710

Pro

Val

Leu

Val

Val

Leu

Arg

615

Ala

Asp

Asp

Asp

Cys

695

Gly

Glu

Met

Ile

Ala
775

Val

Gln

600

Cys

Cys

Lys

Glu

Thr

680

Glu

Ser

Gln

Gly

Pro

760

Tyr

Ser

585

Ser

Ala

Arg

Gln

Ala

665

Glu

Glu

Asp

Asp

Ser

745

Val

Ile

Ala

Met

Tyr

Val

Asn

650

Asn

Arg

Ile

Ser

Leu

730

Ser

Tyr

Ala

Thr

Ser

Gly

Cys

635

Thr

His

Gln

Pro

Thr

715

Ile

Gln

Cys

Phe

Glu

Ala

Tyr

620

Glu

Val

Val

Leu

Gly

700

Ala

Ala

Pro

Ser

Lys
780

Pro

Pro

605

Tyr

Ala

Cys

Asp

Arg

685

Arg

Pro

Ser

Val

Ile

765

Arg

Cys

590

Cys

Gln

Gly

Glu

Pro

670

Glu

Trp

Ser

Thr

Val

750

Leu

Lys

Val

Asp

Ser

Glu

655

Cys

Cys

Ile

Thr

Val

735

Thr

Ala

Pro

Glu

Glu

Gly

640

Leu

Thr

Thr

Gln

720

Ala

Arg

Ala



<211>
<212>
<213>

2373
ADN

<220>
<221>
<223>

<400> 71
atggcactcc

ccgcaggtgc
gtgtcctgca
gcccctggac
tctgcacaga
tacatggagc
tggctacaga
g8aggceecyg
cagtctccag
agccagactg
ctaggacagc
gaccgattca
gctgaagatg
ggcgggacca
acaatcattc
aagccattct
accgtggctt
ctgctgtaca
ggctgctcect
tccagatctg
aacctgggac

atgggtggca

gataagatgg

fuente
/nota="Descripcién de la Secuencia Artificial: Polinucleétido sintético

ccgtaactgc
agctggtgca
aggcttctgg
aagggcttga
agtttcaggg
tgaacaggct
cgtactactt
gttcaggcegg
actccctggc
ttttgaccag
ctcctaagct
gtggcagegg
tggcaattta
aggtggagat
acgtgaaggg
gggtgttggt
ttataatctt
ttttcaaaca
gccgctttcc
cagatgcacc
gcagggaaga
aaccaagacg

ctgaagccta

Secuencia artificial

tctgctgetg
gtctggggct
atacaccttc
gtggatggga
cagggtcacc
gagatctgac
tgacaactgg
aggtggctct
tgtgtctctg
ctccaacaat
gctcatttcc
gtctgggaca
ttactgtcag
caaacgagcc
caagcacctc
cgtagtgggt
ctgggttcgc
gccgtttatg
tgaggaggag
agcgtatcag
gtatgacgtt
aaaaaacccc

ttctgaaata

ccgttggcat
gaggtgaaga
accggctact
tggatcaacc

atgaccaggg

gacacggccg
ggccagggaa
ggcggtggeg
ggcgagagee
aagaacttct
tgggcctcta
gatttcactc
cactattata
gctgecccttg
tgtccgtcac
ggagtcctcg

ttttccgtcg

aggccggtcc
gagggcggsgt
cagggccaga

ttggacaagc

caggagggtc

ggcatgaaag

tgctcctgcea
agcctggggc
atatgcactg
ctaatagtgg
acacgtccat
tttattactg
ccctggtcac
gaagtgacat
ccaccatcta
tagcttggta
cccgggaatc
tcaccatcag
ctagtccact
ataatgaaaa
ccttgttccc
cttgttactc
ttaagcgggsg
aaacgactca
gcgaactgag
accaactgta
gcagaggacg

tctataatga

gagagcggag

cgccgeacgc
ctcagtgaag
ggtgcgacag
tggcacaaac
cagtacagcc
tgcgagagga
cgtatcctca
cgtgatgacc
ctgcaagtcc
ccaacagaaa
cggggtccct
cagcctgcag
cactttcggc
gtcaaacgga
tggtccatcc
tctgctcegtc
gagaaaaaag
ggaagaggac
ggtgaagttt
taacgagctc
ggaccctgag
gctgcagaag

aaggggaaaa

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380



gggcacgacg gtttgtacca gggactcagc actgctacga aggatactta tgacgctctc 1440

cacatgcaag ccctgccacc tagggccaag agaagtggca gcggggaggg ccggggatct 1500
ctccttacat gtggggacgt ggaagaaaat ccggggccta tgggtgccgg cgccacggga 1560
agggctatgg atggcccgecg actgecttctc ctgetgttgt tgggecgtgtc tctcggaggc 1620
gctaaggagg cctgtccaac gggcctctac actcactccg gtgaatgttg caaagcctgt 1680
aaccttggcg agggcgtcge acaaccttgt ggtgctaacc agacagtctg tgaaccatgc 1740
ctggattcag tgacattcag cgatgttgtc tcagccaccg agccttgcaa gccttgtacc 1800
gaatgtgtgg gccttcagtc catgtccgecc ccctgtgtcg aagccgatga tgcagtgtgc 1860
agatgtgcct atggatatta ccaggacgaa actaccgggc ggtgtgagge ctgccgggtg 1920
tgtgaagccg gctctggect cgtgttcagt tgccaggata agcaaaacac agtatgtgag 1980
gagtgtccag acggaaccta cagcgacgag gcgaaccacg tcgacccttg cttgeccgtgce 2040
accgtctgecg aggataccga acgccagctg agagagtgta cgcgctggge agacgctgag 2100
tgcgaggaga tccctgggag atggatcacc cggagcacac ctcctgaggg atcagacagt 2160
acagccccga gtacccaaga accggaggcc cctccagagc aggacctgat cgcttctaca 2220
gttgctggcg tggtgacgac agtcatggga tcctcacaac cagtcgtgac gcggggcaca 2280
accgacaatc tgattcctgt ctactgtagc atcttggcag ccgtggtcgt gggcctggta 2340
gcctacatcg cctttaagag atgacctagg taa 2373
<210> 72

<211> 787

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcidn de la Secuencia Artificial: Polipéptido sintético”

<400> 72
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15

His Ala Ala Arg Pro Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val
20 25 30



Lys

Thr

Gly

65

Ser

Ile

Ala

Asn

Ser

145

Gln

Tyr

Phe

Ile

Gly

225

Ala

Lys

Phe

50

Leu

Ala

Ser

Val

Trp

130

Gly

Ser

Cys

Leu

Ser

210

Ser

Glu

Pro

35

Thr

Glu

Gln

Thr

Tyr

115

Gly

Gly

Pro

Lys

Ala

195

Trp

Gly

Asp

Gly

Gly

Trp

Lys

Ala

100

Tyr

Gln

Gly

Asp

Ser

180

Trp

Ala

Ser

Val

Ala

Tyr

Met

Phe

85

Tyr

Cys

Gly

Gly

Ser

165

Ser

Tyr

Ser

Gly

Ala
245

Ser

Tyr

Gly

70

Gln

Met

Ala

Thr

Ser

150

Leu

Gln

Gln

Thr

Thr

230

Ile

Val

Met

55

Trp

Gly

Glu

Arg

Leu

135

Gly

Ala

Thr

Gln

Arg

215

Asp

Tyr

Lys

40

His

Ile

Arg

Leu

Gly

120

Val

Gly

Val

Val

Lys

200

Glu

Phe

Tyr

Val

Trp

Asn

Val

Asn

105

Trp

Thr

Gly

Ser

Leu

185

Leu

Ser

Thr

Cys

Ser

Val

Pro

Thr

90

Arg

Leu

Val

Gly

Leu

170

Thr

Gly

Gly

Leu

Gln
250

Cys

Arg

Asn

75

Met

Leu

Gln

Ser

Ser

155

Gly

Ser

Gln

Val

Thr

235

His

Lys

Gln

60

Ser

Thr

Arg

Thr

Ser

140

Asp

Glu

Ser

Pro

Pro

220

Ile

Tyr

Ala

45

Ala

Gly

Arg

Ser

Tyr

125

Ile

Arg

Asn

Pro

205

Asp

Ser

Tyr

Ser

Pro

Gly

Asp

Asp

110

Tyr

Gly

Val

Ala

Asn

190

Lys

Arg

Ser

Thr

Gly

Gly

Thr

Thr

95

Asp

Phe

Gly

Met

Thr

175

Lys

Leu

Phe

Leu

Ser
255

Tyr

Gln

Asn

80

Ser

Thr

Asp

Gly

Thr

160

Ile

Asn

Leu

Ser

Gln

240

Pro



Leu

Leu

His

Val

305

Thr

Gly

Val

Glu

Asp

385

Asn

Arg

Gly

Glu

Thr

Asp

Leu

290

Leu

Val

Arg

Gln

Glu

370

Ala

Leu

Asp

Leu

Ile
450

Phe

Asn

275

Cys

Val

Ala

Lys

Thr

355

Glu

Pro

Gly

Pro

Tyr

435

Gly

Gly

260

Glu

Pro

Val

Phe

Lys

340

Thr

Gly

Ala

Arg

Glu

420

Asn

Met

Gly

Lys

Ser

Val

Ile

325

Leu

Gln

Gly

Tyr

Arg

405

Met

Glu

Lys

Gly

Ser

Pro

Gly

310

Ile

Leu

Glu

Cys

Gln

390

Glu

Gly

Leu

Gly

Thr

Asn

Leu

295

Gly

Phe

Tyr

Glu

Glu

375

Gln

Glu

Gly

Gln

Glu
455

Lys

Gly

280

Phe

Val

Trp

Ile

Asp

360

Leu

Gly

Tyr

Lys

Lys

440

Arg

Val

265

Thr

Pro

Leu

Val

Phe

345

Gly

Arg

Gln

Asp

Pro

425

Asp

Arg

Glu

Ile

Gly

Ala

Arg

330

Lys

Cys

Val

Asn

Val

410

Arg

Lys

Arg

Ile

Ile

Pro

Cys

315

Phe

Gln

Ser

Lys

Gln

395

Leu

Arg

Met

Gly

Lys

His

Ser

300

Tyr

Ser

Pro

Cys

Phe

380

Leu

Asp

Lys

Ala

Lys
460

Arg

Val

285

Lys

Ser

Val

Phe

Arg

365

Ser

Tyr

Lys

Asn

Glu

445

Gly

Ala

270

Lys

Pro

Leu

Val

Met

350

Phe

Arg

Asn

Arg

Pro

430

Ala

His

Ala

Gly

Phe

Leu

Lys

335

Arg

Pro

Ser

Glu

Arg

415

Gln

Tyr

Asp

Ala

Lys

Trp

Val

320

Arg

Pro

Glu

Ala

Leu

400

Gly

Glu

Ser

Gly



Leu

465

His

Gly

Pro

Leu

Cys

545

Asn

Cys

Thr

Ser

Gly

625

Cys

Thr

His

Tyr

Met

Arg

Met

Leu

530

Pro

Leu

Glu

Glu

Ala

610

Tyr

Glu

Val

Val

Gln

Gln

Gly

Gly

515

Leu

Thr

Gly

Pro

Pro

595

Pro

Tyr

Ala

Cys

Asp
675

Gly

Ala

Ser

500

Ala

Leu

Gly

Glu

Cys

580

Cys

Cys

Gln

Gly

Glu

660

Pro

Leu

Leu

485

Leu

Gly

Leu

Leu

Gly

565

Leu

Lys

Val

Asp

Ser

645

Glu

Cys

Ser

470

Pro

Leu

Ala

Leu

Tyr

550

Val

Asp

Pro

Glu

Glu

630

Gly

Cys

Leu

Thr

Pro

Thr

Thr

Gly

535

Thr

Ala

Ser

Cys

Ala

615

Thr

Leu

Pro

Pro

Ala

Arg

Cys

Gly

520

Val

His

Gln

Val

Thr

600

Asp

Thr

Val

Asp

Cys
680

Thr

Ala

Gly

505

Arg

Ser

Ser

Pro

Thr

585

Glu

Asp

Gly

Phe

Gly

665

Thr

Lys

Lys

490

Asp

Ala

Leu

Gly

Cys

570

Phe

Cys

Ala

Arg

Ser

650

Thr

Val

Asp

475

Arg

Val

Met

Gly

Glu

555

Gly

Ser

Val

Val

Cys

635

Cys

Tyr

Cys

Thr

Ser

Glu

Asp

Gly

540

Cys

Ala

Asp

Gly

Cys

620

Glu

Gln

Ser

Glu

Tyr

Gly

Glu

Gly

525

Ala

Cys

Asn

Val

Leu

605

Arg

Ala

Asp

Asp

Asp
685

Asp

Ser

Asn

510

Pro

Lys

Lys

Gln

Val

590

Gln

Cys

Cys

Lys

Glu

670

Thr

Ala

Gly

495

Pro

Arg

Glu

Ala

Thr

575

Ser

Ser

Ala

Arg

Gln

655

Ala

Glu

Leu

480

Glu

Gly

Leu

Ala

Cys

560

Val

Ala

Met

Tyr

Val

640

Asn

Asn

Arg



Gln Leu

690

Arg

Pro
705

Gly Arg

Thr Ala Pro

Ile Ala Ser

Gln Val

755

Pro

Ser Ile

770

Cys

Phe
785

Lys Arg

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

73
2433
ADN

<220>
<221>
<223>

fuent

<400> 73
atggcactcc

ccgcaggtgce
gtgtcctgcea
gcccctggac
tctgcacaga
tacatggagc

tggctacaga

Glu Cys

Trp Ile

Thr

Thr

Arg
695

Trp

Arg Ser

710

Thr
725

Ser

Thr
740

Val

Val Thr

Leu Ala

e

ccgtaactgc
agctggtgca
aggcttctgg
aagggcttga
agtttcaggg
tgaacaggct

cgtactactt

Gln

Ala

Arg

Ala

Glu Pro

Val

Gly

Thr
760

Gly

Val
775

Val

Secuencia artificial

Ala Asp Ala

Thr Pro

715

Pro

Glu Ala

730

Pro

Val
745

Thr Thr

Thr Asp Asn

Val Gly Leu

Glu
700

Cys Glu

Glu Gly Ser

Pro Glu Gln

Val Met Gly

750

Ile
765

Leu Pro

Val
780

Ala Tyr

tctgetgetg ccgttggeat tgctcectgea

gtctggggct
atacaccttc
gtggatggga
cagggtcacc
gagatctgac

tgacaactgg

gaggtgaaga
accggctact
tggatcaacc

atgaccaggg

gacacggccg

ggccagggaa

agcctggggc

atatgcactg
ctaatagtgg
acacgtccat
tttattactg

ccctggtcac

Glu Ile

Ser
720

Asp

Asp Leu

735

Ser Ser

Val Tyr

Ile Ala

cgccgeacgc
ctcagtgaag
ggtgcgacag
tggcacaaac
cagtacagcc
tgcgagagga

cgtatcctca

/nota="Descripcién de la Secuencia Artificial: Polinucleétido sintético

60

120

180

240

300

360

420



g8aggceecy
cagtctccag
agccagactg
ctaggacagc
gaccgattca
gctgaagatg
ggcgggacca
aaacccacaa
cccctgtetce
ggcctggact
ctgctgetgt
cgcctgetcec
cactaccagc
tccagatctg
aacctgggac

atgggtggca

gataagatgg
gggcacgacg
cacatgcaag

ctccttacat

agggctatgg

gctaaggagg

aaccttggcg
ctggattcag
gaatgtgtgg
agatgtgcct

tgtgaagccg

gttcaggcgg

actccctggce
ttttgaccag
ctcctaagcet
gtggcagcgg
tggcaattta
aggtggagat
ctacccccgce
tgagacctga
tcgecctgega
ctctggtgat
atagcgatta
cttacgcacc
cagatgcacc
gcagggaaga
aaccaagacg
ctgaagccta
gtttgtacca
ccctgecacc
gtggggacgt
atggcccgeg
cctgtccaac
agggcgtcgc
tgacattcag
gccttcagtc
atggatatta

gctectggect

aggtggctct
tgtgtctctg
ctccaacaat
gctcatttec
gtctgggaca
ttactgtcag
caaacgagcc
cccteggecc
ggcatgccgc
tatttatatc
taccctctac
catgaatatg
acctagagat
agcgtatcag
gtatgacgtt
aaaaaacccc

ttctgaaata

gggactcagc

tagggccaag

ggaagaaaat
actgcttctc
gggcctctac
acaaccttgt
cgatgttgtc
catgtccgec
ccaggacgaa

cgtgttcagt

ggcggtggeg
ggcgagaggg
aagaacttct
tgggcctcta
gatttcactc
cactattata
gctgectteg
ccaactcctg
cccgeggeag
tgggcccccc
tgcaaccaca
actccacgcc
ttcgetgect

cagggccaga

ttggacaagc
caggagggtc
ggcatgaaag
actgctacga
agaagtggca
ccggggcecta
ctgctgttgt
actcactccg
ggtgctaacc
tcagccaccg
ccctgtgteg
actaccgggc

tgccaggata

gaagtgacat
ccaccatcta
tagcttggta
cccgggaatc
tcaccatcag
ctagtccact
tgcctgtttt
caccaactat
gcggegecegt
ttgccgggac
gaaacagatc
gcectggecec
atcggagcag
accaactgta
gcagaggacg
tctataatga
gagagcggag
aggatactta
gcgeeLgagses
tgggtgeegg
tgggcgtgtc
gtgaatgttg
agacagtctg
agccttgcaa
aagccgatga
ggtgtgaggc

agcCaaaacac

cgtgatgacc
ctgcaagtcc
ccaacagaaa
cggggtccct
cagcctgcag
cactttcggc
tctgeccegeg
cgcttcccaa
gcacactaga
atgcggggta
caaaagaagc
cacaaggaaa
ggtgaagttt
taacgagctc
ggaccctgag
gctgcagaag
aaggggaaaa
tgacgctctc
ccggggatct
cgccacggga
tctcggagsgc
caaagcctgt
tgaaccatgc
gcecttgtacc
tgcagtgtgc
ctgcegggtg

agtatgtgag

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040



gagtgtccag
accgtctgeg
tgcgaggaga
acagccccga
gttgctggeg
accgacaatc
gcctacatceg
<210> 74

<211> 807
<212> PRT

acggaaccta
aggataccga
tccctgggag
gtacccaaga
tggtgacgac
tgattcctgt

cctttaagag

cagcgacgag
acgccagctg
atggatcacc
accggaggcc
agtcatggga
ctactgtagc

atgacctagg

<213> Secuencia artificial

220>
<221> fuent

<223> /nota="Descripcidn de

<400> 74
Met Ala Leu
1

His Ala Ala

Pro
35

Lys Lys

Thr Phe

50

Thr

Gly Glu

65

Leu

Ser Ala Gln

Ile Ser Thr

Ala val Tyr

e

Val Th
5

Pro

Arg Pro Gl

20

Gly Ala Se

Gly Tyr Ty

Gl
70

Trp Met

Phe
85

Lys Gl

Ala
100

Tyr Me

Tyr Cys Al

r Ala Leu

n Val Gln

r Val Lys

40

r Met His

55

y Trp Ile

n Gly

Arg

t Glu Leu

a Arg Gly

gcgaaccacg
agagagtgta
cggagcacac
cctccagagc
tcctcacaac
atcttggcag

taa

la Secuencia Artificial:

Leu Leu Pro

10

Leu Val Gln

25

Val Ser Cys

Trp Val Arg

Asn
75

Asn Pro

Val Thr

90

Met

Asn Leu

105

Arg

Trp Leu Gln

tcgacccttg
cgcgetgggc
ctcctgaggg
aggacctgat
cagtcgtgac

ccgtggtcgt

Leu Ala Leu

Ala
30

Ser Gly

Ala
45

Lys Ser

Gln
60

Ala Pro

Ser Gly Gly

Thr Arg Asp

Arg Ser Asp

110

Thr Tyr Tyr

cttgeegtgc
agacgctgag
atcagacagt

cgcttctaca

gcggggclaca

gggcctggta

Leu Leu
15

Glu val

Gly Tyr

Gly Gln

Thr Asn

80

Thr
95

Ser

Asp Thr

Phe Asp

2100

2160

2220

2280

2340

2400

2433

Polipéptido sintético”



Asn

Ser

145

Gln

Tyr

Phe

Ile

Gly

225

Ala

Leu

Phe

Arg

Arg

305

Gly

Trp

130

Gly

Ser

Cys

Leu

Ser

210

Ser

Glu

Thr

Val

Pro

290

Pro

Leu

115

Gly

Gly

Pro

Lys

Ala

195

Trp

Gly

Asp

Phe

Pro

275

Pro

Glu

Asp

Gln

Gly

Asp

Ser

180

Trp

Ala

Ser

Val

Gly

260

Val

Thr

Ala

Phe

Gly

Gly

Ser

165

Ser

Tyr

Ser

Gly

Ala

245

Gly

Phe

Pro

Cys

Ala
325

Thr

Ser

150

Leu

Gln

Gln

Thr

Thr

230

Ile

Gly

Leu

Ala

Arg

310

Cys

Leu

135

Gly

Ala

Thr

Gln

Arg

215

Asp

Tyr

Thr

Pro

Pro

295

Pro

Asp

120

Val

Gly

Val

Val

Lys

200

Glu

Phe

Tyr

Lys

Ala

280

Thr

Ala

Ile

Thr

Gly

Ser

Leu

185

Leu

Ser

Thr

Cys

Val

265

Lys

Ile

Ala

Tyr

Val

Gly

Leu

170

Thr

Gly

Gly

Leu

Gln

250

Glu

Pro

Ala

Gly

Ile
330

Ser

Ser

155

Gly

Ser

Gln

Val

Thr

235

His

Ile

Thr

Ser

Gly

315

Trp

Ser

140

Asp

Glu

Ser

Pro

Pro

220

Ile

Tyr

Lys

Thr

Gln

300

Ala

Ala

125

Gly

Ile

Arg

Asn

Pro

205

Asp

Ser

Tyr

Arg

Thr

285

Pro

Val

Pro

Gly

Val

Ala

Asn

190

Lys

Arg

Ser

Thr

Ala

270

Pro

Leu

His

Leu

Gly

Met

Thr

175

Lys

Leu

Phe

Leu

Ser

255

Ala

Ala

Ser

Thr

Ala
335

Gly

Thr

160

Ile

Asn

Leu

Ser

Gln

240

Pro

Ala

Pro

Leu

Arg

320

Gly



Thr

His

Asn

Tyr

385

Ser

Tyr

Lys

Asn

Glu

465

Gly

Tyr

Gly

Glu

Gly

Cys

Arg

Met

370

Ala

Arg

Asn

Arg

Pro

450

Ala

His

Asp

Ser

Asn

530

Pro

Gly

Asn

355

Thr

Pro

Ser

Glu

Arg

435

Gln

Tyr

Asp

Ala

Gly

515

Pro

Arg

Val

340

Arg

Pro

Pro

Ala

Leu

420

Gly

Glu

Ser

Gly

Leu

500

Glu

Gly

Leu

Leu

Ser

Arg

Arg

Asp

405

Asn

Arg

Gly

Glu

Leu

485

His

Gly

Pro

Leu

Leu

Arg

Asp

390

Ala

Leu

Asp

Leu

Ile

470

Tyr

Met

Arg

Met

Leu

Leu

Arg

Pro

375

Phe

Pro

Gly

Pro

Tyr

455

Gly

Gln

Gln

Gly

Gly

535

Leu

Ser

Ser

360

Gly

Ala

Ala

Arg

Glu

449

Asn

Met

Gly

Ala

Ser

520

Ala

Leu

Leu

345

Arg

Pro

Ala

Tyr

Arg

425

Met

Glu

Lys

Leu

Leu

505

Leu

Gly

Leu

Val

Leu

Thr

Tyr

Gln

410

Glu

Gly

Leu

Gly

Ser

490

Pro

Leu

Ala

Leu

Ile

Leu

Arg

Arg

395

Gln

Glu

Gly

Gln

Glu

475

Thr

Pro

Thr

Thr

Gly

Thr

His

Lys

380

Ser

Gly

Tyr

Lys

Lys

460

Arg

Ala

Arg

Cys

Gly

540

Val

Leu

Ser

365

His

Arg

Gln

Asp

Pro

445

Asp

Arg

Thr

Ala

Gly

525

Arg

Ser

Tyr

350

Asp

Tyr

Val

Asn

Val

430

Arg

Lys

Arg

Lys

Lys

510

Asp

Ala

Leu

Cys

Tyr

Gln

Lys

Gln

415

Leu

Arg

Met

Gly

Asp

495

Arg

Val

Met

Gly

Asn

Met

Pro

Phe

400

Leu

Asp

Lys

Ala

Lys

480

Thr

Ser

Glu

Asp

Gly



545

Ala

Cys

Asn

Val

Leu

625

Arg

Ala

Asp

Asp

Asp

705

Cys

Gly

Glu

Lys

Lys

Gln

Val

610

Gln

Cys

Cys

Lys

Glu

690

Thr

Glu

Ser

Gln

Glu

Ala

Thr

595

Ser

Ser

Ala

Arg

Gln

675

Ala

Glu

Glu

Asp

Asp
755

Ala

Cys

580

Val

Ala

Met

Tyr

Val

660

Asn

Asn

Arg

Ile

Ser

740

Leu

Cys

565

Asn

Cys

Thr

Ser

Gly

645

Cys

Thr

His

Gln

Pro

725

Thr

Ile

550

Pro

Leu

Glu

Glu

Ala

630

Tyr

Glu

Val

Val

Leu

710

Gly

Ala

Ala

Thr

Gly

Pro

Pro

615

Pro

Tyr

Ala

Cys

Asp

695

Arg

Arg

Pro

Ser

Gly

Glu

Cys

600

Cys

Cys

Gln

Gly

Glu

680

Pro

Glu

Trp

Ser

Thr
760

Leu

Gly

585

Leu

Lys

Val

Asp

Ser

665

Glu

Cys

Cys

Ile

Thr

745

Val

Tyr

570

Val

Asp

Pro

Glu

Glu

650

Gly

Cys

Leu

Thr

Thr

730

Gln

Ala

555

Thr

Ala

Ser

Cys

Ala

635

Thr

Leu

Pro

Pro

Arg

715

Arg

Glu

Gly

His

Gln

Val

Thr

620

Asp

Thr

Val

Asp

Cys

700

Trp

Ser

Pro

Val

Ser

Pro

Thr

605

Glu

Asp

Gly

Phe

Gly

685

Thr

Ala

Thr

Glu

Val
765

Gly

Cys

590

Phe

Cys

Ala

Arg

Ser

670

Thr

Val

Asp

Pro

Ala

750

Thr

Glu

575

Gly

Ser

Val

Val

Cys

655

Cys

Tyr

Cys

Ala

Pro

735

Pro

Thr

560

Cys

Ala

Asp

Gly

Cys

640

Glu

Gln

Ser

Glu

Glu

720

Glu

Pro

Val



Met Gly Ser Ser

770

Ile Pro Val Tyr

785

Ala Tyr Ile Ala

<210> 75

<211> 2451
<212> ADN
<213>
<220>
<221>
<223>

<400> 75
atggcactcc

ccgcaggtgc
gtgtcctgca
gcccctggac
tctgcacaga
tacatggagc
tggctacaga
g8aggceecy
cagtctccag
agccagactg
ctaggacagc
gaccgattca
gctgaagatg
ggcgggacca
aaacccacaa

cccctgtctc

Secuencia

Gln

Cys

775

790

Phe
805

fuente
/nota="Descripcién de la Secuencia Artificial:

ccgtaactgc
agctggtgca
aggcttctgg
aagggcttga
agtttcaggg
tgaacaggct
cgtactactt
gttcaggcegg
actccctggc
ttttgaccag
ctcctaagct
gtggcagegg
tggcaattta
aggtggagat
ctacccccgc

tgagacctga

Lys Arg

artificial

795

780

tctgctgetg ccgttggecat tgctcctgcea

gtctggggct
atacaccttc
gtggatggga
cagggtcacc
gagatctgac
tgacaactgg
aggtggctct
tgtgtctctg
ctccaacaat
gctcatttcc
gtctgggaca
ttactgtcag
caaacgagcc

cccteggcecc

ggcatgccgc

gaggtgaaga
accggctact
tggatcaacc

atgaccaggg

gacacggccg
ggccagggaa
ggcggtggeg
ggcgagages
aagaacttct
tgggcctcta
gatttcactc
cactattata
gctgecttceg

ccaactcctg

cccgeggeag

agcctggggc

atatgcactg
ctaatagtgg
acacgtccat
tttattactg
ccctggtcac
gaagtgacat
ccaccatcta
tagcttggta
cccgggaatc
tcaccatcag
ctagtccact
tgcctgtttt

caccaactat

gcggegecegt

Pro Val Val Thr Arg Gly Thr Thr Asp Asn Leu

Ser Ile Leu Ala Ala Val Val Vval Gly Leu Val

800

cgccgeacgce
ctcagtgaag
ggtgcgacag
tggcacaaac
cagtacagcc
tgcgagagga
cgtatcctca
cgtgatgacc
ctgcaagtcc
ccaacagaaa
cggggtccct
cagcctgcag
cactttcggc
tctgecccgeg
cgcttcccaa

gcacactaga

Polinucledétido sintético

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960



ggcctggact
ctgctgectgt
aagcgggega

acgactcagg

gaactgaggg
caactgtata
agaggacggg
tataatgagc
gagcggagaa
gatacttatg
ggggagescc
ggtgceggeg
ggcgtgtctc
gaatgttgca
acagtctgtg
ccttgcaagc
gccgatgatg
tgtgaggcct
caaaacacag
gacccttgct
cgctgggcag
cctgagggat
gacctgatcg
gtcgtgacgc
gtggtcgtgg

<210> 76
<211> 813

tcgcctgega
ctctggtgat
gaaaaaagct
aagaggacgg
tgaagttttc
acgagctcaa
accctgagat
tgcagaagga
ggggaaaagg
acgctctcca

ggggatctct

ccacgggaag
tcggaggcgc
aagcctgtaa
aaccatgcct
cttgtaccga
cagtgtgcag
gccgggtgtg
tatgtgagga
tgccgtgcac
acgctgagtg
cagacagtac
cttctacagt

ggggcacaac

gcctggtagc

tatttatatc
taccctctac
gctgtacatt
ctgctcctgce

cagatctgca

cctgggacgc

gggtggcaaa

taagatggct
gcacgacggt
catgcaagcc
ccttacatgt
ggctatggat
taaggaggcc
ccttggcgag
ggattcagtg
atgtgtgggc
atgtgcctat
tgaagccggc
gtgtccagac
cgtctgcgag
cgaggagatc
agccccgagt
tgctggcgtg
cgacaatctg

ctacatcgcc

tgggcccccc
tgcaaccaca
ttcaaacagc
cgctttcctg
gatgcaccag
agggaagagt
ccaagacgaa
gaagcctatt
ttgtaccagg

ctgccaccta

ggggacgtgg
ggcccgegac
tgtccaacgg
ggcgtcgcac
acattcagcg
cttcagtcca
ggatattacc
tctggcctcg
ggaacctaca
gataccgaac
cctgggagat
acccaagaac
gtgacgacag
attcctgtct

tttaagagat

ttgccgggac
gaaaccgctt
cgtttatgag
aggaggagga
cgtatcagca
atgacgtttt
aaaaccccca
ctgaaatagg
gactcagcac
gggccaagag
aagaaaatcc
tgcttctcct
gcctctacac
aaccttgtgg
atgttgtctc
tgtccgcccc
aggacgaaac
tgttcagttg
gcgacgagsc
gccagctgag
ggatcacccg
cggaggcccc
tcatgggatc
actgtagcat

gacctaggta

atgcggggta

ttccgtcgtt
gccggtccaa
gggcggstgc
gggccagaac
ggacaagcgc
ggagggtctc
catgaaagga
tgctacgaag
aagtggcagc
ggggcctatg
gctgttgttg
tcactccggt
tgctaaccag
agccaccgag
ctgtgtcgaa
taccgggegg
ccaggataag
gaaccacgtc
agagtgtacg
gagcacacct
tccagagcag
ctcacaacca
cttggcagcc

d

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2451



<212> PRT
<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripciodn de la Secuencia Artificial: Polipéptido sintético”

<400> 76
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15

His Ala Ala Arg Pro Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val
20 25 30

Lys Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr
35 40 45

Thr Phe Thr Gly Tyr Tyr Met His Trp Val Arg Gln Ala Pro Gly Gln
50 55 60

Gly Leu Glu Trp Met Gly Trp Ile Asn Pro Asn Ser Gly Gly Thr Asn
65 70 75 80

Ser Ala Gln Lys Phe Gln Gly Arg Val Thr Met Thr Arg Asp Thr Ser
85 90 95

Ile Ser Thr Ala Tyr Met Glu Leu Asn Arg Leu Arg Ser Asp Asp Thr
100 105 110

Ala Val Tyr Tyr Cys Ala Arg Gly Trp Leu Gln Thr Tyr Tyr Phe Asp
115 120 125

Asn Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
130 135 140

Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Asp Ile Val Met Thr
145 150 155 160

Gln Ser Pro Asp Ser Leu Ala Val Ser Leu Gly Glu Arg Ala Thr Ile
165 170 175

Tyr Cys Lys Ser Ser Gln Thr Val Leu Thr Ser Ser Asn Asn Lys Asn
180 185 190



Phe

Ile

Gly

225

Ala

Leu

Phe

Arg

Arg

305

Gly

Thr

His

Tyr

Glu
385

Leu

Ser

210

Ser

Glu

Thr

Val

Pro

290

Pro

Leu

Cys

Arg

Ile

370

Asp

Ala

195

Trp

Gly

Asp

Phe

Pro

275

Pro

Glu

Asp

Gly

Asn

355

Phe

Gly

Trp

Ala

Ser

Val

Gly

260

Val

Thr

Ala

Phe

Val

340

Arg

Lys

Cys

Tyr

Ser

Gly

Ala

245

Gly

Phe

Pro

Cys

Ala

325

Leu

Phe

Gln

Ser

Gln

Thr

Thr

230

Ile

Gly

Leu

Ala

Arg

310

Cys

Leu

Ser

Pro

Cys
390

Gln

Arg

215

Asp

Tyr

Thr

Pro

Pro

295

Pro

Asp

Leu

Val

Phe

375

Arg

Lys

200

Glu

Phe

Tyr

Lys

Ala

280

Thr

Ala

Ile

Ser

Val

360

Met

Phe

Leu

Ser

Thr

Cys

Val

265

Lys

Ile

Ala

Tyr

Leu

345

Lys

Arg

Pro

Gly

Gly

Leu

Gln

250

Glu

Pro

Ala

Gly

Ile

330

Val

Arg

Pro

Glu

Gln

Val

Thr

235

His

Ile

Thr

Ser

Gly

315

Trp

Ile

Gly

Val

Glu
395

Pro

Pro

220

Ile

Tyr

Lys

Thr

Gln

300

Ala

Ala

Thr

Arg

Gln

380

Glu

Pro

205

Asp

Ser

Tyr

Arg

Thr

285

Pro

Val

Pro

Leu

Lys

365

Thr

Glu

Lys

Arg

Ser

Thr

Ala

270

Pro

Leu

His

Leu

Tyr

350

Lys

Thr

Gly

Leu

Phe

Leu

Ser

255

Ala

Ala

Ser

Thr

Ala

335

Cys

Leu

Gln

Gly

Leu

Ser

Gln

240

Pro

Ala

Pro

Leu

Arg

320

Gly

Asn

Leu

Glu

Cys
400



Glu

Gln

Glu

Gly

Gln

465

Glu

Thr

Pro

Thr

Thr

545

Gly

Thr

Ala

Ser

Leu

Gly

Tyr

Lys

450

Lys

Arg

Ala

Arg

Cys

530

Gly

Val

His

Gln

Val
610

Arg

Gln

Asp

435

Pro

Asp

Arg

Thr

Ala

515

Gly

Arg

Ser

Ser

Pro

595

Thr

Val

Asn

420

Val

Arg

Lys

Arg

Lys

500

Lys

Asp

Ala

Leu

Gly

580

Cys

Phe

Lys

405

Gln

Leu

Arg

Met

Gly

485

Asp

Arg

Val

Met

Gly

565

Glu

Gly

Ser

Phe

Leu

Asp

Lys

Ala

470

Lys

Thr

Ser

Glu

Asp

550

Gly

Cys

Ala

Asp

Ser

Tyr

Lys

Asn

455

Glu

Gly

Tyr

Gly

Glu

535

Gly

Ala

Cys

Asn

Val
615

Arg

Asn

Arg

440

Pro

Ala

His

Asp

Ser

520

Asn

Pro

Lys

Lys

Gln

600

Val

Ser

Glu

425

Arg

Gln

Tyr

Asp

Ala

505

Gly

Pro

Arg

Glu

Ala

585

Thr

Ser

Ala

410

Leu

Gly

Glu

Ser

Gly

490

Leu

Glu

Gly

Leu

Ala

570

Cys

Val

Ala

Asp

Asn

Arg

Gly

Glu

475

Leu

His

Gly

Pro

Leu

555

Cys

Asn

Cys

Thr

Ala

Leu

Asp

Leu

460

Ile

Tyr

Met

Arg

Met

540

Leu

Pro

Leu

Glu

Glu
620

Pro

Gly

Pro

445

Tyr

Gly

Gln

Gln

Gly

525

Gly

Leu

Thr

Gly

Pro

605

Pro

Ala

Arg

430

Glu

Asn

Met

Gly

Ala

510

Ser

Ala

Leu

Gly

Glu

590

Cys

Cys

Tyr

415

Arg

Met

Glu

Lys

Leu

495

Leu

Leu

Gly

Leu

Leu

575

Gly

Leu

Lys

Gln

Glu

Gly

Leu

Gly

480

Ser

Pro

Leu

Ala

Leu

560

Tyr

Val

Asp

Pro



Cys

625

Ala

Thr

Leu

Pro

Pro

705

Arg

Arg

Glu

Gly

Gly

785

Val

<210> 77

Thr

Asp

Thr

Val

Asp

690

Cys

Trp

Ser

Pro

Val

770

Thr

Val

Glu

Asp

Gly

Phe

675

Gly

Thr

Ala

Thr

Glu

755

Val

Thr

Val

<211> 339
<212> PRT
<213> Homo sapiens

Cys

Ala

Arg

660

Ser

Thr

Val

Asp

Pro

740

Ala

Thr

Asp

Gly

Val

Val

645

Cys

Cys

Tyr

Cys

Ala

725

Pro

Pro

Thr

Asn

Leu
805

Gly

630

Cys

Glu

Gln

Ser

Glu

710

Glu

Glu

Pro

Val

Leu

790

Val

Leu

Arg

Ala

Asp

Asp

695

Asp

Cys

Gly

Glu

Met

775

Ile

Ala

Gln

Cys

Cys

Lys

680

Glu

Thr

Glu

Ser

Gln

760

Gly

Pro

Tyr

Ser

Ala

Arg

665

Gln

Ala

Glu

Glu

Asp

745

Asp

Ser

Val

Ile

Met

Tyr

650

Val

Asn

Asn

Arg

Ile

730

Ser

Leu

Ser

Tyr

Ala
810

Ser

635

Gly

Cys

Thr

His

Gln

715

Pro

Thr

Ile

Gln

Cys

795

Phe

Ala

Tyr

Glu

Val

Val

700

Leu

Gly

Ala

Ala

Pro

780

Ser

Lys

Pro

Tyr

Ala

Cys

685

Asp

Arg

Arg

Pro

Ser

765

Val

Ile

Arg

Cys

Gln

Gly

670

Glu

Pro

Glu

Trp

Ser

750

Thr

Val

Leu

Val

Asp

655

Ser

Glu

Cys

Cys

Ile

735

Thr

Val

Thr

Ala

Glu

640

Glu

Gly

Cys

Leu

Thr

720

Thr

Gln

Ala

Arg

Ala
800



<400> 77

Met Glu Ser

1

Lys

Gly

Thr

Gln

65

Ile

Pro

Val

Val

Thr

145

Arg

Ile

Leu

Pro

Glu

Ala

50

Glu

Ala

Leu

Ile

Tyr

130

Lys

Lys

Tyr

Asn

Arg

Thr

35

His

Leu

Ser

Ala

Asn

115

Leu

Tyr

Gln

Ser

Trp
195

Arg

Arg

20

Ser

Ala

Phe

Leu

Thr

100

Lys

Pro

Lys

Phe

Leu

180

Ala

Lys

Asn

Met

Asp

Pro

Thr

85

Ser

Val

Gly

Lys

Gly

165

Ser

Tyr

Asp

Leu

Leu

Glu

Gln

70

Phe

His

Leu

Val

Phe

150

Leu

Tyr

Gln

Ile

Glu

Lys

Phe

55

Trp

Leu

Gln

Pro

Ile

135

Pro

Leu

Pro

Gln

Thr

Glu

Arg

40

Asp

His

Tyr

Gln

Met

120

Ala

His

Ser

Met

Val
200

Asn

Asp

25

Pro

Cys

Leu

Thr

Tyr

105

Val

Ala

Trp

Phe

Arg

185

Gln

Gln

10

Asp

Val

Pro

Pro

Leu

90

Phe

Ser

Ile

Leu

Phe

170

Arg

Gln

Glu

Tyr

Leu

Ser

Ile

75

Leu

Tyr

Ile

Val

Asp

155

Phe

Ser

Asn

Glu

Leu

Leu

Glu

60

Lys

Arg

Lys

Thr

Gln

140

Lys

Ala

Tyr

Lys

Leu

His

His

45

Leu

Ile

Glu

Ile

Leu

125

Leu

Trp

Val

Arg

Glu
205

Trp

Lys

30

Leu

Gln

Ala

Val

Pro

110

Leu

His

Met

Leu

Tyr

190

Asp

Lys

15

Asp

His

His

Ala

Ile

95

Ile

Ala

Asn

Leu

His

175

Lys

Ala

Met

Thr

Gln

Thr

Ile

80

His

Leu

Leu

Gly

Thr

160

Ala

Leu

Trp



Ile Glu His Asp Val Trp Arg Met Glu Ile Tyr Val Ser Leu Gly Ile
210 215 220

Val Gly Leu Ala Ile Leu Ala Leu Leu Ala Val Thr Ser Ile Pro Ser
225 230 235 240

Val Ser Asp Ser Leu Thr Trp Arg Glu Phe His Tyr Ile Gln Ser Lys
245 250 255

Leu Gly Ile Val Ser Leu Leu Leu Gly Thr Ile His Ala Leu Ile Phe
260 265 270

Ala Trp Asn Lys Trp Ile Asp Ile Lys Gln Phe Val Trp Tyr Thr Pro
275 280 285

Pro Thr Phe Met Ile Ala Val Phe Leu Pro Ile Val Val Leu Ile Phe
290 295 300

Lys Ser Ile Leu Phe Leu Pro Cys Leu Arg Lys Lys Ile Leu Lys Ile
305 310 315 320

Arg His Gly Trp Glu Asp Val Thr Lys Ile Asn Lys Thr Glu Ile Cys
325 330 335

Ser Gln Leu

<210> 78

<211> 63

<212> ADN

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripciodn de la Secuencia Artificial: Oligonucledétido sintético”

<400> 78
atggcactcc ccgtaactge tctgetgetg ccgttggeat tgctcctgea cgecgeacgce 60
ccg 63
<210> 79
<211> 21

<212> PRT



<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 79
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15

His Ala Ala Arg Pro
20

<210> 80

211> 45

<212> ADN

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Oligonucleétido sintético”

<400> 80
ggcggtggag gctccggagg ggggggctct ggeggagggg gctcc 45

210> 81

<211> 15

212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcidn de la Secuencia Artificial: Péptido sintético”

<400> 81
Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
1 5 10 15

<210> 82
<211> 54
<212> ADN
<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcion de la Secuencia Artificial: Oligonucledétido sintético”

<400> 82
gggtctacat ccggctccgg gaagcccgga agtggcgaag gtagtacaaa gggg 54



<210> 83

<211> 18

<212> PRT

<213> Secuencia artificial

220>
<221> fuente

<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 83
Gly Ser Thr Ser Gly Ser Gly Lys Pro Gly Ser Gly Glu Gly Ser Thr
1 5 10 15

Lys Gly

<210> 84
211> 126
<212> ADN
<213> Desconocido

<220>
<221> fuente
<223> /nota= “Descripcién de lo desconocido: Secuencia de 4-1BB"

<400> 84
aagcgcggca ggaagaagct cctctacatt tttaagcagc cttttatgag gcccgtacag

acaacacagg aggaagatgg ctgtagctgc agatttcccg aggaggagga aggtgggtgc

gagctg

<210> 85

<211> 42

212> PRT

<213> Desconocido

<220>
<221> fuente
<223> /nota= “Descripciodn de lo desconocido: Secuencia de 4-1BB"

<400> 85
Lys Arg Gly Arg Lys Lys Leu Leu Tyr Ile Phe Lys Gln Pro Phe Met
1 5 10 15

Arg Pro Val Gln Thr Thr Gln Glu Glu Asp Gly Cys Ser Cys Arg Phe
20 25 30

60

120

126



Pro Glu Glu Glu Glu Gly Gly Cys Glu Leu
35 40

<210> 86

<211> 37

212> PRT

<213> Desconocido

<220>
<221> fuente
<223> /nota= “Descripciodn de lo desconocido: Secuencia de 0X40"

<400> 86
Arg Arg Asp Gln Arg Leu Pro Pro Asp Ala His Lys Pro Pro Gly Gly
1 5 10 15

Gly Ser Phe Arg Thr Pro Ile Gln Glu Glu Gln Ala Asp Ala His Ser
20 25 30

Thr Leu Ala Lys Ile
35

210> 87

<211> 363

<212> ADN

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcion de la Secuencia Artificial: Polinucleétido sintético

Zgzgit§2gc tgcagcagtc tggagctgag atgatgaagc ctggggcctc agtgaagata 60
tcctgcaagg ctactggcta cacattcagt acctactgga tagagtgggt aaagcagagg 120
cctggacatg gccttgagtg gattggagag attttacctg gaagtggtaa tactgacttc 180
aatgagaagt tcaagggcaa ggccacattc actgcagata catcctccga cacagcctac 240
atgcatctca gcagcctgac atctgaggac tctgccgtct attactgtac aagatggggg 300
tactacggta ctagggggta cttcaatgtc tggggcgcag ggtccacggt caccgtctcec 360
tca 363
<210> 88

<211> 121

<212> PRT



<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polipéptido sintético”

<400> 88
Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala
1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Ser Thr Tyr
20 25 30

Trp Ile Glu Trp Val Arg Gln Ala Pro Gly Gln Arg Leu Glu Trp Met
35 40 45

Gly Glu Ile Leu Pro Gly Ser Gly Asn Thr Asp Phe Asn Glu Lys Phe
50 55 60

Gln Gly Arg Val Thr Phe Thr Ala Asp Thr Ser Ser Asp Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Thr Arg Trp Gly Tyr Tyr Gly Thr Arg Gly Tyr Phe Asn Val Trp Gly
100 105 110

Gln Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 89

211> 5

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 89
Thr Tyr Trp Ile Glu
1 5

<210> 90



<211> 17
<212> PRT
<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 90
Glu Ile Leu Pro Gly Ser Gly Asn Thr Asp Phe Asn Glu Lys Phe Gln
1 5 10 15

Gly

<210> 91

211> 12

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 91
Trp Gly Tyr Tyr Gly Thr Arg Gly Tyr Phe Asn Val
1 5 10

<210> 92
<211> 318
<212> ADN
<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polinucledétido sintético

Z:gg;tZitc tcacccagtc tccagcaatc atgtctgcat ctccagggga gaaggtcacc 60
ataacgtgca gtgccagctc aagtgtaagt tacatgcact ggttccagca gaagccaggc 120
acttctccca aactctggat ttatagcacc tccaacctgg cttctggagt ccctgectcgce 180
ttcagtggca gtggatctgg gacctcttac tctctcacaa tcagccgaat ggaggctgaa 240
gatgctgcca cttattactg ccagcaaagg cgtagtttcc cgtacacgtt cggagggggs 300

accaagctgg aaattaaa 318



<210> 93

<211> 106

212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripciodn de la Secuencia Artificial: Polipéptido sintético”

<400> 93
Glu Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Ser Ser Val Ser Tyr Met
20 25 30

His Trp Phe Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile Tyr
35 40 45

Ser Thr Ser Asn Leu Ala Ser Gly Ile Pro Ala Arg Phe Ser Gly Ser
50 55 60

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

Asp Phe Ala Val Tyr Tyr Cys Gln Gln Arg Arg Ser Phe Pro Tyr Thr
85 90 95

Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys
100 105

<210> 94

<211> 10

212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcién de la Secuencia Artificial: Péptido sintético”

<400> 94
Arg Ala Ser Ser Ser Val Ser Tyr Met His
1 5 10
<210> 95

<211> 7



<212> PRT
<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcién de la Secuencia Artificial: Péptido sintético”

<400> 95
Ser Thr Ser Asn Leu Ala Ser
1 5

<210> 96

<211> 9

212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcién de la Secuencia Artificial: Péptido sintético”

<400> 96
Gln Gln Arg Arg Ser Phe Pro Tyr Thr
1 5

210> 97

<211> 363

<212> ADN

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcién de la Secuencia Artificial: Polinucleétido sintético

Z:ZgiCEth tggtgcagtc tggacctgaa ctgaagaagc ctggagagac agtcaagatc 60
tcctgcaagg cttctggata taccttcaca aactatggaa tgaactgggt gaagcaggct 120
ccaggaaagg gtttacagtg gatgggctgg atgaacactt atactggaga gccaacatat 180
gctgatgact tcaagggacg gtttgccttc tctttggaaa cctctgeccag aactgtctct 240
ttggacatca acgacctcaa aaatgaggac acggctacat atttctgtac aagagcaggg 300
ggacaactca ggcccgggge tatggactac tggggtcaag gaacctcagt caccgtctcc 360
tca 363
<210> 98

<211> 119

<212> PRT



<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polipéptido sintético”

<400> 98
Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala Thr Val
1 5 10 15

Lys Ile Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn Tyr Gly Met
20 25 30

Asn Trp Val Gln Gln Ala Pro Gly Gln Gly Leu Glu Trp Met Gly Trp
35 40 45

Met Asn Thr Tyr Thr Gly Glu Pro Thr Tyr Ala Asp Lys Phe Gln Gly
50 55 60

Arg Val Thr Phe Thr Leu Asp Thr Ser Ala Arg Thr Val Tyr Met Glu
65 70 75 80

Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Phe Cys Ala Arg
85 90 95

Ala Gly Gly Gln Leu Arg Pro Gly Ala Met Asp Tyr Trp Gly Gln Gly
100 105 110

Thr Met Val Thr Val Ser Ser
115

<210> 99

211> 5

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcién de la Secuencia Artificial: Péptido sintético”

<400> 99
Asn Tyr Gly Met Asn
1 5

<210> 100



<211> 17
<212> PRT
<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 100
Trp Met Asn Thr Tyr Thr Gly Glu Pro Thr Tyr Ala Asp Lys Phe Gln
1 5 10 15

Gly

<210> 101
211> 12
<212> PRT
<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 101
Ala Gly Gly Gln Leu Arg Pro Gly Ala Met Asp Tyr
1 5 10

<210> 102
<211> 333
<212> ADN
<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polinucledétido sintético

<400> 102

gacattgtgc tgacccaatc tccagcttct ttggctgtgt ctctagggca gagggccacc 60
atctcctgca aggccagcca aagtgttgat tatgatggtg atagttttat gaactggtac 120
Caacagaaac caggacagcc acccaaactc ctcatctatg ttgcatccaa tctagaatct 180
gggatcccag acaggtttag tggcagtggg tctgggacag acttcaccct caacatccat 240
cctgtggagg aggaggatgc tgcaacctat tattgtcagc aaagtaatga ggaacctccg 300

acgttcggtg gaggcaccaa gctggaaatc aaa 333



<210> 103
<211> 111
212> PRT
<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripciodn de la Secuencia Artificial: Polipéptido sintético”

<400> 103
Asp Ile Val Leu Thr Gln Thr Pro Leu Ser Leu Ser Val Thr Pro Gly
1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Lys Ala Ser Gln Ser Val Asp Tyr Asp
20 25 30

Gly Asp Ser Phe Met Asn Trp Tyr Leu Gln Lys Pro Gly Gln Pro Pro
35 40 45

Gln Leu Leu Ile Tyr Val Ala Ser Asn Leu Glu Ser Gly Val Pro Asp
50 55 60

Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile Ser
65 70 75 80

Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Gln Gln Ser Asn
85 90 95

Glu Glu Pro Pro Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys
100 105 110

210> 104

<211> 15

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcién de la Secuencia Artificial: Péptido sintético”

<400> 104
Lys Ala Ser Gln Ser Val Asp Tyr Asp Gly Asp Ser Phe Met Asn
1 5 10 15
<210> 105

<211> 7



<212> PRT
<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcién de la Secuencia Artificial: Péptido sintético”

<400> 105
Val Ala Ser Asn Leu Glu Ser
1 5

<210> 106

<211> 9

212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcién de la Secuencia Artificial: Péptido sintético”

<400> 106
Gln Gln Ser Asn Glu Glu Pro Pro Thr
1 5

210> 107
<211> 360
<212> ADN
<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcién de la Secuencia Artificial: Polinucleétido sintético

<400> 107
cagatacaac tggtggagtc tgggggaggc gtggtccage ctgggaggtc cctgagactc 60
tcctgtgtag cgtctggatt caccttcaag aactatggca tgcactgggt ccgccaggcet 120
ccaggcaagg ggctggagtg ggtggcagtt atttggtatg atggaagtaa tgaatactat 180
ggagaccccg tgaagggccg attcaccatc tccagagaca actccaagaa catgttgtat 240
ctgcaaatga acagcctgag agccgatgac acggctgtgt attactgtgc gaggtcggga 300
atagcagtgg ctggggcctt tgactactgg ggccagggaa ccctggtcac cgtctcctca 360
<210> 108
<211> 121
<212> PRT

<213> Secuencia artificial



<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polipéptido sintético”

<400> 108
Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala
1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Thr Tyr
20 25 30

Trp Met His Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
35 40 45

Gly Glu Ile Asn Pro Ser Ser Gly Arg Thr Asn Tyr Asn Glu Lys Phe
50 55 60

Lys Thr Arg Val Thr Met Thr Arg Asp Thr Ser Thr Ser Thr Val Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Ala Lys Leu Gly Pro Gly Pro Gln Tyr Tyr Ala Met Asp Tyr Trp Gly
100 105 110

Gln Gly Thr Met Val Thr Val Ser Ser
115 120

<210> 109

211> 5

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 109

Thr Tyr Trp Met His
1 5
<210> 110

<211> 17

<212> PRT



<213> Secuencia artificial

<220>

<221> fuente

<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 110

Glu Ile Asn Pro Ser Ser Gly Arg Thr Asn Tyr Asn Glu Lys Phe Lys

1

Thr

<210> 111
<211> 12
<212> PRT

5

10

<213> Secuencia artificial

<220>

<221> fuente

<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

Leu Gly Pro Gly Pro Gln Tyr Tyr Ala Met Asp Tyr

10

tccagacacc ctgtctttgt
gagtgttagc agcagcttct
cctcatctat gttgcatcca
gtctgggaca gacttcactc
ttactgtcaa cactatggta

Ccaaacga

<400> 111

1 5
<210> 112

<211> 327

<212> ADN

<213> Secuencia artificial
<220>

<221> fuente

<223>

<400> 112

gaaattgtgt tgacgcagtc
ctctcctgca gggccagtca
cctggacagg ctcccagtct
gacaggttca gtggcagtgg
cctgaagatt ttggaatgtt
cctgggacca aagtggatat
<210> 113

<211> 107

ctccagggga
tggcctggta
gaagggcecegc
tcaccatcag

ggacaccatt

15

aaaagccacc
ccagcagaaa
tggcatccct
cagactggag

cactttcggc

/nota="Descripcién de la Secuencia Artificial: Polinucledétido sintético

60

120

180

240

300

327



<212> PRT
<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripciodn de la Secuencia Artificial: Polipéptido sintético”

<400> 113
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15

Asp Arg Val Thr Ile Thr Cys His Ala Ser Gln Asn Ile Asn Val Trp
20 25 30

Leu Ser Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
35 40 45

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

Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Gly Gln Ser Tyr Pro Trp
85 90 95

Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys
100 105

210> 114

<211> 11

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 114
His Ala Ser Gln Asn Ile Asn Val Trp Leu Ser
1 5 10

210> 115

<211> 7

<212> PRT

<213> Secuencia artificial



<220>

<221> fuente

<223> /nota="Descripcién de la Secuencia Artificial: Péptido sintético”

<400> 115

Lys Ala Ser Lys Leu His Thr

1

<210> 116
<211> 9
<212> PRT

5

<213> Secuencia artificial

<220>

<221> fuente

<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 116

Gln Gln Gly Gln Ser Tyr Pro Trp Thr

1

<210> 117
<211> 357
<212> ADN

5

<213> Secuencia artificial

<220>

<221> fuente

<223> /nota="Descripcién de la Secuencia Artificial: Polinucleétido sintético

<400> 117
caggtgcagc

tcctgcaagg
cctgaacaag
gcacagaagt
atggacctga
ggtggtaact
<210> 118

<211> 120
<212> PRT

tggtgcagtc
cttctggata
ggcttgagtg
ttcagggcag
gcaggctgag

cggtctttga

tggggctgag
caccttcacc
gatgggatgg
ggtcaccatg
atctgacgac

ctactggggc

<213> Secuencia artificial

<220>

<221> fuente

gtgaagaagc
ggctactata
atcaacccta
gccagggaca
acggccgtgt

cagggaaccc

ctggggcctc
tacactgggt
acagtggteg
cgtccatcag
attactgtgc

tggtcaccgt

agtgaaggtc
gcgacaggcec
cacaaactat
cacagtttac
gagaatacgc

ctcctca

60

120

180

240

300

357



<223> /nota="Descripcion de la Secuencia Artificial: Polipéptido sintético”

<400> 118
Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala
1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe Thr Ser Tyr
20 25 30

Asp Ile Asn Trp Val Arg Gln Ala Thr Gly Gln Gly Leu Glu Trp Met
35 40 45

Gly Trp Met Asn Pro Asn Ser Gly Asn Thr Gly Tyr Ala Gln Lys Phe
50 55 60

Gln Gly Arg Val Thr Met Thr Arg Asp Thr Ser Ile Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Gly Arg Ala Gly Tyr Tyr Tyr Tyr Phe Gly Met Asp Val Trp Gly Gln
100 105 110

Gly Thr Thr Val Thr Val Ser Ser
115 120

<210> 119

211> 5

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 119
Ser Tyr Asp Ile Asn
1 5

<210> 120

211> 17

<212> PRT

<213> Secuencia artificial



<220>

<221> fuente

<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 120

Trp Met Asn Pro Asn Ser Gly Asn Thr Gly Tyr Ala Gln Lys Phe Gln

1

Gly

<210> 121
<211> 11

<212> PRT
<213>

<220>
<221>
<223>

<400> 121

5

fuente
/nota="Descripcién de la Secuencia Artificial: Péptido sintético”

Secuencia artificial

10

Ala Gly Tyr Tyr Tyr Tyr Phe Gly Met Asp Val

1

<210> 122
<211> 342
<212> ADN

5

<213> Secuencia artificial

<220>

<221> fuente

<223> /nota="Descripcioén de la Secuencia Artificial: Polinucledétido sintético

<400> 122
gacatcgtga

atcaactgca
tggtaccagc
gaatccgggg
atcagcagcc
atgttcagtt
<210> 123

<211> 108
<212> PRT

tgacccagtc
agtccaccca
agaaaccagg
tccctgaccg
tgcaggctga

ttggccaggg

tccagactcc
gagtatttta
gcagcctcct
attcagtggc
agatgtggca

gaccaagctg

<213> Secuencia artificial

10

ctggctgtgt
tacacctcca
aaactgctca
agcgggtctg
gtttattact

gagatcaaac

ctctgggcga
acaataagaa
tttcctgggc
ggacagattt

gtcaacaata

ga

15

gagggccacc

cttcttagct
atctatccgg
cgctctcacc

ttttagtact

60

120

180

240

300

342



<220>
<221> fuente
<223> /nota="Descripcion de la Secuencia Artificial: Polipéptido sintético”

<400> 123
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Gly Gln Ser Val Thr Ser Ser
20 25 30

Ser Phe Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45

Ile Tyr Gln Thr Ser Thr Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80

Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gly Gly Ser Arg
85 90 95

Ser Phe Gly Gln Gly Thr Lys Val Glu Leu Lys Arg
100 105

210> 124

<211> 12

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 124
Arg Ala Gly Gln Ser Val Thr Ser Ser Ser Phe Ala
1 5 10

210> 125

<211> 7

212> PRT

<213> Secuencia artificial

<220>



<221> fuente

<223> /nota="Descripcién de la Secuencia Artificial: Péptido sintético”

<400> 125
Gln Thr Ser Thr Arg Ala Thr
1 5

210> 126

<211> 8

212> PRT

<213> Secuencia artificial

<220>
<221> fuente

<223> /nota="Descripcidn de la Secuencia Artificial: Péptido sintético”

<400> 126
Gln Gln Tyr Gly Gly Ser Arg Ser
1 5

210> 127
<211> 360
<212> ADN
<213> Secuencia artificial

<220>
<221> fuente

<223> /nota="Descripcién de la Secuencia Artificial: Polinucleétido sintético

<400> 127
caggtgcagc tgcaggagtc gggcccagga ctggtgaagce

acctgcactg tctctggtgg ctccatcagt agtggtgcat
cagcacccag ggaagggcct ggagtggatt gggtacatcc
tccaacccgt ccctcaagag tcgaattacc atatcgttag
tccctgaage tgaactctgt gactgccgeg gacacggecg
gaggactacg gtggtttgtt tgactactgg ggccagggaa
<210> 128
<211> 120
<212> PRT

<213> Secuencia artificial

<220>
<221> fuente

cttcacagac
actactggac
attacagtgg
acacgtctaa
tgtattactg

ccctggtcac

cctgtecctc
ttggatccgc
gagcacctac
gaaccagttc
tgcgagacaa

cgtttcctca

60

120

180

240

300

360

<223> /nota="Descripcioén de la Secuencia Artificial: Polipéptido sintético”



<400> 128
Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala
1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Ser Phe Thr Ser Tyr
20 25 30

Asp Ile Asn Trp Val Arg Gln Ala Thr Gly Gln Gly Leu Glu Trp Met
35 40 45

Gly Trp Met Asn Pro Asn Ser Gly Asn Thr Gly Tyr Ala Gln Lys Phe
50 55 60

Gln Gly Arg Val Thr Met Thr Arg Asp Thr Ser Ile Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Gly Arg Ala Gly Tyr Tyr Tyr Tyr Phe Gly Met Asp Val Trp Gly Gln
100 105 110

Gly Thr Thr Val Thr Val Ser Ser
115 120

<210> 129

211> 5

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 129
Ser Tyr Asp Ile Asn
1 5

<210> 130

211> 17

<212> PRT

<213> Secuencia artificial

220>
<221> fuente



<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 130
Trp Met Asn Pro Asn Ser Gly Asn Thr Gly Tyr Ala Gln Lys Phe Gln
1 5 10 15

Gly

<210> 131

211> 11

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 131
Ala Gly Tyr Tyr Tyr Tyr Phe Gly Met Asp Val
1 5 10

<210> 132
211> 324
<212> ADN
<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polinucledétido sintético

<400> 132
gaaatagtga tgacgcagtc tccagccacc ctgtctgtgt ctccagggga aagaatcacc 60
ctctcctgca gggccagtca gagtgttacc accgacttag cctggtacca gcagatgcct 120
ggacaggctc cccggctcct catctatgat gcttccacca gggccactgg tttcccagec 180
agattcagtg gcagtgggtc tgggacagac ttcacgctca ccatcagcag cctgcaggct 240
gaagattttg cagtttatta ctgtcaacat tataaaacct ggcctctcac tttcggcgga 300
gggactaagg tggagatcaa acga 324
<210> 133
<211> 108
<212> PRT

<213> Secuencia artificial

<220>



<221> fuente
<223> /nota="Descripciodn de la Secuencia Artificial: Polipéptido sintético”

<400> 133
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15

Glu Arg Ala Thr Leu Ser Cys Arg Ala Gly Gln Ser Val Thr Ser Ser
20 25 30

Ser Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45

Ile Tyr Gln Thr Ser Thr Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80

Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gly Gly Ser Arg
85 90 95

Ala Phe Gly Gln Gly Thr Lys Val Glu Leu Lys Arg
100 105

210> 134

<211> 12

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 134
Arg Ala Gly Gln Ser Val Thr Ser Ser Ser Leu Ala
1 5 10

<210> 135

<211> 7

212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripciodn de la Secuencia Artificial: Péptido sintético”



<400> 135
Gln Thr Ser Thr Arg Ala Thr
1 5

<210> 136

<211> 8

212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcidn de la Secuencia Artificial: Péptido sintético”

<400> 136
Gln Gln Tyr Gly Gly Ser Arg Ala
1 5

210> 137
<211> 360
<212> ADN
<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polinucleétido sintético

<400> 137
caggtgcagc tgcaggagtc gggcccagga ctggtgaage cttcacagac cctgtcectc 60
acctgcactg tctctggtgg ctccatcagt agtggtgcat actactggac ttggatccgc 120
cagcacccag ggaagggcct ggagtggatt gggtacatcc attacagtgg gagcacctac 180
tccaacccgt ccctcaagag tcgaattacc atatcgttag acacgtctaa gaaccagttc 240
tccctgaage tgaactctgt gactgccgeg gacacggecg tgtattactg tgcgagacaa 300
gaggactacg gtggtttgtt tgactactgg ggccagggaa ccctggtcac cgtttcctca 360
<210> 138
<211> 119
<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Polipéptido sintético”

<400> 138
Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala



Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Gly Tyr
20 25 30

Tyr Met His Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
35 40 45

Gly Trp Ile Asn Pro Asn Ser Gly Gly Thr Asn Ser Ala Gln Lys Phe
50 55 60

Gln Gly Arg Val Thr Met Thr Arg Asp Thr Ser Ile Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Asn Arg Leu Arg Ser Asp Asp Thr Ala Val Tyr Tyr Cys
85 90 95

Ala Arg Gly Trp Leu Gln Thr Tyr Tyr Phe Asp Asn Trp Gly Gln Gly
100 105 110

Thr Leu Val Thr Val Ser Ser
115

<210> 139

211> 5

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”

<400> 139
Gly Tyr Tyr Met His
1 5

<210> 140

211> 17

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcioén de la Secuencia Artificial: Péptido sintético”



<400> 140

Trp Ile Asn Pro Asn Ser Gly Gly Thr Asn Ser Ala Gln Lys Phe Gln

1 5

Gly

<210> 141
<211> 10
<212> PRT
<213>

<220>
<221> fuente
223>

<400> 141

10

Secuencia artificial

Gly Trp Leu Gln Thr Tyr Tyr Phe Asp Asn

1 5

<210> 142
<211> 324
<212> ADN
<213>

<220>
<221> fuente
223>

<400> 142
gaaatagtga tgacgcagtc

ctctcctgca gggccagtca
ggacaggctc cccggctcect
agattcagtg gcagtgggtc
gaagattttg cagtttatta
gggactaagg tggagatcaa
<210>
<211>

<212>
<213>

143
114
PRT

<220>
<221> fuente
<223>

10

Secuencia artificial

tccagccacc ctgtctgtgt
gagtgttacc accgacttag
catctatgat gcttccacca
tgggacagac ttcacgctca
ctgtcaacat tataaaacct

acga

Secuencia artificial

ctccagggga

cctggtacca
gggccactgg
ccatcagcag

ggcctctcac

15

/nota="Descripcién de la Secuencia Artificial: Péptido sintético”

aagaatcacc
gcagatgcct
tttcccagcc
cctgcaggct

tttcggcgga

/nota="Descripcién de la Secuencia Artificial: Polinucleétido sintético

60

120

180

240

300

324

/nota="Descripcidn de la Secuencia Artificial: Polipéptido sintético”



<400> 143
Asp Ile Val Met Thr Gln Ser Pro Asp Ser Leu Ala Val Ser Leu Gly
1 5 10 15

Glu Arg Ala Thr Ile Tyr Cys Lys Ser Ser Gln Thr Val Leu Thr Ser
20 25 30

Ser Asn Asn Lys Asn Phe Leu Ala Trp Tyr Gln Gln Lys Leu Gly Gln
35 40 45

Pro Pro Lys Leu Leu Ile Ser Trp Ala Ser Thr Arg Glu Ser Gly Val
50 55 60

Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr
65 70 75 80

Ile Ser Ser Leu Gln Ala Glu Asp Val Ala Ile Tyr Tyr Cys Gln His
85 90 95

Tyr Tyr Thr Ser Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile
100 105 110

Lys Arg

210> 144

<211> 13

<212> PRT

<213> Secuencia artificial

<220>
<221> fuente
<223> /nota="Descripcidn de la Secuencia Artificial: Péptido sintético”

<400> 144
Thr Val Leu Thr Ser Ser Asn Asn Lys Asn Phe Leu Ala
1 5 10

210> 145

<211> 7

212> PRT

<213> Secuencia artificial

<220>



<221> fuente

<223> /nota="Descripcién de la Secuencia Artificial: Péptido sintético”

<400> 145

Trp Ala Ser Thr Arg Glu Ser

1

<210> 146
<211> 9
<212> PRT

5

<213> Secuencia artificial

<220>

<221> fuente

<223> /nota="Descripcidn de la Secuencia Artificial: Péptido sintético”

<400> 146

Gln His Tyr Tyr Thr Ser Pro Leu Thr

1

<210> 147
<211> 6762
<212> ADN

5

<213> Secuencia artificial

<220>

<221> fuente

<223> /nota="Descripcién de la Secuencia Artificial: Polinucleétido sintético

<400> 147
ctgacgcgcc

ccgctacact
ccacgttcgc
ttagtgcttt
ggccatcgcec
gtggactctt
tataagggat
ttaacgcgaa
gcaactgttg
geggatgtgc

gtaaaacgac

ctgtagcggc
tgccagegcec
cggctttccc
acggcacctc
ctgatagacg
gttccaaact
tttgccgatt
ttttaacaaa
ggaagggcga
tgcaaggcga

ggccagtgaa

gcattaagcg
ctagcgceecg
cgtcaagctc
gaccccaaaa
gtttttecgec
ggaacaacac
tcggectatt
atattaacgc
tcggtgeges
ttaagttggg

ttgtaatacg

cggegggtgt
ctcctttege
taaatcgggg
aacttgatta
ctttgacgtt
tcaaccctat
ggttaaaaaa
ttacaatttg
cctctteget
taacgccagg

actcactata

ggtggttacg

tttcttccct
gctcccttta
gegtgatggt
ggagtccacg
ctcggtctat
tgagctgatt
ccattcgcca
attacgccag

gttttcccag

gggcgacccg

cgcagcgtga
tccttteteg
gggttccgat
tcacgtagtg
ttctttaata
tcttttgatt
taacaaaaat
ttcaggctgc
ctggcgaaag

tcacgacgtt

gggatggegc

60

120

180

240

300

360

420

480

540

600

660



gccagtaatc
aacttacggt
taatgacgta
agtatttacg
cccctattga
tatgggactt
tgcggttttg
gtctccaccc
caaaatgtcg
aggtctatat
agcctgggag
ttgagtgctt
cagacccttt
gcgaaaggga
gcaagaggcg
aaggagagag
gaaaaaattc
gcaagcaggg
tgtagacaaa
tcattatata
accaaggaag
caagccgeceg
attatataaa
gagaagagtg
cttgggagca
acaattattg

acagcatctg

aattacgggg
aaatggcccg
tgttcccata
gtaaactgcc
cgtcaatgac
tcctacttgg
gcagtacatc
cattgacgtc
taacaactcc
aagcagagct
ctctctgget
caagtagtgt
tagtcagtgt
aaccagagga
aggeeceece
atgggtgcga
ggttaaggcc
agctagaacg
tactgggaca
atacagtagc
ctttagacaa
ctgatcttca
tataaagtag
gtgcagagag
gcaggaagca
tctggtatag

ttgcaactca

tcattagttc
cctggctgac
gtaacgccaa
cacttggcag
ggtaaatggc
cagtacatct
aatgggegtg
aatgggagtt
gccccattga
ggtttagtga
aactagggaa
gtgcccgtcet
ggaaaatctc
gctctctcga
actggtgagt
gagcgtcagt
agggggaaag
attcgcagtt
gctacaacca
aaccctctat
gatagaggaa
gacctggagg
taaaaattga
aaaaaagagc
ctatgggcgc
tgcagcagca

cagtctgggg

atagcccata
cgcccaacga
tagggacttt
tacatcaagt
ccgectggea
acgtattagt
gatagcggtt
tgttttggca
cgcaaatggg
accggggtct
cccactgctt
gttgtgtgac
tagcagtggc
cgcaggactc
acgccaaaaa
attaagcggg
aalaaaatata
aatcctggcece
tcccttcaga
tgtgtgcatc
gagcaaaaca
aggagatatg
accattagga
agtgggaata
agcgtcaatg
gaacaatttg

catcaagcag

tatggagttc
ccccecgececa
ccattgacgt
gtatcatatg
ttatgcccag
catcgctatt
tgactcacgg
ccaaaatcaa
cggtaggcgt
ctctggttag
aagcctcaat
tctggtaact
gcccgaacag
ggcttgctga
ttttgactag
ggagaattag
aattaaaaca
tgttagaaac
caggatcaga
aaaggataga
aaagtaagac
agggacaatt
gtagcaccca
ggagctttgt
acgctgacgg
ctgagggcta

ctccaggcaa

cgcgttacat
ttgacgtcaa
caatgggtgg
ccaagtacgc
tacatgacct
accatgctga
ggatttccaa
cgggactttc
gtacggtggg
accagatctg
aaagcttgcec
agagatccct
ggacttgaaa
agcgcgeacg
cggaggctag
atcgcgatgg
tatagtatgg
atcagaaggc
agaacttaga
gataaaagac
caccgcacag
ggagaagtga
ccaaggcaaa
tccttgggtt
tacaggccag
ttgaggcgca

gaatcctggc

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280



tgtggaaaga
catttgcacc
ttggaatcac
acactcctta
attagataaa
aaaattattc
ttctatagtg
aaccccgagg
agacagatcc
aggggggatt
acaaactaaa
tgaaagaccc
ggaaaataca
gaatatgggc
acagatggtc
ccagggtgcc
cgcttctege
cctcactegg
acacccgcca
atggcctagg
ttgactggta
cctttgtatc
tggttgctgt
actgtgtttg
tccgggactt
gccegetget

aagctgacgt

tacctaaagg
actgctgtgc
acgacctgga
attgaagaat
tgggcaagtt
ataatgatag
aatagagtta
ggacccgaca
attcgattag
ggggggtaca
gaattacaaa
cacctgtagg
taactgagaa
caaacaggat
cccagatgceg
ccaaggacct
ttctgttege
cgcgccagtc
gcggeegctg
gagactagtc
ttcttaacta
atgctattgc
ctctttatga
ctgacgcaac
tecgetttccc

ggacagggsc

ccttttcatg

atcaacagct
cttggaatgc
tggagtggga
cgcaaaacca
tgtggaattg
taggaggctt
ggcagggata
ggcccgaagg
tgaacggatc
gtgcagggga
aacaaattac
tttggcaagc
tagagaagtt
atctgtggta
gtcccgecct
gaaaatgacc
gcgettetge
cttcgaagta
ccaagcttcc
gaatcgatat
tgttgctect
ttcccgtatg
ggagttgtgg
ccccactggt
cctccctatt
tcggctgttg

gctgetegec

cctggggatt
tagttggagt
cagagaaatt
gcaagaaaag
gtttaacata
ggtaggttta
ttcaccatta
aatagaagaa
tcgacggtat
aagaatagta
aaaattcaaa
tagcttaagt
cagatcaagg
agcagttcct
cagcagtttc
ctgtgcctta
tccccgaget
gatctttgtc
gagctctcga
caacctctgg
tttacgctat
gctttcattt

cccgttgtca

tggggcattg

gccacggegs

ggcactgaca

tgtgttgcca

tggggttgct

aataaatctc
aacaattaca
aatgaacaag
acaaattggc
agaatagttt
tcgtttcaga
gaaggtggag
cggttaactt
gacataatag
attttatcge
aacgccattt
ttaggaacag
gccecggctc
tagagaacca
tttgaactaa
caataaaaga
gatcctacca
attaattcac
attacaaaat
gtggatacgc
tctcctectt
ggcaacgtgg
ccaccacctg
aactcatcgc
attccgtggt

cctggattct

ctggaaaact
tggaacagat
caagcttaat
aattattgga
tgtggtatat
ttgctgtact
cccacctccc
agagagacag
ttaaaagaaa
caacagacat
gatcgcggaa
tgcaaggcat
agagacagca
agggccaaga
tcagatgttt
ccaatcagtt
gcccacaacc
tccactcgac
ggtacccacc
ttgtgaaaga
tgctttaatg
gtataaatcc
cgtggtgtgc
tcagctectt

cgectgectt

gttgtcgges

gcgegggacg

2340

2400

2460

2520

2580

2640

2700

2760

2820

2880

2940

3000

3060

3120

3180

3240

3300

3360

3420

3480

3540

3600

3660

3720

3780

3840

3900



tccttetget
ccggctetge
tgggccgect
ctgtagatct
aacgaagaca
cctgggagct
gagtgcttca
gaccctttta
gatgagtttg
tgtgatgcta
aattgcattc
atcgtcgagg
tgtttcctgt
taaagtgtaa
cactgcccgce
gcgeggeeag
tgcgcteggt
tatccacaga
ccaggaaccg
agcatcacaa
accaggcegtt
ccggatacct
gtaggtatct
ccgttcagcec
gacacgactt
taggcggtgc

tatttggtat

acgtcccttc
ggcctcttec
ccccgectgg
tagccacttt
agatctgctt
ctctggctaa
agtagtgtgt
gtcagtgtgg
gacaaaccac
ttgctttatt
attttatgtt
ttccctttag
gtgaaattgt
agcctggggt
tttccagtcg
aggcggtttg
cgttcggetg
atcaggggat
taaaaaggcc
aaatcgacgc
tcccectgga
gtccgecttt
cagttcggtg
cgaccgctgc
atcgccactg
tacagagttc

ctgcgectctg

ggccctcaat
gcgtcttege
ttaattaaag
ttaaaagaaa
tttgcttgta
ctagggaacc
gccegtetgt
aaaatctcta
aactagaatg
tgtaaccatt
tcaggttcag
tgagggttaa
tatccgctca
gcctaatgag
ggaaacctgt
cgtattgggc
cggegagegg
aacgcaggaa
gegttgetgg
tcaagtcaga
agctccctceg
ctcccttegg
taggtcgttc
gccttatccg
gcagcagcca
ttgaagtggt

ctgaagccag

ccagcggacc
cttcgecectce
tacctttaag
aggggggact
ctgggtctct
cactgcttaa
tgtgtgactc
gcaggcatgc
cagtgaaaaa
ataagctgca
ggggagetgt
ttgcgagcett
caattccaca
tgagctaact
cgtgccagcet
gctcttecge
tatcagctca
agaacatgtg
cgtttttcca
ggtggcgaaa
tgcgctctcec
gaagcgtggc
gctccaagcet
gtaactatcg
ctggtaacag
ggcctaacta

ttaccttcgg

ttccttcecg
agacgagtcg
accaatgact
ggaagggcesga
ctggttagac
gcctcaataa
tggtaactag
cagacatgat
aatgctttat
ataaacaagt
gggaggtttt
ggcgtaatca
caacatacga
cacattaatt
gcattaatga
ttcctegetc
ctcaaaggcg
agcaaaaggc
taggctccgc
cccgacagga
tgttccgacc
gctttctcat
gegctgtgtg
tcttgagtcc
gattagcaga
cggctacact

aaaaagagtt

cggecctgetg
gatctccctt
tacaaggcag
attcactccc
cagatctgag
agcttgectt
agatccctca
aagatacatt
ttgtgaaatt
taacaacaac
ttggcgegcec
tggtcatagc
gccggaagcea
gcgttgegcet
atcggccaac
actgactcgc
gtaatacggt
cagcaaaagg
ccccctgacg
ctataaagat
ctgccgctta
agctcacgct
cacgaacccc
aacccggtaa
gcgaggtatg
agaagaacag

ggtagctctt

3960

4020

4080

4140

4200

4260

4320

4380

4440

4500

4560

4620

4680

4740

4800

4860

4920

4980

5040

5100

5160

5220

5280

5340

5400

5460

5520



gatccggcaa
cgcgcagaaa
agtggaacga
cctagatcct
cttggtctga
ttcgttcatc
taccatctgg
tatcagcaat
ccgcctccat
atagtttgcg
gtatggcttc
tgtgcaaaaa
cagtgttatc
taagatgctt
ggcgaccgag
ctttaaaagt
cgctgttgag
ttactttcac
gaataagggc
gcatttatca

aacaaatagg

acaaaccacc
aaaaggatct
aaactcacgt
tttaaattaa
cagttaccaa
catagttgcc
ccccagtgcet
aaaccagcca
ccagtctatt
caacgttgtt
attcagctcc
agcggttagc
actcatggtt
ttctgtgact
ttgctettge
gctcatcatt
atccagttcg
cagcgtttct
gacacggaaa
gggttattgt

ggttccgegce

gctggtageg
caagaagatc
taagggattt
aaatgaagtt
tgcttaatca
tgactccccg
gcaatgatac
gccggaaggg
aattgttgcc
gccattgcta
ggttcccaac
tcctteggtc
atggcagcac
ggtgagtact
ccggegtcaa
ggaaaacgtt
atgtaaccca
gggtgagcaa
tgttgaatac
ctcatgagcg

acatttcccc

gtggtttttt
ctttgatctt
tggtcatgag
ttaaatcaat
gtgaggcacc
tcgtgtagat
cgcgagaccc
ccgagcgcag
gggaagctag
caggcatcgt
gatcaaggcg
ctccgatcgt
tgcataattc
caaccaagtc
tacgggataa
cttcggggeg
ctcgtgcacc
aaacaggaag
tcatactctt
gatacatatt

gaaaagtgcc

tgtttgcaag
ttctacgggg
attatcaaaa
ctaaagtata
tatctcagcg
aactacgata
acgctcaccg
aagtggtcct
agtaagtagt
ggtgtcacgc
agttacatga
tgtcagaagt
tcttactgte
attctgagaa
taccgcgcca
aaaactctca
caactgatct
gcaaaatgcc
cctttttcaa
tgaatgtatt

ac

cagcagatta
tctgacgctc
aggatcttca
tatgagtaaa
atctgtctat
cgggagggct
gctccagatt
gcaactttat
tcgccagtta
tcgtegtttg
tcccccatgt
aagttggccg
atgccatccg
tagtgtatgc
catagcagaa
aggatcttac
tcagcatctt
gcaaaaaagg
tattattgaa

tagaaaaata

5580

5640

5700

5760

5820

5880

5940

6000

6060

6120

6180

6240

6300

6360

6420

6480

6540

6600

6660

6720

6762



