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<210> SEQ ID NO: 1

<211> 27

<212> ARN

<213> Secuencia artificial

<220>
<223> ARN sintético

<400> 1
gugcucgcuu cggcagcaca uauacua

<210> SEQ ID NO: 2

<211> 20

<212> ARN

<213> Secuencia artificial

<220>
<223> ARN sintético

<400> 2
gcggacuucg guccgcuuuu

<210> SEQ ID NO: 3
<211> 216

<212> ARN
<213> Secuencia artificial

<220>
<223> ARN sintético

<400> 3
auacuuaccu ggcaggggag auaccaugau cacgaaggug guuuucccag ggcgaggcuu

auccauugca cuccggaugu gcugaccccu gcgauuuccc caaauguggg aaacucgacu

gcauaauuug ugguaguggg ggacugcguu cgcgcuuucc ccugacuuuc uggaguuuca

27

20

60

120

180



aaaguagacu
<210> SEQ
<211> 149
<212> ARN

guacgcuaag ggucauaucu uuuuuu

ID NO: 4

<213> Secuencia artificial

<220>
<223> ARN
<400> 4
aauuuuugga
caaugaaagc
ucucugguuu
<210> SEOQ
<211> 118
<212> ARN

sintético

gcagguuuuc ugacuucggu cggaaaaccc cucccaauuu cacuggucua

aaaacaguucC uCuuCCCCgC UCCCCcggugu gugagagggg cuuugauccu

ccuaggaaac gcguaugug

ID NO: 5

<213> Secuencia artificial

<220>
<223> ARN
<400> 5
gucuacggcc
gucgggccug
<210> SEOQO
<211> 24
<212> ARN

sintético

auaccacccu gaacgcgccc gaucucgucu gaucucggaa gcuaagcagg

guuaguacuu ggaugggaga ccgccuggga auaccgggug cuguaggc

ID NO: 6

<213> Secuencia artificial

<220>
<223> ARN
<400> ©
ggguuugggu
<210> SEOQ
<211> 24
<212> ARN

sintético

uuggguuugg guuu

ID NO: 7

<213> Secuencia artificial

<220>
<223> ARN
<400> 7
agagggcccu

<210> SEQ

sintético

gaagagggcc cuuu

ID NO: 8

216

60

120

149

60

118

24

24



<211> 2127
<212> ADN
<213> Homo sapiens

<220>
<221> CDS
<222> (16)..(2118)

<400> 8
gaattcgccg ccacc atg gat ata gaa gat gaa gaa aac atg agt tcc agc 51
Met Asp Ile Glu Asp Glu Glu Asn Met Ser Ser Ser
1 5 10
agc act gat gtg aag gaa aac cgc aat ctg gac aac gtg tcc ccc aag 99
Ser Thr Asp Val Lys Glu Asn Arg Asn Leu Asp Asn Val Ser Pro Lys
15 20 25
gat ggc agc aca cct ggg cct ggc gag ggc tct cag ctc tcc aat ggg 147
Asp Gly Ser Thr Pro Gly Pro Gly Glu Gly Ser Gln Leu Ser Asn Gly
30 35 40
ggt ggt ggt ggc ccc ggc aga aag cgg ccc ctg gag gag ggc agc aat 195
Gly Gly Gly Gly Pro Gly Arg Lys Arg Pro Leu Glu Glu Gly Ser Asn
45 50 55 60
ggc cac tcc aag tac cgc ctg aag aaa agg agg aaa aca cca ggg ccc 243
Gly His Ser Lys Tyr Arg Leu Lys Lys Arg Arg Lys Thr Pro Gly Pro
65 70 75
gtc ctc ccc aag aac gcc ctg atg cag ctg aat gag atc aag cct ggt 291
Val Leu Pro Lys Asn Ala Leu Met Gln Leu Asn Glu Ile Lys Pro Gly
80 85 90
ttg cag tac aca ctc ctg tcc cag act ggg ccc gtg cac gcg cct ttg 339
Leu Gln Tyr Thr Leu Leu Ser Gln Thr Gly Pro Val His Ala Pro Leu
95 100 105
ttt gtc atg tct gtg gag gtg aat ggc cag gtt ttt gag ggc tct ggt 387
Phe Val Met Ser Val Glu Val Asn Gly Gln Val Phe Glu Gly Ser Gly
110 115 120
CcC aca aag aaa aag gca aaa ctc cat gct gct gag aag gcc ttg agg 435
Pro Thr Lys Lys Lys Ala Lys Leu His Ala Ala Glu Lys Ala Leu Arg
125 130 135 140
tct ttc gtt cag ttt cct aat gcc tct gag gcc cac ctg gcc atg ggg 483
Ser Phe Val Gln Phe Pro Asn Ala Ser Glu Ala His Leu Ala Met Gly
145 150 155
agg acc ctg tct gtc aac acg gac ttc aca tct gac cag gcc gac ttc 531

Arg Thr Leu Ser Val Asn Thr Asp Phe Thr Ser Asp Gln Ala Asp Phe
160 165 170



cct
Pro

ccc
Pro

gac
Asp
205

cct
Pro

gtg
Val

tcc
Ser

gtg
Val

aag
Lys
285

ttg
Leu

ctg
Leu

ggt
Gly

aga
Arg

gat
Asp
365

gac
Asp

ttt
Phe
190

ctc
Leu

ctc
Leu

atg
Met

gag
Glu

gat
Asp
270

gcc
Ala

gat
Asp

cat
His

aag
Lys

aaa
Lys
350

gcc
Ala

acg
Thr
175

tac
Tyr

agc
Ser

cct
Pro

atc
Ile

agc
Ser
255

ggt
Gly

c9g9
Arg

cag
Gln

tta
Leu

ttt
Phe
335

gtg
Val

aag
Lys

ctc
Leu

gtg
Val

ttg
Leu

gtc
Val

ttg
Leu
240

gg99
Gly

cag
Gln

gct
Ala

acg
Thr

ccg
Pro
320

ggt
Gly

ctg
Leu

gtg
Val

ttc
Phe

ggc
Gly

tct
Ser

tta
Leu
225

aac
Asn

gag
Glu

ttc
Phe

gcg
Ala

cca
Pro
305

cag
Gln

gac
Asp

gct
Ala

ata
Ile

aat
Asn

tcc
Ser

gct
Ala
210

cca
Pro

gaa
Glu

agc
Ser

ttt
Phe

cag
Gln
290

tct
Ser

gtt
Val

ctg
Leu

gga
Gly

agt
Ser
370

ggt
Gly

aat
Asn
195

tcc
Ser

cca
Pro

ctg
Leu

cat
His

gaa
Glu
275

tct
Ser

cgc
Arg

tta
Leu

acc
Thr

gtc
Val
355

gtt
Val

ttt
Phe
180

999
Gly

ccg
Pro

ttc
Phe

cgc
Arg

gcc
Ala
260

ggc
Gly

gcc
Ala

cag
Gln

gct
Ala

gac
Asp
340

gtc
Val

tct
Ser

gaa
Glu

gat
Asp

gtg
Val

cca
Pro

cca
Pro
245

aag
Lys

tcg
Ser

ctg
Leu

cct
Pro

gac
Asp
325

aac
Asn

atg
Met

aca
Thr

act
Thr

gac
Asp

cct
Pro

ccc
Pro
230

gga
Gly

agc
Ser

999
Gly

gcc
Ala

att
Ile
310

gct
Ala

ttc
Phe

aca
Thr

gga
Gly

cct
Pro

tcc
Ser

gcc
Ala
215

ccg
Pro

ctc
Leu

ttc
Phe

aga
Arg

gcc
Ala
295

ccc
Pro

gtc
Val

tcc
Ser

aca
Thr

aca
Thr
375

gac
Asp

ttc
Phe
200

agc
Ser

agt
Ser

aag
Lys

gtc
Val

aac
Asn
280

att
Ile

agt
Ser

tca
Ser

tcc
Ser

ggc
Gly
360

aaa
Lys

aag
Lys
185

agt
Ser

cta
Leu

999
Gly

tat
Tyr

atg
Met
265

aag
Lys

ttt
Phe

gag
Glu

cgc
Arg

cct
Pro
345

aca
Thr

tgt
Cys

gcg
Ala

tcc
Ser

gcc
Ala

aag
Lys

gac
Asp
250

tct
Ser

aag
Lys

aac
Asn

ggt
Gly

ctg
Leu
330

cac

His

gat
Asp

att
Ile

gag
Glu

agc
Ser

cag
Gln

aat
Asn
235

ttt
Phe

gtg
Val

ctt
Leu

ttg
Leu

ctt
Leu
315

gtc
Val

gct
Ala

gtt
Val

aat
Asn

cct
Pro

ggg
Gly

cct
Pro
220

ccc
Pro

ctc
Leu

gtc
Val

gcc
Ala

cac
His
300

cag
Gln

ctg
Leu

cgc
Arg

aaa
Lys

ggt
Gly
380

579

627

675

723

771

819

867

915

963

1011

1059

1107

1155



gaa
Glu

ata
Ile

ctt
Leu

tca
Ser

tac
Tyr
445

gag
Glu

aga
Arg

gtg
Val

gag
Glu

gtg
Val
525

tac

Tyr

tcc
Ser

ctc
Leu

tac
Tyr

ata
Ile

tac
Tyr

gag
Glu
430

atc
Ile

cca
Pro

gga
Gly

cgc
Arg

cgg
Arg
510

gtg
Val

ttc
Phe

agg
Arg

tac
Tyr

atg
Met

tct
Ser

tta
Leu
415

cga
Arg

agc
Ser

atc
Ile

cag
Gln

tcc
Ser
495

ctg
Leu

ggc
Gly

tcg
Ser

gcc
Ala

acc
Thr
575

agt
Ser

cgg
Arg
400

aat
Asn

999
Gly

acc
Thr

ctg
Leu

cta
Leu
480

aat
Asn

ctc
Leu

atc
Ile

agc
Ser

atg
Met
560

ctc
Leu

gat
Asp
385

aga
Arg

aac
Asn

999
Gly

tct
Ser

gaa
Glu
465

cgg9
Arg

gcg
Ala

acc
Thr

cag
Gln

atc
Ile
545

tac

Tyr

aac
Asn

cgt
Arg

tcc
Ser

aaa
Lys

ttt
Phe

ccc
Pro
450

gaa
Glu

acc
Thr

agc
Ser

atg
Met

gga
Gly
530

atc
Ile

cag
Gln

aag
Lys

ggc
Gly

ttg
Leu

gat
Asp

agg
Arg
435

tgt
Cys

cca
Pro

aaa
Lys

atc
Ile

tcc
Ser
515

tcc
Ser

ctg
Leu

cgg
Arg

cct
Pro

ctt
Leu

ctc
Leu

gat
Asp
420

ctg
Leu

gga
Gly

gca
Ala

ata
Ile

caa
Gln
500

tgc
Cys

ctg
Leu

ggc
Gly

atc
Ile

ttg
Leu
580

gca
Ala

aga
Arg
405

caa
Gln

aag
Lys

gat
Asp

gat
Asp

gag
Glu
485

acg
Thr

agt
Ser

ctc
Leu

agc
Ser

tcc
Ser
565

ctc
Leu

tta
Leu
390

ttt
Phe

aaa
Lys

gag
Glu

gcc
Ala

aga
Arg
470

tct
Ser

tgg
Trp

gac
Asp

agc
Ser

ctt
Leu
550

aac
Asn

agt
Ser

aat
Asn

ctt
Leu

aga
Arg

aat
Asn

aga
Arg
455

cac
His

ggt
Gly

gac
Asp

aag
Lys

att
Ile
535

tac

Tyr

ata
Ile

ggc
Gly

gac
Asp

tat
Tyr

tcc
Ser

gtc
Val
440

atc
Ile

cca
Pro

gag
Glu

999
Gly

att
Ile
520

ttc
Phe

cac
His

gag
Glu

atc
Ile

tgc
Cys

aca
Thr

atc
Ile
425

cag
Gln

ttc
Phe

aat
Asn

999
Gly

gtg
Val
505

gca
Ala

gtg
Val

999
Gly

gac
Asp

agc
Ser
585

cat
His

caa
Gln
410

Tttt
Phe

Tttt
Phe

tca
Ser

cgt
Arg

acg
Thr
490

ctg
Leu

cgc
Arg

gag
Glu

gac
Asp

ctg
Leu
570

aat
Asn

gca
Ala
395

ctt
Leu

cag
Gln

cat
His

cca
Pro

aaa
Lys
475

att
Ile

caa
Gln

tag
Trp

ccc
Pro

cac
His
555

cca
Pro

gca
Ala

gaa
Glu

gag
Glu

aaa
Lys

ctg
Leu

cat
His
460

gca
Ala

cca
Pro

999
Gly

aac
Asn

att
Ile
540

ctt
Leu

cct
Pro

gaa
Glu

1203

1251

1299

1347

1395

1443

1491

1539

1587

1635

1683

1731

1779



gca
Ala

ggc
Gly
605

ctg
Leu

atg
Met

acc
Thr

cag
Gln

999
Gly
685

ccc
Pro

cgg
Arg
590

gac
Asp

ggc
Gly

cgt
Arg

aag
Lys

gcc
Ala
670

gcc
Ala

cag
Gln

tcc
Ser

cgc
Arg

gtg
Val

ccc
Pro
655

gcc

Ala

tgg
Trp

cca
Pro

gct
Ala

gcg
Ala

cac
His
640

aac
Asn

aag
Lys

gtg
Val

tgaagatcc

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

<400>

Met

Lys

Pro

Pro

Tyr
65

Asp

Glu

Gly

Gly

50

Arg

999
Gly

att
Ile

tcc
Ser
625

ggc
Gly

gtg
Val

gcg
Ala

gag
Glu

SEQ ID NO:

701
PRT
Homo

Ile

Asn

Pro

35

Arg

Leu

sapiens

Glu

Arg

20

Gly

Lys

Lys

Asp

Asn

Glu

Arg

Lys

aag
Lys

gag
Glu
610

cgc

Arg

aag
Lys

tac
Tyr

cgt
Arg

aag
Lys
690

Glu

Leu

Gly

Pro

Arg
70

gcc
Ala
595
gtc
Val

ctg
Leu

gtt
Val

cat
His

ctg
Leu
675

ccc
Pro

Glu

Asp

Ser

Leu

55

Arg

ccc
Pro

atc
Ile

tgt
Cys

ccc
Pro

gag
Glu
660

ttc
Phe

acc
Thr

Asn

Asn

Gln

40

Glu

Lys

aac
Asn

aac
Asn

aag
Lys

tcc
Ser
645

tcc

Ser

aca
Thr

gag
Glu

Met

Val

25

Leu

Glu

Thr

ttc
Phe

gcc
Ala

cac
His
630
cac

His

aag
Lys

gcc
Ala

cag
Gln

Ser

10

Ser

Ser

Gly

Pro

agt
Ser

acg
Thr
615

gcg
Ala

tta
Leu

ctg
Leu

ttc
Phe

gac
Asp
695

Ser

Pro

Asn

Ser

Gly
75

gtc
Val
600
act
Thr

ttg
Leu

cta
Leu

gcg
Ala

atc
Ile
680

cag
Gln

Ser

Lys

Gly

Asn

60

Pro

aac
Asn

gg99
Gly

tac
Tyr

cgc
Arg

gca
Ala
665

aag

Lys

ttc
Phe

Ser

Asp

Gly

45

Gly

Val

tgg
Trp

aag
Lys

tgt
Cys

tcc
Ser
650

aag

Lys

gcg
Ala

tca
Ser

Thr

Gly

Gly

His

Leu

acg
Thr

gat
Asp

cgc
Arg
635

aag

Lys

gag
Glu

999
Gly

ctc
Leu

Asp

15

Ser

Gly

Ser

Pro

gta
Val

gag
Glu
620

tgg
Trp

att
Ile

tac
Tyr

ctg
Leu

acg
Thr
700

Val

Thr

Gly

Lys

Lys
80

1827

1875

1923

1971

2019

2067

2115

2127



Asn

Leu

Val

Lys

Phe

145

Val

Phe

Gly

Ser

Leu

225

Asn

Glu

Phe

Ala

Pro

305

Gln

Asp

Ala

Ala

Leu

Glu

Ala

130

Pro

Asn

Asn

Ser

Ala

210

Pro

Glu

Ser

Phe

Gln

290

Ser

Val

Leu

Gly

Leu

Ser

Val

115

Lys

Asn

Thr

Gly

Asn

195

Ser

Pro

Leu

His

Glu

275

Ser

Arg

Leu

Thr

Val
355

Met

Gln

100

Asn

Leu

Ala

Asp

Phe

180

Gly

Pro

Phe

Arg

Ala

260

Gly

Ala

Gln

Ala

Asp

340

Val

Gln

85

Thr

Gly

His

Ser

Phe

165

Glu

Asp

Val

Pro

Pro

245

Lys

Ser

Leu

Pro

Asp

325

Asn

Met

Leu

Gly

Gln

Ala

Glu

150

Thr

Thr

Asp

Pro

Pro

230

Gly

Ser

Gly

Ala

Ile

310

Ala

Phe

Thr

Asn

Pro

Val

Ala

135

Ala

Ser

Pro

Ser

Ala

215

Pro

Leu

Phe

Arg

Ala

295

Pro

Val

Ser

Thr

Glu

Val

Phe

120

Glu

His

Asp

Asp

Phe

200

Ser

Ser

Lys

Val

Asn

280

Ile

Ser

Ser

Ser

Gly
360

Ile

His

105

Glu

Lys

Leu

Gln

Lys

185

Ser

Leu

Tyr

Met

265

Lys

Phe

Glu

Arg

Pro

345

Thr

Lys

Ala

Gly

Ala

Ala

Ala

170

Ala

Ser

Ala

Lys

Asp

250

Ser

Lys

Asn

Gly

Leu

330

His

Asp

Pro

Pro

Ser

Leu

Met

155

Asp

Glu

Ser

Gln

Asn

235

Phe

Val

Leu

Leu

Leu

315

Val

Ala

Val

Gly

Leu

Arg
140
Gly

Phe

Pro

Pro

220

Pro

Leu

Val

Ala

His

300

Gln

Leu

Arg

Lys

Leu

Phe

Pro

125

Ser

Arg

Pro

Pro

Asp

205

Pro

Val

Ser

Val

Lys

285

Leu

Leu

Gly

Arg

Asp
365

Gln

Val

110

Thr

Phe

Thr

Asp

Phe

190

Leu

Leu

Met

Glu

Asp

270

Ala

Asp

His

Lys

Lys

350

Ala

Tyr

Met

Lys

Val

Leu

Thr

175

Tyr

Ser

Pro

Ile

Ser

255

Gly

Arg

Gln

Leu

Phe

335

Val

Lys

Thr

Ser

Lys

Gln

Ser

160

Leu

Val

Leu

Val

Leu

240

Gly

Gln

Ala

Thr

Pro

320

Gly

Leu

Val



Ile

Asp

385

Arg

Asn

Gly

Ser

Glu

465

Arg

Ala

Thr

Gln

Ile

545

Tyr

Asn

Gly

Ile

Ser

625

Gly

Ser

370

Arg

Ser

Lys

Phe

Pro

450

Glu

Thr

Ser

Met

Gly

530

Ile

Gln

Lys

Lys

Glu

610

Arg

Lys

Val

Gly

Leu

Asp

Arg

435

Cys

Pro

Lys

Ile

Ser

515

Ser

Leu

Arg

Pro

Ala

595

Val

Leu

Val

Ser

Leu

Leu

Asp

420

Leu

Gly

Ala

Ile

Gln

500

Cys

Leu

Gly

Ile

Leu

580

Pro

Ile

Cys

Pro

Thr

Ala

Arg

405

Gln

Lys

Asp

Asp

Glu

485

Thr

Ser

Leu

Ser

Ser

565

Leu

Asn

Asn

Lys

Ser
645

Gly

Leu

390

Phe

Lys

Glu

Ala

Arg

470

Ser

Trp

Asp

Ser

Leu

550

Asn

Ser

Phe

Ala

His

630

His

Thr

375

Asn

Leu

Arg

Asn

Arg

455

His

Gly

Asp

Lys

Ile

535

Tyr

Ile

Gly

Ser

Thr

615

Ala

Leu

Lys

Asp

Tyr

Ser

Val

440

Ile

Pro

Glu

Gly

Ile

520

Phe

His

Glu

Ile

Val

600

Thr

Leu

Leu

Cys

Cys

Thr

Ile

425

Gln

Phe

Asn

Val

505

Ala

Val

Gly

Asp

Ser

585

Asn

Gly

Tyr

Arg

Ile

His

Gln

410

Phe

Phe

Ser

Arg

Thr

490

Leu

Arg

Glu

Asp

Leu

570

Asn

Trp

Lys

Cys

Ser
650

Asn

Ala

395

Leu

Gln

His

Pro

Lys

475

Ile

Gln

Trp

Pro

His

555

Pro

Ala

Thr

Asp

Arg

635

Lys

Gly

380

Glu

Glu

Lys

Leu

His

460

Ala

Pro

Gly

Asn

Ile

540

Leu

Pro

Glu

Val

Glu

620

Trp

Ile

Glu

Ile

Leu

Ser

Tyr

445

Glu

Arg

Val

Glu

Val

525

Tyr

Ser

Leu

Ala

Gly

605

Leu

Met

Thr

Tyr

Ile

Tyr

Glu

430

Ile

Pro

Gly

Arg

Arg

510

Val

Phe

Arg

Tyr

Arg

590

Asp

Gly

Arg

Lys

Met

Ser

Leu

415

Arg

Ser

Ile

Gln

Ser

495

Leu

Gly

Ser

Ala

Thr

575

Gln

Ser

Arg

Val

Pro
655

Ser

Arg

400

Asn

Gly

Thr

Leu

Leu

480

Asn

Leu

Ile

Ser

Met

560

Leu

Pro

Ala

Ala

His

640

Asn



Val Tyr
Ala Arg
Glu Lys
690
<210>
<211>
<212>

<213>

<220>
<223>

<400>

His Glu Ser Lys Leu
660

Leu Phe Thr Ala Phe
675

Pro Thr Glu Gln Asp
695
SEQ ID NO: 10
27
ADN

Secuencia artificial

ADN sintético

10

Ala Ala Lys Glu Tyr
665

Ile Lys Ala Gly Leu
680

Gln Phe Ser Leu Thr
700

gtgctcgctt cggcagcaca tatacta

Gln Ala Ala Lys
670

Gly Ala Trp Val
685

Pro

<210> SEQ ID NO: 11

<211> 20

<212> ADN

<213> Secuencia artificial
<220>

<223> ADN sintético

<400> 11

gcggacttcg gtccgcetttt

<210> SEQ ID NO: 12

<211> 216

<212> ADN

<213> Secuencia artificial
<220>

<223> ADN sintético

<400> 12

atacttacct ggcaggggag ataccatgat
atccattgca ctccggatgt gctgacccct
gcataatttg tggtagtggg ggactgcgtt
aaagtagact gtacgctaag ggtcatatct
<210> SEQ ID NO: 13

<211> 149

<212> ADN

<213>

Secuencia artificial

cacgaaggtg gttttcccag ggcgaggctt
gcgatttccc caaatgtggg aaactcgact
cgcgctttcc cctgactttc tggagtttca

tttttt

27

20

60

120

180

216



10

<220>
<223> ADN sintético

<400> 13
aatttttgga gcaggttttc tgacttcggt cggaaaaccc ctcccaattt cactggtcta

caatgaaagc aaaacagttc tcttccccge tccecccggtgt gtgagagggg ctttgatcct
tctctggttt cctaggaaac gcgtatgtg

<210> SEQ ID NO: 14

<211> 118

<212> ADN

<213> Secuencia artificial

<220>
<223> ADN sintético

<400> 14
gtctacggcc ataccaccct gaacgcgccce gatctcgtct gatctcggaa gctaagcagg

gtcgggcctg gttagtactt ggatgggaga ccgcctggga ataccgggtg ctgtaggce

<210> SEQ ID NO: 15

<211> 24

<212> ADN

<213> Secuencia artificial

<220>
<223> ADN sintético

<400> 15
gggtttgggt ttgggtttgg gttt

<210> SEQ ID NO: 16

<211> 24

<212> ADN

<213> Secuencia artificial

<220>
<223> ADN sintético

<400> 16
agagggccct gaagagggcc cttt

<210> SEQ ID NO: 17

<211> 241

<212> ADN

<213> Secuencia artificial

<220>
<223> ADN sintético

60

120

149

60

118

24

24



<400> 17
gagggcctat
ataattagaa
aagtaataat
atgcttaccg
c

<210> SEQ
<211> 92
<212> ADN
<213>
<220>
<223>
<400> 18
ggggtgctceg
tctagagcgg
<210> SEQ
<211> 400
<212> ADN
<213>
<220>
<223>
<400> 19
acacaggcta
ggagaggcag
agaaaggcag
tatgtagatg
gttccecgtge
tgtcagggct
aggcgtatga
<210> SEQ
<211> 270
<212> ADN
<213>

<220>

ttcccatgat
ttaatttgac
ttcttgggta

taacttgaaa

ID NO: 18

Artifitial ADN

cttcggcagc
acttcggtcc

ID NO: 19

Artifitial ADN

aggaccagct
acgtcacttc
acggggactg
aggcagcgca
cctgggageg
ggaaagggct
ggctgtgteg

ID NO: 20

tccttecatat
tgtaaacaca
gtttgcagtt

gtatttcgat

Secuencia artificial

11

ttgcatatac
aagatattag
ttaaaattat

ttcttggctt

gatacaaggc
tacaaaatac
gttttaaaat

tatatatctt

tgttagagag
gtgacgtaga
ggactatcat

gtggaaagga

acatatacta gtcgacgaag gttcagcagc tcgaaccaag

gctttttttt

Secuencia artificial

tctttgggag
cccttggegg
ggcaaggcac
gaggctgctg
ggttcaggac
cgggagtgcg

gggcagaggc

Secuencia artificial

tt

agaacagacg
ctctggcage
tgtcggtgac
cttcgccact
cgctgatcgg
cggggcaagt

ccaagatctc

caggggcggg
agattggtcg
atcacggaca
tgctgcttca
aagtgagaat

gaccgtgtgt

agggaaaaag
gttgagtggc
gggcgacttc
ccacgaagga
cccagctgtg

gtaaagagtg

60

120

180

240

241

60

92

60

120

180

240

300

360

400



<223>
<400> 20
gtttcaggat
ctcatttgca
ttttagaata
ggaggggtgt
ccctggctcg
<210> SEQ
<211> 85
<212> ADN
<213>
<220>
<223>
<400> 21
ccccecgggcetg
ggggcagcca
<210> SEQ
<211> 233
<212> ADN
<213>
<220>
<223>
<400> 22
atgaaggttc
tcccagggceg
tgtgggaaac
actttctgga
<210> SEQ
<211> 173
<212> ADN
<213>
<220>
<223>
<400> 23

Artifitial ADN

cctaacaaca
tagcctttac
ttgtttatcg
ggaaatggca
ctacagacgc

ID NO: 21

Artifitial ADN

taggagctgt
aagcggtcac
aaccgaataa
ccttgatctc

acttccgcaa

Secuencia artificial

12

gattggctgt
aaactcaaga
ggaactgtgc

accctcatcg

tttcagccaa
aacgagcggt
tttgtgattc

aaagtggagt

tcagcactga
tttaatagtc
acatatcagt

tgatgtcctt

gcggtgtcgg ctgcaatccg gcgggcacgg ccgggccggg ctgggetcett

ggcgcctect

ID NO: 22

Artifitial ADN

agcagctcga
aggcttatcc
tcgactgcat
gtttcaaaag

ID NO: 23

Artifitial ADN

tcagc

Secuencia artificial

accaagggca
attgcactcc
aatttgtggt

tagactgtac

Secuencia artificial

ggggagatac
ggatgtgctg
agtgggggac

gctaagggtc

catgatcacg
acccctgcga
tgcgttegeg

atatcttttt

aaggtggttt
tttccccaaa
ctttccectg

ttt

gaaggttcag cagctcgaac caagaatttt tggagcaggt tttctgactt cggtcggaaa

60

120

180

240

270

60

85

60

120

180

233

60



13

acccctccca atttcactgg tctacaatga aagcaaaaca gttctcttcc ccgctccecccg

gtgtgtgaga ggggctttga tccttctctg gtttcctagg aaacgcgtat gtg

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

<220>
<223>

<400>

SEQ ID NO: 24

176

ADN

Secuencia artificial

ADN sintético

24

gtctacggcc ataccaccct gaacgcgccc gatctcgtct gatctcggaa gctaagcagg

gtcgggcctg gttagtactt ggatgggaga ccgcctggga ataccgggtg ctgtaggegt

cgacgaaggt tcagcagctc gaaccaagtc tagagcggac ttcggtccge tttttt

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

<220>
<223>

<400>

SEQ ID NO: 25

57

ADN

Secuencia artificial

ADN sintético

25

ggggaaggtt cagcagctcg aaccaagggg tttgggtttg ggtttgggtt ttttttt

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

<220>
<223>

<400>

SEQ ID NO: 26

57

ADN

Secuencia artificial

ADN sintético

26

ggggggtttg ggtttgggtt tgggtttgaa ggttcagcag ctcgaaccaa gtttttt

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

<220>
<223>

<400>

SEQ ID NO: 27

60

ADN

Secuencia artificial

ADN sintético

27

ggggaaggtt cagcagctcg aaccaagtct agagggccct gaagagggcc cttttttttt

<210>

SEQ ID NO: 28

120

173

60

120

176

57

57

60



14

<211> 60
<212> ADN
<213> Secuencia artificial

<220>
<223> ADN sintético

<400> 28
gggagagggc cctgaagagg gcccttttct gaaggttcag cagctcgaac caagtttttt

<210> SEQ ID NO: 29

<211> 85

<212> ADN

<213> Secuencia artificial

<220>
<223> ADN sintético

<400> 29
ggggggtttg ggtttgggtt tgggtttgaa ggttcagcag ctcgaaccaa gtctagaggg

ccctgaagag ggcccttttt ttttt

<210> SEQ ID NO: 30

<211> 85

<212> ADN

<213> Secuencia artificial

<220>
<223> ADN sintético

<400> 30
gggagagggc cctgaagagg gcccttttct gaaggttcag cagctcgaac caaggggttt

gggtttgggt ttgggttttt ttttt

<210> SEQ ID NO: 31

<211> 84

<212> ADN

<213> Secuencia artificial

<220>
<223> ADN sintético

<400> 31
ggggaaggtt cagcagctcg aaccaagggg tttgggtttg ggtttgggtt ttctagaggg

ccctgaagag ggcccttttt tttt

<210> SEQ ID NO: 32

<211> 82

<212> ADN

<213> Secuencia artificial

60

60

85

60

85

60

84



<220>
<223> ADN
<400> 32
ggggtttggg
agcagctcga
<210> SEQ
<211> 33
<212> ADN
<213>
<220>
<223> ADN
<400> 33
ggggaaggtt
<210> SEQ
<211> 516
<212> ADN
<213>
<220>
<223> ADN
<400> 34
cacgtcgtgc
ggtaagtccg
accgcttagt
ggggcttgtc
catgctgaga
gatatcgccc
gtcgagacca
tacctggagc
gagatccctc
<210> SEQ
<211> 22
<212> ADN
<213>
<220>
<223> ADN

sintético

15

tttgggtttg ggtttagagg gccctgaaga gggccecctttt ctgaaggttc

accaagtttt

ID NO: 33

sintético

tt

Secuencia artificial

cagcagctcg aaccaagttt ttt

ID NO: 34

sintético

ctcacatcga
gcaagagcgyg
tcgagctgcet
tggcctttceca
gtgtcgtgga
tgatcaagag
tgctcccaag
cattcaagga
tcgttaaggg

ID NO: 35

sintético

Secuencia artificial

gccecgtgget
gaatggctca
gaaccttcca
ctactcctac
cgtgatcgag
cgaagagggc
caagatcatg
gaagggcgag

aggcaagccc

Secuencia artificial

agatgcatca
tatcgcctcce
aagaaaatca
gagcaccaag
tcctgggacg
gagaaaatgg
cggaaactgg
gttagacggc

gacgtc

tccctgatcet
tggatcacta
tctttgtggg
acaagatcaa
agtggcctga
tgcttgagaa
agcctgagga

ctaccctctc

gatcggaatg
caagtacctc
ccacgactgg
ggccatcgtce
catcgaggag
taacttcttc
gttcgctgcee

ctggcctege

60

82

33

60

120

180

240

300

360

420

480

516



16

<400> 35
atggcttcca aggtgtacga cc 22

<210> SEQ ID NO: 36

<211> 22

<212> ADN

<213> Secuencia artificial

<220>
<223> ADN sintético

<400> 36
ttactgctcg ttcttcagca cg 22

<210> SEQ ID NO: 37

<211> 20

<212> ADN

<213> Secuencia artificial

<220>
<223> ADN sintético

<400> 37
ctcgctgcaa gcaaatgaac 20

<210> SEQ ID NO: 38

<211> 20

<212> ADN

<213> Secuencia artificial

<220>
<223> ADN sintético

<400> 38
tcgtcccagg actcgatcac 20

<210> SEQ ID NO: 39

<211> 92

<212> ADN

<213> Secuencia artificial

<220>
<223> ADN sintético

<400> 39
ggggtgctcg cttcggcagc acatatacta gtcgacggcg cacagacatc tcgaagcact 60
tctagagcgg acttcggtcc getttttttt tt 92

<210> SEQ ID NO: 40

<211> 56

<212> ADN

<213> Secuencia artificial



<220>
<223>

<400>

17

ADN sintético

40

ggggcgcaca gacatctcga agcactgggt ttgggtttgg gtttgggttt tttttt

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

<220>
<223>

<400>

SEQ ID NO: 41

55

ADN

Secuencia artificial

ADN sintético

41

ggggtttggg tttgggtttg ggtttggcgc acagacatct cgaagcactt ttttt

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

<220>
<223>

<400>

SEQ ID NO: 42

59

ADN

Secuencia artificial

ADN sintético

42

ggggcgcaca gacatctcga agcacttcta gagggccctg aagagggccc ttttttttt

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

<220>
<223>

<400>

SEQ ID NO: 43

60

ADN

Secuencia artificial

ADN sintético

43

gggagagggc cctgaagagg gcccttttct ggcgcacaga catctcgaag cacttttttt

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

<220>
<223>

<400>

SEQ ID NO: 44

83

ADN

Secuencia artificial

ADN sintético

44

ggggtttggg tttgggtttg ggtttggcgc acagacatct cgaagcactt ctagagggcc

ctgaagaggg cccttttttt ttt

<210>

SEQ ID NO: 45

56

55

59

60

60

83



<211>
<212>
<213>

<220>
<223>

<400>

18

85
ADN
Secuencia artificial

ADN sintético

45

gggagagggc cctgaagagg gcccttttct ggcgcacaga catctcgaag cactgggttt

gggtttgggt ttgggttttt ttttt

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

<220>
<223>

<400>

SEQ ID NO: 46

83

ADN

Secuencia artificial

ADN sintético

46

ggggcgcaca gacatctcga agcactgggt ttgggtttgg gtttgggttt tctagagggce

cctgaagagg gccctttttt ttt

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

<220>
<223>

<400>

SEQ ID NO: 47

82

ADN

Secuencia artificial

ADN sintético

47

ggggtttggg tttgggtttg ggtttagagg gccctgaaga gggccctttt ctggcgcaca

gacatctcga agcacttttt tt

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

<220>
<223>

<400>

SEQ ID NO: 48

32

ADN

Secuencia artificial

ADN sintético

48

ggggcgcaca gacatctcga agcacttttt tt

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

SEQ ID NO: 49

19

ADN

Secuencia artificial

85

83

60

82

32



<220>
<223>

<400>

ADN sintético

49

acccgcttaa aagcttggce

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

<220>
<223>

<400>

SEQ ID NO: 50

20

ADN

Secuencia artificial

ADN sintético

50

ccacggtagg ctgagaaatg

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

<220>
<223>

<400>

SEQ ID NO: 51

20

ADN

Secuencia artificial

ADN sintético

51

catgctgttc agcagctcgce

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

<220>
<223>

<400>

SEQ ID NO: 52

24

ADN

Secuencia artificial

ADN sintético

52

gaaggttcag cagctcgaac caag

19

19

20

20

24



