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g8c¢
Gly

cca
Pro

caa
Gln

gat
Asp

ctc
Leu
935

atc

Ile

agsg
Arg

att
Ile

aag
Lys

att
Ile
840

ttc
Phe

aaa
Lys

att
Ile

tgc
Cys

gtg
Val
920

aag

Lys

att
Ile

aag
Lys

tct
Ser

gat gga aac tgg tac aac
Asp Gly Asn Trp Tyr Asn

1000

gat
Asp

att
Ile

gag
Glu

acc
Thr

gac
Asp
905

gsgt
Gly

atc
Ile

gag
Glu

aac
Asn

gag
Glu
985

gag
Glu

gga
Gly

atc
Ile

gct
Ala
890

g8c
Gly

gct
Ala

gtt
Val

gaa
Glu

cag
Gln
970

ctt
Leu

tcc
Ser

cag
Gln

gac
Asp
875

gat
Asp

gaa
Glu

ctt
Leu

cag
Gln

agsg
Arg
955

aag

Lys

ctc
Leu

acc
Thr

tct
Ser
860

aag
Lys

gct
Ala

cag
Gln

cat
His

tcc
Ser
940

CCa

Pro

tgg
Trp

cag
Gln

ctt
Leu
845

aac
Asn

atc
Ile

tcc
Ser

tct
Ser

cca
Pro
925

aac
Asn

ctt
Leu

gag
Glu

cct
Pro

aag
Lys

cag
Gln

ctc
Leu

att
Ile

gat
Asp
910

gaa
Glu

gsgt
Gly

acc
Thr

agg
Arg

atc
Ile
990

gat atc ctt
Asp Ile Leu

1005

ctc aag aac att atc
Leu Lys Asn Ile Ile

1015

1020

aag ctt aag cac tgg ttc att gag aac ttg

cca
Pro

gtg
Val

aac
Asn

act
Thr
895

tct
Ser

ctc
Leu

tac
Tyr

gag
Glu

gaa
Glu
975

atc
Ile

tac
Tyr

gag
Glu

gtt
Val
880

tgc
Cys

cac
His

aac
Asn

atc
Ile

atg
Met
960

aag

Lys

aac
Asn

atc cca gag
Ile Pro Glu

cct ggt gag

2544

2592

2640

2688

2736

2784

2832

2880

2928

2976

3024

3069

3114



Leu

tac
Tyr

ttc
Phe

acc
Thr

aag
Lys

gat
Asp

gat
Asp

atc
Ile

aac
Asn

tct
Ser

tcc
Ser

Pro
1025

cat
His
1040

acc
Thr
1055

acc
Thr
1070

gtg
Val
1085

gct
Ala
1100

aag
Lys
1115

cag
Gln
1130

agc
Ser
1145

gtg
Val
1160

tcc
Ser
1175

<210> 8

<211>
<212>
<213>

<220>

gag
Glu

cag
Gln

aac
Asn

ttg
Leu

tct
Ser

gct
Ala

ttc
Phe

ttc
Phe

aac
Asn

atc
Ile

1185
PRT
Secuencia

Leu

atc
Ile

ctt
Leu

ctc
Leu

gag
Glu

gct
Ala

tac
Tyr

gga
Gly

atc
Ile

ctt
Leu

gat
Asp

Lys

gag
Glu

gat
Asp

att
Ile

aac
Asn

tcc
Ser

aag
Lys

aac
Asn

tac
Tyr

cac
His

ctc
Leu

His

cag
Gln

gag
Glu

gat
Asp

gat
Asp

cag
Gln

ctt
Leu

tgc
Cys

caa
Gln

att
Ile

att
Ile

Trp
1030

aag
Lys
1045

aag
Lys
1060

tgg
Trp
1075

gct
Ala
1090

tcc
Ser
1105

agsg
Arg
1120

gaa
Glu
1135

gag
Glu
1150

cag
Gln
1165

gag
Glu
1180

artificial

Phe

atg
Met

aac
Asn

caa
Gln

ctt
Leu

att
Ile

gtt
Val

gat
Asp

aag
Lys

tct
Ser

ctt
Leu

Ile

aag
Lys

ctc
Leu

gtt
Val

gct
Ala

aac
Asn

tac
Tyr

gag
Glu

atc
Ile

gag
Glu

tcc
Ser

Glu

gaa
Glu

att
Ile

gag
Glu

ctt
Leu

atc
Ile

gct
Ala

gcc
Ala

gtg
Val

gga
Gly

gac
Asp

Asn

gct
Ala

cac
His

ggt
Gly

cag
Gln

ctc
Leu

caa
Gln

att
Ile

tac
Tyr

tcc
Ser

gac
Asp

Leu
1035

ctc
Leu
1050

aac
Asn
1065

gat
Asp
1080

ctc
Leu
1095

gag
Glu
1110

gga
Gly
1125

cag
Gln
1140

ttc
Phe
1155

gag
Glu
1170

cag
Gln
1185

Pro

aag
Lys

gga
Gly

gct
Ala

ttc
Phe

ttc
Phe

tct
Ser

ttc
Phe

gat
Asp

ttc
Phe

tga

Gly

tac
Tyr

cat
His

cag
Gln

aac
Asn

gat
Asp

gga
Gly

aac
Asn

acc
Thr

att
Ile

Glu

gct
Ala

ttc
Phe

atg
Met

tgg
Trp

gag
Glu

act
Thr

acc
Thr

cca
Pro

gtg
Val

3159

3204

3249

3294

3339

3384

3429

3474

3519

3558



<223>

<400>

Met Asp Cys

1

Ala

Leu

Thr

Tyr

65

Pro

Leu

Leu

Ala

Ser

145

Val

Thr

Ile

Lys

Ala

50

Leu

Gly

Trp

Ile

Asp

130

Asn

Asn

Asn

Pro

Lys

35

Leu

Thr

Gly

Pro

Asp

115

Arg

Asn

Thr

Val

Asn

Val

20

Ala

Gln

Leu

Thr

His

100

Ser

Asn

Leu

Thr

Val
180

Leu

Ser

Trp

Gln

Leu

Phe

85

Lys

Glu

Glu

Asn

Asn

165

Thr

Gln

Asn

Glu

Gly

Gln

70

Val

Asn

Ile

Trp

Gly

150

Arg

Asn

Constructo sintético

Ser

Val

Glu

Phe

55

Ser

Ala

Lys

Gln

Ser

135

Ala

Thr

Phe

Gln

Asn

Phe

40

Ser

Gly

Pro

Asn

Lys

120

Ser

Ile

Leu

Ile

Gln

Ser

25

Gln

Ala

Ile

Ile

Ala

105

Gln

Tyr

Val

Arg

Ala
185

Asn

10

Leu

Lys

Ser

Ser

Ile

90

Asp

Leu

Leu

Asp

Asn

170

Ala

Ile

Thr

Thr

Gln

Leu

75

Asn

Thr

Asn

Glu

Ala

155

Pro

Asp

Pro

Asp

Gly

Gly

60

Ala

Met

Glu

Lys

Ser

140

Gln

Thr

Gly

Tyr

Thr

Ser

45

Gly

Gly

Val

Asn

Ala

125

Ile

Trp

Glu

Asp

Asn

Val

30

Phe

Thr

Ser

Ile

Leu

110

Leu

Phe

Ser

Ser

Ile
190

Val

15

Gly

Ser

Phe

Phe

Gly

95

Ile

Leu

Asp

Gly

Asp

175

Ala

Leu

Asp

Leu

Asn

Val

80

Trp

Asn

Asp

Ser

Thr

160

Tyr

Asn



Asn

Tyr

Ile

225

Gln

Arg

Asp

Thr

Val

305

Ala

Glu

Ser

Tyr

Glu

Phe

210

Lys

Leu

Asn

Ser

Tyr

290

Ala

Leu

Gly

Tyr

Tyr
370

Asn

195

Val

Phe

Thr

Ala

Lys

275

Asn

Ile

Glu

Thr

Gln

355

Asn

His

Ile

Cys

Thr

Ile

260

Asn

Val

Trp

Gln

Asp

340

His

Asp

Ile

Gly

Asn

Gln

245

Leu

Met

Tyr

Pro

Thr

325

Gly

Ser

Glu

Met

Ala

Ala

230

Lys

Asn

Pro

Ile

Ser

310

Arg

Ser

Pro

Leu

Asn

Thr

215

Trp

Ala

Tyr

Thr

Lys

295

Leu

Val

Leu

Ile

Gln
375

Gly

200

Ala

Ile

Asn

Thr

Ile

280

Gly

Tyr

Thr

Arg

Pro

360

Asn

Asn

Arg

Asp

Leu

Gln

265

Gly

Met

Pro

Phe

Ile

345

Asn

Leu

Phe

Phe

Lys

Asp

250

Gln

Thr

Thr

Asp

Ser

330

Tyr

Asn

Glu

Asp

Ala

Val

235

Arg

Val

Asn

Leu

Asp

315

Asn

Asn

Asn

Leu

Val

Ala

220

Gly

Thr

Met

Lys

Asn

300

Tyr

Met

Thr

Val

Gly
380

Ala

205

Met

Leu

Lys

Lys

Phe

285

Val

Thr

Val

Phe

Asn

365

Val

Ala

Gln

Ser

Gln

Val

270

Ser

Leu

Ser

Gly

Asp

350

Leu

Tyr

Ala

Ser

Asp

Asn

255

Phe

Val

Asp

Gln

Gln

335

Ser

Ile

Thr

Pro

Ala

240

Met

Lys

Asp

Ile

Thr

320

Glu

Phe

Ser

Pro



Pro

385

Tyr

Leu

Ala

Gly

Pro

465

Asn

Gln

Leu

Ser

Tyr

545

Gly

Ala

Lys

Ala

Gly

Thr

Ala

450

Pro

Pro

Ala

Val

Asp

530

Phe

Ala

Thr

Lys

Asn

Gly

Gln

435

Ser

Phe

Ser

Asn

Ser

515

Thr

Pro

Ser

Asn

Gly

Ser

Leu

420

Asn

Leu

Ser

Asp

Val

500

Tyr

Asn

Asn

Ala

Leu
580

Ser

Lys

405

Ser

Ser

Pro

Cys

Thr

485

Lys

Asp

Asn

Asn

Val

565

Thr

Gly

390

Tyr

Thr

Lys

Gly

Thr

470

Asn

Gly

Leu

Val

Ala

550

Pro

Ala

Tyr

Lys

Leu

Tyr

Tyr

455

Ser

Gln

Asn

Asn

Ile

535

Arg

Leu

Thr

Ser

Tyr

Ser

Leu

440

Cys

Thr

Lys

Thr

Pro

520

Leu

Pro

Asp

Gln

Tyr

Gly

Ala

425

Thr

Ala

Ile

Gly

505

Lys

Lys

Thr

Ser

Tyr
585

Pro

Asp

410

Pro

Gly

Thr

Asn

Asn

490

Lys

Asn

Gly

Val

Gly

570

Arg

Tyr

395

Ser

Ile

Glu

Gly

Gly

475

Ala

Leu

Val

Ile

Val

555

Asn

Ile

Gly

Asn

Gln

Ile

Cys

460

Tyr

Leu

Gly

Phe

Pro

540

Lys

Thr

Arg

Phe

Asp

Gln

Leu

445

Ser

Lys

Tyr

Val

Gly

525

Ala

Glu

Leu

Ile

Val

Pro

Val

430

Asn

Pro

Ala

Pro

Leu

510

Glu

Glu

Trp

Phe

Arg
590

Leu

Glu

415

Asn

Gly

Thr

Ser

Phe

495

Ala

Leu

Lys

Ile

Met

575

Tyr

Asn

400

Ser

Ala

Ile

Glu

Cys

480

Thr

Ser

Asp

Gly

Asn

560

Thr

Ala



Asn

Ser

Asn

625

Tyr

Asp

Arg

Asn

Ala

705

Gln

Lys

Ile

Cys

Pro

Leu

610

Asn

Thr

Ile

Ile

Asn

690

Ile

Val

Ser

Ser

Glu
770

Asn

595

Ile

Thr

Leu

Thr

Glu

675

Gly

Ala

Ser

Ser

Gln

755

Glu

Ser

Ser

Leu

Gln

Leu

660

Phe

Asn

Gly

Asp

Pro

740

Val

Lys

Asn

Ser

Pro

Asp

645

Gln

Val

Asn

Thr

Leu

725

Tyr

Ala

Asn

Thr

Ser

Leu

630

Leu

Ile

Pro

Asn

Gln

710

Glu

Glu

Leu

Val

Gln

Asn

615

Asn

Tyr

Thr

Thr

Gly

695

Gln

Lys

Glu

Lys

Leu
775

Ile
600

Leu

Val

Asn

Gly

Met

680

Asn

Ser

Ile

Leu

Val

760

Arg

Gly

Thr

Tyr

Thr

Gly

665

Pro

Asn

Cys

Thr

Ala

745

Met

Lys

Val

Leu

Val

Thr

650

Asp

Val

Asn

Ser

Thr

730

Leu

Ala

Leu

Arg

Tyr

Ile

635

Asn

Gln

Pro

Pro

Gly

715

Gln

Glu

Leu

Val

Ile

Ser

620

Gly

Val

Lys

Gly

Pro

700

Pro

Val

Val

Ser

Asn
780

Thr

605

Thr

Glu

Leu

Ile

Asn

685

His

Pro

Tyr

Ser

Asp

765

Lys

Gln

Thr

Asn

Ser

Phe

670

Thr

His

Lys

Met

Ser

750

Glu

Ala

Asn

Asp

Gly

Thr

655

Ile

Asn

Val

Phe

Leu

735

Tyr

Leu

Lys

Gly

Met

Asn

640

Gly

Asp

Asn

Cys

Glu

720

Phe

Gln

Phe

Gln



Leu

785

Gln

Leu

Thr

Thr

Leu

865

Pro

Cys

Phe

Pro

Thr

945

Glu

Leu

Leu

Asn

Phe

Ser

Arg

850

Ile

Tyr

Ala

Phe

Gly

930

Ile

Ile

Leu

Glu

Trp

Asn

Tyr

835

Tyr

Ile

Ala

Pro

Asn

915

Ile

Ser

Gln

Glu

Ala

Val

Gly

820

Ala

Lys

Ser

Gly

Glu

900

Tyr

Glu

Asn

Ala

Cys
980

Ser

Leu

805

Asn

Tyr

Val

Arg

Pro

885

Ile

Ser

Ile

Leu

Val

965

Ala

Asn

790

Gly

Tyr

Gln

Ser

Tyr

870

Leu

Gly

Ile

Gly

Glu

950

Asn

Ser

Leu

Thr

Leu

Lys

Gly

855

Gly

Pro

Gln

Asp

Leu

935

Ile

Arg

Ile

Leu

Asn

Ser

Ile

840

Phe

Lys

Ile

Cys

Val

920

Lys

Ile

Lys

Ser

Val

Ala

Leu

825

Ile

Glu

Thr

Asp

905

Gly

Ile

Glu

Asn

Glu
985

Gly

Tyr

810

Gln

Glu

Gly

Ile

Ala

890

Gly

Ala

Val

Glu

Gln

970

Leu

Gly

795

Ile

Pro

Ser

Gln

Asp

875

Asp

Glu

Leu

Gln

Arg

955

Lys

Leu

Asn

Asn

Ala

Thr

Ser

860

Lys

Ala

Gln

His

Ser

940

Pro

Trp

Gln

Phe

Tyr

Ser

Leu

845

Asn

Ile

Ser

Ser

Pro

925

Asn

Leu

Glu

Pro

Glu

Asp

Gly

830

Lys

Gln

Leu

Ile

Asp

910

Glu

Gly

Thr

Arg

Ile
990

Thr

Ser

815

Phe

Pro

Val

Asn

Thr

895

Ser

Leu

Tyr

Glu

Glu

975

Ile

Thr

800

Phe

Phe

Tyr

Glu

Val

880

Cys

His

Asn

Ile

Met

960

Lys

Asn



Gln Ile Asp Ser Leu Phe Lys Asp Gly Asn Trp Tyr Asn Asp Ile Leu
995 1000 1005

Pro His Val Thr Tyr Gln Asp Leu Lys Asn Ile Ile 1Ile Pro Glu
1010 1015 1020

Leu Pro Lys Leu Lys His Trp Phe Ile Glu Asn Leu Pro Gly Glu
1025 1030 1035

Tyr His Glu Ile Glu Gln Lys Met Lys Glu Ala Leu Lys Tyr Ala
1040 1045 1050

Phe Thr Gln Leu Asp Glu Lys Asn Leu Ile His Asn Gly His Phe
1055 1060 1065

Thr Thr Asn Leu Ile Asp Trp Gln Val Glu Gly Asp Ala Gln Met
1070 1075 1080

Lys Val Leu Glu Asn Asp Ala Leu Ala Leu Gln Leu Phe Asn Trp
1085 1090 1095

Asp Ala Ser Ala Ser Gln Ser 1Ile Asn Ile Leu Glu Phe Asp Glu
1100 1105 1110

Asp Lys Ala Tyr Lys Leu Arg Val Tyr Ala Gln Gly Ser Gly Thr
1115 1120 1125

Ile GlIn Phe Gly Asn Cys Glu Asp Glu Ala Ile Gln Phe Asn Thr
1130 1135 1140

Asn Ser Phe Ile Tyr Gln Glu Lys Ile Val Tyr Phe Asp Thr Pro
1145 1150 1155

Ser Val Asn Leu His Ile Gln Ser Glu Gly Ser Glu Phe Ile Val
1160 1165 1170



Ser

Ser
117

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

<220>
<223>

<220>
<221>
<222>

<400>
atg gca gat
Met Ala Asp

1

att
Ile

ata
Ile

ctg
Leu

agc
Ser
65

atg
Met

gaa
Glu

aac
Asn

gag
Glu

atg
Met

tac
Tyr
50

att
Ile

gcc
Ala

ctg
Leu

ctt
Leu

Ile Asp Leu Ile Glu

5

9
1077
ADN

Leu Ser Asp Asp Gln

1180

Secuencia artificial

Secuencia de codificacion hppdPf-4Pa

CDSs
(1)..

9

ttt
Phe

ggt
Gly
35

aga
Arg

gct
Ala

ttt
Phe

gga
Gly

cca
Pro
115

(1077)

tta
Leu

gct
Ala
20

ttt
Phe

caa
Gln

tcc
Ser

agg
Arg

gcc
Ala
100

gcc
Ala

tat
Tyr

tct
Ser

aca
Thr

gga
Gly

tac
Tyr

gtt
Val
85

caa
Gln

ata
Ile

gaa
Glu

cct
Pro

aag
Lys

gag
Glu

ttt
Phe
70

aaa

Lys

cca
Pro

aag
Lys

aac
Asn

act
Thr

gtc
Val

ata
Ile
55

gcc

Ala

gat
Asp

att
Ile

gga
Gly

cca
Pro

cct
Pro

gct
Ala
40

aat
Asn

gct
Ala

agc
Ser

cac
His

att
Ile
120

atg
Met

gga
Gly
25

acc
Thr

cta
Leu

gaa
Glu

cag
Gln

att
Ile
105

gga
Gly

gga
Gly
10

act
Thr

cac
His

atc
Ile

cat
His

aag
Lys
90

gat
Asp

ggt
Gly

ctc
Leu

ctt
Leu

agg
Arg

ctg
Leu

ggt
Gly
75

gca

Ala

act
Thr

gct
Ala

1185

atg
Met

gaa
Glu

tct
Ser

aac
Asn
60

cca
Pro

tat
Tyr

geg
Gly

cct
Pro

g8c¢
Gly

cct
Pro

aag
Lys
45

aat
Asn

tca
Ser

aat
Asn

cca
Pro

ttg
Leu
125

ttc
Phe

atc
Ile
30

aac
Asn

gag
Glu

gtg
Val

cgt
Arg

atg
Met
110

tat
Tyr

gag
Glu
15

ttc
Phe

gtt
Val

cca
Pro

tgt
Cys

gct
Ala
95

gaa

Glu

ctt
Leu

ttt
Phe

gaa
Glu

cat
His

aac
Asn

gga
Gly
80

ttg

Leu

ctt
Leu

att
Ile

48

96

144

192

240

288

336

384



gac
Asp

ttg
Leu
145

gat
Asp

aac
Asn

att
Ile

gac
Asp

gga
Gly
225

cac
His

aag
Lys

gaa
Glu

ctc
Leu

aag
Lys
305

ttc
Phe

cgc
Arg
130

gaa
Glu

cac
His

ttc
Phe

aag
Lys

gga
Gly
210

caa
Gln

gtt
Val

aaa
Lys

atg
Met

caa
Gln
290

agg
Arg

ttt
Phe

ttc
Phe

ggt
Gly

ctt
Leu

tat
Tyr

gga
Gly
195

atg
Met

atc
Ile

gct
Ala

att
Ile

ctc
Leu
275

gct
Ala

ttg
Leu

gag
Glu

gga
Gly

gtc
Val

acc
Thr

gag
Glu
180

gaa
Glu

att
Ile

gaa
Glu

ttt
Phe

gga
Gly
260

gaa

Glu

aga
Arg

ctt
Leu

ttt
Phe

gag
Glu

gaa
Glu

cac
His
165

aaa
Lys

tac
Tyr

agg
Arg

gag
Glu

ttg
Leu
245

atg
Met

gga
Gly

ggt
Gly

ctg
Leu

att
Ile

g8¢
Gly

cgc
Arg
150

aat
Asn

ctc
Leu

aca
Thr

att
Ile

ttc
Phe
230

aca
Thr

agg
Arg

cga
Arg

ata
Ile

cag
Gln
310

cag
Gln

tct
Ser
135

aat
Asn

gta
Val

ttc
Phe

gst
Gly

cct
Pro
215

ctt
Leu

gac
Asp

ttt
Phe

ctt
Leu

cta
Leu
295

att
Ile

cgt
Arg

tcc
Ser

cca
Pro

tat
Tyr

aac
Asn

cta
Leu
200

ctt
Leu

atg
Met

gat
Asp

atg
Met

cca
Pro
280

ctt

Leu

ttt
Phe

aaa
Lys

att
Ile

gtt
Val

aga
Arg

ttt
Phe
185

act
Thr

aat
Asn

cag
Gln

ctt
Leu

act
Thr
265

gat
Asp

gat
Asp

tcc
Ser

gga
Gly

tac
Tyr

gga
Gly

gga
Gly
170

aga
Arg

tct
Ser

gag
Glu

ttt
Phe

gtc
Val
250

gca

Ala

cac
His

gga
Gly

gag
Glu

gat
Asp

gat
Asp

gct
Ala
155

agsg
Arg

gag
Glu

aaa
Lys

gaa
Glu

aac
Asn
235

aag
Lys

cct
Pro

ggt
Gly

agt
Ser

aca
Thr
315

gac
Asp

atc
Ile
140

ggt
Gly

atg
Met

gca
Ala

gct
Ala

agt
Ser
220

ggt
Gly

act
Thr

ccc
Pro

gaa
Glu

tct
Ser
300

cta

Leu

g8¢
Gly

gac
Asp

ttg
Leu

gtg
Val

agg
Arg

atg
Met
205

tct
Ser

gag
Glu

tgg
Trp

gat
Asp

ccc
Pro
285

gtg
Val

atg
Met

ttt
Phe

ttc
Phe

aaa
Lys

tat
Tyr

tat
Tyr
190

tca
Ser

aag
Lys

gga
Gly

gat
Asp

acc
Thr
270

gtt
Val

gaa
Glu

ggt
Gly

g8c¢
Gly

gtt
Val

gtg
Val

tgg
Trp
175

ttc
Phe

gca
Ala

gst
Gly

atc
Ile

gct
Ala
255

tat
Tyr

gac
Asp

gga
Gly

cca
Pro

cca
Pro

tac
Tyr

atc
Ile
160

gct
Ala

gac
Asp

cca
Pro

gct
Ala

caa
Gln
240

ctg
Leu

tac
Tyr

cag
Gln

gat
Asp

gtt
Val
320

tgg
Trp

432

480

528

576

624

672

720

768

816

864

912

960

1008



aac ttt gcg
Asn Phe Ala

ggt gtt ctt
Gly Val Leu

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

<220>
<223>

<400>

355

10
358
PRT

caa
Gln
340

act
Thr

325
ctt

Leu

gct
Ala

330

335

ttc gaa agt att gag cgt gac caa gtt cgt aga
Phe Glu Ser Ile Glu Arg Asp Gln Val Arg Arg

gat
Asp

tga

Secuencia artificial

Constructo sintético

10

Met Ala Asp

1

Ile

Ile

Leu

Ser

65

Met

Glu

Asn

Glu

Met

Tyr

50

Ile

Ala

Leu

Leu

Phe

Gly

35

Arg

Ala

Phe

Gly

Pro

Leu

Ala

20

Phe

Gln

Ser

Arg

Ala

100

Ala

Tyr

Ser

Thr

Gly

Tyr

Val

85

Gln

Ile

Glu

Pro

Lys

Glu

Phe

70

Lys

Pro

Lys

Asn

Thr

Val

Ile

55

Ala

Asp

Ile

Gly

Pro

Pro

Ala

40

Asn

Ala

Ser

His

Ile

345

Met

Gly

25

Thr

Leu

Glu

Gln

Ile

105

Gly

Gly

10

Thr

His

Ile

His

Lys

90

Asp

Gly

Leu

Leu

Arg

Leu

Gly

75

Ala

Thr

Ala

Met

Glu

Ser

Asn

60

Pro

Tyr

Gly

Pro

Gly

Pro

Lys

45

Asn

Ser

Asn

Pro

Leu

350

Phe

Ile

30

Asn

Glu

Val

Arg

Met

110

Tyr

Glu

15

Phe

Val

Pro

Cys

Ala

95

Glu

Leu

Phe

Glu

His

Asn

Gly

80

Leu

Leu

Ile

1056

1077



Asp

Leu

145

Asp

Asn

Ile

Asp

Gly

225

His

Lys

Glu

Leu

Lys
305

Arg

130

Glu

His

Phe

Lys

Gly

210

Gln

Val

Lys

Met

Gln

290

Arg

115

Phe

Gly

Leu

Tyr

Gly

195

Met

Ile

Ala

Ile

Leu

275

Ala

Leu

Gly

Val

Thr

Glu

180

Glu

Ile

Glu

Phe

Gly

260

Glu

Arg

Leu

Glu

Glu

His

165

Lys

Tyr

Arg

Glu

Leu

245

Met

Gly

Gly

Leu

Gly

Arg

150

Asn

Leu

Thr

Ile

Phe

230

Thr

Arg

Arg

Ile

Gln
310

Ser

135

Asn

Val

Phe

Gly

Pro

215

Leu

Asp

Phe

Leu

Leu

295

Ile

120

Ser

Pro

Tyr

Asn

Leu

200

Leu

Met

Asp

Met

Pro

280

Leu

Phe

Ile

Val

Arg

Phe

185

Thr

Asn

Gln

Leu

Thr

265

Asp

Asp

Ser

Tyr

Gly

Gly

170

Arg

Ser

Glu

Phe

Val

250

Ala

His

Gly

Glu

Asp

Ala

155

Arg

Glu

Lys

Glu

Asn

235

Lys

Pro

Gly

Ser

Thr
315

Ile

140

Gly

Met

Ala

Ala

Ser

220

Gly

Thr

Pro

Glu

Ser

300

Leu

125

Asp

Leu

Val

Arg

Met

205

Ser

Glu

Trp

Asp

Pro

285

Val

Met

Phe

Lys

Tyr

Tyr

190

Ser

Lys

Gly

Asp

Thr

270

Val

Glu

Gly

Val

Val

Trp

175

Phe

Ala

Gly

Ile

Ala

255

Tyr

Asp

Gly

Pro

Tyr

Ile

160

Ala

Asp

Pro

Ala

Gln

240

Leu

Tyr

Gln

Asp

Val
320



Phe Phe Glu Phe Ile Gln Arg Lys Gly Asp Asp Gly Phe Gly Pro Trp

325 330 335

Asn Phe Ala Gln Leu Phe Glu Ser Ile Glu Arg Asp Gln Val Arg Arg

340 345 350

Gly Val Leu Thr Ala Asp

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

<220>
<223>

355

11

8068

ADN

Secuencia artificial

Plasmido transformador pSZ8832 - secuencia entre bordes T-DNA

<220>

<221> caracteristica misc

<222> (1)..(130)

<223> Polylinker

<220>

<221> caracteristica_misc

<222> (131)..(400)

<223> Regidén no traducida 3' del transcrito 35S (sentido contrario a las agujas
del reloj)

<220>

<221> caracteristica_misc

<222> (401)..(411)

<223> Polylinker

<220>

<221> caracteristica misc

222> (412)..(3969)

<223> Secuencia de codificacidén cryl4Ab-1.b (sentido contrario a las agujas del
reloj)

<220>

<221> caracteristica misc

222>
<223>

<220>

(3970)..(5276)
Promotor ubiquitin-10 (sentido contrario a las agujas del reloj)



<221>
<222>
<223>

<220>
<221>

caracteristica_misc
(5277)..(5381)
Polylinker

caracteristica_misc

<222> (5382)..(5576)

<223> Regidén no traducida 3' del transcrito 35S (sentido contrario a las agujas
del reloj)

<220>

<221> caracteristica misc

<222> (5577)..(5588)

<223> Polylinker

<220>

<221> caracteristica_misc

<222>
<223>
reloj)

<220>
<221>

(5589)..(6665)
Secuencia de codificacidén hppdPf-4Pa (sentido contrario a las agujas del

caracteristica_misc

<222> (6666)..(7037)

<223> Peptidico de transito optimizado TPotpY-1Pf (sentido contrario a las agujas
del reloj)

<220>

<221> caracteristica_misc

<222> (7038)..(7058)

<223> Polylinker

<220>

<221> caracteristica misc

222>
<223>

(7059)..(7185)
Secuencia lider de ARN gendmico del Virus del Grabado del Tabaco (sentido

contrario a las agujas del reloj)

<220>
<221>
222>
<223>

<220>
<221>
<222>
<223>

caracteristica_misc
(7186)..(7191)
Secuencia polylinker

caracteristica_misc
(7192)..(7941)
Regidn promotora doblemente potenciada del transcrito CaMVv 35S (sentido

contrario a las agujas del reloj)

<220>



<221>
<222>
<223>

<400> 11
gtactgggcc

gggcgatcgce
cgaggaattc
gaagtatttt
aaaccctata
aatagagaga
aaatgaactt
gtcggaaagc
gtgaaggttc
ggtgttgaac
agcgtaaacc
ggaagcagaa
catctgagca
aatgaggttc
ctcgatctca
ctctgggatg
ccagtttcca
aatagaagcg
ctggatttcc
gtaaccgttg
aagagcaccc
ttgtccaatt

agcatatgga

cttgtggcgc
tacgggaact
tggattttag
acaaatacaa
agaaccctaa
gatagatttg
ccttatatag
tcaatgagat
acagatgggg
tgaatggcct
ctaagcttgt
gcatcccagt
tcaccctcaa
ttctcatcaa
tggtactcac
ataatgttct
tccttgaaga
cactcaagaa
atctcggtaa
gactgaacga
acatcgatgg
tctggagcgc

acgttgagga

caracteristica_misc
(7942)..(8068)
Secuencia polylinker

tctatcatag
cgagaaggat
tactggattt
atacatacta
ttcccttatc
tagagagaga
aggaagggtc
cgatggagga
tatcgaagta
catcttcgca
aagccttatc
tgaagagctg
cttgccaatc
gctgggtgaa
caggcaagtt
tgaggtcctg
gggagtcaat
gcttttccct
gtggcctttc
tcttgagtcc
agtagttgaa
agcaagtaat

tcttgtcgat

ctataaacct
ccttaagctt
tggttttagg
agggtttctt
tgggaactac
ctggtgattt
ttgcgaagga
cacaatgaac
cacgatcttc
gtttccgaac
ctcatcgaac
aagagcaaga
aatgaggttg
agcgtacttg
ctcaatgaac
gtaggtcaca
ctggttgatg
ctcccacttc
ctcaatgatc
gatctcaatt
gaagtgagaa
ggaagcatca

ctctttgcecg

attcagcaca
ctagttctag
aattagaaat
atatgctcaa
tcacacatta
cagcgtgtcc
ggcgcgectc
tcggatccct
tcttggtaga
tggatagttc
tcgaggatgt
gcatcgttct
gtggtgaaat
agagcttcct
cagtgcttaa
tgtggaagga
ataggctgga
tggttcttcc
tcgaggttgg
cctgggttga
tcagactgtt
gcggtaattg

tatctggaaa

atgggctcga

agcggccgct
tttattgata
cacgtgagcg
ttatggagaa
tctccaaatg
atcactggtc
cagactgaat
tgaagctgtt
cagatccttg
taatggactg
Cccaacacctt
gtccgttgtg
tcatcttctg
gctttggaag
tatcgttgta
gaagctcaga
tattcacagc
aaatggtgat
gttctggatg
cgcecgtcgcea
gaagtggtcc

tgataagctc

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1380



cacctggtta
ggactcatca
aaggtagtta
ccagttctga
cttggccttg
gagagccatc
ttcttcgtat
ggacacttgc
cacatgatgt

tggaactggc

ggtgatttgg
aagggtgtag
gtcggtggta
cctaactccg
ggtagcagta
agaagcgccg
cttctcagct
cacgttcttt
gtttcccttc
agatgggttg
agttggagag
ctcgccatcg
aagggtagaa
gttggcgtag

ggtgtaaact

gactgtccaa
atcttttggt
ccgttgaaga
gtagtctcga
ttcacaagct
accttaagag

ggggaggact

tcgaactttg
ggtgggttat
atagttggaa
agggtaatat
tttccgttct
gagtaaaggg
atttgggtgt
aggttagtag
ttaatccact
ggaattccct
gggttgagat
acgttagcct
caagaagcct
catccagtag
aggtacttag
agtcctccaa
ttaagcacga

ccaagctcaa

tgaatcctga
aggcgtagga
ggaaggaatc
agttgcctcc
tcctaagcac
ccacttggga
tgaaaagcat
gtggtccaga
tgttgccatt
cgaactcgat
caccggtaga
ctccaatcac
tgaggttgga
tggagtttgg
cggtcatgaa
ctttcacaac
tgagaatcac
cgtaggacac
gagtgaatgg
tgtatccgtt
tgcaatatcc
agttctgggt
gagactctgg
agccgtatgg

ggttctgaag

caccttgtac
ggtgaagaat
gtagttgatg
aacaagaagg
gttcttctct
aatctggtaa
gtacacctgg
acaagactgc
gttgtttccg
cctgtcgatg
aagcacgttg
gtacacgtta
agaagaaata
gttggcgtat
aagggtgttg
ggttggccta
gttgttggta
gagagaagca
gtaaagagcg
agcggtagaa
tggaagggaa
agcagcgtta
atcgttagaa
gtaagagtat

ctcgtcgttg

ctggtgtatg
ccagaagctg
taggcgttag
ttggaagcct
tcgcagaaaa
gaggacacct
gtggtaatct
tgagttccag
ttgttgttgt
aaaatcttct
gtggtgttgt
agtggaaggg
agggatccgt
ctgatcctaa
ccagaatcaa
gecgttgtttg
tcggaatcaa
agaactccaa
ttgatcttct
gtgcaagaga
gctccaattc
acctgttgaa
tcgccgtact
ccagatccct

tagtaggaga

gcttaagggt
gctgaagaga
ttcccaacac
caagaagttg
gttcatcgga
caagagcaag
tctcaagatc
caatagcaca
tagtgttgcc
gatctccacc
aaaggtcctg
tgttgttcat
tctgggtaat
tcctgtactg
gtggaacagc
ggaaatagcc
gctctccgaa
gctttccggt
ggttggtgtc
atggtggttc
cgttaagaat
ttggagcgga
tgtacttgga
tctttggtgg

tgaggttcac

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2460

2520

2580

2640

2700

2760

2820

2880



gttgttgttt
gagagatccg
ctcaagagca
atcgagcacg
gttggtgcca
gtagttaagg
agtaagttga
ggattgcata
atcgaagttt
gaagttggtc
agtgttaaca
atcgaagatg
gttaagctgc
cttgttcttg
tccacctgga
gaaggttcca
ggtcttttgg
cacgttagaa
gcaatccatc
gaaactaaca
caaattattt
tctaacgatc
aacatatacg
cacagaaatt

aaattgaaat

gggattgggsg
tcagtacctt
gtctgagagg
ttcaaggtca
atggttggca
atagcgttcc
gcatcggaaa
gcagcgaatc
ccgttcatga
acaacgttgg
gttccactcc
gactcaaggt
ttctgaatct
tgtggccaaa
acgaaggatc
ccttgagaag
aactcttccc
actggaatag
tgttaatcag
cctgatctag
gaacaaatcg
aaacccagaa
aaattgggat
taccttgatc

ctgaattgtg

agtgctggta
cttcttgacc
tgtaatcatc
tgcccttgat
tgttcttgga
tcatgttctg
gtcccacttt
tagcggtagc
tgtggttctc
tgtaatcgga
actgagcatc
aagaggacca
cggaatcgat
gccatccaat
cagcaagaga
cagagaatcc
aagccttctt
cgagcacgtt
aaaaactcag
atagaaatca
gatgatatct
aatcgtcttc
cgaacgaaaa
acggtagaga

aagaagaaga

agagaatgag
caccatgtta
tgggtaaagg
gtacacgttg
gtccttgaac
cttggtccta
gtcaatccaa
tccaataacg
gttgttggca
ctcggttggg
cacaatagca
ctcgttccta
gaggttaatg
caccatgttg
aattccagac
ctgttggaga
aagatcaccc
gtatggaatg
attaatcgac
caaatcgaag
atgaaaccct
gatctaagat
caaaatcgaa
gaattgagag

gctetttggg

tcgaaggtgt
gagaaggtca
gatggccaaa
taggtgtcca
accttcataa
tcaaggttag
gcgttgcaga
aagtatggag
atatcgccat
tttctaaggg
ccgttgaggt
tcagcatcga
aggttctcgg
atgattggag
tggagaaggg
gcagtaagag
acggtatcag
ttctgctggg
aaattcgatc
agtaattatt
aatcgagaat
taacagaatc
gattttgaga
aaagttttta

tattgtttta

tgtagatcct
ccctagtttg
tagccacaat
cagagaactt
cctgctgggt
ccttctgggt
acttgatgta
cagcagcaac
cagcagcaat
tcctgttggt
tgttggagga
gaagagcctt
tatcagcgtt
ccacgaaagt
taaggtagtt
agaaagatcc
taagggagtt
actgaaggtt
gcacaaacta
cgacaaaact
taagatgata
taaaccaaag
gaataaggaa
agattttgag

tagaagaaga

2940

3000

3060

3120

3180

3240

3300

3360

3420

3480

3540

3600

3660

3720

3780

3840

3900

3960

4020

4080

4140

4200

4260

4320

4380



agaagaaaag
taataaaatg
cttattttta
gccggcetgea
cggtcgtcat
cattatcgtt
gggtcccact
ttcctttttg
ttcttggaaa
ttttttagtg
gtatcaagtt
tcttgttatt
tcgtgttcag
acacaaaaca
atcagttcat
aacaatgatt
ccaggatcca
aattagaaat
atatgctcaa
tcacacatta
tcgttaactc
aaaagttgcg
aagaaaactg
tccacagaac

tgatctggaa

acgaggacga
acacgtgtat
ggttgaggaa
accactttga
aagatccagc
ttatttttta
gcattgaagc
tttttttttg
agtaacttct
ttattggata
ggtgaacaag
taattcatat
tccaatgacc
ttctttgaat
acaaacctcc
aatagatcta
tactcgagat
tttattgata
cacatgagcg
ttatagagag
aatcagcagt
caaagttcca
gacccattag
ttccatcaag

gtcgtccttc

ctaggtcacg
tgagcgttgt
aagtatttgt
cgccgtttat
cgttgagatt
aatatacggt
gtatttcgta
ccatttatct
ttatcgtata
tttttgtatg
tctcgttaaa
atcaatggat
aataatattt
aagttcgcta
atagagttca
agtcgacact
acccgggcct
gaagtatttt
aaaccctata
agatagattt
aagaacacct
tgggccaaag
tgtctcggaa
tagtatacct

gagcatttcg

agaaagctaa
ttacacgcaa
gctttgagtt
tactgactcg
taacgatcgt
ggagctgaaa
ttttctagaa
aatgcaagtg
acatattgtg
attattgatt
aaaggcaagt
cttatttggg
tttcattaat
tgaagaaggg
acatcttaaa
aagctttaac
gcaggcctag
acaaatacaa
agaaccctaa
gtagagagag
ctacgaactt
ccgtcatctc
aaaatctgca
ctagcttgga

taataggtat

ggcggtgaag
agttgttttt
gataaacacg
tcgacaacca
tacgatttat
attggcaata
ttcttcgtgc
ggcttataaa
aaattatcca
tgcataggat
ggtttggtga
gcctggtcca
aacaatgtaa
aacttatccg
caagaatatc
tagtttaggc
gactggattt
atacatacta
ttcccttatc
actggtgatt
ggtcacgctc
ctttacgctg
gaagcaacct

gctggtcaac

cgggaggtsgc

caatagctaa
ggctaattgc
actcgtgtgt
caatttctaa
atttttttag
attgaaccgt
tttatttctt
atcagtgaat
tttcttttaa
aatgactttt
ctcgatttat
tatttaacac
caagaatgat
gtcctagatc
ctgatcccca
ctaatgaatt
tggttttagg
agggtttctt
tgggaactac
tcagcggacg
aatactttcg
aataaactca
cttatctcct
gggttcaccg

agtcataaac

4440

4500

4560

4620

4680

4740

4800

4860

4920

4980

5040

5100

5160

5220

5280

5340

5400

5460

5520

5580

5640

5700

5760

5820

5880



ctcattccaa
acgtgttgga
ttagaacttt
gaagttagac
agtttctcat
tgatcgatca
aagtcgatat
cctccaattc
ggttgggctc
gccattccac
tcattgttca
tgggtagcga
ggagaagcaa
gccatgcacc
gcgacgggea
gaggccatca
ttcttgttgc
agggtggaga
gtgaacggag
gaggagatcg
tcagaaaatt
cttgattgct
caaatgaaat
gtcatccctt

aacgtcttct

ttttcttcag
ttccctcacc
cctcattaag
ctgtgtattc
agaagttagc
ctttcaaacc
cgtaaatgga
cctttatggc
ccagttccaa
acactgatgg
ggattagatt
cctttgtaaa
actcaataaa
ggatccttcc
ggctggeggt
tcacggtggsg
cgtaggcecegg
agtcgttagc
ccaccatgtt
aagccatttt
gcttttgcett
tgagattcgt
gaacttcctt
acgtcagtgg

ttttccacga

agcatcccaa
gttaaactgc
aggaatccta
tcccttaatg
ccaatacacc
agctccaact
agagccctct
tggaaggtta
agcacgatta
accatgttca
tatctctcct
acccattatt
ctcgaagccc
gcecgttgetg
ggacttgagc
cgccatagac
ccacacctgc
cttcttggtg
ggcctgagca
ttttttaatt
taaaagaaat
ttgttttgta
atatagagga
agatatcaca

tgctcctcgt

gtcttgacaa
ataaggaact
atcattccgt
tcgaaatacc
atccttcctc
ggattgcgtt
ccgaagcggt
agttccattg
tatgccttct
gcggcaaagt
tgtctgtaca
tcgaagatag
atgagtccca
acgttgccga
ccctggaacg
agcggegeca
atatattgaa
gtggggaagg
ggggeggtcec
aacacgtgcg
gatttaaatt
tatgttgtgt
agggtcttgc

tcaatccact

gggtgggest

gatcgtctgt
cttcgatttg
ctggtgctga
ttgcctctct
tatatacatt
cgacaccttc
caataagata
gcccagtatc
ggctatcttt
aggaagcaat
gatgaacgtt
gttcaagagt
ttgggttttc
ggcttctgga
gagcgacgsgc
ggtacgacag
ctcttccacc
cggegttgga
ggctaacggt
ttcgtaaatg
gctgcaatag
tgagaattta
gaaggatagt
tgctttgaag

ccatctttgg

caaaaaagca
tccagcaccc
catagcttta
aaagttgaag
gtgggtaagg
caagtaaacg
caaaggagca
aatgtgaatt
aaccctaaag
gctgtttggc
cttagacctg
tccaggagta
atataaatct
ggagcgeces
ggtggccgac
cgtctcgaac
gttgctggga
cttaaggccg
cgcaactgag
gtgaaaattt
aagtagaatg
ttgtcctctc
gggattgtgc
acgtggttgg

gaccactgtc

5940

6000

6060

6120

6180

6240

6300

6360

6420

6480

6540

6600

6660

6720

6780

6840

6900

6960

7020

7080

7140

7200

7260

7320

7380



ggtagaggca
accttccttt
gaggtttccg
tgtatctttg
tccacttgct
gggggtccat
tcgcaatgat
cagatagctg
tcaattgccc
tcgtgctcca
ttagttagcg
gtgcggagaa
<210>
<211>

<212>
<213>

12
31
ADN

<220>

<223>

<400> 12

tcttgaacga
tccactatct
gatattaccc
atatttttgg
ttgaagacgt
ctttgggacc
ggcatttgta
ggcaatggaa
tttggtcttc
ccagttgact
agcggcgaac

agaggtaatg

tagcctttcc
tcacaataaa
tttgttgaaa
agtagacaag
ggttggaacg
actgtcggca
ggagccacct
tccgaggagg
tgagactgta
attcgctacc
taataactcc

aaatggca

Secuencia artificial

cebador PRIM@937

tttatcgcaa
gtgacagata
agtctcaatt
tgtgtcgtgc
tettettttt
gaggcatctt
tccttttcca
tttccggata
tctttgatat
ttaggaccgt

gctctaccga

gagactgtat ctttgatatt tttggagtag a

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

13
24
ADN

<220>

<223>

<400> 13

Secuencia artificial

cebador PRIM@938

ctgagtcgat caaaaccaat caat

tgatggcatt
gctgggcaat
gccctttggt
tccaccagtt
ccacgatgct
caacgatggc
ctatcttcac
ttaccctttg
ttttggagta
tatagttacg

aagttacgat

tgtaggagcc
ggaatccgag
cttctgagac
atcacatcaa
cctcgtgggt
ctttccttta
aataaagtga
ttgaaaagtc
gacaagtgtg
cccgggttag

aaacggtcgg

7440

7500

7560

7620

7680

7740

7800

7860

7920

7980

8040

8068

31

24



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

<220>
<223>

<400>

14
29
ADN
Secuencia artificial

sonda TM1734

14

aagtgtgtcg tgctccacca gttatcaca

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

<220>
<223>

<400>

15
20
ADN
Secuencia artificial

cebador SHA971

15

ccagcttcge cgcttecttc

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

<220>
<223>

<400>

16
23
ADN
Secuencia artificial

cebador SHAQ72

16

gaaggcaagc ccatctgcaa gcc

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

<220>
<223>

<400>

17
24
ADN
Secuencia artificial

sonda TM1428

17

cttcaccttc tatgcccctg acac

<210>
<211>

18
37

29

20

23

24



<212> ADN
<213> Secuencia artificial

220>
<223> cebador PRIM1652

<400> 18
gagaagtttc aatactaata gtatcaatac tcagaat

<210> 19
211> 19
<212> ADN
<213> Secuencia artificial

220>
<223> sonda TM2084

<400> 19
cgagtattag ccatattta

<210> 20
211> 26
<212> ADN
<213> Secuencia artificial

220>
<223> cebador PRIMO939

<400> 20
ccattgtgct gaataggttt atagct

<210> 21
211> 31
<212> ADN
<213> Secuencia artificial

220>
<223> cebador 0940

<400> 21
gacaaatact actttgttaa gtttagaccc c

<210> 22
211> 30
<212> ADN
<213> Secuencia artificial



<220>
<223>

<400> 22

sonda TM1735

tgatagagcg cctgggccta actttctaaa

<210> 23
<211>
<212>
<213>

ADN

<220>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
222>
<223>
<220>
<221>
<222>
<223>

<400> 23
ctaaaccttc

cattaagact
tagaatgtgt
caatgcaacc
cttttgagga
attattttca
gatatgtcaa
caactttcta

ttttttttta

9749

.(1058)

caacaatttt
aaaaataaaa
cggatacttg
tgttgctgtg
ttattcttaa
attcctattt
caaacatgta
gttccaattt

tcgcatatat

Secuencia artificial

evento EE-GM4 de soja

caracteristica_misc

(1).
Parte de regidén flanqueante de T-ADN 5°'

caracteristica_misc
(1059)..(8663)
regioén T-DNA insertado

caracteristica_misc
(8664)..(9749)
Parte de regidon flanqueante 3'

ctgggaatag
ttattttact
acattaacca
ctatggctct
ttgattaaaa
atgaaaaacc
agtctatgac
gtttctgagg

atatagtcta

cttgagcatt
atcggcatag
aaataactaa
agtgcaaact
agatatctat
ttcatcctaa
tctgagataa
tcatcttttt

tctagtgcct

ggttcaatga
ttgggttcat
taaagactta
cgtgattatg
gtgttataaa
gggactttag
gcttataggg
acccaataat

tttttctgtg

tatcagcacg
tggcattagt
tctaagtcag
ctatagccac
ttttgttgat
catgacattt
ggaatctgag
aattctgata

ttgcacattc

30

60

120

180

240

300

360

420

480

540



agtatctaga
tcgctataaa
aaaattttat
ctatccaatt
tttaaaattt
ctgttaaagg
gttacttttc
ctaggatact
tgttaagttt
ctattcagca
ttctagttct
ggaattagaa
ttatatgctc
actcacacat
ttcagcgtgt
gaggcgcgcec
actcggatcc
tctcttggta
actggatagt
actcgaggat
gagcatcgtt
tggtggtgaa
tgagagcttc
accagtgctt

catgtggaag

agtcactttg
atcctcctag
ttaagaaaaa
tcttcaaagc
ctccaaaagt
ccgcttgagc
ttcatatttc
ttattggtta
agaccccttt
caatgggctc
agagcggccg
attttattga
aacacgtgag
tattatggag
cctctccaaa
tcatcactgg
ctcagactga
gatgaagctg
tccagatcct
gttaatggac
ctccaacacc
atgtccgttg
cttcatcttc
aagctttgga

gatatcgttg

gagcttggac
cggctagcac
acaaattcca
tttgattgat
agattgatca
cgacttctag
tatgtcaata
tataattcag
ttagaaagtt
gagggcgatc
ctcgaggaat
tagaagtatt
cgaaacccta
aaaatagaga
tgaaatgaac
tcgtcggaaa
atgtgaaggt
ttggtgttga
tgagcgtaaa
tgggaagcag
ttcatctgag
tgaatgaggt
tgctcgatct
agctctggga

taccagtttc

cttgactcat
ccatttcttt
taatatttag
catttatagt
atttaactta
ttatttattg
tttaatataa
tgtgcaaaaa
aggcccaggce
gctacgggaa
tctggatttt
ttacaaatac
taagaaccct
gagatagatt
ttccttatat
gctcaatgag
tcacagatgg
actgaatggc
ccctaagctt
aagcatccca
catcaccctc
tcttctcatc
catggtactc
tgataatgtt

catccttgaa

ctaagatcca
cttatacaaa
actaatagac
ctttaaataa
taataatgat
ttaattacat
tcttcatctg
gatattgaca
gctctatcat
ctcgagaagg
agtactggat
aaatacatac
aattccctta
tgtagagaga
agaggaaggs
atcgatggag
ggtatcgaag
ctcatcttcg
gtaagcctta
gttgaagagc
aacttgccaa
aagctgggtg
accaggcaag

cttgaggtcc

gagggagtca

ctgggtggac

attcaaattt
attggtatat
taaaattatt
taaattgaaa
cattttgttt
caggggaaag
aatactactt
agctataaac
atccttaagc
tttggtttta
taagggtttc
tctgggaact
gactggtgat
tcttgcgaag
gacacaatga
tacacgatct
cagtttccga
tcctcatcga
tgaagagcaa
tcaatgaggt
aaagcgtact
ttctcaatga
tggtaggtca

atctggttga

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



tgataggctg
tctggttctt
tctcgaggtt
ttcctgggtt
aatcagactg
cagcggtaat
cgtatctgga
acctggtgta
atccagaagc
tgtaggcgtt
ggttggaagc
cttcgcagaa
aagaggacac
gggtggtaat
gctgagttcc
cgttgttgtt
tgaaaatctt
tggtggtgtt
taagtggaag
taagggatcc
atctgatcct
tgccagaatc
tagcgttgtt
tatcggaatc

caagaactcc

gagaagctca
cctattcaca
ggaaatggtg
gagttctgga
ttcgccgtcg
tggaagtggt
aatgataagc
tggcttaagg
tggctgaaga
agttcccaac
ctcaagaagt
aagttcatcg
ctcaagagca
cttctcaaga
agcaatagca
gttagtgttg
ctgatctcca
gtaaaggtcc
ggtgttgttc
gttctgggta
aatcctgtac
aagtggaaca
tgggaaatag
aagctctccg

aagctttccg

gaaatagaag
gcctggattt
atgtaaccgt
tgaagagcac
cattgtccaa
ccagcatatg
tccacctggt
gtggactcat
gaaaggtagt
acccagttct
tgcttggcect
gagagagcca
agttcttcgt
tcggacactt
cacacatgat
cctggaactg
ccggtgattt
tgaagggtgt
atgtcggtgg
atcctaactc
tgggtagcag
gcagaagcgc
cccttctcag
aacacgttct

gtgtttccct

cgcactcaag
ccatctcggt
tggactgaac
ccacatcgat
tttctggagc
gaacgttgag
tagactgtcc
caatcttttg
taccgttgaa
gagtagtctc
tgttcacaag
tcaccttaag
atggggagga
gctcgaactt
gtggtgggtt
gcatagttgg
ggagggtaat
agtttccgtt
tagagtaaag
cgatttgggt
taaggttagt
cgttaatcca
ctggaattcc
ttgggttgag

tcacgttagc

aagcttttcc
aagtggcctt
gatcttgagt
ggagtagttg
gcagcaagta
gatcttgtcg
aatgaatcct
gtaggcgtag
gaggaaggaa
gaagttgcct
cttcctaagc
agccacttgg
cttgaaaagc
tggtggtcca
attgttgcca
aacgaactcg
atcaccggta
ctctccaatc
ggtgaggttg
gttggagttt
agcggtcatg
ctctttcaca
cttgagaatc
atcgtaggac

ctgagtgaat

ctctcccact
tcctcaatga
ccgatctcaa
aagaagtgag
atggaagcat
atctctttgc
gacaccttgt
gaggtgaaga
tcgtagttga
ccaacaagaa
acgttcttct
gaaatctggt
atgtacacct
gaacaagact
ttgttgtttc
atcctgtcga
gaaagcacgt
acgtacacgt
gaagaagaaa
gggttggegt
aaaagggtgt
acggttggcc
acgttgttgg
acgagagaag

gggtaaagag

2100

2160

2220

2280

2340

2400

2460

2520

2580

2640

2700

2760

2820

2880

2940

3000

3060

3120

3180

3240

3300

3360

3420

3480

3540



cgttgatctt
aagtgcaaga
aagctccaat
taacctgttg
aatcgccgta
atccagatcc
tgtagtagga
agtcgaaggt
tagagaaggt
gggatggcca
tgtaggtgtc
acaccttcat
tatcaaggtt
aagcgttgca
cgaagtatgg
caatatcgcc
ggtttctaag
caccgttgag
tatcagcatc
tgaggttctc
tgatgattgg
actggagaag
gagcagtaag
ccacggtatc

tgttctgctg

ctggttggtg
gaatggtggt
tccgttaaga
aattggagcg
cttgtacttg
cttctttggt
gatgaggttc
gttgtagatc
caccctagtt
aatagccaca
cacagagaac
aacctgctgg
agccttctgg
gaacttgatg
agcagcagca
atcagcagca
ggtcctgttg
gttgttggag
gagaagagcc
ggtatcagcg
agccacgaaa
ggtaaggtag
agagaaagat
agtaagggag

ggactgaagg

tcagatgggt
tcagttggag
atctcgccat
gaaagggtag
gagttggcgt
ggggtgtaaa
acgttgttgt
ctgagagatc
tgctcaagag
atatcgagca
ttgttggtgc
gtgtagttaa
gtagtaagtt
taggattgca
acatcgaagt
atgaagttgg
gtagtgttaa
gaatcgaaga
ttgttaagct
ttcttgttct
gttccacctg
ttgaaggttc
ccggtectttt
ttcacgttag

ttgcaatcca

tgcaagaagc
agcatccagt
cgaggtactt
aaagtcctcc
agttaagcac
ctccaagctc
ttgggattgg
cgtcagtacc
cagtctgaga
cgttcaaggt
caatggttgg
ggatagcgtt
gagcatcgga
tagcagcgaa
ttccgttcat
tcacaacgtt
cagttccact
tggactcaag
gcttctgaat
tgtgtggcca
gaacgaagga
caccttgaga
ggaactcttc
aaactggaat

tctgttaatc

cttgtatccg
agtgcaatat
agagttctgg
aagagactct
gaagccgtat
aaggttctga
ggagtgctgg
ttcttcttga
ggtgtaatca
catgcccttg
catgttcttg
cctcatgttc
aagtcccact
tctagcggta
gatgtggttc
ggtgtaatcg
ccactgagca
gtaagaggac
ctcggaatcg
aagccatcca
tccagcaaga
agcagagaat
ccaagccttc
agcgagcacg

agaaaaactc

ttagcggtag
cctggaaggg
gtagcagcgt
ggatcgttag
gggtaagagt
agctcgtcgt
taagagaatg
cccaccatgt
tctgggtaaa
atgtacacgt
gagtccttga
tgcttggtcc
ttgtcaatcc
gctccaataa
tcgttgttgg
gactcggttg
tccacaatag
cactcgttcc
atgaggttaa
atcaccatgt
gaaattccag
ccctgttgga
ttaagatcac
ttgtatggaa

agattaatcg

3600

3660

3720

3780

3840

3900

3960

4020

4080

4140

4200

4260

4320

4380

4440

4500

4560

4620

4680

4740

4800

4860

4920

4980

5040



acaaattcga
agagtaatta
ctaatcgaga
attaacagaa
aagattttga
agaaagtttt
ggtattgttt
aaggcggtga
aaagttgttt
ttgataaaca
cgtcgacaac
gttacgattt
aaattggcaa
aattcttcgt
tgggcttata
tgaaattatc
tttgcatagg
gtggtttggt
gggcctggtc
ataacaatgt
ggaacttatc
aacaagaata
actagtttag
aggactggat

aaatacatac

tcgcacaaac
ttcgacaaaa
attaagatga
tctaaaccaa
gagaataagg
taagattttg
tatagaagaa
agcaatagct
ttggctaatt
cgactcgtgt
cacaatttct
atattttttt
taattgaacc
gctttatttc
aaatcagtga
catttctttt
ataatgactt
gactcgattt
catatttaac
aacaagaatg
cggtcctaga
tcctgatccc
gcctaatgaa
tttggtttta

taagggtttc

tagaaactaa
ctcaaattat
tatctaacga
agaacatata
aacacagaaa
agaaattgaa
gaagaagaaa
aataataaaa
gccttatttt
gtgccggetg
aacggtcgtc
agcattatcg
gtgggtccca
ttttcctttt
atttcttgga
aattttttag
ttgtatcaag
attcttgtta
actcgtgttc
atacacaaaa
tcatcagttc
caaacaatga
ttccaggatc
ggaattagaa

ttatatgctc

cacctgatct
ttgaacaaat
tcaaacccag
Cgaaattggg
tttaccttga
atctgaattg
agacgaggac
tgacacgtgt
taggttgagg
caaccacttt
ataagatcca
ttttattttt
ctgcattgaa
tgtttttttt
aaagtaactt
tgttattgga
ttggtgaaca
tttaattcat
agtccaatga
cattctttga
atacaaacct
ttaatagatc
catactcgag
attttattga

aacacatgag

agatagaaat
cggatgatat
aaaatcgtct
atcgaacgaa
tcacggtaga
tgaagaagaa
gactaggtca
attgagcgtt
aaaagtattt
gacgccgttt
gccgttgaga
taaatatacg
gcgtatttcg
tgccatttat
ctttatcgta
tatttttgta
agtctcgtta
atatcaatgg
ccaataatat
ataagttcgc
ccatagagtt
taagtcgaca
atacccgggc
tagaagtatt

cgaaacccta

cacaaatcga
ctatgaaacc
tcgatctaag
aacaaaatcg
gagaattgag
gagctctttg
cgagaaagct
gtttacacgc
gtgctttgag
attactgact
tttaacgatc
gtggagctga
tattttctag
ctaatgcaag
taacatattg
tgattattga
aaaaaggcaa
atcttatttg
tttttcatta
tatgaagaag
caacatctta
ctaagcttta
ctgcaggcct
ttacaaatac

taagaaccct

5100

5160

5220

5280

5340

5400

5460

5520

5580

5640

5700

5760

5820

5880

5940

6000

6060

6120

6180

6240

6300

6360

6420

6480

6540



aattccctta
agactggtga
ttggtcacgc
tcctttacgc
cagaagcaac
gagctggtca
atcgggaggt
aagatcgtct
ctcttcgatt
gtctggtgct
ccttgectct
tctatataca
ttcgacacct
gtcaataaga
tggcccagta
ctggctatct
gtaggaagca
cagatgaacg
aggttcaaga
cattgggttt
gaggcttctg
cggagcgacg
caggtacgac

aactcttcca

ggcggegttg

tctgggaact
tttcagcgga
tcaatacttt
tgaataaact
ctcttatctc
acgggttcac
gcagtcataa
gtcaaaaaag
tgtccagcac
gacatagctt
ctaaagttga
ttgtgggtaa
tccaagtaaa
tacaaaggag
tcaatgtgaa
ttaaccctaa
atgctgtttg
ttcttagacc
gttccaggag
tcatataaat
gaggagcggc
gcggtggecg
agcgtctcga
ccgttgectgg

gacttaaggc

actcacacat
cgtcgttaac
Ccgaaaagttg
caaagaaaac
cttccacaga
cgtgatctgg
acctcattcc
caacgtgttg
ccttagaact
tagaagttag
agagtttctc
ggtgatcgat
cgaagtcgat
cacctccaat
ttggttggsc
aggccattcc
gctcattgtt
tgtgggtagc
taggagaagc
ctgccatgca
gggcgacges
acgaggccat
acttcttgtt
gaagggtgga

cggtgaacgg

tattatagag
tcaatcagca
cgcaaagttc
tggacccatt
acttccatca
aagtcgtcct
aattttcttc
gattccctca
ttcctcatta
acctgtgtat
atagaagtta
cactttcaaa
atcgtaaatg
tccctttatg
tcccagttcc
acacactgat
caggattaga
gacctttgta
aaactcaata
ccggatcctt
gaggctggeg
catcacggtg
gccgtaggcc
gaagtcgtta

agccaccatg

agagatagat
gtaagaacac
catgggccaa
agtgtctcgg
agtagtatac
tcgagcattt
agagcatccc
ccgttaaact
agaggaatcc
tctcccttaa
gcccaataca
ccagctccaa
gaagagccct
gctggaaggt
aaagcacgat
ggaccatgtt
tttatctctc
aaacccatta
aactcgaagc
ccgeecgttgc
gtggacttga
ggcgccatag
ggccacacct
gccttettgg

ttggcctgag

ttgtagagag
ctctacgaac
agccgtcatc
aaaaaatctg
ctctagcttg
cgtaataggt
aagtcttgac
gcataaggaa
taatcattcc
tgtcgaaata
ccatccttcc
ctggattgcg
ctccgaagcg
taagttccat
tatatgcctt
cagcggcaaa
cttgtctgta
tttcgaagat
ccatgagtcc
tgacgttgcc
gcccctggaa
acageggegg
gcatatattg
tggtggggaa

caggggcggt

6600

6660

6720

6780

6840

6900

6960

7020

7080

7140

7200

7260

7320

7380

7440

7500

7560

7620

7680

7740

7800

7860

7920

7980

8040



ccggctaacg
cgttcgtaaa
ttgctgcaat
gttgagaatt
gcgaaggata
cttgctttga
gtccatcttt
aatgatggca
tagctgggca
ttgccctttg
gctccaccag
ttgattggtt
tccaatctat
acctaactca
aaatacccgt
ctctccaatc
tattttaatt
tttttattct
ttcattctcc
tcttctaatt
acaacaatgc
gcaaatccct
cctcgettgc
tgtttatttg

tcaatatttt

gtcgcaactg
tggtgaaaat
agaagtagaa
tattgtcctc
gtgggattgt
agacgtggtt
gggaccactg
tttgtaggag
atggaatccg
gtcttctgag
ttatcacatc
ttgatcgact
atatgaatga
aactgttcag
actcttgttt
taaggaaaaa
ttatgttact
cccgttcatc
tttttatttt
atttctcctc
acgtagctat
ccagcagcag
tgccaatgcc
gcagctcacg

atcacactta

aggaggagat
tttcagaaaa
tgcttgattg
tccaaatgaa
gcgtcatccc
ggaacgtctt
tcggtagagg
ccaccttcct
aggaggtttc
actgtatctt
aatccatatt
cagttctgtt
ttttgattgg
atcgatttaa
gttgttttcc
atgatgagaa
atatcataaa
caattaaata
tttcaattta
tatttatttt
agctgctagt
attgtaattg
atttgttttt
attttaacct

aCCcacccaa

cgaagccatt
ttgecttttgce
cttgagattc
atgaacttcc
ttacgtcagt
ctttttccac
catcttgaac
tttccactat
cggatattac
tgatattttt
taaagttaaa
ttgattagat
tttgattcga
gtcaattcat
tgaagggaag
aagaaacgat
gataaaaaaa
agtagaggaa
gataatttaa
cactacaaaa
aacaggtccc
tattgtgttg
ctcctttcta
aactcaaacc

ctaataaatg

ttttttttaa
tttaaaagaa
gtttgttttg
ttatatagag
ggagatatca
gatgctcctc
gatagccttt
cttcacaata
cctttgttga
ggagtagaca
acaaataatt
ctataaattt
ttttgatcat
attcgttgtc
ggagcatcaa
ttgccttacc
aacatttaat
taacttgact
aatctacgtt
caaaaagttg
cacagagacsg
tcccttectc
tttctagcaa
tagctgatat

agccacaacc

ttaacacgtg
atgatttaaa
tatatgttgt
gaagggtctt
catcaatcca
gtgggtgges
cctttatcgc
aagtgacaga
aaagtctcaa
agtgtgtcgt
ctaaaaaaaa
aaactcatga
taaatacata
ctgtatcaaa
ccccgttgat
aagtattatt
acaattatat
tttctttatc
tatttttctt
aaagagacga
aaaagttgat
gctccgtgag
gtagcaacac
tataattcat

ggaccaatcc

8100

8160

8220

8280

8340

8400

8460

8520

8580

8640

8700

8760

8820

8880

8940

9000

9060

9120

9180

9240

9300

9360

9420

9480

9540



ttatttaaac aaaatacaca aatatttatg tcatattttt aaaataaatt aaatcattaa

aataacacgt tttaatttaa atcaaaagat cttataaagc aggctaatta cttaacttaa

tcatgaaata taacccaatc ttataaagca caggcttatt attttcaaga catgccaatc

ttggggatcg taatttctag ggtagtgat

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

24

ADN

<220>
<223>

<220>
<221>
<222>
<223>
<220>
<221>
222>
<223>

<400> 24
ctaaaccttc

cattaagact
tagaatgtgt
caatgcaacc
cttttgagga
attattttca
gatatgtcaa
caactttcta
ttttttttta

agtatctaga

1229

.(1058)

caacaatttt
aaaaataaaa
cggatacttg
tgttgctgtg
ttattcttaa
attcctattt
caaacatgta
gttccaattt
tcgcatatat

agtcactttg

Secuencia artificial

unién 5' de EE-GM4

caracteristica_misc

(1).
Parte de regidén flanqueante de T-ADN

caracteristica_misc
(1059)..(1229)
Parte de T-ADN

ctgggaatag
ttattttact
acattaacca
ctatggctct
ttgattaaaa
atgaaaaacc
agtctatgac
gtttctgagg
atatagtcta

gagcttggac

cttgagcatt
atcggcatag
aaataactaa
agtgcaaact
agatatctat
ttcatcctaa
tctgagataa
tcatcttttt
tctagtgect

cttgactcat

ggttcaatga
ttgggttcat
taaagactta
cgtgattatg
gtgttataaa
gggactttag
gcttataggg
acccaataat
tttttctgtg

ctaagatcca

tatcagcacg
tggcattagt
tctaagtcag
ctatagccac
ttttgttgat
catgacattt
ggaatctgag
aattctgata

ttgcacattc

ctgggtggac

9600

9660

9720

9749

60

120

180

240

300

360

420

480

540

600



tcgctataaa
aaaattttat
ctatccaatt
tttaaaattt
ctgttaaagg
gttacttttc
ctaggatact
tgttaagttt
ctattcagca
ttctagttct
ggaattagaa
<210>
<211>

<212>
<213>

25
1339
ADN

<220>
<223>

atcctcctag
ttaagaaaaa
tcttcaaagc
ctccaaaagt
ccgcttgagc
ttcatatttc
ttattggtta
agaccccttt
caatgggctc
agagcggccg

attttattga

cggctagcac
acaaattcca
tttgattgat
agattgatca
cgacttctag
tatgtcaata
tataattcag
ttagaaagtt
gagggcgatc
ctcgaggaat

tagaagtat

Secuencia artificial

unién 3' de EE-GM4

<220>

<221> caracteristica misc
<222> (1)..(253)

<223> Parte de T-ADN
<220>

<221> caracteristica_misc
<222> (254)..(1339)

<223>

<400> 25

ccatttcttt
taatatttag
catttatagt
atttaactta
ttatttattg
tttaatataa
tgtgcaaaaa
aggcccaggc
gctacgggaa

tctggatttt

Parte de regidén flanqueante de T-ADN

gggaccactg tcggtagagg catcttgaac gatagccttt

tttgtaggag ccaccttcct tttccactat cttcacaata

atggaatccg aggaggtttc cggatattac cctttgttga

gtcttctgag actgtatctt tgatattttt ggagtagaca

cttatacaaa
actaatagac
ctttaaataa
taataatgat
ttaattacat
tcttcatctg
gatattgaca
gctctatcat
ctcgagaagg

agtactggat

cctttatcgc
aagtgacaga
aaagtctcaa

agtgtgtcgt

attcaaattt
attggtatat
taaaattatt
taaattgaaa
cattttgttt
caggggaaag
aatactactt
agctataaac
atccttaagc

tttggtttta

aatgatggca
tagctgggca
ttgcecctttg

gctccaccag

660

720

780

840

900

960

1020

1080

1140

1200

1229

60

120

180

240



ttatcacatc
ttgatcgact
atatgaatga
aactgttcag
actcttgttt
taaggaaaaa
ttatgttact
cccgttcatc
tttttatttt
atttctcctc
acgtagctat
ccagcagcag
tgccaatgcc
gcagctcacg
atcacactta
aaaatacaca
tttaatttaa
taacccaatc
taatttctag
<210>
<211>

<212>
<213>

26
21
ADN

<220>

<223>

<400> 26

aatccatatt
cagttctgtt
ttttgattgg
atcgatttaa
gttgttttcc
atgatgagaa
atatcataaa
caattaaata
tttcaattta
tatttatttt
agctgctagt
attgtaattg
atttgttttt
attttaacct
acccacccaa
aatatttatg
atcaaaagat

ttataaagca

ggtagtgat

cebador GLPB173

taaagttaaa
ttgattagat
tttgattcga
gtcaattcat
tgaagggaag
aagaaacgat
gataaaaaaa
agtagaggaa
gataatttaa
cactacaaaa
aacaggtccc
tattgtgttg
ctcctttcta
aactcaaacc
ctaataaatg
tcatattttt
cttataaagc

caggcttatt

Secuencia artificial

cttcatctcc ccgttaaagt g

acaaataatt
ctataaattt
ttttgatcat
attcgttgtc
ggagcatcaa
ttgccttacc
aacatttaat
taacttgact
aatctacgtt
Caaaaagttg
cacagagacg
tcccttectc
tttctagcaa
tagctgatat
agccacaacc
aaaataaatt
aggctaatta

attttcaaga

ctaaaaaaaa
aaactcatga
taaatacata
ctgtatcaaa
ccccgttgat
aagtattatt
acaattatat
tttctttatc
tatttttctt
aaagagacga
aaaagttgat
gctccgtgag
gtagcaacac
tataattcat
ggaccaatcc
aaatcattaa
cttaacttaa

catgccaatc

ttgattggtt
tccaatctat
acctaactca
aaatacccgt
ctctccaatc
tattttaatt
tttttattct
ttcattctcc
tcttctaatt
acaacaatgc
gcaaatccct
cctcgettgc
tgtttatttg
tcaatatttt
ttatttaaac
aataacacgt

tcatgaaata

ttggggatcg

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200

1260

1320

1339

21



<210> 27

211> 21

<212> ADN

<213> Secuencia artificial

220>
<223> cebador GLPB175

<400> 27
gttgtcaaca atgaccagaa g

<210> 28
211> 20
<212> ADN
<213> Secuencia artificial

220>
<223> cebador GLPB167

<400> 28
tacaacgtgc tcgctattcc

<210> 29
211> 20
<212> ADN
<213> Secuencia artificial

220>
<223> cebador GLPB170

<400> 29
tctcggtatc agcgttcttg

<210> 30

211> 2970

<212> ADN

<213> Glicina max.

<220>

<221> caracteristica misc

<222> (1)..(1000)

<223> secuencia gendémica de flanqueo 5'

<220>

21

20

20



<221>
<222>
<223>
<220>
<221>
222>
<223>

<400> 30
cgcattaaga

gttagaatgt
agcaatgcaa
accttttgag
atattatttt
ttgatatgtc
agcaactttc
tatttttttt
tcagtatcta
actcgctata
ttaaaatttt
atctatccaa
tttttaaaat
aactgttaaa
ttgttacttt
agctaggata
tttgttaagt
gtgttggtcc
actgtgcact

aaaagtgtaa

ctaaaaataa
gtcggatact
cctgttgcetg
gattattctt
caattcctat
aacaaacatg
tagttccaat
tatcgcatat
gaagtcactt
aaatcctcct
atttaagaaa
tttcttcaaa
ttctccaaaa
ggccgcttga
tcttcatatt
ctttattggt
ttagacccct
aataattgga
gggcagatgc

atttcacgtg

caracteristica_misc
(1001)..(1970)
sitio de eliminacidén deseado

caracteristica_misc
(1971)..(2970)
secuencia gendémica de flanqueo 3'

aattatttta
tgacattaac
tgctatggct
aattgattaa
ttatgaaaaa
taagtctatg
ttgtttctga
atatatagtc
tggagcttgg
agcggctagc
aaacaaattc
gctttgattg
gtagattgat
gccgacttct
tctatgtcaa
tatataattc
ttttagaaag
ccttgcacac
aaattggctc

ttttcttgat

ctatcggcat
caaaataact
ctagtgcaaa
aaagatatct
ccttcatcct
actctgagat
ggtcatcttt
tatctagtgc
accttgactc
acccatttct
cataatattt
atcatttata
caatttaact
agttatttat
tatttaatat
agtgtgcaaa
ttaggcccag
acaaaaagct
tttgagacac

atttaagaaa

agttgggttc
aataaagact
ctcgtgatta
atgtgttata
aagggacttt
aagcttatag
ttacccaata
cttttttctg
atctaagatc
ttcttataca
agactaatag
gtctttaaat
tataataatg
tgttaattac
aatcttcatc
aagatattga
acataggaaa
tcaagaatac
tcttttaaga

attatatata

attggcatta
tatctaagtc
tgctatagcc
aattttgttg
agcatgacat
ggggaatctg
ataattctga
tgttgcacat
cactgggtgg
aaattcaaat
acattggtat
aataaaatta
attaaattga
atcattttgt
tgcaggggaa
caaatactac
ataagccaat
atgagaaatc
aaagaaaaga

tatatatata

60

120

180

240

300

360

420

480

540

600

660

720

780

840

900

960

1020

1080

1140

1200



tatatatata
tgcgttgttc
acattaaaaa
tgatttggtc
tcgggtttca
gatttgattc
tttatatcaa
aagtaataaa
aattaaaaca
ctacaaacta
ttacaaccag
tcagaacaaa
ttgagaagtt
agttaaaaca
attagatcta
gattcgattt
aattcatatt
agggaaggsga
aaacgatttg
aaaaaaaaac
agaggaataa
aatttaaaat
tacaaaacaa
aggtccccac

tgtgttgtcc

tatatatata
tgtaagtcac
aatatcttgt
gattttgatc
taattttatt
agattaacgg
gattcatcca
attgattcat
aaatattctt
attcctaaca
atttgctgaa
taaatatgaa
tcaatactaa
aataattcta
taaatttaaa
tgatcattaa
cgttgtcctg
gcatcaaccc
ccttaccaag
atttaataca
cttgactttt
ctacgtttat
aaagttgaaa
agagacgaaa

cttcctcgcect

tatataatgc
aaattaaaaa
ctaacataag
aaattcagga
tttgaaaccc
attattcatt
aatatataat
tcaatatcat
caacgagatt
acaagctttg
acaaatgaac
aaaaggttaa
tagtatcaat
aaaaaaattg
ctcatgatcc
atacataacc
tatcaaaaaa
cgttgatctc
tattatttat
attatatttt
ctttatcttc
ttttctttct
gagacgaaca
agttgatgca

ccgtgagcct

ggaaatccca
aaataatttg
aaggcatttt
ttcaattcaa
aatacaacct
taaatttggt
acaattaaca
taatgtaata
tattatgata
ctgcaatcaa
aaaatatgat
acaaaaaaaa
actcagaatc
attggttttg
aatctatata
taactcaaac
tacccgtact
tccaatctaa
tttaatttta
ttattctccc
attctccttt
tctaattatt
acaatgcacg
aatccctcca

cgecttgetgce

ttatccagat
ataaaaatat
acataacaac
tcaaatttga
catccattga
tttttcctta
caatattatc
ttctaaaata
gtataaatca
atttcctaca
tcattaatat
ttatacctaa
cgagtattag
atcgactcag
tgaatgattt
tgttcagatc
cttgtttgtt
ggaaaaaatg
tgttactata
gttcatccaa
ttattttttt
tctcctctat
tagctatagc
gcagcagatt

caatgccatt

tcacataaaa
agtatttaat
acacgtggac
ttggttccat
taaatgattt
aaactattat
acatgtctaa
gataaatacg
caattatttc
atcaattttg
tataaacatg
aagtaatata
ccatatttaa
ttctgttttg
tgattggttt
gatttaagtc
gttttcctga
atgagaaaag
tcataaagat
ttaaataagt
caatttagat
ttattttcac
tgctagtaac
gtaattgtat

tgtttttctc

1260

1320

1380

1440

1500

1560

1620

1680

1740

1800

1860

1920

1980

2040

2100

2160

2220

2280

2340

2400

2460

2520

2580

2640

2700



ctttctattt
tcaaacctag
ataaatgagc
tatttttaaa

ataaagcagg

ctagcaagta
ctgatattat
cacaaccgga
ataaattaaa

ctaattactt

gcaacactgt
aattcattca
ccaatcctta
tcattaaaat

aacttaatca

ttatttggca gctcacgatt ttaacctaac
atattttatc acacttaacc cacccaacta
tttaaacaaa atacacaaat atttatgtca

aacacgtttt aatttaaatc aaaagatctt

2760

2820

2880

2940

2970



