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<210> 1

<211> 1594

<212> ADN

<213> Clitoria ternatea

<220>

<221> CDS

<222> (7)..(1347)

<400> 1

aaccaaatgg aaaacaataa gcatgtcgta atcttcccat tteccectttgg aagccacctt 60
ccacctctct tgaacctcegt cttcaaactc gectcacgecg ctccaaacac ttcattetca 120
ttcatcggca cacacacttc caacgcattc cttttcacta aacgccacgt cccagacaac 180

atcagggtct tcaccatcag cgatggaatc ccagagggtt atgtgcccgg caacaaccca 240

atcgtaaaac tcgatttttt cctctecact ggtcccgaca acttgtgcaa gggcattgaa 300

1 /24



cttgccgttg cagagaccaa acagagtgtc acttgcatca ttgccgatgce ttttgtaacc

tcttctectece ttgtggectca gaccctcaat gttecttgga ttgtgttttg geccaatgtg

tcatgctcac tttctcttta cttcagecatt gatttgataa gagacaagtg tacgaatgat

gctaaaaacg caagcttgga tttccttect gggttgtcca aattgecgegt tgaggatgte

ccacggccac aggccattgt tttggatgga aaggagacac tgtttgcaag gacgttgaat

tcgttgggta cggtgttacc tcaagctaag gecggtggttg tgaatttcett tgcagaatta

gacccacctt tatttgttaa ggatatgaga tccaagttgc agtctttgcet cttecgttgat

ccacttccat gcccacaatt gctactceccct gagacagatt caaatgggtg catgtcgtgg

ttggattcca agagttctag atccgtggcet tatgtttgtt ttggaaccge ggtgagtcta

ccgccacaag aagttgtaga ggtcgcagag gcattggagg aaagtggttt teccatttcett

ttggccctca gtgaaagtct aattggtgtt ttgccaaaag ggttggttga gaggaccatg

acccgtggga aagtggtgtc ttgggcacca cagtctctceg ttttatcgca tggttectgtt

ggagtatttg tgactcactg tggagctaac tctgtgactg agagtatttc caatggggtt

cctatgatat gcaggccctt ctttggggac caaggaatag ctgcacgggt tatacaggat

atttgggaga ttggggtgat cctagaaggt aggattttta ccaaaaatgg gtttgtgaaa

aacttgaatc taattctggt gcaggaagaa gggaagaaga tcagggacaa tgctcttaaa

gtgaagcaga ttgtgcaaga tgcagctggg ccacatggac aagctgcaga ggatttcaac

actttggtgg aaatgatttc ctctagctaa attataggag aagataaata atactagtaa
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attgtgtttt gtaccaatta aatatgtgtt gggagttgtt ttatgaaagt gttttaggta 1440

tactttttat gggaaaaaaa ttaaaaagaa aacttctcca tgttagtaga agtattaaaa 1500

gtttattttc gaataaatcg gatcatcaag acatttaaaa catgaaatat ttatgttttt 1560

ggtaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaa 1594

<210> 2

<211> 447

<212> PRT

<213> Clitoria tematea

<400> 2

Met Glu Asn Asn Lys His Val Val Ile Phe Pro Phe Pro Phe Gly Ser

1 5 10 15

His Leu Pro Pro Leu Leu Asn Leu Val Phe Lys Leu Ala His Ala Ala
20 25 30

Pro Asn Thr Ser Phe Ser Phe Ile Gly Thr His Thr Ser Asn Ala Phe
35 40 45

Leu Phe Thr Lys Arg His Val Pro Asp Asn Ile Arg Val Phe Thr Ile
50 55 60

Ser Asp Gly Ile Pro Glu Gly Tyr Val Pro Gly Asn Asn Pro Ile Val
65 70 75 80
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Lys Leu Asp Phe Phe Leu Ser Thr Gly Pro Asp Asn Leu Cys Lys Gly
85 90 95

Ile Glu Leu Ala Val Ala Glu Thr Lys Gln Ser Val Thr Cys Ile Ile
100 105 110

Ala Asp Ala Phe Val Thr Ser Ser Leu Leu Val Ala Gln Thr Leu Asn
115 120 125

Val Pro Trp Ile Val Phe Trp Pro Asn Val Ser Cys Ser Leu Ser Leu
130 135 140

Tyr Phe Ser Ile Asp Leu Ile Arg Asp Lys Cys Thr Asn Asp Ala Lys
145 150 155 160

Asn Ala Ser Leu Asp Phe Leu Pro Gly Leu Ser Lys Leu Arg Val Glu
165 170 175

Asp Val Pro Arg Pro Gln Ala Ile Val Leu Asp Gly Lys Glu Thr Leu
180 185 190

Phe Ala Arg Thr Leu Asn Ser Leu Gly Thr Val Leu Pro Gln Ala Lys
195 200 205

Ala Val Val Val Asn Phe Phe Ala Glu Leu Asp Pro Pro Leu Phe Val
210 215 220

4 /24



Lys Asp Met Arg Ser Lys Leu Gln Ser Leu Leu Phe Val Asp Pro Leu
225 230 235 240

Pro Cys Pro Gln Leu Leu Leu Pro Glu Thr Asp Ser Asn Gly Cys Met
245 250 255

Ser Trp Leu Asp Ser Lys Ser Ser Arg Ser Val Ala Tyr Val Cys Phe
260 265 270

Gly Thr Ala Val Ser Leu Pro Pro Gln Glu Val Val Glu Val Ala Glu
275 280 285

Ala Leu Glu Glu Ser Gly Phe Pro Phe Leu Leu Ala Leu Ser Glu Ser
290 295 300

Leu Ile Gly Val Leu Pro Lys Gly Leu Val Glu Arg Thr Met Thr Arg
305 310 315 320

Gly Lys Val Val Ser Trp Ala Pro Gln Ser Leu Val Leu Ser His Gly
325 330 335

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

Ser Ile Ser Asn Gly Val Pro Met Ile Cys Arg Pro Phe Phe Gly Asp
355 360 365
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Gln Gly Tle Ala Ala Arg Val Ile Gln Asp Ile Trp Glu Ile Gly Val
370 375 380

Ile Leu Glu Gly Arg Ile Phe Thr Lys Asn Gly Phe Val Lys Asn Leu
385 390 395 400

Asn Leu Ile LeuVal Gln Glu Glu Gly Lys Lys Ile Arg Asp Asn Ala
405 410 415

Leu Lys Val Lys Gln Ile Val Gln Asp Ala Ala Gly Pro His Gly Gln
420 425 430

Ala Ala Glu Asp Phe Asn Thr Leu Val Glu Met Ile Ser Ser Ser
435 440 445

<210> 3
<211> 1585
<212> ADN

<213> Campanula medium
<220>
<221> CDS

<222> (12)..(1577)

<400> 3
gtgaagccac catgtctata gacataacca ttctcttatg tgaacttgtt gctgcaattt 60

cactctactt attaacctac tatttcattt gtttcctctt caaaccctcet catcatcacc 120

accacctccc tcececggecca accggatgge cgatcattgg atcecttect ctecttaggea 180

6 /24



ctatgccaca tgtttcctta geccgacatgg ccgtaaaata cgggectata atgtacctaa

aacttggttc aaagggcacc gtcgtggcect caaatccaaa agccgeccga gcattettga

aatcccatga tgccaatttt tctaaccgtce cgattgatgg ggggcccacc tacctcecgegt

ataatgcaca agacatggtt tttgcagaat atggcccaaa atggaagctt ttgcgaaagce

tatgtagctt gcacatgtta ggcccgaagg cactcgagga ttgggctcat gtcagagttt

cagaggtcgg tcatatgctc aaagaaatgt acgagcaatc gagtaagtcc gtgeccagtgg

tggtgccaga gatgttaact tatgccatgg ctaatatgat tggacgaatc atactcagtce

gacgcccttt tgttatcacg agcaaattag actcgtctge ttetgectget tectgttagtg

aattccaata tatggttatg gagctcatga ggatggcagg gttgttcaat attggtgatt

tcataccata tattgcgtgg atggatttgc aaggcattca acgcgatatg aaggttatac

agcaaaagtt tgatgtcttg ttgaacaaaa tgatcaagga acatacagaa tccgctcatg

atcgtaaaga taatcctgat tttcttgata ttcttatgge ggctacccaa gaaaacacgg

agggaattca gcttaatctc gtaaatgtta aggcgcttct tttggattta ttcacggecgg

gcacggatac atcgtcgagt gtgatcgaat gggcactagc cgaaatgttg aacaatcgac

agatcctaaa ccgggcccac gaagaaatgg accaagtcat tggcagaaac agaagactag

aacaatctga cataccaaac ttgccatatt tccaagccat atgcaaagaa acattccgaa

aacacccttc cacgccctta aacctcecccaa gaatctcaac agaagaatgt gaagtcgaag

gatttcgcat acccaaaaac actagactaa tagtgaacat atgggcaata gggagagacc
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ctaaagtgtg ggaaaatcca ttggatttta ccccggaacg attcttgagt gaaaaacacg

cgaaaattga tccgcgaggt aatcattttgagttaatccce atttggggeg ggacggagga

tatgtgcagg ggctagaatg ggagcggcct cggtcgagta cattttaggt acattggtgce

actcatttga ttggaaattg cctgatggag ttgtggaagt taatatggaa gagagctttg

ggatagcatt gcagaaaaag atgcctcttt ctgctattgt tactccaaga ttgcctccaa

gtgcttacac tgtctaggca aatgc

<210> 4
<211> 521
<212> PRT

<213> Campanula medium

<400> 4

Met Ser Ile Asp Ile Thr Ile Leu Leu Cys Glu Leu Val Ala Ala Ile

1 5 10 15

Ser Leu Tyr Leu Leu Thr Tyr Tyr Phe Ile Cys Phe Leu Phe Lys Pro
20 25 30

Ser His His His His His Leu Pro Pro Gly Pro Thr Gly Trp Pro Ile
35 40 45

Ile Gly Ser Leu Pro Leu Leu Gly Thr Met Pro His Val Ser Leu Ala
50 55 60
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Asp Met Ala Val Lys Tyr Gly Pro Ile Met Tyr Leu Lys Leu Gly Ser
65 70 75 80

Lys Gly Thr Val Val Ala Ser Asn Pro Lys Ala Ala Arg Ala Phe Leu
85 90 95

Lys Ser His Asp Ala Asn Phe Ser Asn Arg Pro Ile Asp Gly Gly Pro
100 105 110

Thr Tyr Leu Ala Tyr Asn Ala Gln Asp Met Val Phe Ala Glu Tyr Gly
115 120 125

Pro Lys Trp Lys Leu Leu Arg Lys Leu Cys Ser Leu His Met Leu Gly
130 135 140

Pro Lys Ala Leu Glu Asp Trp Ala His Val Arg Val Ser Glu Val Gly
145 150 155 160

His Met Leu Lys Glu Met Tyr Glu Gln Ser Ser Lys Ser Val Pro Val
165 170 175

Val Val Pro Glu Met Leu Thr Tyr Ala Met Ala Asn Met Ile Gly Arg
180 185 190

Ile Ile Leu Ser Arg Arg Pro Phe Val Ile Thr Ser Lys Leu Asp Ser
195 200 205
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Ser Ala Ser Ala Ala Ser Val Ser Glu Phe Gln Tyr Met Val Met Glu
210 215 220

LeuMet ArgMet AlaGly LeuPheAsnIleGlyAspPheIle ProTyr
225 230 235 240

IleAlaTrpMetAsplLeuGlnGlyIleGlnArgAspMet LysValIle
245 250 255

Gln Gln Lys Phe Asp Val Leu Leu Asn Lys Met Ile Lys Glu His Thr
260 265 270

Glu Ser Ala His Asp Arg Lys Asp Asn Pro Asp Phe Leu Asp Ile Leu
275 280 285

Met Ala Ala Thr Gln Glu Asn Thr Glu Gly Ile Gln Leu Asn Leu Val
290 295 300

AsnVal LysAla LeuleuleuAsp LeuPhe ThrAlaGly Thr Asp Thr
305 310 315 320

Ser Ser SerVal IleGluTrpAlalLeuAlaGluMet LeuAsnAsnArg
325 330 335

Gln Ile Leu Asn Arg Ala His Glu Glu Met Asp Gln Val Ile GlyArg
340 345 350
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Asn Arg Arg Leu Glu Gln Ser Asp Ile Pro Asn Leu Pro Tyr Phe Gln
355 360 365

Ala Ile Cys Lys Glu Thr Phe Arg Lys His Pro Ser Thr Pro Leu Asn
370 375 380

LeuProArgIleSer Thr GluGluCysGluVal GluGly PheArgIle
385 390 395 400

ProLysAsnThrArgLeuIleValAsnIleTrpAlaIleGlyArgAsp
405 410 415

Pro Lys Val Trp Glu Asn Pro Leu Asp Phe Thr Pro Glu Arg Phe Leu
420 425 430

Ser Glu Lys His Ala Lys Ile Asp Pro Arg Gly Asn His Phe Glu Leu
435 440 445

Ile Pro Phe Gly Ala Gly Arg Arg Ile Cys Ala Gly Ala Arg Met Gly
450 455 460

AlaAlaSerValGluTyrIlelLeuGlyThr LeuVal His Ser Phe Asp
465 470 475 480

TrpLysLeuProAspGlyValVal GluVal AsnMet GluGlu Ser Phe
485 490 495
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Gly Ile Ala Leu Gln Lys Lys Met Pro Leu Ser Ala Ile Val Thr Pro
500 505 510

Arg Leu Pro Pro Ser Ala Tyr Thr Val
515 520

<210> 5
<211> 55
<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador hacia delante HANS-F3Hprolk-Fd

<400> 5
ccaagcttgg cgcgccgcgg ccgcatttaa atttacaaaa ccatgtgcaa gaatg

<210> 6
<211> 43
<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador reverso SNM-F3Hpro-Rv

<400> 6
actagtgcta gcacgcgttt tttatttttt cttcacacac ttg

<210> 7
<211> 44
<212> ADN

<213> Secuencia Artificial

12

55

43



<220>
<223>

<400>

Cebador hacia delante SSS-NOSter-Fd

7

gagctcacta gtgtcgacga tcgttcaaac atttggcaat aaag

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

<220>
<223>

<400>

8
43
ADN

Secuencia Artificial

Cebador reverso ESP-NOSter-Rv

8

cgaattcagg cctgtttaaa cgatctagta acatagatga cac

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

<220>
<223>

<400>

9
61
ADN

Secuencia Artificial

Cebador hacia delante hFAStSw-proOnF3H-Fd

9

aagcttggcc ggcctaggceg cgccaggcect atttaaattt acaaaaccat gtgcaagaat

<210>
<211>

10
39

13

44

43

60

61



<212>
<213>

<220>
<223>

<400>

ADN

Secuencia Artificial

Cebador hacia delante SSS-terHSP-Fd

10

gagctcacta gtgtcgacat atgaagatga agatgaaat

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

<220>
<223>

<400>

11
61
ADN

Secuencia Artificial

Cebador reverso KESP-terHSP-Rv

11

ggtaccggtc cggaattcgt ttaaacgccc gggcecttatce tttaatcata ttccatagte

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

<220>
<223>

<400>

12
30
ADN

Secuencia Artificial

Cebador hacia delante IrisDFR ADH ORF Fd

12

caagaaaaat aaatgatgag ccccgttgtce

14

39

60

61

30



<210> 13
<211> 23
<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador reverso IrisDFR NdeIl Rv

<400> 13
catatgtacc tceccgttege tte 23

<210> 14
<211> 32
<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador hacia delante XbaI-ADH-Fd

<400> 14
acgcgttcta gagtctattt aactcagtat tc 32

<210>15
<211> 35
<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador reverso IrisDFR ORF ADH Rv

<400> 15
ggggctcatcatttatttttcttgatttccttcac 35

15



<210> 16
<211> 34
<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador hacia delante DbDFR ADH ORF Fd

<400> 16
caagaaaaat aaatgactgt agaaactgtt tgtg

<210> 17
<211> 35
<212> ADN

<213> Secuencia Artificial

<220>

<223> Cebador reverso DbDFR Rv
Ncol

<400> 17

ccatggtgta cttatagttg aatcc

<210> 18
<211> 33
<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador reverso DbDFR ORF ADH Rv

<400> 18
ttctacagtc atttattttt cttgatttcce ttcac

<210> 19
<211> 33

16

34

25

35



<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador hacia delante CtDFR ADH ORF Fd

<400> 19
caagaaaaat aaatggattc agcagctgaa gtg 33

<210> 20
<211> 21
<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador reverso CtDFR SphI Rv

<400> 20
gcatgctctcattatgtcaag 21

<210> 21
<211> 35
<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador reverso CtDFR ORF ADH Rv

<400> 21
tgctgaatcc atttattttt cttgatttcce ttcac 35

<210> 22
<211> 28
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<212>
<213>

<220>
<223>

ADN

Secuencia Artificial

Cebador hacia delante ORFF

CmF3'H full

<400>

22

atgaacattt tacctttcgt attttatg

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

<220>

<223>
full

<400>

23
23
ADN

Secuencia Artificial

Cebador reversoCmF3'H ORF R

23

ttaaatactt tcatatacgtggg

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

<220>
<223>

<400>

24
25
ADN

Secuencia Artificial

Cebador hacia delante CmF3'H 3'-Fd for dsRNA

24

caccccgaac tcattcgtca tccac

<210>
<211>

25
23

18

28

23

25



<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador reverso OnF3'H 3'-Rv for dsRNA

<400> 25
tcaatccata cgcttcttec atg 23

<210> 26
<211> 33
<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador hacia delante ADH-3'5'GT-Fd

<400> 26

caagaaaaat aaatggaaaa caataagcatgtc 33

<210> 27
<211> 24
<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador reverso Hind-Ct3'5'GT-Rv

<400> 27
aagcttgcgt ttttagcatc attce 24

<210> 28
<211> 35

19



<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador reverso Ct3'5'GT-ADH-Rv

<400> 28
attgttttcc atttattttt cttgatttcc ttcac 35

<210> 29
<211> 32
<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador hacia delante NheI-ADH-Fd2

<400> 29
gctagcgtct atttaactcagtattcagaa ac 32

<210> 30
<211> 30
<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador reverso Ct3'5'GT-SacI-Rv

<400> 30
gagctcttag ctagaggaaa tcatttccac 30

<210> 31
<211> 34

20



<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador hacia delante ADH-CtHCAGT-Fd

<400> 31
caagaaaaat aaatggggtc tgaagcttcg tttc 34

<210> 32
<211> 22
<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador reverso Stul-CtHCAGT-Rv

<400> 32
aggcctcatg ttcacaaact tc 22

<210> 33
<211> 35
<212> ADN

<213> Secuencia Artificial

<220>
<223> Cebador reverso CtHCAGT-ADH-Rv

<400> 33
ttcagaccccatttattttt cttgatttec ttecac 35

<210> 34
<211> 32

21



<212>
<213>

<220>
<223>

<400>

ADN

Secuencia Artificial

Cebador hacia delante ADH-CtAT1-Fd

34

caagaaaaat aaatggcagc cttcagttca ac

<210> 35

<211>
<212>
<213>

<220>
<223>

<400>

23

ADN

Secuencia Artificial

Cebador reverso Pst-CtATl1-Rv

35

ctgcagcatc tgttctagca taa

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

<220>
<223>

<400>

36
35
ADN

Secuencia Artificial

Cebador reverso CtAT1-ADH-Rv

36

gaaggctgcc atttattttt cttgatttcc ttcac

<210>
<211>

37
250

22

32

23

35



<212> ADN

<213> Secuencia Artificial

<220>
<223> AtHSP18.2 terminator

<400> 37
atatgaagat gaagatgaaa tatttggtgt gtcaaataaa aagcttgtgt gcttaagttt

gtgttttttt cttggcttgt tgtgttatga atttgtggct ttttctaata ttaaatgaat

gtaagatctc attataatga ataaacaaat gtttctataa tccattgtga atgttttgtt

ggatctcttc tgcagcatat aactactgta tgtgctatgg tatggactat ggaatatgat

taaagataag

<210> 38

<211> 516

<212> ADN

<213> Secuencia Artificial

<220>

<223> Secuencia de activacidédn para F3'H RNAI

<400> 38

ccgaactcat tcgtcatcca caaatattaa aacaagcccg agaagagata gacgctgtag

ttggtcaaga ccggcttgta acagaattgg acttgagcca actaacatac ctccaggcetce

ttgtgaaaga ggtgtttagg ctccaccctt caacgccact ctecttacca agaatatcat

ccgagagttg tgaggtcgat gggtattata tccctaaggg atccacactce ctcgttaacyg

tgtgggccat tgcgcgagac ccaaaaatgt gggcggatcec tecttgaattt aggecttcete

23

60

120

180

240

250

60

120

180

240

300



ggtttttacc cgggggagaa aagcccggtg ctgatgttag gggaaatgat tttgaagtta 360

taccatttgg ggcaggacga aggatttgtg cgggtatgag cctaggcttg agaatggtcc 420

agttgctcat tgcaacattg gtccaaactt ttgattggga actggctaac gggttagagc 480

cggagatgct caacatggaa gaagcgtatg gattga 516

24
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