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                         LISTADO DE SECUENCIAS

<110>  IDEN CARBOHYDRATE BIOTECHNOLOGY, S.L.

<120>  Procedimiento de producción de plantas transgénicas que presentan un alto 
contenido y rendimiento en almidón y con alto balance amilosa/amilopectina.

<130>  P-02382

<160>  4     

<170>  PatentIn version 3.3

<210>  1
<211>  43
<212>  DNA
<213>  Escherichia coli
<223>  Cebador 5´ de glgP

<400>  1
gctagcagga gctcgagtcc atgaatgctc cgtttacata ttc                       43

<210>  2
<211>  31
<212>  DNA
<213>  Escherichia coli
<223>  Cebador 3´ de glgP

<400>  2
ggatccttac aatctcaccg gatcgatatg c                                    31

<210>  3
<211>  2448
<212>  DNA
<213>  Escherichia coli
<223>  Gen glgP

<400>  3
atggatgctc cgtttacata ttcatcgccc acgcttagcg tagaagctct taagcactct     60

atcgcttaca agctgatgtt tacgattgga aaggacccgg tcgtcgccaa taaacatgaa    120

tggctgaacg caacgttatt tgctgtgcgc gatcgtctcg tggagcgctg gttacgttca    180

aaccgtgccc agttgtcgca agaaactcgt caggtttact acctgtcgat ggagtttttg    240

attggccgta cgctctccaa cgccatgttg tcgctaggaa tttacgaaga tgtacagggc    300

gcactggaag cgatggggtt aaatctcgaa gagctgattg atgaagaaaa tgacccaggc    360

ctcggtaacg gtggcctggg acgtctggcg gcttgcttcc ttgattctct ggcgacgtta    420

gggttgccgg ggcgcggtta cggcatccgc tatgactacg gtatgttcaa gcagaacatc    480

gttaacggta gccagaaaga gtcgccagac tactggctgg aatacggtaa cccgtgggaa    540

ttcaaacgcc acaacacgcg ctataaagtc cgttttggcg gtcgcattca gcaggaaggt    600

aaaaaaacgc gctggattga aaccgaagag attctgggag tcgcttacga tcagataatc    660
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cctggttacg acaccgacgc gaccaacacg ctgcgtttgt ggagtgcgca agccagtagc    720

gaaattaacc tcggtaaatt caaccagggt gactacttcg cggcagtgga agataaaaac    780

cactccgaga acgtatctcg cgtactgtat ccggatgact ccacctactc cgggcgtgac    840

gtgcgcctgc gtcaggaata cttcctggtt tcctcgacca ttcaggacat tttaagccgc    900

cattatcagt tgcataaaac ctacgataac ctggcggata aaatcgcgat tcatctcaat    960

gatacccatc cggtactgtc gattcctgag atgatgcgtc tgctgatcga tgagcaccaa   1020

tttagctggg acgacgcgtt tgaggtgtgt tgtcaggtct tctcctacac taaccacacg   1080

ctgatgagcg aggcgctgga aacctggccg gttgatatgc tgggtaaaat tctgccgcgt   1140

cacctgcaga tcatctttga aatcaacgac tatttcctga aaaccttgca ggaacagtat   1200

ccgaacgata ccgatctgct gggacgggcg tcgatcattg atgaatccaa cggtcgtcgt   1260

gtgcgtatgg cctggctggc ggttgttgtg agccacaaag ttaacggtgt atcggaactg   1320

cactctaatc tgatggtgca atcgttgttt gccgactttg cgaaaatctt cccgggtcgt   1380

ttcaccaacg tcaccaacgg tgtgacgccg cgtcgctggc tggcggtagc gaacccatcg   1440

ctttcagccg tgctggacga acacctgggc cgtaactggc gcaccgacct tagcctgctt   1500

aatgagctgc aacaacactg tgatttccca atggttaatc acgctgtgca tcaggcgaag   1560

ctggagaaca aaaagcgtct ggcagagtat atcgcccagc agctgaatgt ggtggtgaat   1620

ccaaaggcgt tgttcgatgt acaaatcaaa cgtattcacg aatacaaacg tcaattgatg   1680

aatgtgttgc atgtgattac ccgctataac cgcatcaagg ccgacccgga tgcgaagtgg   1740

gtaccgcgcg tgaatatttt tggcggtaag gcggcttcgg cctattacat ggcgaagcac   1800

attattcatt tgatcaatga cgtagcgaaa gtgatcaaca acgatccgca gattggcgat   1860

aagctgaaag tcgtgttcat cccgaactac agcgttagcc tggcgcagtt gatcattccg   1920

gcggcagatc tgtctgaaca gatttcgctg gcagggacgg aagcttccgg caccagtaac   1980

atgaagtttg cgcttaacgg tgcgctgact atcggtacgt tggacggtgc gaatgtcgag   2040

atgctggatc atgtcggtgc tgacaatatc tttatttttg gtaacacagc ggaagaagtg   2100

gaagaactgc gtcgtcaggg ctacaaaccg cgtgaatact acgagaaaga tgaggagctg   2160

catcaggtgc tgacgcaaat cggcagcggt gtattcagtc cggaagatcc gggtcgctat   2220

cgcgatctgg ttgattcgct gatcaacttc ggcgatcact accaggtact ggcggattat   2280

cgcagctatg tcgattgtca ggataaagtc gatgaactct acgagcttca ggaagagtgg   2340

accgcaaaag cgatgctgaa cattgccaat atgggctact tctcttctga ccgtactatc   2400

aaagagtacg ccgatcatat ctggcatatc gatccggtga gattgtaa                2448
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<210>  4
<211>  815
<212>  PRT
<213>  Escherichia coli
<223>  Péptido glgP

<400>  4

Met Asp Ala Pro Phe Thr Tyr Ser Ser Pro Thr Leu Ser Val Glu Ala 
1               5                   10                  15      

Leu Lys His Ser Ile Ala Tyr Lys Leu Met Phe Thr Ile Gly Lys Asp 
            20                  25                  30          

Pro Val Val Ala Asn Lys His Glu Trp Leu Asn Ala Thr Leu Phe Ala 
        35                  40                  45              

Val Arg Asp Arg Leu Val Glu Arg Trp Leu Arg Ser Asn Arg Ala Gln 
    50                  55                  60                  

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

Ile Gly Arg Thr Leu Ser Asn Ala Met Leu Ser Leu Gly Ile Tyr Glu 
                85                  90                  95      

Asp Val Gln Gly Ala Leu Glu Ala Met Gly Leu Asn Leu Glu Glu Leu 
            100                 105                 110         

Ile Asp Glu Glu Asn Asp Pro Gly Leu Gly Asn Gly Gly Leu Gly Arg 
        115                 120                 125             

Leu Ala Ala Cys Phe Leu Asp Ser Leu Ala Thr Leu Gly Leu Pro Gly 
    130                 135                 140                 

Arg Gly Tyr Gly Ile Arg Tyr Asp Tyr Gly Met Phe Lys Gln Asn Ile 
145                 150                 155                 160 

Val Asn Gly Ser Gln Lys Glu Ser Pro Asp Tyr Trp Leu Glu Tyr Gly 
                165                 170                 175     

Asn Pro Trp Glu Phe Lys Arg His Asn Thr Arg Tyr Lys Val Arg Phe 
            180                 185                 190         

Gly Gly Arg Ile Gln Gln Glu Gly Lys Lys Thr Arg Trp Ile Glu Thr 
        195                 200                 205             
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Glu Glu Ile Leu Gly Val Ala Tyr Asp Gln Ile Ile Pro Gly Tyr Asp 
    210                 215                 220                 

Thr Asp Ala Thr Asn Thr Leu Arg Leu Trp Ser Ala Gln Ala Ser Ser 
225                 230                 235                 240 

Glu Ile Asn Leu Gly Lys Phe Asn Gln Gly Asp Tyr Phe Ala Ala Val 
                245                 250                 255     

Glu Asp Lys Asn His Ser Glu Asn Val Ser Arg Val Leu Tyr Pro Asp 
            260                 265                 270         

Asp Ser Thr Tyr Ser Gly Arg Asp Val Arg Leu Arg Gln Glu Tyr Phe 
        275                 280                 285             

Leu Val Ser Ser Thr Ile Gln Asp Ile Leu Ser Arg His Tyr Gln Leu 
    290                 295                 300                 

His Lys Thr Tyr Asp Asn Leu Ala Asp Lys Ile Ala Ile His Leu Asn 
305                 310                 315                 320 

Asp Thr His Pro Val Leu Ser Ile Pro Glu Met Met Arg Leu Leu Ile 
                325                 330                 335     

Asp Glu His Gln Phe Ser Trp Asp Asp Ala Phe Glu Val Cys Cys Gln 
            340                 345                 350         

Val Phe Ser Tyr Thr Asn His Thr Leu Met Ser Glu Ala Leu Glu Thr 
        355                 360                 365             

Trp Pro Val Asp Met Leu Gly Lys Ile Leu Pro Arg His Leu Gln Ile 
    370                 375                 380                 

Ile Phe Glu Ile Asn Asp Tyr Phe Leu Lys Thr Leu Gln Glu Gln Tyr 
385                 390                 395                 400 

Pro Asn Asp Thr Asp Leu Leu Gly Arg Ala Ser Ile Ile Asp Glu Ser 
                405                 410                 415     

Asn Gly Arg Arg Val Arg Met Ala Trp Leu Ala Val Val Val Ser His 
            420                 425                 430         

Lys Val Asn Gly Val Ser Glu Leu His Ser Asn Leu Met Val Gln Ser 
        435                 440                 445             
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Leu Phe Ala Asp Phe Ala Lys Ile Phe Pro Gly Arg Phe Thr Asn Val 
    450                 455                 460                 

Thr Asn Gly Val Thr Pro Arg Arg Trp Leu Ala Val Ala Asn Pro Ser 
465                 470                 475                 480 

Leu Ser Ala Val Leu Asp Glu His Leu Gly Arg Asn Trp Arg Thr Asp 
                485                 490                 495     

Leu Ser Leu Leu Asn Glu Leu Gln Gln His Cys Asp Phe Pro Met Val 
            500                 505                 510         

Asn His Ala Val His Gln Ala Lys Leu Glu Asn Lys Lys Arg Leu Ala 
        515                 520                 525             

Glu Tyr Ile Ala Gln Gln Leu Asn Val Val Val Asn Pro Lys Ala Leu 
    530                 535                 540                 

Phe Asp Val Gln Ile Lys Arg Ile His Glu Tyr Lys Arg Gln Leu Met 
545                 550                 555                 560 

Asn Val Leu His Val Ile Thr Arg Tyr Asn Arg Ile Lys Ala Asp Pro 
                565                 570                 575     

Asp Ala Lys Trp Val Pro Arg Val Asn Ile Phe Gly Gly Lys Ala Ala 
            580                 585                 590         

Ser Ala Tyr Tyr Met Ala Lys His Ile Ile His Leu Ile Asn Asp Val 
        595                 600                 605             

Ala Lys Val Ile Asn Asn Asp Pro Gln Ile Gly Asp Lys Leu Lys Val 
    610                 615                 620                 

Val Phe Ile Pro Asn Tyr Ser Val Ser Leu Ala Gln Leu Ile Ile Pro 
625                 630                 635                 640 

Ala Ala Asp Leu Ser Glu Gln Ile Ser Leu Ala Gly Thr Glu Ala Ser 
                645                 650                 655     

Gly Thr Ser Asn Met Lys Phe Ala Leu Asn Gly Ala Leu Thr Ile Gly 
            660                 665                 670         

Thr Leu Asp Gly Ala Asn Val Glu Met Leu Asp His Val Gly Ala Asp 
        675                 680                 685             

Asn Ile Phe Ile Phe Gly Asn Thr Ala Glu Glu Val Glu Glu Leu Arg 
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    690                 695                 700                 

Arg Gln Gly Tyr Lys Pro Arg Glu Tyr Tyr Glu Lys Asp Glu Glu Leu 
705                 710                 715                 720 

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

Pro Gly Arg Tyr Arg Asp Leu Val Asp Ser Leu Ile Asn Phe Gly Asp 
            740                 745                 750         

His Tyr Gln Val Leu Ala Asp Tyr Arg Ser Tyr Val Asp Cys Gln Asp 
        755                 760                 765             

Lys Val Asp Glu Leu Tyr Glu Leu Gln Glu Glu Trp Thr Ala Lys Ala 
    770                 775                 780                 

Met Leu Asn Ile Ala Asn Met Gly Tyr Phe Ser Ser Asp Arg Thr Ile 
785                 790                 795                 800 

Lys Glu Tyr Ala Asp His Ile Trp His Ile Asp Pro Val Arg Leu 
                805                 810                 815 


