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LISTADO DE SECUENCIAS

<110>  Instituto Nacional de Investigación y Tecnología Agraria y 
Alimentaria (INIA)

<120>  Uso de flagelinas del género Marinobacter como adyuvantes 
vacunales

<130>  CO-03251

<160>  33  

<170>  PatentIn version 3.5

<210>  1
<211>  1566
<212>  DNA
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina F
<222>  (1)..(1566)

<220>
<221>  característica
<222>  (1525)..(1545)
<223>  Región que codifica para una cola de histidinas

<220>
<221>  característica
<222>  (1553)..(1563)
<223>  Región que codifica para la secuencia KDEL

<400>  1
atgcctcaga tcatcaacac caatattgcg tcgctgaatg cacagcgaaa cctgaatact      60

tcgcaggaag actccaacgt tgccctgcag cgactgtcat ccggcctgcg tatcaactcc     120

gccaaggacg acgccgccgg actggccatc tccgagcgat tcacatcgca gatcaaaggt     180

ctcaaccagg ccattcgaaa cgccaatgac ggtatttccc tggctcagac cgccgaaggc     240

gccctgggcg aatccggaaa catcctgcag cgcatccggg aactcgccgt acagtccgcc     300

aacgctacca actccgcatc tgacaggaag gccctgcagt ctgaagtaaa ccagctaaaa     360

ggtgagctcg agcgcattgc caccaccacc gaattcaacg gactgaaact tctggacggc     420

accttccagg ctcagaagtt ccaggctggc gccaacgaaa accagagcat cgccgtttcc     480

atcgaaggtg cccgaaccgc cgacctagca aacaacacgc tcgacgctgc caacgcaacc     540

ctgaaccagg gcaccggttc aacaacggca gcgaatgcga cgttacccgc acaaaacacg     600

atcgccacgc agaatctcac catttccagc tcgctggaca gccaggtggt gcccattaca     660

gcaggtgaca cagcggaaga catcgccgca gccatcaacg acattggtgc cacgacgggt     720

gtgaacgcaa cggcaagaac atcggcgacc ctgagcaaca ccgctaccac gccaatcgcc     780
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gtgcctcaaa ccgtatcgct cacgctttcc aacggtagca gttcagcaac catttccgcg     840

cagatcaccg atgcgaacga cctctcagca attgcacgtg aggtgaacgc agcttccggc     900

aagaccggca ttaccgcgga agtcgctaac gacggcagca tcacgctgat tcaggagcaa     960

ggtaaagaca tcactattga agactttacc gcagcgggct ctcagcaact ggcggtacag    1020

ggtagtggcg atccaagtgc catcgaactg acaaacggtg gtgccaatgc cacacgtatc    1080

gccggggaat tgacactgga ctcctccgtt agcttcgcgg cgacgtctga cgccaccctg    1140

gccgcaggca gcgttctgaa cagtgcacag aataccgccg ccggctccac acctgaagaa    1200

gtggcaggta ttgatataag caccgttgac ggcgcaacca gtgcacttgc agttgtggat    1260

gcggcattgg aaaccatcag tggcattcgt gccgatctgg gcgccgcgca gaatcgactc    1320

gagtcgacca ttgccaacct gagtacgacc tctgagaacc tttcggccgc gcgttcgcga    1380

attcgtgatg cagactttgc cgccgaatcc gcggaactcg cccgcaccca agtgctccag    1440

caggctggct tgtcggtatt ggcccaggcc aacgcaagac cgcagcaggt tctgcagctg    1500

ctgcagggtg catgcggttc tagacatcac caccaccatc accatgctag aaaagatgaa 560

ctgtaa                                                                566

<210>  2
<211>  521
<212>  PRT
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina F
<222>  (1)..(521)

<220>
<221>  CARACTERÍSTICA
<222>  (509)..(515)
<223>  Cola de histidinas

<220>
<221>  CARACTERÍSTICA
<222>  (518)..(521)
<223>  Secuencia KDEL

<400>  2

Met Pro Gln Ile Ile Asn Thr Asn Ile Ala Ser Leu Asn Ala Gln Arg 
1               5                   10                  15      

Asn Leu Asn Thr Ser Gln Glu Asp Ser Asn Val Ala Leu Gln Arg Leu 
20                  25                  30          

Ser Ser Gly Leu Arg Ile Asn Ser Ala Lys Asp Asp Ala Ala Gly Leu 
35                  40                  45              
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Ala Ile Ser Glu Arg Phe Thr Ser Gln Ile Lys Gly Leu Asn Gln Ala 
50                  55                  60                  

Ile Arg Asn Ala Asn Asp Gly Ile Ser Leu Ala Gln Thr Ala Glu Gly 
65                  70                  75                  80  

Ala Leu Gly Glu Ser Gly Asn Ile Leu Gln Arg Ile Arg Glu Leu Ala 
85                  90                  95      

Val Gln Ser Ala Asn Ala Thr Asn Ser Ala Ser Asp Arg Lys Ala Leu 
100                 105                 110         

Gln Ser Glu Val Asn Gln Leu Lys Gly Glu Leu Glu Arg Ile Ala Thr 
115                 120                 125             

Thr Thr Glu Phe Asn Gly Leu Lys Leu Leu Asp Gly Thr Phe Gln Ala 
130                 135                 140                 

Gln Lys Phe Gln Ala Gly Ala Asn Glu Asn Gln Ser Ile Ala Val Ser 
145                 150                 155                 160 

Ile Glu Gly Ala Arg Thr Ala Asp Leu Ala Asn Asn Thr Leu Asp Ala 
165                 170                 175     

Ala Asn Ala Thr Leu Asn Gln Gly Thr Gly Ser Thr Thr Ala Ala Asn 
180                 185                 190         

Ala Thr Leu Pro Ala Gln Asn Thr Ile Ala Thr Gln Asn Leu Thr Ile 
195                 200                 205        

Ser Ser Ser Leu Asp Ser Gln Val Val Pro Ile Thr Ala Gly Asp Thr 
210                 215                 220                 

Ala Glu Asp Ile Ala Ala Ala Ile Asn Asp Ile Gly Ala Thr Thr Gly 
225                 230                 235         240 

Val Asn Ala Thr Ala Arg Thr Ser Ala Thr Leu Ser Asn Thr Ala Thr 
245                 250                 255     

Thr Pro Ile Ala Val Pro Gln Thr Val Ser Leu Thr Leu Ser Asn Gly 
260                 265           270         

Ser Ser Ser Ala Thr Ile Ser Ala Gln Ile Thr Asp Ala Asn Asp Leu 
275                 280                 285             

Ser Ala Ile Ala Arg Glu Val Asn Ala Ala Ser Gly Lys Thr Gly Ile 
290                 295             300                 

Thr Ala Glu Val Ala Asn Asp Gly Ser Ile Thr Leu Ile Gln Glu Gln 
305                 310                 315                 320 

Gly Lys Asp Ile Thr Ile Glu Asp Phe Thr Ala Ala Gly Ser Gln Gln 
325               330                 335     

Leu Ala Val Gln Gly Ser Gly Asp Pro Ser Ala Ile Glu Leu Thr Asn 
340                 345                 350         

Gly Gly Ala Asn Ala Thr Arg Ile Ala Gly Glu Leu Thr Leu Asp Ser 
355                 360                 365             
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Ser Val Ser Phe Ala Ala Thr Ser Asp Ala Thr Leu Ala Ala Gly Ser 
370                 375                 380                 

Val Leu Asn Ser Ala Gln Asn Thr Ala Ala Gly Ser Thr Pro Glu Glu 
385                 390                 395                 400 

Val Ala Gly Ile Asp Ile Ser Thr Val Asp Gly Ala Thr Ser Ala Leu 
405                 410                 415     

Ala Val Val Asp Ala Ala Leu Glu Thr Ile Ser Gly Ile Arg Ala Asp 
420 425                 430         

Leu Gly Ala Ala Gln Asn Arg Leu Glu Ser Thr Ile Ala Asn Leu Ser 
435                 440                 445             

Thr Thr Ser Glu Asn Leu Ser Ala Ala Arg Ser Arg Ile Arg Asp Ala 
450   455                 460                 

Asp Phe Ala Ala Glu Ser Ala Glu Leu Ala Arg Thr Gln Val Leu Gln 
465                 470                 475                 480 

Gln Ala Gly Leu Ser Val Leu Ala Gln Ala Asn Ala Arg Pro Gln Gln 
  485                 490                 495     

Val Leu Gln Leu Leu Gln Gly Ala Cys Gly Ser Arg His His His His 
500                 505                 510         

His His His Ala Arg Lys Asp Glu Leu 
 515               520     

<210>  3
<211>  1557
<212>  DNA
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina FR
<222>  (1)..(1557)

<220>
<221>  característica
<222>  (1516)..(1536)
<223>  Región que codifica para una cola de histidinas

<220>
<221>  característica
<222>  (1543)..(1554)
<223>  Región que codifica para la secuencia KDEL

<400>  3
atggctctcg gtattaacac taacgttgcg tcactgtcag ctcagaacca gctgaacaaa      60

tcccaggagc tttctaacca agctctggag cgtctgtctt ccggtctgcg catcaactcc     120

gccaaggacg atgctgctgg ccttgcaatt tcgacccgtt ttcagtccca gatctctggt     180

ctgaatgttg cccagcgtaa cgccaacgac ggtatttccc tggctcagac tgctgaaggt     240
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gctctggaag aaaccaccaa catcctgcag cgcatccgtg agctgtctgt tcagtcggcc     300

aactctacca actcttcttc cgaccgctct gcacttcagg gcgaagtaaa ccagctgaag     360

caagagcttg atcgtattgc cggtaccacc cagtttaacg gcctcaacct tctggatggc     420

agcttcactg cccagtcatt ccaggttggt gccaacgcta accagaccat ctcggtctct     480

gtaactggcg ctcgtggtgc cgaccttggt aacaacaccg tatccggtga aagtgatacc     540

actgtcagtc agggcacggg ttctgttgca gtcgcggccg ctgatgtggc aaccgttgcc     600

aacaatacga ttgctacaca gaacatcacc gtttctggaa ctgaaggctc tgaggtcatc     660

ggtattaccc agggcgatac tgcagaagcg attgcggctg ctgttaacgc tgaaaccggc     720

acgactggtg taacggctac ggcatccacc acggcaaccc tcgctggtct gtctgacgat     780

ggtacggttt cctttacgct tggcagtggt ggcgacacag cgaccatctc cgcagcggta     840

acgaccactg acctgggtgc gctggccaaa gcgatcaacg atacctcagg caccactggt     900

gttacggctg aagcaaacgg tggcgaaatc acactgaccc aggctgatgg caaagacatc  960

cgtctgcagg actttgccaa ctcaggtaac gcgaccggta ccgccacgct gcagggcagc    1020

ggtgacccat cagcggttac tttgaccgct ggcagcactg acagcacgat tgcttctggc    1080

tctgttgaat tcgcctcttc cggtgcattc tcagtaagct cctctgtcgc agagactgcc    1140

ggtagcattc tgaacgtcgc agccgacacc gtggttggtt ccaacctcca gtcagtgtct    1200

tctatcgaca tcggtactgt tgcgggcgct aacagcgcaa tcgagattgc agatgcggct    1260

ctggagcaga tcagtggtat ccgcgccgat ctgggtgctg cccagaaccg gttcgagtct    1320

acgatcgcca acctgagcac aactgccgaa aacctgtcgg ccgctaacag ccggattctg    1380

gatgcagact tcgcatctga aactgctaag ctgtccaagg cgcaggttct ccagcaagct    1440

ggtatctctg tactggcaca ggcgaatgcc cgtccacagc aggttctgtc cctcctgcag    1500

gcatgcggtt ctagacatca ccaccaccat caccatgcta gaaaagatga actgtaa       1557

<210>  4
<211>  518
<212>  PRT
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina FR
<222>  (1)..(518)

<220>
<221>  CARACTERÍSTICA
<222>  (506)..(512)
<223>  Cola de histidinas

<220>
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<221>  CARACTERÍSTICA
<222>  (514)..(518)
<223>  Secuencia KDEL

<400> 4

Met Ala Leu Gly Ile Asn Thr Asn Val Ala Ser Leu Ser Ala Gln Asn 
1               5                   10                  15      

Gln Leu Asn Lys Ser Gln Glu Leu Ser Asn Gln Ala Leu Glu Arg Leu 
20                  25                  30   

Ser Ser Gly Leu Arg Ile Asn Ser Ala Lys Asp Asp Ala Ala Gly Leu 
35                  40                  45              

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

Gln Arg Asn Ala Asn Asp Gly Ile Ser Leu Ala Gln Thr Ala Glu Gly 
65                  70                  75                  80  

Ala Leu Glu Glu Thr Thr Asn Ile Leu Gln Arg Ile Arg Glu Leu Ser 
85                  90      95      

Val Gln Ser Ala Asn Ser Thr Asn Ser Ser Ser Asp Arg Ser Ala Leu 
100                 105                 110         

Gln Gly Glu Val Asn Gln Leu Lys Gln Glu Leu Asp Arg Ile Ala Gly 
115                 120       125             

Thr Thr Gln Phe Asn Gly Leu Asn Leu Leu Asp Gly Ser Phe Thr Ala 
130                 135                 140                 

Gln Ser Phe Gln Val Gly Ala Asn Ala Asn Gln Thr Ile Ser Val Ser 
145                 150         155                 160 

Val Thr Gly Ala Arg Gly Ala Asp Leu Gly Asn Asn Thr Val Ser Gly 
165                 170                 175     

Glu Ser Asp Thr Thr Val Ser Gln Gly Thr Gly Ser Val Ala Val Ala 
180           185                 190         

Ala Ala Asp Val Ala Thr Val Ala Asn Asn Thr Ile Ala Thr Gln Asn 
 195                 200                 205             

Ile Thr Val Ser Gly Thr Glu Gly Ser Glu Val Ile Gly Ile Thr Gln 
 210             215                 220                 

Gly Asp Thr Ala Glu Ala Ile Ala Ala Ala Val Asn Ala Glu Thr Gly 
225                 230                 235                 240 

Thr Thr Gly Val Thr Ala Thr Ala Ser Thr Thr Ala Thr Leu Ala Gly 
  245                 250                 255     

Leu Ser Asp Asp Gly Thr Val Ser Phe Thr Leu Gly Ser Gly Gly Asp 
260                 265                 270         

Thr Ala Thr Ile Ser Ala Ala Val Thr Thr Thr Asp Leu Gly Ala Leu 
 275                 280                 285             
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Ala Lys Ala Ile Asn Asp Thr Ser Gly Thr Thr Gly Val Thr Ala Glu 
290                 295                 300                 

Ala Asn Gly Gly Glu Ile Thr Leu Thr Gln Ala Asp Gly Lys Asp Ile 
305                 310                 315                 320 

Arg Leu Gln Asp Phe Ala Asn Ser Gly Asn Ala Thr Gly Thr Ala Thr 
 325                 330                 335     

Leu Gln Gly Ser Gly Asp Pro Ser Ala Val Thr Leu Thr Ala Gly Ser 
340                 345                 350         

Thr Asp Ser Thr Ile Ala Ser Gly Ser Val Glu Phe Ala Ser Ser Gly 
355                 360                 365             

Ala Phe Ser Val Ser Ser Ser Val Ala Glu Thr Ala Gly Ser Ile Leu 
370                 375                 380                 

Asn Val Ala Ala Asp Thr Val Val Gly Ser Asn Leu Gln Ser Val Ser 
385                 390                 395                 400 

Ser Ile Asp Ile Gly Thr Val Ala Gly Ala Asn Ser Ala Ile Glu Ile 
405                 410                 415     

Ala Asp Ala Ala Leu Glu Gln Ile Ser Gly Ile Arg Ala Asp Leu Gly 
420                 425                 430         

Ala Ala Gln Asn Arg Phe Glu Ser Thr Ile Ala Asn Leu Ser Thr Thr 
435                 440                 445             

Ala Glu Asn Leu Ser Ala Ala Asn Ser Arg Ile Leu Asp Ala Asp Phe 
450                 455                 460                 

Ala Ser Glu Thr Ala Lys Leu Ser Lys Ala Gln Val Leu Gln Gln Ala 
465                 470                 475                 480 

Gly Ile Ser Val Leu Ala Gln Ala Asn Ala Arg Pro Gln Gln Val Leu 
 485                 490                 495     

Ser Leu Leu Gln Ala Cys Gly Ser Arg His His His His His His His 
 500                 505                 510         

Ala Arg Lys Asp Glu Leu 
 515             

<210>  5
<211>  1884
<212>  DNA
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina F4DUD
<222> (1)..(1884)

<220>
<221>  característica
<222>  (1516)..(1590)
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<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1597)..(1671)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1678)..(1752)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1759)..(1833)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1834)..(1863)
<223>  Secuencia que codifica para una cola de histidinas

<220>
<221>  característica
<222>  (1870)..(1881)
<223>  Secuencia que codifica para la secuencia KDEL

<400>  5
atgcctcaga tcatcaacac caatattgcg tcgctgaatg cacagcgaaa cctgaatact      60

tcgcaggaag actccaacgt tgccctgcag cgactgtcat ccggcctgcg tatcaactcc     120

gccaaggacg acgccgccgg actggccatc tccgagcgat tcacatcgca gatcaaaggt     180

ctcaaccagg ccattcgaaa cgccaatgac ggtatttccc tggctcagac cgccgaaggc     240

gccctgggcg aatccggaaa catcctgcag cgcatccggg aactcgccgt acagtccgcc     300

aacgctacca actccgcatc tgacaggaag gccctgcagt ctgaagtaaa ccagctaaaa     360

ggtgagctcg agcgcattgc caccaccacc gaattcaacg gactgaaact tctggacggc     420

accttccagg ctcagaagtt ccaggctggc gccaacgaaa accagagcat cgccgtttcc     480

atcgaaggtg cccgaaccgc cgacctagca aacaacacgc tcgacgctgc caacgcaacc     540

ctgaaccagg gcaccggttc aacaacggca gcgaatgcga cgttacccgc acaaaacacg     600

atcgccacgc agaatctcac catttccagc tcgctggaca gccaggtggt gcccattaca     660

gcaggtgaca cagcggaaga catcgccgca gccatcaacg acattggtgc cacgacgggt     720

gtgaacgcaa cggcaagaac atcggcgacc ctgagcaaca ccgctaccac gccaatcgcc     780

gtgcctcaaa ccgtatcgct cacgctttcc aacggtagca gttcagcaac catttccgcg     840

cagatcaccg atgcgaacga cctctcagca attgcacgtg aggtgaacgc agcttccggc     900

aagaccggca ttaccgcgga agtcgctaac gacggcagca tcacgctgat tcaggagcaa     960
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ggtaaagaca tcactattga agactttacc gcagcgggct ctcagcaact ggcggtacag    1020

ggtagtggcg atccaagtgc catcgaactg acaaacggtg gtgccaatgc cacacgtatc    1080

gccggggaat tgacactgga ctcctccgtt agcttcgcgg cgacgtctga cgccaccctg    1140

gccgcaggca gcgttctgaa cagtgcacag aataccgccg ccggctccac acctgaagaa    1200

gtggcaggta ttgatataag caccgttgac ggcgcaacca gtgcacttgc agttgtggat    1260

gcggcattgg aaaccatcag tggcattcgt gccgatctgg gcgccgcgca gaatcgactc    1320

gagtcgacca ttgccaacct gagtacgacc tctgagaacc tttcggccgc gcgttcgcga    1380

attcgtgatg cagactttgc cgccgaatcc gcggaactcg cccgcaccca agtgctccag    1440

caggctggct tgtcggtatt ggcccaggcc aacgcaagac cgcagcaggt tctgcagctg    1500

ctgcagggtg catgccatcc gactgagcct tacacgacag tcactactca gaacactgct    1560

tcacaaacaa tgtcggctat tgaaaattta ggtacccatc cgactgagcc ttacacgaca    1620

gtcactactc agaacactgc ttcacaaaca atgtcggcta ttgaaaattt agctagccat    1680

ccgactgagc cttacacgac agtcactact cagaacactg cttcacaaac aatgtcggct    1740

attgaaaatt tactcgagca tccgactgag ccttacacga cagtcactac tcagaacact    1800

gcttcacaaa caatgtcggc tattgaaaat ttacaccatc accatcacca tcaccatcac    1860

cattctagaa aagatgaact gtaa                                           1884

<210>  6
<211>  626
<212>  PRT
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina F4DUD
<222>  (1)..(626)

<220>
<221>  CARACTERÍSTICA
<222>  (506)..(530)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (533)..(557)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (560)..(584)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
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<222>  (587)..(611)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (612)..(621)
<223>  Cola de histidinas

<220>
<221>  CARACTERÍSTICA
<222>  (624)..(627)
<223>  Secuencia KDEL

<400>  6

Met Pro Gln Ile Ile Asn Thr Asn Ile Ala Ser Leu Asn Ala Gln Arg 
1               5                   10                  15      

Asn Leu Asn Thr Ser Gln Glu Asp Ser Asn Val Ala Leu Gln Arg Leu 
20                  25                  30          

Ser Ser Gly Leu Arg Ile Asn Ser Ala Lys Asp Asp Ala Ala Gly Leu 
35                  40                  45  

Ala Ile Ser Glu Arg Phe Thr Ser Gln Ile Lys Gly Leu Asn Gln Ala 
50                  55                  60                  

Ile Arg Asn Ala Asn Asp Gly Ile Ser Leu Ala Gln Thr Ala Glu Gly 
65                  70                  75   80  

Ala Leu Gly Glu Ser Gly Asn Ile Leu Gln Arg Ile Arg Glu Leu Ala 
85                  90                  95      

Val Gln Ser Asn Ala Thr Asn Ser Ala Ser Asp Arg Lys Ala Leu Gln 
100                 105    110         

Ser Glu Val Asn Gln Leu Lys Gly Glu Leu Glu Arg Ile Ala Thr Thr 
115                 120                 125             

Thr Glu Phe Asn Gly Leu Lys Leu Leu Asp Gly Thr Phe Gln Ala Gln 
130                 135      140                 

Lys Phe Gln Ala Gly Ala Asn Glu Asn Gln Ser Ile Ala Val Ser Ile 
145                 150                 155                 160 

Glu Gly Ala Arg Thr Ala Asp Leu Ala Asn Asn Thr Leu Asp Ala Ala 
165        170                 175     

Asn Ala Thr Leu Asn Gln Gly Thr Gly Ser Thr Thr Ala Ala Asn Ala 
 180                 185                 190         

Thr Leu Pro Ala Gln Asn Thr Ile Ala Thr Gln Asn Leu Thr Ile Ser 
 195         200                 205             

Ser Ser Leu Asp Ser Gln Val Val Pro Ile Thr Ala Gly Asp Thr Ala 
210                 215                 220                 
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Glu Asp Ile Ala Ala Ala Ile Asn Asp Ile Gly Ala Thr Thr Gly Val 
225          230                 235                 240 

Asn Ala Thr Ala Arg Thr Ser Ala Thr Leu Ser Asn Thr Ala Thr Thr 
245                 250                 255     

Pro Ile Ala Val Pro Gln Thr Val Ser Leu Thr Leu Ser Asn Gly Ser 
 260                 265                 270         

Ser Ser Ala Thr Ile Ser Ala Gln Ile Thr Asp Ala Asn Asp Leu Ser 
275                 280                 285             

Ala Ile Ala Arg Glu Val Asn Ala Ala Ser Gly Lys Thr Gly Ile Thr 
290                 295                 300                 

Ala Glu Val Ala Asn Asp Gly Ser Ile Thr Leu Ile Gln Glu Gln Gly 
305                 310                 315                 320 

Lys Asp Ile Thr Ile Glu Asp Phe Thr Ala Ala Gly Ser Gln Gln Leu 
325                 330                 335     

Ala Val Gln Gly Ser Gly Asp Pro Ser Ala Ile Glu Leu Thr Asn Gly 
340                 345                 350         

Gly Ala Asn Ala Thr Arg Ile Ala Gly Glu Leu Thr Leu Asp Ser Ser 
355                 360                 365             

Val Ser Phe Ala Ala Thr Ser Asp Ala Thr Leu Ala Ala Gly Ser Val 
370                 375                 380                 

Leu Asn Ser Ala Gln Asn Thr Ala Ala Gly Ser Thr Pro Glu Glu Val 
385                 390                 395                 400 

Ala Gly Ile Asp Ile Ser Thr Val Asp Gly Ala Thr Ser Ala Leu Ala 
405                 410                 415     

Val Val Asp Ala Ala Leu Glu Thr Ile Ser Gly Ile Arg Ala Asp Leu 
420                 425                 430         

Gly Ala Ala Gln Asn Arg Leu Glu Ser Thr Ile Ala Asn Leu Ser Thr 
435                 440                 445             

Thr Ser Glu Asn Leu Ser Ala Ala Arg Ser Arg Ile Arg Asp Ala Asp 
450                 455                 460                 

Phe Ala Ala Glu Ser Ala Glu Leu Ala Arg Thr Gln Val Leu Gln Gln 
465                 470                 475                 480 

Ala Gly Leu Ser Val Leu Ala Gln Ala Asn Ala Arg Pro Gln Gln Val 
485                 490                 495     

Leu Gln Leu Leu Gln Gly Ala Cys His Pro Thr Glu Pro Tyr Thr Thr 
500                 505                 510         

Val Thr Thr Gln Asn Thr Ala Ser Gln Thr Met Ser Ala Ile Glu Asn 
515                 520                 525             

Leu Gly Thr His Pro Thr Glu Pro Tyr Thr Thr Val Thr Thr Gln Asn 
 530                 535                 540                 
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Thr Ala Ser Gln Thr Met Ser Ala Ile Glu Asn Leu Ala Ser His Pro 
545                 550                 555                 560 

Thr Glu Pro Tyr Thr Thr Val Thr Thr Gln Asn Thr Ala Ser Gln Thr 
565                 570                 575     

Met Ser Ala Ile Glu Asn Leu Leu Glu His Pro Thr Glu Pro Tyr Thr 
580                 585                 590         

Thr Val Thr Thr Gln Asn Thr Ala Ser Gln Thr Met Ser Ala Ile Glu 
595                 600                 605             

Asn Leu His His His His His His His His His His Ser Arg Lys Asp 
 610                 615                 620                 

Glu Leu 
625     

<210>  7
<211>  1875
<212>  DNA
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina FR4DUD
<222>  (1)..(1875)

<220>
<221>  característica
<222>  (1507)..(1581)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1588)..(1662)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1669)..(1743)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1750)..(1824)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1825)..(1854)
<223>  Secuencia que codifica para una cola de histidinas

<220>
<221>  característica
<222>  (1861)..(1872)
<223>  Secuencia que codifica para la secuencia KDEL
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<400>  7
atggctctcg gtattaacac taacgttgcg tcactgtcag ctcagaacca gctgaacaaa      60

tcccaggagc tttctaacca agctctggag cgtctgtctt ccggtctgcg catcaactcc     120

gccaaggacg atgctgctgg ccttgcaatt tcgacccgtt ttcagtccca gatctctggt     180

ctgaatgttg cccagcgtaa cgccaacgac ggtatttccc tggctcagac tgctgaaggt     240

gctctggaag aaaccaccaa catcctgcag cgcatccgtg agctgtctgt tcagtcggcc     300

aactctacca actcttcttc cgaccgctct gcacttcagg gcgaagtaaa ccagctgaag     360

caagagcttg atcgtattgc cggtaccacc cagtttaacg gcctcaacct tctggatggc     420

agcttcactg cccagtcatt ccaggttggt gccaacgcta accagaccat ctcggtctct     480

gtaactggcg ctcgtggtgc cgaccttggt aacaacaccg tatccggtga aagtgatacc     540

actgtcagtc agggcacggg ttctgttgca gtcgcggccg ctgatgtggc aaccgttgcc     600

aacaatacga ttgctacaca gaacatcacc gtttctggaa ctgaaggctc tgaggtcatc     660

ggtattaccc agggcgatac tgcagaagcg attgcggctg ctgttaacgc tgaaaccggc     720

acgactggtg taacggctac ggcatccacc acggcaaccc tcgctggtct gtctgacgat     780

ggtacggttt cctttacgct tggcagtggt ggcgacacag cgaccatctc cgcagcggta     840

acgaccactg acctgggtgc gctggccaaa gcgatcaacg atacctcagg caccactggt     900

gttacggctg aagcaaacgg tggcgaaatc acactgaccc aggctgatgg caaagacatc     960

cgtctgcagg actttgccaa ctcaggtaac gcgaccggta ccgccacgct gcagggcagc    1020

ggtgacccat cagcggttac tttgaccgct ggcagcactg acagcacgat tgcttctggc    1080

tctgttgaat tcgcctcttc cggtgcattc tcagtaagct cctctgtcgc agagactgcc    1140

ggtagcattc tgaacgtcgc agccgacacc gtggttggtt ccaacctcca gtcagtgtct    1200

tctatcgaca tcggtactgt tgcgggcgct aacagcgcaa tcgagattgc agatgcggct    1260

ctggagcaga tcagtggtat ccgcgccgat ctgggtgctg cccagaaccg gttcgagtct    1320

acgatcgcca acctgagcac aactgccgaa aacctgtcgg ccgctaacag ccggattctg    1380

gatgcagact tcgcatctga aactgctaag ctgtccaagg cgcaggttct ccagcaagct   1440

ggtatctctg tactggcaca ggcgaatgcc cgtccacagc aggttctgtc cctcctgcag    1500

caattccatc cgactgagcc ttacacgaca gtcactactc agaacactgc ttcacaaaca    1560

atgtcggcta ttgaaaattt aggtacccat ccgactgagc cttacacgac agtcactact    1620

cagaacactg cttcacaaac aatgtcggct attgaaaatt tagctagcca tccgactgag    1680

ccttacacga cagtcactac tcagaacact gcttcacaaa caatgtcggc tattgaaaat    1740
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ttactcgagc atccgactga gccttacacg acagtcacta ctcagaacac tgcttcacaa    1800

acaatgtcgg ctattgaaaa tttacaccat caccatcacc atcaccatca ccattctaga    1860

aaagatgaac tgtaa                                                     1875

<210>  8
<211>  624
<212>  PRT
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina FR4DUD
<222>  (1)..(624)

<220>
<221>  CARACTERÍSTICA
<222>  (503)..(527)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (530)..(554)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (557)..(581)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (584)..(608)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (609)..(618)
<223>  Cola de histidinas

<220>
<221>  CARACTERÍSTICA
<222>  (621)..(624)
<223>  Secuencia KDEL

<400>  8

Met Ala Leu Gly Ile Asn Thr Asn Val Ala Ser Leu Ser Ala Gln Asn 
1               5                   10                  15    

Gln Leu Asn Lys Ser Gln Glu Leu Ser Asn Gln Ala Leu Glu Arg Leu 
20                  25                  30          

Ser Ser Gly Leu Arg Ile Asn Ser Ala Lys Asp Asp Ala Ala Gly Leu 
35                  40                  45      

Ala Ile Ser Thr Arg Phe Gln Ser Gln Ile Ser Gly Leu Asn Val Ala 
50                  55                  60                  
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Gln Arg Asn Ala Asn Asp Gly Ile Ser Leu Ala Gln Thr Ala Glu Gly 
65                  70                  75       80  

Ala Leu Glu Glu Thr Thr Asn Ile Leu Gln Arg Ile Arg Glu Leu Ser 
85                  90                  95      

Val Gln Ser Ala Asn Ser Thr Asn Ser Ser Ser Asp Arg Ser Ala Leu 
100                 105        110         

Gln Gly Glu Val Asn Gln Leu Lys Gln Glu Leu Asp Arg Ile Ala Gly 
115                 120                 125             

Thr Thr Gln Phe Asn Gly Leu Asn Leu Leu Asp Gly Ser Phe Thr Ala 
130                 135          140                 

Gln Ser Phe Gln Val Gly Ala Asn Ala Asn Gln Thr Ile Ser Val Ser 
145                 150                 155                 160 

Val Thr Gly Ala Arg Gly Ala Asp Leu Gly Asn Asn Thr Val Ser Gly 
165            170                 175     

Glu Ser Asp Thr Thr Val Ser Gln Gly Thr Gly Ser Val Ala Val Ala 
180                 185                 190         

Ala Ala Asp Val Ala Thr Val Ala Asn Asn Thr Ile Ala Thr Gln Asn 
 195              200                 205             

Ile Thr Val Ser Gly Thr Glu Gly Ser Glu Val Ile Gly Ile Thr Gln 
 210                 215                 220                 

Gly Asp Thr Ala Glu Ala Ile Ala Ala Ala Val Asn Ala Glu Thr Gly 
225                230                 235                 240 

Thr Thr Gly Val Thr Ala Thr Ala Ser Thr Thr Ala Thr Leu Ala Gly 
 245                 250                 255     

Leu Ser Asp Asp Gly Thr Val Ser Phe Thr Leu Gly Ser Gly Gly Asp 
260                 265                 270         

Thr Ala Thr Ile Ser Ala Ala Val Thr Thr Thr Asp Leu Gly Ala Leu 
275                 280                 285             

Ala Lys Ala Ile Asn Asp Thr Ser Gly Thr Thr Gly Val Thr Ala Glu 
290 295                 300                 

Ala Asn Gly Gly Glu Ile Thr Leu Thr Gln Ala Asp Gly Lys Asp Ile 
305                 310                 315                 320 

Arg Leu Gln Asp Phe Ala Asn Ser Gly Asn Ala Thr Gly Thr Ala Thr 
 325                 330                 335     

Leu Gln Gly Ser Gly Asp Pro Ser Ala Val Thr Leu Thr Ala Gly Ser 
340                 345                 350         

Thr Asp Ser Thr Ile Ala Ser Gly Ser Val Glu Phe Ala Ser Ser Gly 
355                 360                 365             
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Ala Phe Ser Val Ser Ser Ser Val Ala Glu Thr Ala Gly Ser Ile Leu 
370                 375                 380                 

Asn Val Ala Ala Asp Thr Val Val Gly Ser Asn Leu Gln Ser Val Ser 
385                 390                 395                 400 

Ser Ile Asp Ile Gly Thr Val Ala Gly Ala Asn Ser Ala Ile Glu Ile 
405                 410                 415     

Ala Asp Ala Ala Leu Glu Gln Ile Ser Gly Ile Arg Ala Asp Leu Gly 
420                 425                 430         

Ala Ala Gln Asn Arg Phe Glu Ser Thr Ile Ala Asn Leu Ser Thr Thr 
435                 440                 445             

Ala Glu Asn Leu Ser Ala Ala Asn Ser Arg Ile Leu Asp Ala Asp Phe 
450                 455                 460                 

Ala Ser Glu Thr Ala Lys Leu Ser Lys Ala Gln Val Leu Gln Gln Ala 
465                 470                 475                 480 

Gly Ile Ser Val Leu Ala Gln Ala Asn Ala Arg Pro Gln Gln Val Leu 
 485                 490                 495     

Ser Leu Leu Gln Gln Phe His Pro Thr Glu Pro Tyr Thr Thr Val Thr 
500                 505                 510         

Thr Gln Asn Thr Ala Ser Gln Thr Met Ser Ala Ile Glu Asn Leu Gly 
515                 520                 525             

Thr His Pro Thr Glu Pro Tyr Thr Thr Val Thr Thr Gln Asn Thr Ala 
530                 535                 540                 

Ser Gln Thr Met Ser Ala Ile Glu Asn Leu Ala Ser His Pro Thr Glu 
545                 550                 555                 560 

Pro Tyr Thr Thr Val Thr Thr Gln Asn Thr Ala Ser Gln Thr Met Ser 
565                 570                 575     

Ala Ile Glu Asn Leu Leu Glu His Pro Thr Glu Pro Tyr Thr Thr Val 
 580                 585                 590         

Thr Thr Gln Asn Thr Ala Ser Gln Thr Met Ser Ala Ile Glu Asn Leu 
 595                 600                 605             

His His His His His His His His His His Ser Arg Lys Asp Glu Leu 
610                 615                 620                 

<210>  9
<211>  1893
<212>  DNA
<213>  Salmonella typhimurium

<220>
<221>  Flagelina STF4DUD
<222>  (1)..(1893)

<220>
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<221>  característica
<222>  (1525)..(1599)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1606)..(1680)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1686)..(1761)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1768)..(1842)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1843)..(1872)
<223>  Secuencia que codifica para una cola de histidinas

<220>
<221>  característica
<222>  (1889)..(1890)
<223>  Secuencia que codifica para la secuencia KDEL

<400>  9
atggcacaag taatcaacac taacagtctg tcgctgctga cccagaataa cctgaacaaa      60

tcccagtccg cactgggcac cgctatcgag cgtctgtctt ctggtctgcg tatcaacagc     120

gcgaaagacg atgcggcagg tcaggcgatt gctaaccgtt tcaccgcgaa catcaaaggt     180

ctgactcagg cttcccgtaa cgctaacgac ggtatctcca ttgcgcagac cactgaaggc     240

gcgctgaacg aaatcaacaa caacctgcag cgtgtgcgtg aactggcggt tcagtctgct     300

aacagcacca actcccagtc tgacctcgac tccatccagg ctgaaatcac ccagcgcctg     360

aacgaaatcg accgtgtatc cggccagact cagttcaacg gcgtgaaagt cctggcgcag     420

gacaacaccc tgaccatcca ggttggcgcc aacgacggtg aaactatcga tatcgatctg     480

aagcagatca actctcagac cctgggtctg gactcactga acgtgcagaa agcgtatgat     540

gtgaaagata cagcagtaac aacgaaagct tatgccaata atggtactac actggatgta     600

tcgggtcttg atgatgcagc tattaaagcg gctacgggtg gtacgaatgg tacggcttct     660

gtaaccggtg gtgcggttaa atttgacgca gataataaca agtactttgt tactattggt     720

ggctttactg gtgctgatgc cgccaaaaat ggcgattatg aagttaacgt tgctactgac     780

ggtacagtaa cccttgcggc tggcgcaact aagaccacaa tgcctgctgg tgcgacaact     840

aaaacagaag tacaggagtt aaaagataca ccggcagttg tttcagcaga tgctaaaaat     900
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gccttaattg ctggcggcgt tgacgctacc gatgctaatg gcgctgagtt ggtcaaaatg     960

tcttataccg ataaaaatgg taagacaatt gaaggcggtt atgcgcttaa agctggcgat    1020

aagtattacg ccgcagatta cgatgaagcg acaggagcaa ttaaagctaa aaccacaagt    1080

tatactgctg ctgacggcac taccaaaaca gcggctaacc aactgggtgg cgtagacggt    1140

aaaaccgaag tcgttactat cgacggtaaa acctacaatg ccagcaaagc cgctggtcat    1200

gatttcaaag cacaaccaga gctggcggaa gcagccgcta aaaccaccga aaacccgctg  1260

cagaaaattg atgccgcgct ggcgcaggtg gatgcgctgc gctctgatct gggtgcggta    1320

caaaaccgtt tcaactctgc tatcaccaac ctgggcaata ccgtaaacaa tctgtctgaa    1380

gcgcgtagcc gtatcgaaga ttccgactac gcgaccgaag tttccaacat gtctcgcgcg    1440

cagattctgc agcaggccgg tacttccgtt ctggcgcagg ctaaccaggt cccgcagaac    1500

gtgctgtctc tgttacgtga attccatccg actgagcctt acacgacagt cactactcag    1560

aacactgctt cacaaacaat gtcggctatt gaaaatttag gtacccatcc gactgagcct    1620

tacacgacag tcactactca gaacactgct tcacaaacaa tgtcggctat tgaaaattta    1680

gctagccatc cgactgagcc ttacacgaca gtcactactc agaacactgc ttcacaaaca    1740

atgtcggcta ttgaaaattt actcgagcat ccgactgagc cttacacgac agtcactact    1800

cagaacactg cttcacaaac aatgtcggct attgaaaatt tacaccatca ccatcaccat    1860

caccatcacc attctagaaa agatgaactg taa                                 1893

<210>  10
<211>  630
<212>  PRT
<213>  Salmonella typhimurium

<220>
<221>  Flagelina STF4DUD
<222>  (1)..(630)

<220>
<221>  CARACTERÍSTICA
<222>  (509)..(533)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (536)..(560)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (563)..(587)
<223>  Epítopo DUD
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<220>
<221>  CARACTERÍSTICA
<222>  (590)..(614)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (615)..(624)
<223>  Cola de histidinas

<220>
<221>  CARACTERÍSTICA
<222>  (627)..(630)
<223>  Secuencia KDEL

<400>  10

Met Ala Gln Val Ile Asn Thr Asn Ser Leu Ser Leu Leu Thr Gln Asn 
1               5                   10                  15      

Asn Leu Asn Lys Ser Gln Ser Ala Leu Gly Thr Ala Ile Glu Arg Leu 
20                  25                  30          

Ser Ser Gly Leu Arg Ile Asn Ser Ala Lys Asp Asp Ala Ala Gly Gln 
35                  40                  45              

Ala Ile Ala Asn Arg Phe Thr Ala Asn Ile Lys Gly Leu Thr Gln Ala 
50                  55                  60                  

Ser Arg Asn Ala Asn Asp Gly Ile Ser Ile Ala Gln Thr Thr Glu Gly 
65                  70                  75                  80  

Ala Leu Asn Glu Ile Asn Asn Asn Leu Gln Arg Val Arg Glu Leu Ala 
85                  90                  95      

Val Gln Ser Ala Asn Ser Thr Asn Ser Gln Ser Asp Leu Asp Ser Ile 
100                 105                 110         

Gln Ala Glu Ile Thr Gln Arg Leu Asn Glu Ile Asp Arg Val Ser Gly 
115                 120                 125             

Gln Thr Gln Phe Asn Gly Val Lys Val Leu Ala Gln Asp Asn Thr Leu 
130                 135                 140                 

Thr Ile Gln Val Gly Ala Asn Asp Gly Glu Thr Ile Asp Ile Asp Leu 
145                 150                 155                 160 

Lys Gln Ile Asn Ser Gln Thr Leu Gly Leu Asp Ser Leu Asn Val Gln 
 165                 170                 175     

Lys Ala Tyr Asp Val Lys Asp Thr Ala Val Thr Thr Lys Ala Tyr Ala 
180                 185                 190         

Asn Asn Gly Thr Thr Leu Asp Val Ser Gly Leu Asp Asp Ala Ala Ile 
195                 200                 205          

Lys Ala Ala Thr Gly Gly Thr Asn Gly Thr Ala Ser Val Thr Gly Gly 
210                 215                 220                 
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Ala Val Lys Phe Asp Ala Asp Asn Asn Lys Tyr Phe Val Thr Ile Gly 
225                 230                 235           240 

Gly Phe Thr Gly Ala Asp Ala Ala Lys Asn Gly Asp Tyr Glu Val Asn 
245                 250                 255     

Val Ala Thr Asp Gly Thr Val Thr Leu Ala Ala Gly Ala Thr Lys Thr 
260                 265             270         

Thr Met Pro Ala Gly Ala Thr Thr Lys Thr Glu Val Gln Glu Leu Lys 
 275                 280                 285             

Asp Thr Pro Ala Val Val Ser Ala Asp Ala Lys Asn Ala Leu Ile Ala 
290                 295               300                 

Gly Gly Val Asp Ala Thr Asp Ala Asn Gly Ala Glu Leu Val Lys Met 
305                 310                 315                 320 

Ser Tyr Thr Asp Lys Asn Gly Lys Thr Ile Glu Gly Gly Tyr Ala Leu 
325                 330                 335     

Lys Ala Gly Asp Lys Tyr Tyr Ala Ala Asp Tyr Asp Glu Ala Thr Gly 
340                 345                 350         

Ala Ile Lys Ala Lys Thr Thr Ser Tyr Thr Ala Ala Asp Gly Thr Thr 
355                 360                 365             

Lys Thr Ala Ala Asn Gln Leu Gly Gly Val Asp Gly Lys Thr Glu Val 
 370                 375                 380                 

Val Thr Ile Asp Gly Lys Thr Tyr Asn Ala Ser Lys Ala Ala Gly His 
385                 390 395                 400 

Asp Phe Lys Ala Gln Pro Glu Leu Ala Glu Ala Ala Ala Lys Thr Thr 
 405                 410                 415     

Glu Asn Pro Leu Gln Lys Ile Asp Ala Ala Leu Ala Gln Val Asp Ala 
420   425                 430         

Leu Arg Ser Asp Leu Gly Ala Val Gln Asn Arg Phe Asn Ser Ala Ile 
435                 440                 445             

Thr Asn Leu Gly Asn Thr Val Asn Asn Leu Ser Glu Ala Arg Ser Arg 
450     455                 460                 

Ile Glu Asp Ser Asp Tyr Ala Thr Glu Val Ser Asn Met Ser Arg Ala 
465                 470                 475                 480 

Gln Ile Leu Gln Gln Ala Gly Thr Ser Val Leu Ala Gln Ala Asn Gln 
 485                 490                 495     

Val Pro Gln Asn Val Leu Ser Leu Leu Arg Glu Phe His Pro Thr Glu 
500                 505                 510         

Pro Tyr Thr Thr Val Thr Thr Gln Asn Thr Ala Ser Gln Thr Met Ser 
 515                 520                 525             

Ala Ile Glu Asn Leu Gly Thr His Pro Thr Glu Pro Tyr Thr Thr Val 
 530                 535                 540                 
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Thr Thr Gln Asn Thr Ala Ser Gln Thr Met Ser Ala Ile Glu Asn Leu 
545                 550                 555                 560 

Ala Ser His Pro Thr Glu Pro Tyr Thr Thr Val Thr Thr Gln Asn Thr 
565                 570                 575     

Ala Ser Gln Thr Met Ser Ala Ile Glu Asn Leu Leu Glu His Pro Thr 
580                 585                 590         

Glu Pro Tyr Thr Thr Val Thr Thr Gln Asn Thr Ala Ser Gln Thr Met 
595                 600                 605             

Ser Ala Ile Glu Asn Leu His His His His His His His His His His 
 610                 615                 620                 

Ser Arg Lys Asp Glu Leu 
625                 630 

<210>  11
<211>  29
<212>  DNA
<213>  Salmonella typhimurium

<220>
<221>  característica
<223>  Cebador 5´ de la flagelina STF

<400>  11
gccggatcca tggcacaagt aatcaacac                                        29

<210>  12
<211>  27
<212>  DNA
<213>  Salmonella typhimurium

<220>
<221>  característica
<223>  Cebador 3´de la flagelina STF

<400>  12
gcggaattca cgtaacagag acagcac                                          27

<210>  13
<211>  13
<212>  PRT
<213>  Virus de la peste porcina africana (PPA)

<220>
<221>  CARACTERÍSTICA
<222>  (1)..(13)
<223>  Dominio de unión de la proteína p54 a la dineína DCL8

<400>  13

Tyr Thr Thr Val Thr Thr Gln Asn Thr Ala Ser Gln Thr 
1               5                   10              

<210>  14
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<211>  25
<212>  PRT
<213>  Virus de la peste porcina africana (PPA)

<220>
<221>  CARACTERÍSTICA
<222>  (1)..(25)
<223>  Péptido modificado de la zona de unión de la proteína p54 a 

dineína (DUD modificado)

<220>
<221>  CARACTERÍSTICA
<222>  (1)..(5)
<223>  Secuencia de aminoácidos añadidos en el extremo 5´

<220>
<221>  CARACTERÍSTICA
<222>  (19)..(5)
<223>  Secuencia de aminoácidos añadidos en el extremo 3´

<400>  14

His Pro Thr Glu Pro Tyr Thr Thr Val Thr Thr Gln Asn Thr Ala Ser 
1               5                   10                  15      

Gln Thr Met Ser Ala Ile Glu Asn Leu 
20                  25  

<210>  15
<211>  495
<212>  PRT
<213>  Salmonella typhimurium

<220>
<221>  Flagelina STF
<222>  (1)..(495)

<400>  15

Met Ala Gln Val Ile Asn Thr Asn Ser Leu Ser Leu Leu Thr Gln Asn 
1               5                   10                  15      

Asn Leu Asn Lys Ser Gln Ser Ala Leu Gly Thr Ala Ile Glu Arg Leu 
 20                  25                  30          

Ser Ser Gly Leu Arg Ile Asn Ser Ala Lys Asp Asp Ala Ala Gly Gln 
35                  40                  45              

Ala Ile Ala Asn Arg Phe Thr Ala Asn Ile Lys Gly Leu Thr Gln Ala 
50                  55                  60                  

Ser Arg Asn Ala Asn Asp Gly Ile Ser Ile Ala Gln Thr Thr Glu Gly 
65                  70                  75                  80  

Ala Leu Asn Glu Ile Asn Asn Asn Leu Gln Arg Val Arg Glu Leu Ala 
85                  90                  95      

Val Gln Ser Ala Asn Ser Thr Asn Ser Gln Ser Asp Leu Asp Ser Ile 
100                 105                 110         
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Gln Ala Glu Ile Thr Gln Arg Leu Asn Glu Ile Asp Arg Val Ser Gly 
115                 120                 125             

Gln Thr Gln Phe Asn Gly Val Lys Val Leu Ala Gln Asp Asn Thr Leu 
130                 135                 140                 

Thr Ile Gln Val Gly Ala Asn Asp Gly Glu Thr Ile Asp Ile Asp Leu 
145                 150                 155                 160 

Lys Gln Ile Asn Ser Gln Thr Leu Gly Leu Asp Thr Leu Asn Val Gln 
 165                 170                 175  

Gln Lys Tyr Lys Val Ser Asp Thr Ala Ala Thr Val Thr Gly Tyr Ala 
180                 185                 190         

Asp Thr Thr Ile Ala Leu Asp Asn Ser Thr Phe Lys Ala Ser Ala Thr 
195                 200                 205    

Gly Leu Gly Gly Thr Asp Gln Lys Ile Asp Gly Asp Leu Lys Phe Asp 
210                 215                 220                 

Asp Thr Thr Gly Lys Tyr Tyr Ala Lys Val Thr Val Thr Gly Gly Thr 
225                 230                 235     240 

Gly Lys Asp Gly Tyr Tyr Glu Val Ser Val Asp Lys Thr Asn Gly Glu 
245                 250                 255     

Val Thr Leu Ala Gly Gly Ala Thr Ser Pro Leu Thr Gly Gly Leu Pro 
 260                 265      270         

Ala Thr Ala Thr Glu Asp Val Lys Asn Val Gln Val Ala Asn Ala Asp 
275                 280                 285             

Leu Thr Glu Ala Lys Ala Ala Leu Thr Ala Ala Gly Val Thr Gly Thr 
290                 295       300                 

Ala Ser Val Val Lys Met Ser Tyr Thr Asp Asn Asn Gly Lys Thr Ile 
305                 310                 315                 320 

Asp Gly Gly Leu Ala Val Lys Val Gly Asp Asp Tyr Tyr Ser Ala Thr 
 325         330                 335     

Gln Asn Lys Asp Gly Ser Ile Ser Ile Asn Thr Thr Lys Tyr Thr Ala 
340                 345                 350         

Asp Asp Gly Thr Ser Lys Thr Ala Leu Asn Lys Leu Gly Gly Ala Asp 
355          360                 365             

Gly Lys Thr Glu Val Val Ser Ile Gly Gly Lys Thr Tyr Ala Ala Ser 
370                 375                 380                 

Lys Ala Glu Gly His Asn Phe Lys Ala Gln Pro Asp Leu Ala Glu Ala 
385            390                 395                 400 
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Ala Ala Thr Thr Thr Glu Asn Pro Leu Gln Lys Ile Asp Ala Ala Leu 
405                 410                 415     

Ala Gln Val Asp Thr Leu Arg Ser Asp Leu Gly Ala Val Gln Asn Arg 
 420                 425                 430         

Phe Asn Ser Ala Ile Thr Asn Leu Gly Asn Thr Val Asn Asn Leu Thr 
435                 440                 445             

Ser Ala Arg Ser Arg Ile Glu Asp Ser Asp Tyr Ala Thr Glu Val Ser 
 450                 455                 460                 

Asn Met Ser Arg Ala Gln Ile Leu Gln Gln Ala Gly Thr Ser Val Leu 
465                 470                 475                 480 

Ala Gln Ala Asn Gln Val Pro Gln Asn Val Leu Ser Leu Leu Arg 
485                 490                 495 

<210>  16
<211>  15
<212>  PRT
<213>  Marinobacter algicola (DG893)

<220>
<221>  Secuencia de interacción de la flagelina FR con TLR5
<222>  (1)..(15)

<400>  16

Asn Ile Leu Gln Arg Ile Arg Glu Leu Ser Val Gln Ser Ala Asn 
1               5                   10                  15  

<210>  17
<211>  15
<212>  PRT
<213>  Marinobacter algicola (DG893)

<220>
<221>  Secuencia de interacción de la flagelina F con TLR5
<222>  (1)..(15)

<400>  17

Asn Ile Leu Gln Arg Ile Arg Glu Leu Ala Val Gln Ser Ala Asn 
1               5                   10                  15  

<210>  18
<211>  17
<212>  PRT
<213>  Marinobacter algicola (DG893)

<220>
<221>  Secuencia ampliada de interacción de la flagelina F con TLR5
<222>  (1)..(17)

<400>  18

Asn Ile Leu Gln Arg Ile Arg Glu Leu Ala Val Gln Ser Ala Asn Ala 
1               5                   10                  15      
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Thr 

<210>  19
<211>  1512
<212>  DNA
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina F
<222>  (1)..(1512)

<400>  19
atgcctcaga tcatcaacac caatattgcg tcgctgaatg cacagcgaaa cctgaatact      60

tcgcaggaag actccaacgt tgccctgcag cgactgtcat ccggcctgcg tatcaactcc     120

gccaaggacg acgccgccgg actggccatc tccgagcgat tcacatcgca gatcaaaggt     180

ctcaaccagg ccattcgaaa cgccaatgac ggtatttccc tggctcagac cgccgaaggc     240

gccctgggcg aatccggaaa catcctgcag cgcatccggg aactcgccgt acagtccgcc     300

aacgctacca actccgcatc tgacaggaag gccctgcagt ctgaagtaaa ccagctaaaa     360

ggtgagctcg agcgcattgc caccaccacc gaattcaacg gactgaaact tctggacggc     420

accttccagg ctcagaagtt ccaggctggc gccaacgaaa accagagcat cgccgtttcc     480

atcgaaggtg cccgaaccgc cgacctagca aacaacacgc tcgacgctgc caacgcaacc     540

ctgaaccagg gcaccggttc aacaacggca gcgaatgcga cgttacccgc acaaaacacg     600

atcgccacgc agaatctcac catttccagc tcgctggaca gccaggtggt gcccattaca     660

gcaggtgaca cagcggaaga catcgccgca gccatcaacg acattggtgc cacgacgggt     720

gtgaacgcaa cggcaagaac atcggcgacc ctgagcaaca ccgctaccac gccaatcgcc     780

gtgcctcaaa ccgtatcgct cacgctttcc aacggtagca gttcagcaac catttccgcg     840

cagatcaccg atgcgaacga cctctcagca attgcacgtg aggtgaacgc agcttccggc     900

aagaccggca ttaccgcgga agtcgctaac gacggcagca tcacgctgat tcaggagcaa     960

ggtaaagaca tcactattga agactttacc gcagcgggct ctcagcaact ggcggtacag    1020

ggtagtggcg atccaagtgc catcgaactg acaaacggtg gtgccaatgc cacacgtatc    1080

gccggggaat tgacactgga ctcctccgtt agcttcgcgg cgacgtctga cgccaccctg    1140

gccgcaggca gcgttctgaa cagtgcacag aataccgccg ccggctccac acctgaagaa    1200

gtggcaggta ttgatataag caccgttgac ggcgcaacca gtgcacttgc agttgtggat    1260

gcggcattgg aaaccatcag tggcattcgt gccgatctgg gcgccgcgca gaatcgactc    1320

gagtcgacca ttgccaacct gagtacgacc tctgagaacc tttcggccgc gcgttcgcga    1380
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attcgtgatg cagactttgc cgccgaatcc gcggaactcg cccgcaccca agtgctccag    1440

caggctggct tgtcggtatt ggcccaggcc aacgcaagac cgcagcaggt tctgcagctg    1500

ctgcagggtt aa                                                        1512

<210>  20
<211>  503
<212>  PRT
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina F
<222>  (1)..(503)

<400>  20

Met Pro Gln Ile Ile Asn Thr Asn Ile Ala Ser Leu Asn Ala Gln Arg 
1               5                   10                  15      

Asn Leu Asn Thr Ser Gln Glu Asp Ser Asn Val Ala Leu Gln Arg Leu 
20                  25                  30          

Ser Ser Gly Leu Arg Ile Asn Ser Ala Lys Asp Asp Ala Ala Gly Leu 
 35                  40                  45              

Ala Ile Ser Glu Arg Phe Thr Ser Gln Ile Lys Gly Leu Asn Gln Ala 
 50                  55                  60                  

Ile Arg Asn Ala Asn Asp Gly Ile Ser Leu Ala Gln Thr Ala Glu Gly 
65                  70                  75                  80  

Ala Leu Gly Glu Ser Gly Asn Ile Leu Gln Arg Ile Arg Glu Leu Ala 
85                  90                  95      

Val Gln Ser Ala Asn Ala Thr Asn Ser Ala Ser Asp Arg Lys Ala Leu 
100                 105                 110         

Gln Ser Glu Val Asn Gln Leu Lys Gly Glu Leu Glu Arg Ile Ala Thr 
115                 120                 125             

Thr Thr Glu Phe Asn Gly Leu Lys Leu Leu Asp Gly Thr Phe Gln Ala 
130                 135                 140                 

Gln Lys Phe Gln Ala Gly Ala Asn Glu Asn Gln Ser Ile Ala Val Ser 
145                 150                 155                 160 

Ile Glu Gly Ala Arg Thr Ala Asp Leu Ala Asn Asn Thr Leu Asp Ala 
165                 170                 175     

Ala Asn Ala Thr Leu Asn Gln Gly Thr Gly Ser Thr Thr Ala Ala Asn 
180                 185                 190         

Ala Thr Leu Pro Ala Gln Asn Thr Ile Ala Thr Gln Asn Leu Thr Ile 
195                 200                 205             
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Ser Ser Ser Leu Asp Ser Gln Val Val Pro Ile Thr Ala Gly Asp Thr 
210                 215                 220                 

Ala Glu Asp Ile Ala Ala Ala Ile Asn Asp Ile Gly Ala Thr Thr Gly 
225                 230                 235                 240 

Val Asn Ala Thr Ala Arg Thr Ser Ala Thr Leu Ser Asn Thr Ala Thr 
245                 250                 255     

Thr Pro Ile Ala Val Pro Gln Thr Val Ser Leu Thr Leu Ser Asn Gly 
260                 265                 270         

Ser Ser Ser Ala Thr Ile Ser Ala Gln Ile Thr Asp Ala Asn Asp Leu 
275                 280                 285             

Ser Ala Ile Ala Arg Glu Val Asn Ala Ala Ser Gly Lys Thr Gly Ile 
290                 295                 300               

Thr Ala Glu Val Ala Asn Asp Gly Ser Ile Thr Leu Ile Gln Glu Gln 
305                 310                 315                 320 

Gly Lys Asp Ile Thr Ile Glu Asp Phe Thr Ala Ala Gly Ser Gln Gln 
325                 330                335     

Leu Ala Val Gln Gly Ser Gly Asp Pro Ser Ala Ile Glu Leu Thr Asn 
340                 345                 350         

Gly Gly Ala Asn Ala Thr Arg Ile Ala Gly Glu Leu Thr Leu Asp Ser 
355                 360                 365             

Ser Val Ser Phe Ala Ala Thr Ser Asp Ala Thr Leu Ala Ala Gly Ser 
370                 375                 380                 

Val Leu Asn Ser Ala Gln Asn Thr Ala Ala Gly Ser Thr Pro Glu Glu 
385                 390                 395 400 

Val Ala Gly Ile Asp Ile Ser Thr Val Asp Gly Ala Thr Ser Ala Leu 
405                 410                 415     

Ala Val Val Asp Ala Ala Leu Glu Thr Ile Ser Gly Ile Arg Ala Asp 
420                 425  430         

Leu Gly Ala Ala Gln Asn Arg Leu Glu Ser Thr Ile Ala Asn Leu Ser 
435                 440                 445             

Thr Thr Ser Glu Asn Leu Ser Ala Ala Arg Ser Arg Ile Arg Asp Ala 
450                 455    460                 

Asp Phe Ala Ala Glu Ser Ala Glu Leu Ala Arg Thr Gln Val Leu Gln 
465                 470                 475                 480 

Gln Ala Gly Leu Ser Val Leu Ala Gln Ala Asn Ala Arg Pro Gln Gln 
 485      490                 495     

Val Leu Gln Leu Leu Gln Gly 
 500             

<210>  21
<211>  1503
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<212>  DNA
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina FR
<222>  (1)..(1503)

<400>  21
atggctctcg gtattaacac taacgttgcg tcactgtcag ctcagaacca gctgaacaaa      60

tcccaggagc tttctaacca agctctggag cgtctgtctt ccggtctgcg catcaactcc     120

gccaaggacg atgctgctgg ccttgcaatt tcgacccgtt ttcagtccca gatctctggt     180

ctgaatgttg cccagcgtaa cgccaacgac ggtatttccc tggctcagac tgctgaaggt     240

gctctggaag aaaccaccaa catcctgcag cgcatccgtg agctgtctgt tcagtcggcc     300

aactctacca actcttcttc cgaccgctct gcacttcagg gcgaagtaaa ccagctgaag     360

caagagcttg atcgtattgc cggtaccacc cagtttaacg gcctcaacct tctggatggc     420

agcttcactg cccagtcatt ccaggttggt gccaacgcta accagaccat ctcggtctct     480

gtaactggcg ctcgtggtgc cgaccttggt aacaacaccg tatccggtga aagtgatacc     540

actgtcagtc agggcacggg ttctgttgca gtcgcggccg ctgatgtggc aaccgttgcc     600

aacaatacga ttgctacaca gaacatcacc gtttctggaa ctgaaggctc tgaggtcatc     660

ggtattaccc agggcgatac tgcagaagcg attgcggctg ctgttaacgc tgaaaccggc     720

acgactggtg taacggctac ggcatccacc acggcaaccc tcgctggtct gtctgacgat     780

ggtacggttt cctttacgct tggcagtggt ggcgacacag cgaccatctc cgcagcggta     840

acgaccactg acctgggtgc gctggccaaa gcgatcaacg atacctcagg caccactggt     900

gttacggctg aagcaaacgg tggcgaaatc acactgaccc aggctgatgg caaagacatc     960

cgtctgcagg actttgccaa ctcaggtaac gcgaccggta ccgccacgct gcagggcagc    1020

ggtgacccat cagcggttac tttgaccgct ggcagcactg acagcacgat tgcttctggc    1080

tctgttgaat tcgcctcttc cggtgcattc tcagtaagct cctctgtcgc agagactgcc    1140

ggtagcattc tgaacgtcgc agccgacacc gtggttggtt ccaacctcca gtcagtgtct    1200

tctatcgaca tcggtactgt tgcgggcgct aacagcgcaa tcgagattgc agatgcggct 1260

ctggagcaga tcagtggtat ccgcgccgat ctgggtgctg cccagaaccg gttcgagtct    1320

acgatcgcca acctgagcac aactgccgaa aacctgtcgg ccgctaacag ccggattctg    1380

gatgcagact tcgcatctga aactgctaag ctgtccaagg cgcaggttct ccagcaagct    1440

ggtatctctg tactggcaca ggcgaatgcc cgtccacagc aggttctgtc cctcctgcag    1500

taa                                                                  1503
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<210>  22
<211>  500
<212>  PRT
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina FR
<222>  (1)..(500)

<400>  22

Met Ala Leu Gly Ile Asn Thr Asn Val Ala Ser Leu Ser Ala Gln Asn 
1               5                   10                  15      

Gln Leu Asn Lys Ser Gln Glu Leu Ser Asn Gln Ala Leu Glu Arg Leu 
20                  25                  30        

Ser Ser Gly Leu Arg Ile Asn Ser Ala Lys Asp Asp Ala Ala Gly Leu 
35                  40                  45              

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

Gln Arg Asn Ala Asn Asp Gly Ile Ser Leu Ala Gln Thr Ala Glu Gly 
65                  70                  75                  80  

Ala Leu Glu Glu Thr Thr Asn Ile Leu Gln Arg Ile Arg Glu Leu Ser 
85                  90           95      

Val Gln Ser Ala Asn Ser Thr Asn Ser Ser Ser Asp Arg Ser Ala Leu 
100                 105                 110         

Gln Gly Glu Val Asn Gln Leu Lys Gln Glu Leu Asp Arg Ile Ala Gly 
115                 120            125             

Thr Thr Gln Phe Asn Gly Leu Asn Leu Leu Asp Gly Ser Phe Thr Ala 
130                 135                 140                 

Gln Ser Phe Gln Val Gly Ala Asn Ala Asn Gln Thr Ile Ser Val Ser 
145                 150              155                 160 

Val Thr Gly Ala Arg Gly Ala Asp Leu Gly Asn Asn Thr Val Ser Gly 
165                 170                 175     

Glu Ser Asp Thr Thr Val Ser Gln Gly Thr Gly Ser Val Ala Val Ala 
180                185                 190         

Ala Ala Asp Val Ala Thr Val Ala Asn Asn Thr Ile Ala Thr Gln Asn 
 195                 200                 205             

Ile Thr Val Ser Gly Thr Glu Gly Ser Glu Val Ile Gly Ile Thr Gln 
 210                 215                 220                 

Gly Asp Thr Ala Glu Ala Ile Ala Ala Ala Val Asn Ala Glu Thr Gly 
225                 230                 235                 240 

Thr Thr Gly Val Thr Ala Thr Ala Ser Thr Thr Ala Thr Leu Ala Gly 
 245 250                 255     
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Leu Ser Asp Asp Gly Thr Val Ser Phe Thr Leu Gly Ser Gly Gly Asp 
260                 265                 270         

Thr Ala Thr Ile Ser Ala Ala Val Thr Thr Thr Asp Leu Gly Ala Leu 
275  280                 285             

Ala Lys Ala Ile Asn Asp Thr Ser Gly Thr Thr Gly Val Thr Ala Glu 
290                 295                 300                 

Ala Asn Gly Gly Glu Ile Thr Leu Thr Gln Ala Asp Gly Lys Asp Ile 
305    310                 315                 320 

Arg Leu Gln Asp Phe Ala Asn Ser Gly Asn Ala Thr Gly Thr Ala Thr 
 325                 330                 335     

Leu Gln Gly Ser Gly Asp Pro Ser Ala Val Thr Leu Thr Ala Gly Ser 
340                 345                 350         

Thr Asp Ser Thr Ile Ala Ser Gly Ser Val Glu Phe Ala Ser Ser Gly 
355                 360                 365             

Ala Phe Ser Val Ser Ser Ser Val Ala Glu Thr Ala Gly Ser Ile Leu 
370                 375                 380                 

Asn Val Ala Ala Asp Thr Val Val Gly Ser Asn Leu Gln Ser Val Ser 
385                 390                 395                 400 

Ser Ile Asp Ile Gly Thr Val Ala Gly Ala Asn Ser Ala Ile Glu Ile 
405                 410                 415     

Ala Asp Ala Ala Leu Glu Gln Ile Ser Gly Ile Arg Ala Asp Leu Gly 
420                 425                 430         

Ala Ala Gln Asn Arg Phe Glu Ser Thr Ile Ala Asn Leu Ser Thr Thr 
435                 440                 445             

Ala Glu Asn Leu Ser Ala Ala Asn Ser Arg Ile Leu Asp Ala Asp Phe 
450                 455                 460                 

Ala Ser Glu Thr Ala Lys Leu Ser Lys Ala Gln Val Leu Gln Gln Ala 
465                 470                 475                 480 

Gly Ile Ser Val Leu Ala Gln Ala Asn Ala Arg Pro Gln Gln Val Leu 
485                 490                 495     

Ser Leu Leu Gln 
500 

<210>  23
<211>  1836
<212>  DNA
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina F4DUD
<222>  (1)..(1836)

<220>



31

<221>  característica
<222>  (1516)..(1590)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1597)..(1671)
<223>  Epítopo DUD

<220>
<221>  característica 
<222>  (1678)..(1752)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1759)..(1833)
<223>  Epítopo DUD

<400>  23
atgcctcaga tcatcaacac caatattgcg tcgctgaatg cacagcgaaa cctgaatact      60

tcgcaggaag actccaacgt tgccctgcag cgactgtcat ccggcctgcg tatcaactcc     120

gccaaggacg acgccgccgg actggccatc tccgagcgat tcacatcgca gatcaaaggt     180

ctcaaccagg ccattcgaaa cgccaatgac ggtatttccc tggctcagac cgccgaaggc     240

gccctgggcg aatccggaaa catcctgcag cgcatccggg aactcgccgt acagtccgcc     300

aacgctacca actccgcatc tgacaggaag gccctgcagt ctgaagtaaa ccagctaaaa     360

ggtgagctcg agcgcattgc caccaccacc gaattcaacg gactgaaact tctggacggc     420

accttccagg ctcagaagtt ccaggctggc gccaacgaaa accagagcat cgccgtttcc     480

atcgaaggtg cccgaaccgc cgacctagca aacaacacgc tcgacgctgc caacgcaacc     540

ctgaaccagg gcaccggttc aacaacggca gcgaatgcga cgttacccgc acaaaacacg     600

atcgccacgc agaatctcac catttccagc tcgctggaca gccaggtggt gcccattaca     660

gcaggtgaca cagcggaaga catcgccgca gccatcaacg acattggtgc cacgacgggt     720

gtgaacgcaa cggcaagaac atcggcgacc ctgagcaaca ccgctaccac gccaatcgcc     780

gtgcctcaaa ccgtatcgct cacgctttcc aacggtagca gttcagcaac catttccgcg     840

cagatcaccg atgcgaacga cctctcagca attgcacgtg aggtgaacgc agcttccggc     900

aagaccggca ttaccgcgga agtcgctaac gacggcagca tcacgctgat tcaggagcaa     960

ggtaaagaca tcactattga agactttacc gcagcgggct ctcagcaact ggcggtacag    1020

ggtagtggcg atccaagtgc catcgaactg acaaacggtg gtgccaatgc cacacgtatc    1080

gccggggaat tgacactgga ctcctccgtt agcttcgcgg cgacgtctga cgccaccctg    1140

gccgcaggca gcgttctgaa cagtgcacag aataccgccg ccggctccac acctgaagaa    1200
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gtggcaggta ttgatataag caccgttgac ggcgcaacca gtgcacttgc agttgtggat    1260

gcggcattgg aaaccatcag tggcattcgt gccgatctgg gcgccgcgca gaatcgactc    1320

gagtcgacca ttgccaacct gagtacgacc tctgagaacc tttcggccgc gcgttcgcga    1380

attcgtgatg cagactttgc cgccgaatcc gcggaactcg cccgcaccca agtgctccag    1440

caggctggct tgtcggtatt ggcccaggcc aacgcaagac cgcagcaggt tctgcagctg    1500

ctgcagggtg catgccatcc gactgagcct tacacgacag tcactactca gaacactgct    1560

tcacaaacaa tgtcggctat tgaaaattta ggtacccatc cgactgagcc ttacacgaca    1620

gtcactactc agaacactgc ttcacaaaca atgtcggcta ttgaaaattt agctagccat    1680

ccgactgagc cttacacgac agtcactact cagaacactg cttcacaaac aatgtcggct    1740

attgaaaatt tactcgagca tccgactgag ccttacacga cagtcactac tcagaacact    1800

gcttcacaaa caatgtcggc tattgaaaat ttataa                              1836

<210>  24
<211>  610
<212>  PRT
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina F4DUD
<222>  (1)..(610)

<220>
<221>  CARACTERÍSTICA
<222>  (506)..(530)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (533)..(557)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (560)..(584)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (587)..(610)
<223>  Epítopo DUD

<400>  24

Met Pro Gln Ile Ile Asn Thr Asn Ile Ala Ser Leu Asn Ala Gln Arg 
1               5                   10                  15      
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Asn Leu Asn Thr Ser Gln Glu Asp Ser Asn Val Ala Leu Gln Arg Leu 
20                  25                  30          

Ser Ser Gly Leu Arg Ile Asn Ser Ala Lys Asp Asp Ala Ala Gly Leu 
35                  40                  45              

Ala Ile Ser Glu Arg Phe Thr Ser Gln Ile Lys Gly Leu Asn Gln Ala 
50                  55                  60                  

Ile Arg Asn Ala Asn Asp Gly Ile Ser Leu Ala Gln Thr Ala Glu Gly 
65                  70                  75                  80  

Ala Leu Gly Glu Ser Gly Asn Ile Leu Gln Arg Ile Arg Glu Leu Ala 
85                  90                  95      

Val Gln Ser Asn Ala Thr Asn Ser Ala Ser Asp Arg Lys Ala Leu Gln 
100                 105                 110         

Ser Glu Val Asn Gln Leu Lys Gly Glu Leu Glu Arg Ile Ala Thr Thr 
115                 120                 125             

Thr Glu Phe Asn Gly Leu Lys Leu Leu Asp Gly Thr Phe Gln Ala Gln 
130                 135                 140                 

Lys Phe Gln Ala Gly Ala Asn Glu Asn Gln Ser Ile Ala Val Ser Ile 
145                 150                 155                 160 

Glu Gly Ala Arg Thr Ala Asp Leu Ala Asn Asn Thr Leu Asp Ala Ala 
165                 170                 175     

Asn Ala Thr Leu Asn Gln Gly Thr Gly Ser Thr Thr Ala Ala Asn Ala 
 180                 185                 190         

Thr Leu Pro Ala Gln Asn Thr Ile Ala Thr Gln Asn Leu Thr Ile Ser 
 195                 200                 205             

Ser Ser Leu Asp Ser Gln Val Val Pro Ile Thr Ala Gly Asp Thr Ala 
210                 215                 220                 

Glu Asp Ile Ala Ala Ala Ile Asn Asp Ile Gly Ala Thr Thr Gly Val 
225                 230                 235                 240 

Asn Ala Thr Ala Arg Thr Ser Ala Thr Leu Ser Asn Thr Ala Thr Thr 
245                 250                 255     

Pro Ile Ala Val Pro Gln Thr Val Ser Leu Thr Leu Ser Asn Gly Ser 
260                 265                 270         

Ser Ser Ala Thr Ile Ser Ala Gln Ile Thr Asp Ala Asn Asp Leu Ser 
275                 280                 285             

Ala Ile Ala Arg Glu Val Asn Ala Ala Ser Gly Lys Thr Gly Ile Thr 
290                 295                 300                 

Ala Glu Val Ala Asn Asp Gly Ser Ile Thr Leu Ile Gln Glu Gln Gly 
305                 310                 315                 320 

Lys Asp Ile Thr Ile Glu Asp Phe Thr Ala Ala Gly Ser Gln Gln Leu 
325                 330                 335     
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Ala Val Gln Gly Ser Gly Asp Pro Ser Ala Ile Glu Leu Thr Asn Gly 
340                 345                 350         

Gly Ala Asn Ala Thr Arg Ile Ala Gly Glu Leu Thr Leu Asp Ser Ser 
355                 360                 365        

Val Ser Phe Ala Ala Thr Ser Asp Ala Thr Leu Ala Ala Gly Ser Val 
370                 375                 380                 

Leu Asn Ser Ala Gln Asn Thr Ala Ala Gly Ser Thr Pro Glu Glu Val 
385                 390                 395         400 

Ala Gly Ile Asp Ile Ser Thr Val Asp Gly Ala Thr Ser Ala Leu Ala 
405                 410                 415     

Val Val Asp Ala Ala Leu Glu Thr Ile Ser Gly Ile Arg Ala Asp Leu 
420                 425           430         

Gly Ala Ala Gln Asn Arg Leu Glu Ser Thr Ile Ala Asn Leu Ser Thr 
435                 440                 445             

Thr Ser Glu Asn Leu Ser Ala Ala Arg Ser Arg Ile Arg Asp Ala Asp 
450                 455             460                 

Phe Ala Ala Glu Ser Ala Glu Leu Ala Arg Thr Gln Val Leu Gln Gln 
465                 470                 475                 480 

Ala Gly Leu Ser Val Leu Ala Gln Ala Asn Ala Arg Pro Gln Gln Val 
485               490                 495     

Leu Gln Leu Leu Gln Gly Ala Cys His Pro Thr Glu Pro Tyr Thr Thr 
500                 505                 510         

Val Thr Thr Gln Asn Thr Ala Ser Gln Thr Met Ser Ala Ile Glu Asn 
515                 520                 525             

Leu Gly Thr His Pro Thr Glu Pro Tyr Thr Thr Val Thr Thr Gln Asn 
 530                 535                 540                 

Thr Ala Ser Gln Thr Met Ser Ala Ile Glu Asn Leu Ala Ser His Pro 
545                 550                 555                 560 

Thr Glu Pro Tyr Thr Thr Val Thr Thr Gln Asn Thr Ala Ser Gln Thr 
565                 570                 575     

Met Ser Ala Ile Glu Asn Leu Leu Glu His Pro Thr Glu Pro Tyr Thr 
580 585                 590         

Thr Val Thr Thr Gln Asn Thr Ala Ser Gln Thr Met Ser Ala Ile Glu 
595                 600                 605             

Asn Leu 
610 

<210>  25
<211>  1827
<212>  DNA
<213>  Marinobacter algicola (DG893)
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<220>
<221>  Flagelina FR4DUD
<222>  (1)..(1827)

<220>
<221>  característica
<222>  (1507)..(1581)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1588)..(1662)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1669)..(1743)
<223>  Epítopo DUD

<220>
<221>  característica
<222>  (1750)..(1824)
<223>  Epítopo DUD

<400>  25
atggctctcg gtattaacac taacgttgcg tcactgtcag ctcagaacca gctgaacaaa      60

tcccaggagc tttctaacca agctctggag cgtctgtctt ccggtctgcg catcaactcc     120

gccaaggacg atgctgctgg ccttgcaatt tcgacccgtt ttcagtccca gatctctggt     180

ctgaatgttg cccagcgtaa cgccaacgac ggtatttccc tggctcagac tgctgaaggt     240

gctctggaag aaaccaccaa catcctgcag cgcatccgtg agctgtctgt tcagtcggcc     300

aactctacca actcttcttc cgaccgctct gcacttcagg gcgaagtaaa ccagctgaag     360

caagagcttg atcgtattgc cggtaccacc cagtttaacg gcctcaacct tctggatggc     420

agcttcactg cccagtcatt ccaggttggt gccaacgcta accagaccat ctcggtctct     480

gtaactggcg ctcgtggtgc cgaccttggt aacaacaccg tatccggtga aagtgatacc    540

actgtcagtc agggcacggg ttctgttgca gtcgcggccg ctgatgtggc aaccgttgcc     600

aacaatacga ttgctacaca gaacatcacc gtttctggaa ctgaaggctc tgaggtcatc     660

ggtattaccc agggcgatac tgcagaagcg attgcggctg ctgttaacgc tgaaaccggc     720

acgactggtg taacggctac ggcatccacc acggcaaccc tcgctggtct gtctgacgat     780

ggtacggttt cctttacgct tggcagtggt ggcgacacag cgaccatctc cgcagcggta     840

acgaccactg acctgggtgc gctggccaaa gcgatcaacg atacctcagg caccactggt     900

gttacggctg aagcaaacgg tggcgaaatc acactgaccc aggctgatgg caaagacatc     960

cgtctgcagg actttgccaa ctcaggtaac gcgaccggta ccgccacgct gcagggcagc    1020
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ggtgacccat cagcggttac tttgaccgct ggcagcactg acagcacgat tgcttctggc    1080

tctgttgaat tcgcctcttc cggtgcattc tcagtaagct cctctgtcgc agagactgcc    1140

ggtagcattc tgaacgtcgc agccgacacc gtggttggtt ccaacctcca gtcagtgtct    1200

tctatcgaca tcggtactgt tgcgggcgct aacagcgcaa tcgagattgc agatgcggct    1260

ctggagcaga tcagtggtat ccgcgccgat ctgggtgctg cccagaaccg gttcgagtct    1320

acgatcgcca acctgagcac aactgccgaa aacctgtcgg ccgctaacag ccggattctg    1380

gatgcagact tcgcatctga aactgctaag ctgtccaagg cgcaggttct ccagcaagct    1440

ggtatctctg tactggcaca ggcgaatgcc cgtccacagc aggttctgtc cctcctgcag    1500

caattccatc cgactgagcc ttacacgaca gtcactactc agaacactgc ttcacaaaca    1560

atgtcggcta ttgaaaattt aggtacccat ccgactgagc cttacacgac agtcactact    1620

cagaacactg cttcacaaac aatgtcggct attgaaaatt tagctagcca tccgactgag    1680

ccttacacga cagtcactac tcagaacact gcttcacaaa caatgtcggc tattgaaaat    1740

ttactcgagc atccgactga gccttacacg acagtcacta ctcagaacac tgcttcacaa    1800

acaatgtcgg ctattgaaaa tttataa                                        1827

<210>  26
<211>  608
<212>  PRT
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina FR4DUD
<222>  (1)..(608)

<220>
<221>  CARACTERÍSTICA
<222>  (503)..(527)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (530)..(554)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (557)..(581)
<223>  Epítopo DUD

<220>
<221>  CARACTERÍSTICA
<222>  (584)..(608)
<223>  Epítopo DUD

<400>  26
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Met Ala Leu Gly Ile Asn Thr Asn Val Ala Ser Leu Ser Ala Gln Asn 
1               5                   10                  15      

Gln Leu Asn Lys Ser Gln Glu Leu Ser Asn Gln Ala Leu Glu Arg Leu 
20                  25                30          

Ser Ser Gly Leu Arg Ile Asn Ser Ala Lys Asp Asp Ala Ala Gly Leu 
35                  40                  45              

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

Gln Arg Asn Ala Asn Asp Gly Ile Ser Leu Ala Gln Thr Ala Glu Gly 
65                  70                  75                  80  

Ala Leu Glu Glu Thr Thr Asn Ile Leu Gln Arg Ile Arg Glu Leu Ser 
85                  90 95      

Val Gln Ser Ala Asn Ser Thr Asn Ser Ser Ser Asp Arg Ser Ala Leu 
100                 105                 110         

Gln Gly Glu Val Asn Gln Leu Lys Gln Glu Leu Asp Arg Ile Ala Gly 
115                 120 125             

Thr Thr Gln Phe Asn Gly Leu Asn Leu Leu Asp Gly Ser Phe Thr Ala 
130                 135                 140                 

Gln Ser Phe Gln Val Gly Ala Asn Ala Asn Gln Thr Ile Ser Val Ser 
145                 150   155                 160 

Val Thr Gly Ala Arg Gly Ala Asp Leu Gly Asn Asn Thr Val Ser Gly 
165                 170                 175     

Glu Ser Asp Thr Thr Val Ser Gln Gly Thr Gly Ser Val Ala Val Ala 
180     185                 190         

Ala Ala Asp Val Ala Thr Val Ala Asn Asn Thr Ile Ala Thr Gln Asn 
 195                 200                 205             

Ile Thr Val Ser Gly Thr Glu Gly Ser Glu Val Ile Gly Ile Thr Gln 
 210       215                 220                 

Gly Asp Thr Ala Glu Ala Ile Ala Ala Ala Val Asn Ala Glu Thr Gly 
225                 230                 235                 240 

Thr Thr Gly Val Thr Ala Thr Ala Ser Thr Thr Ala Thr Leu Ala Gly 
 245                 250                 255     

Leu Ser Asp Asp Gly Thr Val Ser Phe Thr Leu Gly Ser Gly Gly Asp 
 260                 265                 270         

Thr Ala Thr Ile Ser Ala Ala Val Thr Thr Thr Asp Leu Gly Ala Leu 
275                 280                 285             

Ala Lys Ala Ile Asn Asp Thr Ser Gly Thr Thr Gly Val Thr Ala Glu 
290                 295                 300                 
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Ala Asn Gly Gly Glu Ile Thr Leu Thr Gln Ala Asp Gly Lys Asp Ile 
305                 310                 315                 320 

Arg Leu Gln Asp Phe Ala Asn Ser Gly Asn Ala Thr Gly Thr Ala Thr 
325                 330                 335     

Leu Gln Gly Ser Gly Asp Pro Ser Ala Val Thr Leu Thr Ala Gly Ser 
340                 345                 350         

Thr Asp Ser Thr Ile Ala Ser Gly Ser Val Glu Phe Ala Ser Ser Gly 
355                 360                 365             

Ala Phe Ser Val Ser Ser Ser Val Ala Glu Thr Ala Gly Ser Ile Leu 
370                 375                 380                 

Asn Val Ala Ala Asp Thr Val Val Gly Ser Asn Leu Gln Ser Val Ser 
385                 390                 395                 400 

Ser Ile Asp Ile Gly Thr Val Ala Gly Ala Asn Ser Ala Ile Glu Ile 
405                 410                 415     

Ala Asp Ala Ala Leu Glu Gln Ile Ser Gly Ile Arg Ala Asp Leu Gly 
420                 425                 430         

Ala Ala Gln Asn Arg Phe Glu Ser Thr Ile Ala Asn Leu Ser Thr Thr 
435                 440                 445             

Ala Glu Asn Leu Ser Ala Ala Asn Ser Arg Ile Leu Asp Ala Asp Phe 
450                 455                 460                 

Ala Ser Glu Thr Ala Lys Leu Ser Lys Ala Gln Val Leu Gln Gln Ala 
465                 470                 475                 480 

Gly Ile Ser Val Leu Ala Gln Ala Asn Ala Arg Pro Gln Gln Val Leu 
485                 490                 495     

Ser Leu Leu Gln Gln Phe His Pro Thr Glu Pro Tyr Thr Thr Val Thr 
 500                 505                 510         

Thr Gln Asn Thr Ala Ser Gln Thr Met Ser Ala Ile Glu Asn Leu Gly 
515                 520                 525             

Thr His Pro Thr Glu Pro Tyr Thr Thr Val Thr Thr Gln Asn Thr Ala 
 530                 535                 540                 

Ser Gln Thr Met Ser Ala Ile Glu Asn Leu Ala Ser His Pro Thr Glu 
545                 550                 555                 560 

Pro Tyr Thr Thr Val Thr Thr Gln Asn Thr Ala Ser Gln Thr Met Ser 
 565                 570                 575     

Ala Ile Glu Asn Leu Leu Glu His Pro Thr Glu Pro Tyr Thr Thr Val 
 580                 585                 590         

Thr Thr Gln Asn Thr Ala Ser Gln Thr Met Ser Ala Ile Glu Asn Leu 
 595                 600                 605             

<210>  27
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<211>  24
<212>  PRT
<213>  Influenza A virus

<220>
<221>  CARACTERÍSTICA
<222>  (1)..(24)
<223>  Péptido M2-2009

<400>  27

Met Ser Leu Leu Thr Glu Val Glu Thr Pro Thr Arg Ser Glu Trp Glu 
1               5                   10                  15      

Cys Arg Cys Ser Asp Ser Ser Asp 
20                  

<210>  28
<211>  1854
<212>  DNA
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina FR4M2-2009
<222>  (1)..(1854)

<220>
<221>  característica
<222>  (1538)..(1584)
<223>  Epítopo M2-2009

<220>
<221>  característica
<222>  (1585)..(1655)
<223>  Epítopo M2-2009

<220>
<221>  característica
<222> (1656)..(1728)
<223>  Epítopo M2-2009

<220>
<221>  característica
<222>  (1729)..(1800)
<223>  Epítopo M2-2009

<220>
<221>  característica
<222>  (1807)..(1825)
<223>  Secuencia que codifica para una cola de histidinas

<220>
<221>  característica
<222> (1835)..(1846)
<223>  Secuencia que codifica para la secuencia KDEL

<400>  28
ggatccatgg ctctcggtat taacactaac gttgcgtcac tgtcagctca gaaccagctg      60
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aacaaatccc aggagctttc taaccaagct ctggagcgtc tgtcttccgg tctgcgcatc     120

aactccgcca aggacgatgc tgctggcctt gcaatttcga cccgttttca gtcccagatc     180

tctggtctga atgttgccca gcgtaacgcc aacgacggta tttccctggc tcagactgct     240

gaaggtgctc tggaagaaac caccaacatc ctgcagcgca tccgtgagct gtctgttcag     300

tcggccaact ctaccaactc ttcttccgac cgctctgcac ttcagggcga agtaaaccag     360

ctgaagcaag agcttgatcg tattgccggt accacccagt ttaacggcct caaccttctg     420

gatggcagct tcactgccca gtcattccag gttggtgcca acgctaacca gaccatctcg     480

gtctctgtaa ctggcgctcg tggtgccgac cttggtaaca acaccgtatc cggtgaaagt     540

gataccactg tcagtcaggg cacgggttct gttgcagtcg cggccgctga tgtggcaacc     600

gttgccaaca atacgattgc tacacagaac atcaccgttt ctggaactga aggctctgag     660

gtcatcggta ttacccaggg cgatactgca gaagcgattg cggctgctgt taacgctgaa     720

accggcacga ctggtgtaac ggctacggca tccaccacgg caaccctcgc tggtctgtct     780

gacgatggta cggtttcctt tacgcttggc agtggtggcg acacagcgac catctccgca     840

gcggtaacga ccactgacct gggtgcgctg gccaaagcga tcaacgatac ctcaggcacc     900

actggtgtta cggctgaagc aaacggtggc gaaatcacac tgacccaggc tgatggcaaa     960

gacatccgtc tgcaggactt tgccaactca ggtaacgcga ccggtaccgc cacgctgcag    1020

ggcagcggtg acccatcagc ggttactttg accgctggca gcactgacag cacgattgct    1080

tctggctctg ttgaattcgc ctcttccggt gcattctcag taagctcctc tgtcgcagag    1140

actgccggta gcattctgaa cgtcgcagcc gacaccgtgg ttggttccaa cctccagtca    1200

gtgtcttcta tcgacatcgg tactgttgcg ggcgctaaca gcgcaatcga gattgcagat    1260

gcggctctgg agcagatcag tggtatccgc gccgatctgg gtgctgccca gaaccggttc    1320

gagtctacga tcgccaacct gagcacaact gccgaaaacc tgtcggccgc taacagccgg    1380

attctggatg cagacttcgc atctgaaact gctaagctgt ccaaggcgca ggttctccag    1440

caagctggta tctctgtact ggcacaggcg aatgcccgtc cacagcaggt tctgtccctc    1500

ctgcagcaat tcatgagtct tctaaccgag gtcgaaacgc ctaccagaag cgaatgggag    1560

tgcagatgca gcgattcaag tgatatgagt cttctaaccg aggtcgaaac gcctaccaga    1620

agcgaatggg agtgcagatg cagcgattca agtgatatga gtcttctaac cgaggtcgaa    1680

acgcctacca gaagcgaatg ggagtgcaga tgcagcgatt caagtgatat gagtcttcta    1740

accgaggtcg aaacgcctac cagaagcgaa tgggagtgca gatgcagcga ttcaagtgat    1800

tctagacatc accaccacca tcaccatgct agaaaagatg aactgtaaaa gctt          1854
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<210>  29
<211>  617
<212>  PRT
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina FR4M2-2009
<222>  (1)..(617)

<220>
<221>  CARACTERÍSTICA
<222>  (505)..(528)
<223>  Epítopo M2-2009

<220>
<221>  CARACTERÍSTICA
<222>  (529)..(552)
<223>  Epítopo M2-2009

<220>
<221>  CARACTERÍSTICA
<222>  (553)..(576)
<223>  Epítopo M2-2009

<220>
<221>  CARACTERÍSTICA
<222>  (577)..(600)
<223>  Epítopo M2-2009

<220>
<221>  CARACTERÍSTICA
<222>  (612)..(615)
<223>  Secuencia KDEL

<400>  29

Gly Ser Met Ala Leu Gly Ile Asn Thr Asn Val Ala Ser Leu Ser Ala 
1               5                   10                  15      

Gln Asn Gln Leu Asn Lys Ser Gln Glu Leu Ser Asn Gln Ala Leu Glu 
20                  25                  30          

Arg Leu Ser Ser Gly Leu Arg Ile Asn Ser Ala Lys Asp Asp Ala Ala 
35                  40                  45              

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

Val Ala Gln Arg Asn Ala Asn Asp Gly Ile Ser Leu Ala Gln Thr Ala 
65                  70                  75                  80  

Glu Gly Ala Leu Glu Glu Thr Thr Asn Ile Leu Gln Arg Ile Arg Glu 
85                  90                  95      

Leu Ser Val Gln Ser Ala Asn Ser Thr Asn Ser Ser Ser Asp Arg Ser 
100                 105                 110         
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Ala Leu Gln Gly Glu Val Asn Gln Leu Lys Gln Glu Leu Asp Arg Ile 
115                 120                 125             

Ala Gly Thr Thr Gln Phe Asn Gly Leu Asn Leu Leu Asp Gly Ser Phe 
130                 135                 140                 

Thr Ala Gln Ser Phe Gln Val Gly Ala Asn Ala Asn Gln Thr Ile Ser 
145                 150                 155                 160 

Val Ser Val Thr Gly Ala Arg Gly Ala Asp Leu Gly Asn Asn Thr Val 
 165                 170                 175     

Ser Gly Glu Ser Asp Thr Thr Val Ser Gln Gly Thr Gly Ser Val Ala 
180                 185                 190         

Val Ala Ala Ala Asp Val Ala Thr Val Ala Asn Asn Thr Ile Ala Thr 
 195                 200                 205             

Gln Asn Ile Thr Val Ser Gly Thr Glu Gly Ser Glu Val Ile Gly Ile 
 210                 215                 220                 

Thr Gln Gly Asp Thr Ala Glu Ala Ile Ala Ala Ala Val Asn Ala Glu 
225                 230                 235                 240 

Thr Gly Thr Thr Gly Val Thr Ala Thr Ala Ser Thr Thr Ala Thr Leu 
245                 250                 255     

Ala Gly Leu Ser Asp Asp Gly Thr Val Ser Phe Thr Leu Gly Ser Gly 
260                 265                 270     

Gly Asp Thr Ala Thr Ile Ser Ala Ala Val Thr Thr Thr Asp Leu Gly 
275                 280                 285             

Ala Leu Ala Lys Ala Ile Asn Asp Thr Ser Gly Thr Thr Gly Val Thr 
290                 295                 300      

Ala Glu Ala Asn Gly Gly Glu Ile Thr Leu Thr Gln Ala Asp Gly Lys 
305                 310                 315                 320 

Asp Ile Arg Leu Gln Asp Phe Ala Asn Ser Gly Asn Ala Thr Gly Thr 
 325                 330       335     

Ala Thr Leu Gln Gly Ser Gly Asp Pro Ser Ala Val Thr Leu Thr Ala 
340                 345                 350         

Gly Ser Thr Asp Ser Thr Ile Ala Ser Gly Ser Val Glu Phe Ala Ser 
355                 360         365             

Ser Gly Ala Phe Ser Val Ser Ser Ser Val Ala Glu Thr Ala Gly Ser 
370                 375                 380                 

Ile Leu Asn Val Ala Ala Asp Thr Val Val Gly Ser Asn Leu Gln Ser 
385                 390           395                 400 

Val Ser Ser Ile Asp Ile Gly Thr Val Ala Gly Ala Asn Ser Ala Ile 
405                 410                 415     

Glu Ile Ala Asp Ala Ala Leu Glu Gln Ile Ser Gly Ile Arg Ala Asp 
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420             425                 430         

Leu Gly Ala Ala Gln Asn Arg Phe Glu Ser Thr Ile Ala Asn Leu Ser 
435                 440                 445             

Thr Thr Ala Glu Asn Leu Ser Ala Ala Asn Ser Arg Ile Leu Asp Ala 
450               455                 460                 

Asp Phe Ala Ser Glu Thr Ala Lys Leu Ser Lys Ala Gln Val Leu Gln 
465                 470                 475                 480 

Gln Ala Gly Ile Ser Val Leu Ala Gln Ala Asn Ala Arg Pro Gln Gln 
 485                 490                 495     

Val Leu Ser Leu Leu Gln Gln Phe Met Ser Leu Leu Thr Glu Val Glu 
500                 505                 510         

Thr Pro Thr Arg Ser Glu Trp Glu Cys Arg Cys Ser Asp Ser Ser Asp 
515                 520                 525             

Met Ser Leu Leu Thr Glu Val Glu Thr Pro Thr Arg Ser Glu Trp Glu 
530                 535                 540                 

Cys Arg Cys Ser Asp Ser Ser Asp Met Ser Leu Leu Thr Glu Val Glu 
545 550                 555                 560 

Thr Pro Thr Arg Ser Glu Trp Glu Cys Arg Cys Ser Asp Ser Ser Asp 
565                 570                 575     

Met Ser Leu Leu Thr Glu Val Glu Thr Pro Thr Arg Ser Glu Trp Glu
 580                 585                 590         

Cys Arg Cys Ser Asp Ser Ser Asp Ser Arg His His His His His His 
595                 600                 605             

His Ala Arg Lys Asp Glu Leu Lys Leu 
610             615         

<210>  30
<211>  1815
<212>  DNA
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina FR4M2-2009
<222>  (1)..(1815)

<220>
<221>  característica
<222>  (1538)..(1584)
<223>  Epítopo M2-2009

<220>
<221>  característica
<222>  (1585)..(1655)
<223>  Epítopo M2-2009

<220>
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<221>  característica
<222>  (1656)..(1728)
<223>  Epítopo M2-2009

<220>
<221>  característica
<222>  (1729)..(1800)
<223>  Epítopo M2-2009

<400>  30
ggatccatgg ctctcggtat taacactaac gttgcgtcac tgtcagctca gaaccagctg      60

aacaaatccc aggagctttc taaccaagct ctggagcgtc tgtcttccgg tctgcgcatc     120

aactccgcca aggacgatgc tgctggcctt gcaatttcga cccgttttca gtcccagatc     180

tctggtctga atgttgccca gcgtaacgcc aacgacggta tttccctggc tcagactgct     240

gaaggtgctc tggaagaaac caccaacatc ctgcagcgca tccgtgagct gtctgttcag     300

tcggccaact ctaccaactc ttcttccgac cgctctgcac ttcagggcga agtaaaccag     360

ctgaagcaag agcttgatcg tattgccggt accacccagt ttaacggcct caaccttctg     420

gatggcagct tcactgccca gtcattccag gttggtgcca acgctaacca gaccatctcg     480

gtctctgtaa ctggcgctcg tggtgccgac cttggtaaca acaccgtatc cggtgaaagt     540

gataccactg tcagtcaggg cacgggttct gttgcagtcg cggccgctga tgtggcaacc     600

gttgccaaca atacgattgc tacacagaac atcaccgttt ctggaactga aggctctgag     660

gtcatcggta ttacccaggg cgatactgca gaagcgattg cggctgctgt taacgctgaa     720

accggcacga ctggtgtaac ggctacggca tccaccacgg caaccctcgc tggtctgtct     780

gacgatggta cggtttcctt tacgcttggc agtggtggcg acacagcgac catctccgca     840

gcggtaacga ccactgacct gggtgcgctg gccaaagcga tcaacgatac ctcaggcacc     900

actggtgtta cggctgaagc aaacggtggc gaaatcacac tgacccaggc tgatggcaaa     960

gacatccgtc tgcaggactt tgccaactca ggtaacgcga ccggtaccgc cacgctgcag    1020

ggcagcggtg acccatcagc ggttactttg accgctggca gcactgacag cacgattgct  1080

tctggctctg ttgaattcgc ctcttccggt gcattctcag taagctcctc tgtcgcagag    1140

actgccggta gcattctgaa cgtcgcagcc gacaccgtgg ttggttccaa cctccagtca    1200

gtgtcttcta tcgacatcgg tactgttgcg ggcgctaaca gcgcaatcga gattgcagat    1260

gcggctctgg agcagatcag tggtatccgc gccgatctgg gtgctgccca gaaccggttc    1320

gagtctacga tcgccaacct gagcacaact gccgaaaacc tgtcggccgc taacagccgg    1380

attctggatg cagacttcgc atctgaaact gctaagctgt ccaaggcgca ggttctccag    1440

caagctggta tctctgtact ggcacaggcg aatgcccgtc cacagcaggt tctgtccctc    1500
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ctgcagcaat tcatgagtct tctaaccgag gtcgaaacgc ctaccagaag cgaatgggag    1560

tgcagatgca gcgattcaag tgatatgagt cttctaaccg aggtcgaaac gcctaccaga    1620

agcgaatggg agtgcagatg cagcgattca agtgatatga gtcttctaac cgaggtcgaa    1680

acgcctacca gaagcgaatg ggagtgcaga tgcagcgatt caagtgatat gagtcttcta    1740

accgaggtcg aaacgcctac cagaagcgaa tgggagtgca gatgcagcga ttcaagtgat    1800

tctagataaa agctt                                                     1815

<210>  31
<211>  604
<212>  PRT
<213>  Marinobacter algicola (DG893)

<220>
<221>  Flagelina FR4M2-2009
<222>  (1)..(604)

<220>
<221>  CARACTERÍSTICA
<222>  (505)..(528)
<223>  Epítopo M2-2009

<220>
<221>  CARACTERÍSTICA
<222>  (529)..(552)
<223>  Epítopo M2-2009

<220>
<221>  CARACTERÍSTICA
<222>  (553)..(576)
<223>  Epítopo M2-2009

<220>
<221>  CARACTERÍSTICA
<222>  (577)..(600)
<223>  Epítopo M2-2009

<400>  31

Gly Ser Met Ala Leu Gly Ile Asn Thr Asn Val Ala Ser Leu Ser Ala 
1               5                   10                  15      

Gln Asn Gln Leu Asn Lys Ser Gln Glu Leu Ser Asn Gln Ala Leu Glu 
20                  25                  30          

Arg Leu Ser Ser Gly Leu Arg Ile Asn Ser Ala Lys Asp Asp Ala Ala 
35                  40                  45         

Gly Leu Ala Ile Ser Thr Arg Phe Gln Ser Gln Ile Ser Gly Leu Asn 
50                  55                  60                  
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Val Ala Gln Arg Asn Ala Asn Asp Gly Ile Ser Leu Ala Gln Thr Ala 
65                  70                  75         80  

Glu Gly Ala Leu Glu Glu Thr Thr Asn Ile Leu Gln Arg Ile Arg Glu 
85                  90                  95      

Leu Ser Val Gln Ser Ala Asn Ser Thr Asn Ser Ser Ser Asp Arg Ser 
100                 105          110         

Ala Leu Gln Gly Glu Val Asn Gln Leu Lys Gln Glu Leu Asp Arg Ile 
115                 120                 125             

Ala Gly Thr Thr Gln Phe Asn Gly Leu Asn Leu Leu Asp Gly Ser Phe 
130                 135            140                 

Thr Ala Gln Ser Phe Gln Val Gly Ala Asn Ala Asn Gln Thr Ile Ser 
145                 150                 155                 160 

Val Ser Val Thr Gly Ala Arg Gly Ala Asp Leu Gly Asn Asn Thr Val 
 165              170                 175     

Ser Gly Glu Ser Asp Thr Thr Val Ser Gln Gly Thr Gly Ser Val Ala 
180                 185                 190         

Val Ala Ala Ala Asp Val Ala Thr Val Ala Asn Asn Thr Ile Ala Thr 
 195                200                 205             

Gln Asn Ile Thr Val Ser Gly Thr Glu Gly Ser Glu Val Ile Gly Ile 
 210                 215                 220                 

Thr Gln Gly Asp Thr Ala Glu Ala Ile Ala Ala Ala Val Asn Ala Glu 
225                 230                 235                 240 

Thr Gly Thr Thr Gly Val Thr Ala Thr Ala Ser Thr Thr Ala Thr Leu 
245                 250                 255     

Ala Gly Leu Ser Asp Asp Gly Thr Val Ser Phe Thr Leu Gly Ser Gly 
260 265                 270         

Gly Asp Thr Ala Thr Ile Ser Ala Ala Val Thr Thr Thr Asp Leu Gly 
275                 280                 285             

Ala Leu Ala Lys Ala Ile Asn Asp Thr Ser Gly Thr Thr Gly Val Thr 
290  295                 300                 

Ala Glu Ala Asn Gly Gly Glu Ile Thr Leu Thr Gln Ala Asp Gly Lys 
305                 310                 315                 320 

Asp Ile Arg Leu Gln Asp Phe Ala Asn Ser Gly Asn Ala Thr Gly Thr 
  325                 330                 335     

Ala Thr Leu Gln Gly Ser Gly Asp Pro Ser Ala Val Thr Leu Thr Ala 
340                 345                 350         

Gly Ser Thr Asp Ser Thr Ile Ala Ser Gly Ser Val Glu Phe Ala Ser 
355                 360                 365             

Ser Gly Ala Phe Ser Val Ser Ser Ser Val Ala Glu Thr Ala Gly Ser 
370                 375                 380                 
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Ile Leu Asn Val Ala Ala Asp Thr Val Val Gly Ser Asn Leu Gln Ser 
385                 390                 395                 400 

Val Ser Ser Ile Asp Ile Gly Thr Val Ala Gly Ala Asn Ser Ala Ile 
405                 410                 415     

Glu Ile Ala Asp Ala Ala Leu Glu Gln Ile Ser Gly Ile Arg Ala Asp 
420                 425                 430         

Leu Gly Ala Ala Gln Asn Arg Phe Glu Ser Thr Ile Ala Asn Leu Ser 
435                 440                 445             

Thr Thr Ala Glu Asn Leu Ser Ala Ala Asn Ser Arg Ile Leu Asp Ala 
450                 455                 460                 

Asp Phe Ala Ser Glu Thr Ala Lys Leu Ser Lys Ala Gln Val Leu Gln 
465                 470                 475                 480 

Gln Ala Gly Ile Ser Val Leu Ala Gln Ala Asn Ala Arg Pro Gln Gln 
 485                 490                 495     

Val Leu Ser Leu Leu Gln Gln Phe Met Ser Leu Leu Thr Glu Val Glu 
500                 505                 510         

Thr Pro Thr Arg Ser Glu Trp Glu Cys Arg Cys Ser Asp Ser Ser Asp 
515                 520                 525             

Met Ser Leu Leu Thr Glu Val Glu Thr Pro Thr Arg Ser Glu Trp Glu 
530                 535                 540                 

Cys Arg Cys Ser Asp Ser Ser Asp Met Ser Leu Leu Thr Glu Val Glu 
545                 550                 555                 560 

Thr Pro Thr Arg Ser Glu Trp Glu Cys Arg Cys Ser Asp Ser Ser Asp 
565                 570                 575     

Met Ser Leu Leu Thr Glu Val Glu Thr Pro Thr Arg Ser Glu Trp Glu 
 580                 585                 590         

Cys Arg Cys Ser Asp Ser Ser Asp Ser Arg Lys Leu 
595                 600                 

<210>  32
<211>  1956
<212>  DNA
<213>  Marinobacter algicola (DG893)

<220>
<221>  Plásmido pRSETA-FR4M2-2009
<222>  (1)..(1956)

<220>
<221>  característica
<222>  (110)..(1607)
<223>  Secuencia de la Flagelina FR
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<220>
<221>  característica
<222>  (1613)..(1684)
<223>  Epítopo M2-2009

<220>
<221>  característica
<222>  (1685)..(1756)
<223>  Epítopo M2-2009

<220>
<221>  característica
<222>  (1757)..(1828)
<223>  Epítopo M2-2009

<220>
<221>  característica
<222>  (1829)..(1901)
<223>  Epítopo M2-2009

<220>
<221>  característica
<222>  (1908)..(1928)
<223>  Secuencia que codifica para una cola de histidinas

<220>
<221>  característica
<222>  (1935)..(1946)
<223>  Secuencia que codifica para la secuencia KDEL

<400>  32
atgcggggtt ctcatcatca tcatcatcat ggtatggcta gcatgactgg tggacagcaa      60

atgggtcggg atctgtacga cgatgacgat aaggatcgat ggggatccat ggctctcggt     120

attaacacta acgttgcgtc actgtcagct cagaaccagc tgaacaaatc ccaggagctt     180

tctaaccaag ctctggagcg tctgtcttcc ggtctgcgca tcaactccgc caaggacgat     240

gctgctggcc ttgcaatttc gacccgtttt cagtcccaga tctctggtct gaatgttgcc     300

cagcgtaacg ccaacgacgg tatttccctg gctcagactg ctgaaggtgc tctggaagaa     360

accaccaaca tcctgcagcg catccgtgag ctgtctgttc agtcggccaa ctctaccaac     420

tcttcttccg accgctctgc acttcagggc gaagtaaacc agctgaagca agagcttgat     480

cgtattgccg gtaccaccca gtttaacggc ctcaaccttc tggatggcag cttcactgcc     540

cagtcattcc aggttggtgc caacgctaac cagaccatct cggtctctgt aactggcgct     600

cgtggtgccg accttggtaa caacaccgta tccggtgaaa gtgataccac tgtcagtcag     660

ggcacgggtt ctgttgcagt cgcggccgct gatgtggcaa ccgttgccaa caatacgatt     720

gctacacaga acatcaccgt ttctggaact gaaggctctg aggtcatcgg tattacccag     780

ggcgatactg cagaagcgat tgcggctgct gttaacgctg aaaccggcac gactggtgta     840
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acggctacgg catccaccac ggcaaccctc gctggtctgt ctgacgatgg tacggtttcc     900

tttacgcttg gcagtggtgg cgacacagcg accatctccg cagcggtaac gaccactgac     960

ctgggtgcgc tggccaaagc gatcaacgat acctcaggca ccactggtgt tacggctgaa    1020

gcaaacggtg gcgaaatcac actgacccag gctgatggca aagacatccg tctgcaggac    1080

tttgccaact caggtaacgc gaccggtacc gccacgctgc agggcagcgg tgacccatca    1140

gcggttactt tgaccgctgg cagcactgac agcacgattg cttctggctc tgttgaattc    1200

gcctcttccg gtgcattctc agtaagctcc tctgtcgcag agactgccgg tagcattctg    1260

aacgtcgcag ccgacaccgt ggttggttcc aacctccagt cagtgtcttc tatcgacatc    1320

ggtactgttg cgggcgctaa cagcgcaatc gagattgcag atgcggctct ggagcagatc    1380

agtggtatcc gcgccgatct gggtgctgcc cagaaccggt tcgagtctac gatcgccaac    1440

ctgagcacaa ctgccgaaaa cctgtcggcc gctaacagcc ggattctgga tgcagacttc   1500

gcatctgaaa ctgctaagct gtccaaggcg caggttctcc agcaagctgg tatctctgta    1560

ctggcacagg cgaatgcccg tccacagcag gttctgtccc tcctgcagca attcatgagt    1620

cttctaaccg aggtcgaaac gcctaccaga agcgaatggg agtgcagatg cagcgattca    1680

agtgatatga gtcttctaac cgaggtcgaa acgcctacca gaagcgaatg ggagtgcaga    1740

tgcagcgatt caagtgatat gagtcttcta accgaggtcg aaacgcctac cagaagcgaa    1800

tgggagtgca gatgcagcga ttcaagtgat atgagtcttc taaccgaggt cgaaacgcct    1860

accagaagcg aatgggagtg cagatgcagc gattcaagtg attctagaca tcaccaccac    1920

catcaccatg ctagaaaaga tgaactgtaa aagctt                              1956

<210>  33
<211>  650
<212>  PRT
<213>  Marinobacter algicola (DG893)

<220>
<221>  Plásmido pRSETA-FR4M2-2009
<222>  (1)..(650)

<220>
<221>  CARACTERÍSTICA
<222>  (37)..(536)
<223>  Flagelina FR

<220>
<221>  CARACTERÍSTICA
<222>  (539)..(562)
<223>  Epítopo M2-2009
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<220>
<221>  CARACTERÍSTICA
<222>  (563)..(586)
<223>  Epítopo M2-2009

<220>
<221>  CARACTERÍSTICA
<222>  (587)..(610)
<223>  Epítopo M2-2009

<220>
<221>  CARACTERÍSTICA
<222>  (611)..(634)
<223>  Epítopo M2-2009

<220>
<221>  CARACTERÍSTICA
<222>  (637)..(643)
<223>  Cola de histidinas

<220>
<221>  CARACTERÍSTICA
<222>  (645)..(648)
<223>  Secuencia KDEL

<400>  33

Met Arg Gly Ser His His His His His His Gly Met Ala Ser Met Thr 
1               5                   10                  15      

Gly Gly Gln Gln Met Gly Arg Asp Leu Tyr Asp Asp Asp Asp Lys Asp 
 20                  25                  30          

Arg Trp Gly Ser Met Ala Leu Gly Ile Asn Thr Asn Val Ala Ser Leu 
35                  40                  45              

Ser Ala Gln Asn Gln Leu Asn Lys Ser Gln Glu Leu Ser Asn Gln Ala 
50                  55                  60                  

Leu Glu Arg Leu Ser Ser Gly Leu Arg Ile Asn Ser Ala Lys Asp Asp 
65                  70                  75                  80  

Ala Ala Gly Leu Ala Ile Ser Thr Arg Phe Gln Ser Gln Ile Ser Gly 
85                  90                  95      

Leu Asn Val Ala Gln Arg Asn Ala Asn Asp Gly Ile Ser Leu Ala Gln 
100                 105                 110         

Thr Ala Glu Gly Ala Leu Glu Glu Thr Thr Asn Ile Leu Gln Arg Ile 
115                 120                 125             

Arg Glu Leu Ser Val Gln Ser Ala Asn Ser Thr Asn Ser Ser Ser Asp 
130                 135                 140                 

Arg Ser Ala Leu Gln Gly Glu Val Asn Gln Leu Lys Gln Glu Leu Asp 
145                 150                 155                 160 

Arg Ile Ala Gly Thr Thr Gln Phe Asn Gly Leu Asn Leu Leu Asp Gly 
165                 170                 175     
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Ser Phe Thr Ala Gln Ser Phe Gln Val Gly Ala Asn Ala Asn Gln Thr 
180                 185                 190     

Ile Ser Val Ser Val Thr Gly Ala Arg Gly Ala Asp Leu Gly Asn Asn 
195                 200                 205             

Thr Val Ser Gly Glu Ser Asp Thr Thr Val Ser Gln Gly Thr Gly Ser 
210                 215                 220       

Val Ala Val Ala Ala Ala Asp Val Ala Thr Val Ala Asn Asn Thr Ile 
225                 230                 235                 240 

Ala Thr Gln Asn Ile Thr Val Ser Gly Thr Glu Gly Ser Glu Val Ile 
 245                 250        255     

Gly Ile Thr Gln Gly Asp Thr Ala Glu Ala Ile Ala Ala Ala Val Asn 
260                 265                 270         

Ala Glu Thr Gly Thr Thr Gly Val Thr Ala Thr Ala Ser Thr Thr Ala 
 275                 280          285             

Thr Leu Ala Gly Leu Ser Asp Asp Gly Thr Val Ser Phe Thr Leu Gly 
290                 295                 300                 

Ser Gly Gly Asp Thr Ala Thr Ile Ser Ala Ala Val Thr Thr Thr Asp 
305                 310            315                 320 

Leu Gly Ala Leu Ala Lys Ala Ile Asn Asp Thr Ser Gly Thr Thr Gly 
325                 330                 335     

Val Thr Ala Glu Ala Asn Gly Gly Glu Ile Thr Leu Thr Gln Ala Asp 
340              345                 350         

Gly Lys Asp Ile Arg Leu Gln Asp Phe Ala Asn Ser Gly Asn Ala Thr 
355                 360                 365             

Gly Thr Ala Thr Leu Gln Gly Ser Gly Asp Pro Ser Ala Val Thr Leu 
 370                375                 380                 

Thr Ala Gly Ser Thr Asp Ser Thr Ile Ala Ser Gly Ser Val Glu Phe 
385                 390                 395                 400 

Ala Ser Ser Gly Ala Phe Ser Val Ser Ser Ser Val Ala Glu Thr Ala 
405                 410                 415     

Gly Ser Ile Leu Asn Val Ala Ala Asp Thr Val Val Gly Ser Asn Leu 
420                 425                 430         

Gln Ser Val Ser Ser Ile Asp Ile Gly Thr Val Ala Gly Ala Asn Ser 
435 440                 445             

Ala Ile Glu Ile Ala Asp Ala Ala Leu Glu Gln Ile Ser Gly Ile Arg 
450                 455                 460                 

Ala Asp Leu Gly Ala Ala Gln Asn Arg Phe Glu Ser Thr Ile Ala Asn 
465  470                 475                 480 
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Leu Ser Thr Thr Ala Glu Asn Leu Ser Ala Ala Asn Ser Arg Ile Leu 
485                 490                 495     

Asp Ala Asp Phe Ser Glu Thr Ala Lys Leu Ser Lys Ala Gln Val Leu
500                 505                 510         

Gln Gln Ala Gly Ile Ser Val Leu Ala Gln Ala Asn Ala Arg Pro Gln 
515                 520                 525             

Gln Val Leu Ser Leu Leu Gln Gln Phe Met Ser Leu Leu Thr Glu Val 
 530                 535                 540                 

Glu Thr Pro Thr Arg Ser Glu Trp Glu Cys Arg Cys Ser Asp Ser Ser 
545                 550                 555                 560 

Asp Met Ser Leu Leu Thr Glu Val Glu Thr Pro Thr Arg Ser Glu Trp 
565                 570                 575     

Glu Cys Arg Cys Ser Asp Ser Ser Asp Met Ser Leu Leu Thr Glu Val 
580                 585                 590         

Glu Thr Pro Thr Arg Ser Glu Trp Glu Cys Arg Cys Ser Asp Ser Ser 
595                 600                 605             

Asp Met Ser Leu Leu Thr Glu Val Glu Thr Pro Thr Arg Ser Glu Trp 
 610                 615                 620                 

Glu Cys Arg Cys Ser Asp Ser Ser Asp Ser Arg His His His His His 
625                 630                 635                 640 

His His Ala Arg Lys Asp Glu Leu Lys Leu 
 645                 650 


