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<210>  1 
<211>  360 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  1 
caggtgcagc tggtggagtc tgggggaggc gtggtccagc ctgggaggtc cctgagactc       
60 
 
tcctgtgcag cctctggatt caccttcaat aactatggca tgcactgggt ccgccaggct      
120 
 
ccaggcaagg ggctggagtg ggtggcaatt atatcatatg atggaagtaa tgaatattat      
180 
 
tcagactccg tgaagggccg attcaccatc tccagagaca attccaagaa cacgctgtat      
240 
 
cttcaaatga acagcctgag agctgaggac acggctgtat attactgtgc gagagatcag      
300 
 
gactacggtg gtaacctctt tcattactgg ggccagggaa ccctggtcac tgtctcctca      
360 
 
 
<210>  2 
<211>  120 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  2 
 
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg  



1               5                   10                  15       
 
 
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asn Asn Tyr  
            20                  25                  30           
 
 
Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  
        35                  40                  45               
 
 
Ala Ile Ile Ser Tyr Asp Gly Ser Asn Glu Tyr Tyr Ser Asp Ser Val  
    50                  55                  60                   
 
 
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr  
65                  70                  75                  80   
 
 
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys  
                85                  90                  95       
 
 
Ala Arg Asp Gln Asp Tyr Gly Gly Asn Leu Phe His Tyr Trp Gly Gln  
            100                 105                 110          
 
 
Gly Thr Leu Val Thr Val Ser Ser  
        115                 120  
 
 
<210>  3 
<211>  24 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  3 
ggattcacct tcaataacta tggc                                              
24 
 
 
<210>  4 
<211>  8 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  4 
 



Gly Phe Thr Phe Asn Asn Tyr Gly  
1               5                
 
 
<210>  5 
<211>  24 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  5 
atatcatatg atggaagtaa tgaa                                              
24 
 
 
<210>  6 
<211>  8 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  6 
 
Ile Ser Tyr Asp Gly Ser Asn Glu  
1               5                
 
 
<210>  7 
<211>  39 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  7 
gcgagagatc aggactacgg tggtaacctc tttcattac                              
39 
 
 
<210>  8 
<211>  13 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  8 
 



Ala Arg Asp Gln Asp Tyr Gly Gly Asn Leu Phe His Tyr  
1               5                   10               
 
 
<210>  9 
<211>  324 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  9 
gacatccaga tgacccagtc tccatcctcc ctgtctgcat ctgtaggaga cagagtcacc       
60 
 
atcacttgcc gggcaagtca gagcattagc agctatttaa attggtatca gcagaaacca      
120 
 
gggaaagccc ctaagctcct gatctatgct gcatccagtt tgcaaagtgg ggtcccgtca      
180 
 
aggttcagtg gcagtggatc tgggacagat ttcactctca ccatcagcag tctgcaacct      
240 
 
gaagattttg caacttacta ctgtcaacag agttacagta cccctccgat caccttcggc      
300 
 
caagggacac gactggagat taaa                                             
324 
 
 
<210>  10 
<211>  108 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  10 
 
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly  
1               5                   10                  15       
 
 
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Tyr  
            20                  25                  30           
 
 
Leu Asn Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile  
        35                  40                  45               
 
 



Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly  
    50                  55                  60                   
 
 
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro  
65                  70                  75                  80   
 
 
Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Ser Tyr Ser Thr Pro Pro  
                85                  90                  95       
 
 
Ile Thr Phe Gly Gln Gly Thr Arg Leu Glu Ile Lys  
            100                 105              
 
 
<210>  11 
<211>  18 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  11 
cagagcatta gcagctat                                                     
18 
 
 
<210>  12 
<211>  6 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  12 
 
Gln Ser Ile Ser Ser Tyr  
1               5        
 
 
<210>  13 
<211>  9 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  13 
gctgcatcc                                                                
9 



 
 
<210>  14 
<211>  3 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  14 
 
Ala Ala Ser  
1            
 
 
<210>  15 
<211>  30 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  15 
caacagagtt acagtacccc tccgatcacc                                        
30 
 
 
<210>  16 
<211>  10 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  16 
 
Gln Gln Ser Tyr Ser Thr Pro Pro Ile Thr  
1               5                   10   
 
 
<210>  17 
<211>  1344 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  17 
caggtgcagc tggtggagtc tgggggaggc gtggtccagc ctgggaggtc cctgagactc       
60 



 
tcctgtgcag cctctggatt caccttcaat aactatggca tgcactgggt ccgccaggct      
120 
 
ccaggcaagg ggctggagtg ggtggcaatt atatcatatg atggaagtaa tgaatattat      
180 
 
tcagactccg tgaagggccg attcaccatc tccagagaca attccaagaa cacgctgtat      
240 
 
cttcaaatga acagcctgag agctgaggac acggctgtat attactgtgc gagagatcag      
300 
 
gactacggtg gtaacctctt tcattactgg ggccagggaa ccctggtcac tgtctcctca      
360 
 
gcctccacca agggcccatc ggtcttcccc ctggcgccct gctccaggag cacctccgag      
420 
 
agcacagccg ccctgggctg cctggtcaag gactacttcc ccgaaccggt gacggtgtcg      
480 
 
tggaactcag gcgccctgac cagcggcgtg cacaccttcc cggctgtcct acagtcctca      
540 
 
ggactctact ccctcagcag cgtggtgacc gtgccctcca gcagcttggg cacgaagacc      
600 
 
tacacctgca acgtagatca caagcccagc aacaccaagg tggacaagag agttgagtcc      
660 
 
aaatatggtc ccccatgccc accctgccca gcacctgagt tcctgggggg accatcagtc      
720 
 
ttcctgttcc ccccaaaacc caaggacact ctcatgatct cccggacccc tgaggtcacg      
780 
 
tgcgtggtgg tggacgtgag ccaggaagac cccgaggtcc agttcaactg gtacgtggat      
840 
 
ggcgtggagg tgcataatgc caagacaaag ccgcgggagg agcagttcaa cagcacgtac      
900 
 
cgtgtggtca gcgtcctcac cgtcctgcac caggactggc tgaacggcaa ggagtacaag      
960 
 
tgcaaggtct ccaacaaagg cctcccgtcc tccatcgaga aaaccatctc caaagccaaa     
1020 
 
gggcagcccc gagagccaca ggtgtacacc ctgcccccat cccaggagga gatgaccaag     
1080 
 
aaccaggtca gcctgacctg cctggtcaaa ggcttctacc ccagcgacat cgccgtggag     
1140 



 
tgggagagca atgggcagcc ggagaacaac tacaagacca cgcctcccgt gctggactcc     
1200 
 
gacggctcct tcttcctcta cagcaggctc accgtggaca agagcaggtg gcaggagggg     
1260 
 
aatgtcttct catgctccgt gatgcatgag gctctgcaca accactacac acagaagtcc     
1320 
 
ctctccctgt ctctgggtaa atga                                            
1344 
 
 
<210>  18 
<211>  447 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  18 
 
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg  
1               5                   10                  15       
 
 
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Asn Asn Tyr  
            20                  25                  30           
 
 
Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  
        35                  40                  45               
 
 
Ala Ile Ile Ser Tyr Asp Gly Ser Asn Glu Tyr Tyr Ser Asp Ser Val  
    50                  55                  60                   
 
 
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr  
65                  70                  75                  80   
 
 
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys  
                85                  90                  95       
 
 
Ala Arg Asp Gln Asp Tyr Gly Gly Asn Leu Phe His Tyr Trp Gly Gln  
            100                 105                 110          
 
 
Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val  
        115                 120                 125              



 
 
Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr Ala Ala  
    130                 135                 140                  
 
 
Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser  
145                 150                 155                 160  
 
 
Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val  
                165                 170                 175      
 
 
Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro  
            180                 185                 190          
 
 
Ser Ser Ser Leu Gly Thr Lys Thr Tyr Thr Cys Asn Val Asp His Lys  
        195                 200                 205              
 
 
Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Ser Lys Tyr Gly Pro  
    210                 215                 220                  
 
 
Pro Cys Pro Pro Cys Pro Ala Pro Glu Phe Leu Gly Gly Pro Ser Val  
225                 230                 235                 240  
 
 
Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr  
                245                 250                 255      
 
 
Pro Glu Val Thr Cys Val Val Val Asp Val Ser Gln Glu Asp Pro Glu  
            260                 265                 270          
 
 
Val Gln Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys  
        275                 280                 285              
 
 
Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser Thr Tyr Arg Val Val Ser  
    290                 295                 300                  
 
 
Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys  
305                 310                 315                 320  
 
 
Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys Thr Ile  
                325                 330                 335      
 
 



Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro  
            340                 345                 350          
 
 
Pro Ser Gln Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr Cys Leu  
        355                 360                 365              
 
 
Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn  
    370                 375                 380                  
 
 
Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser  
385                 390                 395                 400  
 
 
Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu Thr Val Asp Lys Ser Arg  
                405                 410                 415      
 
 
Trp Gln Glu Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu  
            420                 425                 430          
 
 
His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Leu Gly Lys  
        435                 440                 445          
 
 
<210>  19 
<211>  648 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  19 
gacatccaga tgacccagtc tccatcctcc ctgtctgcat ctgtaggaga cagagtcacc       
60 
 
atcacttgcc gggcaagtca gagcattagc agctatttaa attggtatca gcagaaacca      
120 
 
gggaaagccc ctaagctcct gatctatgct gcatccagtt tgcaaagtgg ggtcccgtca      
180 
 
aggttcagtg gcagtggatc tgggacagat ttcactctca ccatcagcag tctgcaacct      
240 
 
gaagattttg caacttacta ctgtcaacag agttacagta cccctccgat caccttcggc      
300 
 
caagggacac gactggagat taaacgaact gtggctgcac catctgtctt catcttcccg      
360 



 
ccatctgatg agcagttgaa atctggaact gcctctgttg tgtgcctgct gaataacttc      
420 
 
tatcccagag aggccaaagt acagtggaag gtggataacg ccctccaatc gggtaactcc      
480 
 
caggagagtg tcacagagca ggacagcaag gacagcacct acagcctcag cagcaccctg      
540 
 
acgctgagca aagcagacta cgagaaacac aaagtctacg cctgcgaagt cacccatcag      
600 
 
ggcctgagct cgcccgtcac aaagagcttc aacaggggag agtgttag                   
648 
 
 
<210>  20 
<211>  215 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  20 
 
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly  
1               5                   10                  15       
 
 
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Tyr  
            20                  25                  30           
 
 
Leu Asn Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile  
        35                  40                  45               
 
 
Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly  
    50                  55                  60                   
 
 
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro  
65                  70                  75                  80   
 
 
Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Ser Tyr Ser Thr Pro Pro  
                85                  90                  95       
 
 
Ile Thr Phe Gly Gln Gly Thr Arg Leu Glu Ile Lys Arg Thr Val Ala  
            100                 105                 110          
 



 
Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln Leu Lys Ser  
        115                 120                 125              
 
 
Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu  
    130                 135                 140                  
 
 
Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser Gly Asn Ser  
145                 150                 155                 160  
 
 
Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr Tyr Ser Leu  
                165                 170                 175      
 
 
Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val  
            180                 185                 190          
 
 
Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro Val Thr Lys  
        195                 200                 205              
 
 
Ser Phe Asn Arg Gly Glu Cys  
    210                 215  
 
 
<210>  21 
<211>  360 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  21 
caggtgcagc tggtggagtc tgggggaggc gtggtccagc ctgggaggtc cctgagactc       
60 
 
tcctgtgcag cctctggatt caccttcagt acctatggca tgcactgggt ccgccaggct      
120 
 
ccaggcaagg ggctggagtg ggtggcaatt atatcatatg atggaagtaa tgactactat      
180 
 
ttagactccg tgaagggccg attcaccatc tccagagaca attccaagaa cacgctgtat      
240 
 
ctgcaaatga acaacctgag agctgaggac acggctgtgt attactgtgc gaaagatcag      
300 
 



ggctacggtg gtaacctctt tgcctcctgg ggccagggaa ccctggtcac cgtctcctca      
360 
 
 
<210>  22 
<211>  120 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  22 
 
Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg  
1               5                   10                  15       
 
 
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Thr Tyr  
            20                  25                  30           
 
 
Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  
        35                  40                  45               
 
 
Ala Ile Ile Ser Tyr Asp Gly Ser Asn Asp Tyr Tyr Leu Asp Ser Val  
    50                  55                  60                   
 
 
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr  
65                  70                  75                  80   
 
 
Leu Gln Met Asn Asn Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys  
                85                  90                  95       
 
 
Ala Lys Asp Gln Gly Tyr Gly Gly Asn Leu Phe Ala Ser Trp Gly Gln  
            100                 105                 110          
 
 
Gly Thr Leu Val Thr Val Ser Ser  
        115                 120  
 
 
<210>  23 
<211>  24 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 



<400>  23 
ggattcacct tcagtaccta tggc                                              
24 
 
 
<210>  24 
<211>  8 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  24 
 
Gly Phe Thr Phe Ser Thr Tyr Gly  
1               5                
 
 
<210>  25 
<211>  24 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  25 
atatcatatg atggaagtaa tgac                                              
24 
 
 
<210>  26 
<211>  8 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  26 
 
Ile Ser Tyr Asp Gly Ser Asn Asp  
1               5                
 
 
<210>  27 
<211>  39 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 



<400>  27 
gcgaaagatc agggctacgg tggtaacctc tttgcctcc                              
39 
 
 
<210>  28 
<211>  13 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  28 
 
Ala Lys Asp Gln Gly Tyr Gly Gly Asn Leu Phe Ala Ser  
1               5                   10               
 
 
<210>  29 
<211>  1344 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  29 
caggtgcagc tggtggagtc tgggggaggc gtggtccagc ctgggaggtc cctgagactc       
60 
 
tcctgtgcag cctctggatt caccttcagt acctatggca tgcactgggt ccgccaggct      
120 
 
ccaggcaagg ggctggagtg ggtggcaatt atatcatatg atggaagtaa tgactactat      
180 
 
ttagactccg tgaagggccg attcaccatc tccagagaca attccaagaa cacgctgtat      
240 
 
ctgcaaatga acaacctgag agctgaggac acggctgtgt attactgtgc gaaagatcag      
300 
 
ggctacggtg gtaacctctt tgcctcctgg ggccagggaa ccctggtcac cgtctcctca      
360 
 
gcctccacca agggcccatc ggtcttcccc ctggcgccct gctccaggag cacctccgag      
420 
 
agcacagccg ccctgggctg cctggtcaag gactacttcc ccgaaccggt gacggtgtcg      
480 
 
tggaactcag gcgccctgac cagcggcgtg cacaccttcc cggctgtcct acagtcctca      
540 



 
ggactctact ccctcagcag cgtggtgacc gtgccctcca gcagcttggg cacgaagacc      
600 
 
tacacctgca acgtagatca caagcccagc aacaccaagg tggacaagag agttgagtcc      
660 
 
aaatatggtc ccccatgccc accctgccca gcacctgagt tcctgggggg accatcagtc      
720 
 
ttcctgttcc ccccaaaacc caaggacact ctcatgatct cccggacccc tgaggtcacg      
780 
 
tgcgtggtgg tggacgtgag ccaggaagac cccgaggtcc agttcaactg gtacgtggat      
840 
 
ggcgtggagg tgcataatgc caagacaaag ccgcgggagg agcagttcaa cagcacgtac      
900 
 
cgtgtggtca gcgtcctcac cgtcctgcac caggactggc tgaacggcaa ggagtacaag      
960 
 
tgcaaggtct ccaacaaagg cctcccgtcc tccatcgaga aaaccatctc caaagccaaa     
1020 
 
gggcagcccc gagagccaca ggtgtacacc ctgcccccat cccaggagga gatgaccaag     
1080 
 
aaccaggtca gcctgacctg cctggtcaaa ggcttctacc ccagcgacat cgccgtggag     
1140 
 
tgggagagca atgggcagcc ggagaacaac tacaagacca cgcctcccgt gctggactcc     
1200 
 
gacggctcct tcttcctcta cagcaggctc accgtggaca agagcaggtg gcaggagggg     
1260 
 
aatgtcttct catgctccgt gatgcatgag gctctgcaca accactacac acagaagtcc     
1320 
 
ctctccctgt ctctgggtaa atga                                            
1344 
 
 
<210>  30 
<211>  447 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  30 
 



Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg  
1               5                   10                  15       
 
 
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Thr Tyr  
            20                  25                  30           
 
 
Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  
        35                  40                  45               
 
 
Ala Ile Ile Ser Tyr Asp Gly Ser Asn Asp Tyr Tyr Leu Asp Ser Val  
    50                  55                  60                   
 
 
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr  
65                  70                  75                  80   
 
 
Leu Gln Met Asn Asn Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys  
                85                  90                  95       
 
 
Ala Lys Asp Gln Gly Tyr Gly Gly Asn Leu Phe Ala Ser Trp Gly Gln  
            100                 105                 110          
 
 
Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val  
        115                 120                 125              
 
 
Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr Ala Ala  
    130                 135                 140                  
 
 
Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser  
145                 150                 155                 160  
 
 
Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val  
                165                 170                 175      
 
 
Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro  
            180                 185                 190          
 
 
Ser Ser Ser Leu Gly Thr Lys Thr Tyr Thr Cys Asn Val Asp His Lys  
        195                 200                 205              
 
 
Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Ser Lys Tyr Gly Pro  
    210                 215                 220                  



 
 
Pro Cys Pro Pro Cys Pro Ala Pro Glu Phe Leu Gly Gly Pro Ser Val  
225                 230                 235                 240  
 
 
Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr  
                245                 250                 255      
 
 
Pro Glu Val Thr Cys Val Val Val Asp Val Ser Gln Glu Asp Pro Glu  
            260                 265                 270          
 
 
Val Gln Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys  
        275                 280                 285              
 
 
Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser Thr Tyr Arg Val Val Ser  
    290                 295                 300                  
 
 
Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys  
305                 310                 315                 320  
 
 
Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys Thr Ile  
                325                 330                 335      
 
 
Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro  
            340                 345                 350          
 
 
Pro Ser Gln Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr Cys Leu  
        355                 360                 365              
 
 
Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn  
    370                 375                 380                  
 
 
Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser  
385                 390                 395                 400  
 
 
Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu Thr Val Asp Lys Ser Arg  
                405                 410                 415      
 
 
Trp Gln Glu Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu  
            420                 425                 430          
 
 



His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Leu Gly Lys  
        435                 440                 445          
 
 
<210>  31 
<211>  378 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  31 
gaggtgcagc tggtggagtc tgggggaggc ttggtaaagc cgggggggtc ccttagactc       
60 
 
tcctgtgcag cctctggatt cactttcagt aacgcctgga tgagctgggt ccgccaggct      
120 
 
ccagggaagg ggctggagtg ggttggccgt attaaaagca aaactgatag tgggacaaca      
180 
 
gactacgctg cacccgtgaa aggcagattc accatctcaa gagatgattc aaaaaacacg      
240 
 
ctgtatctgc aaatgaacag cctgaaaacc gaggacacag ccgtgtatta ctgtaccaca      
300 
 
gtggataacg atttttggag tggttattat aactggttcg acccctgggg ccagggaacc      
360 
 
ctggtcactg tctcctca                                                    
378 
 
 
<210>  32 
<211>  126 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  32 
 
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly  
1               5                   10                  15       
 
 
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asn Ala  
            20                  25                  30           
 
 
Trp Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  



        35                  40                  45               
 
 
Gly Arg Ile Lys Ser Lys Thr Asp Ser Gly Thr Thr Asp Tyr Ala Ala  
    50                  55                  60                   
 
 
Pro Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asp Ser Lys Asn Thr  
65                  70                  75                  80   
 
 
Leu Tyr Leu Gln Met Asn Ser Leu Lys Thr Glu Asp Thr Ala Val Tyr  
                85                  90                  95       
 
 
Tyr Cys Thr Thr Val Asp Asn Asp Phe Trp Ser Gly Tyr Tyr Asn Trp  
            100                 105                 110          
 
 
Phe Asp Pro Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser  
        115                 120                 125      
 
 
<210>  33 
<211>  24 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  33 
ggattcactt tcagtaacgc ctgg                                              
24 
 
 
<210>  34 
<211>  8 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  34 
 
Gly Phe Thr Phe Ser Asn Ala Trp  
1               5                
 
 
<210>  35 
<211>  30 
<212>  ADN 
<213>  Secuencia artificial 



 
<220> 
<223>  Secuencia artificial 
 
<400>  35 
attaaaagca aaactgatag tgggacaaca                                        
30 
 
 
<210>  36 
<211>  10 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  36 
 
Ile Lys Ser Lys Thr Asp Ser Gly Thr Thr  
1               5                   10   
 
 
<210>  37 
<211>  51 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  37 
accacagtgg ataacgattt ttggagtggt tattataact ggttcgaccc c                
51 
 
 
<210>  38 
<211>  17 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  38 
 
Thr Thr Val Asp Asn Asp Phe Trp Ser Gly Tyr Tyr Asn Trp Phe Asp  
1               5                   10                  15       
 
 
Pro  
     
 
 



<210>  39 
<211>  1362 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  39 
gaggtgcagc tggtggagtc tgggggaggc ttggtaaagc cgggggggtc ccttagactc       
60 
 
tcctgtgcag cctctggatt cactttcagt aacgcctgga tgagctgggt ccgccaggct      
120 
 
ccagggaagg ggctggagtg ggttggccgt attaaaagca aaactgatag tgggacaaca      
180 
 
gactacgctg cacccgtgaa aggcagattc accatctcaa gagatgattc aaaaaacacg      
240 
 
ctgtatctgc aaatgaacag cctgaaaacc gaggacacag ccgtgtatta ctgtaccaca      
300 
 
gtggataacg atttttggag tggttattat aactggttcg acccctgggg ccagggaacc      
360 
 
ctggtcactg tctcctcagc ctccaccaag ggcccatcgg tcttccccct ggcgccctgc      
420 
 
tccaggagca cctccgagag cacagccgcc ctgggctgcc tggtcaagga ctacttcccc      
480 
 
gaaccggtga cggtgtcgtg gaactcaggc gccctgacca gcggcgtgca caccttcccg      
540 
 
gctgtcctac agtcctcagg actctactcc ctcagcagcg tggtgaccgt gccctccagc      
600 
 
agcttgggca cgaagaccta cacctgcaac gtagatcaca agcccagcaa caccaaggtg      
660 
 
gacaagagag ttgagtccaa atatggtccc ccatgcccac cctgcccagc acctgagttc      
720 
 
ctggggggac catcagtctt cctgttcccc ccaaaaccca aggacactct catgatctcc      
780 
 
cggacccctg aggtcacgtg cgtggtggtg gacgtgagcc aggaagaccc cgaggtccag      
840 
 
ttcaactggt acgtggatgg cgtggaggtg cataatgcca agacaaagcc gcgggaggag      
900 
 



cagttcaaca gcacgtaccg tgtggtcagc gtcctcaccg tcctgcacca ggactggctg      
960 
 
aacggcaagg agtacaagtg caaggtctcc aacaaaggcc tcccgtcctc catcgagaaa     
1020 
 
accatctcca aagccaaagg gcagccccga gagccacagg tgtacaccct gcccccatcc     
1080 
 
caggaggaga tgaccaagaa ccaggtcagc ctgacctgcc tggtcaaagg cttctacccc     
1140 
 
agcgacatcg ccgtggagtg ggagagcaat gggcagccgg agaacaacta caagaccacg     
1200 
 
cctcccgtgc tggactccga cggctccttc ttcctctaca gcaggctcac cgtggacaag     
1260 
 
agcaggtggc aggaggggaa tgtcttctca tgctccgtga tgcatgaggc tctgcacaac     
1320 
 
cactacacac agaagtccct ctccctgtct ctgggtaaat ga                        
1362 
 
 
<210>  40 
<211>  453 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  40 
 
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly  
1               5                   10                  15       
 
 
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asn Ala  
            20                  25                  30           
 
 
Trp Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  
        35                  40                  45               
 
 
Gly Arg Ile Lys Ser Lys Thr Asp Ser Gly Thr Thr Asp Tyr Ala Ala  
    50                  55                  60                   
 
 
Pro Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asp Ser Lys Asn Thr  
65                  70                  75                  80   
 



 
Leu Tyr Leu Gln Met Asn Ser Leu Lys Thr Glu Asp Thr Ala Val Tyr  
                85                  90                  95       
 
 
Tyr Cys Thr Thr Val Asp Asn Asp Phe Trp Ser Gly Tyr Tyr Asn Trp  
            100                 105                 110          
 
 
Phe Asp Pro Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser  
        115                 120                 125              
 
 
Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr  
    130                 135                 140                  
 
 
Ser Glu Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro  
145                 150                 155                 160  
 
 
Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val  
                165                 170                 175      
 
 
His Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser  
            180                 185                 190          
 
 
Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys Thr Tyr Thr  
        195                 200                 205              
 
 
Cys Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val  
    210                 215                 220                  
 
 
Glu Ser Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro Glu Phe  
225                 230                 235                 240  
 
 
Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr  
                245                 250                 255      
 
 
Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val  
            260                 265                 270          
 
 
Ser Gln Glu Asp Pro Glu Val Gln Phe Asn Trp Tyr Val Asp Gly Val  
        275                 280                 285              
 
 
Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser  



    290                 295                 300                  
 
 
Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu  
305                 310                 315                 320  
 
 
Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser  
                325                 330                 335      
 
 
Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro  
            340                 345                 350          
 
 
Gln Val Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met Thr Lys Asn Gln  
        355                 360                 365              
 
 
Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala  
    370                 375                 380                  
 
 
Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr  
385                 390                 395                 400  
 
 
Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu  
                405                 410                 415      
 
 
Thr Val Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe Ser Cys Ser  
            420                 425                 430          
 
 
Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser  
        435                 440                 445              
 
 
Leu Ser Leu Gly Lys  
    450              
 
 
<210>  41 
<211>  363 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  41 
gaagtgcagc tggtggagtc tgggggaggc ttggttaagc ctggggggtc cctgagaatt       
60 



 
tcctgtgcag cctctggatt tatttttgtt gattatgcca tgcactgggt ccggcaagct      
120 
 
ccagggaagg gcctggagtg ggtctcaggt attagttgga atagtggtag tataggctat      
180 
 
gcggactctg tgaagggccg attcaccatc tccagagaca acgccaagaa gtccctgtat      
240 
 
ctgcaaatga gtggtctgag acctgaggac acggccttgt attattgtgt aaaaagtggg      
300 
 
ttctattacg ttaggtctta ctttgacaac tggggccagg gaaccctggt caccgtctcc      
360 
 
tca                                                                    
363 
 
 
<210>  42 
<211>  121 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  42 
 
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly  
1               5                   10                  15       
 
 
Ser Leu Arg Ile Ser Cys Ala Ala Ser Gly Phe Ile Phe Val Asp Tyr  
            20                  25                  30           
 
 
Ala Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  
        35                  40                  45               
 
 
Ser Gly Ile Ser Trp Asn Ser Gly Ser Ile Gly Tyr Ala Asp Ser Val  
    50                  55                  60                   
 
 
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Lys Ser Leu Tyr  
65                  70                  75                  80   
 
 
Leu Gln Met Ser Gly Leu Arg Pro Glu Asp Thr Ala Leu Tyr Tyr Cys  
                85                  90                  95       
 
 



Val Lys Ser Gly Phe Tyr Tyr Val Arg Ser Tyr Phe Asp Asn Trp Gly  
            100                 105                 110          
 
 
Gln Gly Thr Leu Val Thr Val Ser Ser  
        115                 120      
 
 
<210>  43 
<211>  24 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  43 
ggatttattt ttgttgatta tgcc                                              
24 
 
 
<210>  44 
<211>  8 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  44 
 
Gly Phe Ile Phe Val Asp Tyr Ala  
1               5                
 
 
<210>  45 
<211>  24 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  45 
attagttgga atagtggtag tata                                              
24 
 
 
<210>  46 
<211>  8 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 



<223>  Secuencia artificial 
 
<400>  46 
 
Ile Ser Trp Asn Ser Gly Ser Ile  
1               5                
 
 
<210>  47 
<211>  42 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  47 
gtaaaaagtg ggttctatta cgttaggtct tactttgaca ac                          
42 
 
 
<210>  48 
<211>  14 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  48 
 
Val Lys Ser Gly Phe Tyr Tyr Val Arg Ser Tyr Phe Asp Asn  
1               5                   10                   
 
 
<210>  49 
<211>  339 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  49 
gatattgtga tgacccagtc tccactctcc ctgcccgtca cccctggaga gccggcctcc       
60 
 
atctcctgca ggtctagtca gagcctcttg gatagtgatg atggaaacac ctatttggac      
120 
 
tggtacctgc ggaagccagg gcagtctcca caactcctga tctatacgct ttcctatcgg      
180 
 



gcctctggag tcccagacag gttcagtggc agtgggtcag gcactgattt cacactgaaa      
240 
 
atcagtaggg tggaggctga cgatgttgga gtttattact gcatgcaacg tatagagttt      
300 
 
ccgctcactt tcggcggagg gaccaaggtg gagatcaaa                             
339 
 
 
<210>  50 
<211>  113 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  50 
 
Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly  
1               5                   10                  15       
 
 
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Leu Asp Ser  
            20                  25                  30           
 
 
Asp Asp Gly Asn Thr Tyr Leu Asp Trp Tyr Leu Arg Lys Pro Gly Gln  
        35                  40                  45               
 
 
Ser Pro Gln Leu Leu Ile Tyr Thr Leu Ser Tyr Arg Ala Ser Gly Val  
    50                  55                  60                   
 
 
Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys  
65                  70                  75                  80   
 
 
Ile Ser Arg Val Glu Ala Asp Asp Val Gly Val Tyr Tyr Cys Met Gln  
                85                  90                  95       
 
 
Arg Ile Glu Phe Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile  
            100                 105                 110          
 
 
Lys  
     
 
 
<210>  51 
<211>  36 



<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  51 
cagagcctct tggatagtga tgatggaaac acctat                                 
36 
 
 
<210>  52 
<211>  12 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  52 
 
Gln Ser Leu Leu Asp Ser Asp Asp Gly Asn Thr Tyr  
1               5                   10           
 
 
<210>  53 
<211>  9 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  53 
acgctttcc                                                                
9 
 
 
<210>  54 
<211>  3 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  54 
 
Thr Leu Ser  
1            
 
 
<210>  55 
<211>  27 



<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  55 
atgcaacgta tagagtttcc gctcact                                           
27 
 
 
<210>  56 
<211>  9 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  56 
 
Met Gln Arg Ile Glu Phe Pro Leu Thr  
1               5                    
 
 
<210>  57 
<211>  1347 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  57 
gaagtgcagc tggtggagtc tgggggaggc ttggttaagc ctggggggtc cctgagaatt       
60 
 
tcctgtgcag cctctggatt tatttttgtt gattatgcca tgcactgggt ccggcaagct      
120 
 
ccagggaagg gcctggagtg ggtctcaggt attagttgga atagtggtag tataggctat      
180 
 
gcggactctg tgaagggccg attcaccatc tccagagaca acgccaagaa gtccctgtat      
240 
 
ctgcaaatga gtggtctgag acctgaggac acggccttgt attattgtgt aaaaagtggg      
300 
 
ttctattacg ttaggtctta ctttgacaac tggggccagg gaaccctggt caccgtctcc      
360 
 
tcagcctcca ccaagggccc atcggtcttc cccctggcgc cctgctccag gagcacctcc      
420 



 
gagagcacag ccgccctggg ctgcctggtc aaggactact tccccgaacc ggtgacggtg      
480 
 
tcgtggaact caggcgccct gaccagcggc gtgcacacct tcccggctgt cctacagtcc      
540 
 
tcaggactct actccctcag cagcgtggtg accgtgccct ccagcagctt gggcacgaag      
600 
 
acctacacct gcaacgtaga tcacaagccc agcaacacca aggtggacaa gagagttgag      
660 
 
tccaaatatg gtcccccatg cccaccctgc ccagcacctg agttcctggg gggaccatca      
720 
 
gtcttcctgt tccccccaaa acccaaggac actctcatga tctcccggac ccctgaggtc      
780 
 
acgtgcgtgg tggtggacgt gagccaggaa gaccccgagg tccagttcaa ctggtacgtg      
840 
 
gatggcgtgg aggtgcataa tgccaagaca aagccgcggg aggagcagtt caacagcacg      
900 
 
taccgtgtgg tcagcgtcct caccgtcctg caccaggact ggctgaacgg caaggagtac      
960 
 
aagtgcaagg tctccaacaa aggcctcccg tcctccatcg agaaaaccat ctccaaagcc     
1020 
 
aaagggcagc cccgagagcc acaggtgtac accctgcccc catcccagga ggagatgacc     
1080 
 
aagaaccagg tcagcctgac ctgcctggtc aaaggcttct accccagcga catcgccgtg     
1140 
 
gagtgggaga gcaatgggca gccggagaac aactacaaga ccacgcctcc cgtgctggac     
1200 
 
tccgacggct ccttcttcct ctacagcagg ctcaccgtgg acaagagcag gtggcaggag     
1260 
 
gggaatgtct tctcatgctc cgtgatgcat gaggctctgc acaaccacta cacacagaag     
1320 
 
tccctctccc tgtctctggg taaatga                                         
1347 
 
 
<210>  58 
<211>  448 
<212>  PRT 
<213>  Secuencia artificial 



 
<220> 
<223>  Secuencia artificial 
 
<400>  58 
 
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly  
1               5                   10                  15       
 
 
Ser Leu Arg Ile Ser Cys Ala Ala Ser Gly Phe Ile Phe Val Asp Tyr  
            20                  25                  30           
 
 
Ala Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  
        35                  40                  45               
 
 
Ser Gly Ile Ser Trp Asn Ser Gly Ser Ile Gly Tyr Ala Asp Ser Val  
    50                  55                  60                   
 
 
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Lys Ser Leu Tyr  
65                  70                  75                  80   
 
 
Leu Gln Met Ser Gly Leu Arg Pro Glu Asp Thr Ala Leu Tyr Tyr Cys  
                85                  90                  95       
 
 
Val Lys Ser Gly Phe Tyr Tyr Val Arg Ser Tyr Phe Asp Asn Trp Gly  
            100                 105                 110          
 
 
Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser  
        115                 120                 125              
 
 
Val Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr Ala  
    130                 135                 140                  
 
 
Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val  
145                 150                 155                 160  
 
 
Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala  
                165                 170                 175      
 
 
Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val  
            180                 185                 190          
 
 



Pro Ser Ser Ser Leu Gly Thr Lys Thr Tyr Thr Cys Asn Val Asp His  
        195                 200                 205              
 
 
Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Ser Lys Tyr Gly  
    210                 215                 220                  
 
 
Pro Pro Cys Pro Pro Cys Pro Ala Pro Glu Phe Leu Gly Gly Pro Ser  
225                 230                 235                 240  
 
 
Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg  
                245                 250                 255      
 
 
Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser Gln Glu Asp Pro  
            260                 265                 270          
 
 
Glu Val Gln Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala  
        275                 280                 285              
 
 
Lys Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser Thr Tyr Arg Val Val  
    290                 295                 300                  
 
 
Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr  
305                 310                 315                 320  
 
 
Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys Thr  
                325                 330                 335      
 
 
Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu  
            340                 345                 350          
 
 
Pro Pro Ser Gln Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr Cys  
        355                 360                 365              
 
 
Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser  
    370                 375                 380                  
 
 
Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp  
385                 390                 395                 400  
 
 
Ser Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu Thr Val Asp Lys Ser  
                405                 410                 415      



 
 
Arg Trp Gln Glu Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala  
            420                 425                 430          
 
 
Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Leu Gly Lys  
        435                 440                 445              
 
 
<210>  59 
<211>  663 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  59 
gatattgtga tgacccagtc tccactctcc ctgcccgtca cccctggaga gccggcctcc       
60 
 
atctcctgca ggtctagtca gagcctcttg gatagtgatg atggaaacac ctatttggac      
120 
 
tggtacctgc ggaagccagg gcagtctcca caactcctga tctatacgct ttcctatcgg      
180 
 
gcctctggag tcccagacag gttcagtggc agtgggtcag gcactgattt cacactgaaa      
240 
 
atcagtaggg tggaggctga cgatgttgga gtttattact gcatgcaacg tatagagttt      
300 
 
ccgctcactt tcggcggagg gaccaaggtg gagatcaaac gaactgtggc tgcaccatct      
360 
 
gtcttcatct tcccgccatc tgatgagcag ttgaaatctg gaactgcctc tgttgtgtgc      
420 
 
ctgctgaata acttctatcc cagagaggcc aaagtacagt ggaaggtgga taacgccctc      
480 
 
caatcgggta actcccagga gagtgtcaca gagcaggaca gcaaggacag cacctacagc      
540 
 
ctcagcagca ccctgacgct gagcaaagca gactacgaga aacacaaagt ctacgcctgc      
600 
 
gaagtcaccc atcagggcct gagctcgccc gtcacaaaga gcttcaacag gggagagtgt      
660 
 
tag                                                                    
663 



 
 
<210>  60 
<211>  220 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  60 
 
Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Pro Gly  
1               5                   10                  15       
 
 
Glu Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Leu Asp Ser  
            20                  25                  30           
 
 
Asp Asp Gly Asn Thr Tyr Leu Asp Trp Tyr Leu Arg Lys Pro Gly Gln  
        35                  40                  45               
 
 
Ser Pro Gln Leu Leu Ile Tyr Thr Leu Ser Tyr Arg Ala Ser Gly Val  
    50                  55                  60                   
 
 
Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys  
65                  70                  75                  80   
 
 
Ile Ser Arg Val Glu Ala Asp Asp Val Gly Val Tyr Tyr Cys Met Gln  
                85                  90                  95       
 
 
Arg Ile Glu Phe Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile  
            100                 105                 110          
 
 
Lys Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp  
        115                 120                 125              
 
 
Glu Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn  
    130                 135                 140                  
 
 
Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu  
145                 150                 155                 160  
 
 
Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp  
                165                 170                 175      



 
 
Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr  
            180                 185                 190          
 
 
Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser  
        195                 200                 205              
 
 
Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys  
    210                 215                 220  
 
 
<210>  61 
<211>  372 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  61 
gaggtgcagc tggtggagtc tgggggaggc ttggtacagc cagggcggtc cctgagactc       
60 
 
tcctgtatag cttctggatt caactttggt gattatggta tgagctgggt ccgccaggct      
120 
 
ccagggaagg ggctggagtg ggtaggtttc attagaagca aagcttatgg tgggacaaca      
180 
 
gaatacgccg cgtctgtgaa aggcagattc accatctcaa gagatgattc caaaagcatc      
240 
 
gcctatctgc aaatgaacag cctgaaaacc gaggacgcag ccatgtatta ctgttctaga      
300 
 
gattattacg atattttgac tggttattat ggcgactact ggggccaggg aaccctggtc      
360 
 
accgtctcct ca                                                          
372 
 
 
<210>  62 
<211>  124 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  62 



 
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Arg  
1               5                   10                  15       
 
 
Ser Leu Arg Leu Ser Cys Ile Ala Ser Gly Phe Asn Phe Gly Asp Tyr  
            20                  25                  30           
 
 
Gly Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  
        35                  40                  45               
 
 
Gly Phe Ile Arg Ser Lys Ala Tyr Gly Gly Thr Thr Glu Tyr Ala Ala  
    50                  55                  60                   
 
 
Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asp Ser Lys Ser Ile  
65                  70                  75                  80   
 
 
Ala Tyr Leu Gln Met Asn Ser Leu Lys Thr Glu Asp Ala Ala Met Tyr  
                85                  90                  95       
 
 
Tyr Cys Ser Arg Asp Tyr Tyr Asp Ile Leu Thr Gly Tyr Tyr Gly Asp  
            100                 105                 110          
 
 
Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser  
        115                 120                  
 
 
<210>  63 
<211>  24 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  63 
ggattcaact ttggtgatta tggt                                              
24 
 
 
<210>  64 
<211>  8 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 



<400>  64 
 
Gly Phe Asn Phe Gly Asp Tyr Gly  
1               5                
 
 
<210>  65 
<211>  30 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  65 
attagaagca aagcttatgg tgggacaaca                                        
30 
 
 
<210>  66 
<211>  10 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  66 
 
Ile Arg Ser Lys Ala Tyr Gly Gly Thr Thr  
1               5                   10   
 
 
<210>  67 
<211>  45 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  67 
tctagagatt attacgatat tttgactggt tattatggcg actac                       
45 
 
 
<210>  68 
<211>  15 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 



<400>  68 
 
Ser Arg Asp Tyr Tyr Asp Ile Leu Thr Gly Tyr Tyr Gly Asp Tyr  
1               5                   10                  15   
 
 
<210>  69 
<211>  321 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  69 
gacatccaga tgacccagtc tccttccacc ctgtctgcat ctgtaggaga cagagtcacc       
60 
 
atcacttgcc gggccagtca gagtattagt agctggttgg cctggtatca gcagaaacca      
120 
 
gggaaagccc ctaagctcct gatctatcag gcgtctagtt tagaaagtgg ggtcccatca      
180 
 
aggttcagcg gcagtggatc tgggacagaa ttcactctca ccatcagcag cctgcagcct      
240 
 
gaagattttg caacttatta ctgccaacaa tataatagtt attctcggac gttcggccaa      
300 
 
gggaccaagg tggaaatcaa a                                                
321 
 
 
<210>  70 
<211>  107 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  70 
 
Asp Ile Gln Met Thr Gln Ser Pro Ser Thr Leu Ser Ala Ser Val Gly  
1               5                   10                  15       
 
 
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Trp  
            20                  25                  30           
 
 
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile  
        35                  40                  45               



 
 
Tyr Gln Ala Ser Ser Leu Glu Ser Gly Val Pro Ser Arg Phe Ser Gly  
    50                  55                  60                   
 
 
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro  
65                  70                  75                  80   
 
 
Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Asn Ser Tyr Ser Arg  
                85                  90                  95       
 
 
Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys  
            100                 105          
 
 
<210>  71 
<211>  18 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  71 
cagagtatta gtagctgg                                                     
18 
 
 
<210>  72 
<211>  6 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  72 
 
Gln Ser Ile Ser Ser Trp  
1               5        
 
 
<210>  73 
<211>  9 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  73 



caggcgtct                                                                
9 
 
 
<210>  74 
<211>  3 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  74 
 
Gln Ala Ser  
1            
 
 
<210>  75 
<211>  27 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  75 
caacaatata atagttattc tcggacg                                           
27 
 
 
<210>  76 
<211>  9 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  76 
 
Gln Gln Tyr Asn Ser Tyr Ser Arg Thr  
1               5                    
 
 
<210>  77 
<211>  1356 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  77 



gaggtgcagc tggtggagtc tgggggaggc ttggtacagc cagggcggtc cctgagactc       
60 
 
tcctgtatag cttctggatt caactttggt gattatggta tgagctgggt ccgccaggct      
120 
 
ccagggaagg ggctggagtg ggtaggtttc attagaagca aagcttatgg tgggacaaca      
180 
 
gaatacgccg cgtctgtgaa aggcagattc accatctcaa gagatgattc caaaagcatc      
240 
 
gcctatctgc aaatgaacag cctgaaaacc gaggacgcag ccatgtatta ctgttctaga      
300 
 
gattattacg atattttgac tggttattat ggcgactact ggggccaggg aaccctggtc      
360 
 
accgtctcct cagcctccac caagggccca tcggtcttcc ccctggcgcc ctgctccagg      
420 
 
agcacctccg agagcacagc cgccctgggc tgcctggtca aggactactt ccccgaaccg      
480 
 
gtgacggtgt cgtggaactc aggcgccctg accagcggcg tgcacacctt cccggctgtc      
540 
 
ctacagtcct caggactcta ctccctcagc agcgtggtga ccgtgccctc cagcagcttg      
600 
 
ggcacgaaga cctacacctg caacgtagat cacaagccca gcaacaccaa ggtggacaag      
660 
 
agagttgagt ccaaatatgg tcccccatgc ccaccctgcc cagcacctga gttcctgggg      
720 
 
ggaccatcag tcttcctgtt ccccccaaaa cccaaggaca ctctcatgat ctcccggacc      
780 
 
cctgaggtca cgtgcgtggt ggtggacgtg agccaggaag accccgaggt ccagttcaac      
840 
 
tggtacgtgg atggcgtgga ggtgcataat gccaagacaa agccgcggga ggagcagttc      
900 
 
aacagcacgt accgtgtggt cagcgtcctc accgtcctgc accaggactg gctgaacggc      
960 
 
aaggagtaca agtgcaaggt ctccaacaaa ggcctcccgt cctccatcga gaaaaccatc     
1020 
 
tccaaagcca aagggcagcc ccgagagcca caggtgtaca ccctgccccc atcccaggag     
1080 
 



gagatgacca agaaccaggt cagcctgacc tgcctggtca aaggcttcta ccccagcgac     
1140 
 
atcgccgtgg agtgggagag caatgggcag ccggagaaca actacaagac cacgcctccc     
1200 
 
gtgctggact ccgacggctc cttcttcctc tacagcaggc tcaccgtgga caagagcagg     
1260 
 
tggcaggagg ggaatgtctt ctcatgctcc gtgatgcatg aggctctgca caaccactac     
1320 
 
acacagaagt ccctctccct gtctctgggt aaatga                               
1356 
 
 
<210>  78 
<211>  451 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  78 
 
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Arg  
1               5                   10                  15       
 
 
Ser Leu Arg Leu Ser Cys Ile Ala Ser Gly Phe Asn Phe Gly Asp Tyr  
            20                  25                  30           
 
 
Gly Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  
        35                  40                  45               
 
 
Gly Phe Ile Arg Ser Lys Ala Tyr Gly Gly Thr Thr Glu Tyr Ala Ala  
    50                  55                  60                   
 
 
Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asp Ser Lys Ser Ile  
65                  70                  75                  80   
 
 
Ala Tyr Leu Gln Met Asn Ser Leu Lys Thr Glu Asp Ala Ala Met Tyr  
                85                  90                  95       
 
 
Tyr Cys Ser Arg Asp Tyr Tyr Asp Ile Leu Thr Gly Tyr Tyr Gly Asp  
            100                 105                 110          
 
 



Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys  
        115                 120                 125              
 
 
Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu  
    130                 135                 140                  
 
 
Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro  
145                 150                 155                 160  
 
 
Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr  
                165                 170                 175      
 
 
Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val  
            180                 185                 190          
 
 
Val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys Thr Tyr Thr Cys Asn  
        195                 200                 205              
 
 
Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Ser  
    210                 215                 220                  
 
 
Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro Glu Phe Leu Gly  
225                 230                 235                 240  
 
 
Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met  
                245                 250                 255      
 
 
Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser Gln  
            260                 265                 270          
 
 
Glu Asp Pro Glu Val Gln Phe Asn Trp Tyr Val Asp Gly Val Glu Val  
        275                 280                 285              
 
 
His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser Thr Tyr  
    290                 295                 300                  
 
 
Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly  
305                 310                 315                 320  
 
 
Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile  
                325                 330                 335      



 
 
Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val  
            340                 345                 350          
 
 
Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met Thr Lys Asn Gln Val Ser  
        355                 360                 365              
 
 
Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu  
    370                 375                 380                  
 
 
Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro  
385                 390                 395                 400  
 
 
Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu Thr Val  
                405                 410                 415      
 
 
Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe Ser Cys Ser Val Met  
            420                 425                 430          
 
 
His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser  
        435                 440                 445              
 
 
Leu Gly Lys  
    450      
 
 
<210>  79 
<211>  645 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  79 
gacatccaga tgacccagtc tccttccacc ctgtctgcat ctgtaggaga cagagtcacc       
60 
 
atcacttgcc gggccagtca gagtattagt agctggttgg cctggtatca gcagaaacca      
120 
 
gggaaagccc ctaagctcct gatctatcag gcgtctagtt tagaaagtgg ggtcccatca      
180 
 
aggttcagcg gcagtggatc tgggacagaa ttcactctca ccatcagcag cctgcagcct      
240 



 
gaagattttg caacttatta ctgccaacaa tataatagtt attctcggac gttcggccaa      
300 
 
gggaccaagg tggaaatcaa acgaactgtg gctgcaccat ctgtcttcat cttcccgcca      
360 
 
tctgatgagc agttgaaatc tggaactgcc tctgttgtgt gcctgctgaa taacttctat      
420 
 
cccagagagg ccaaagtaca gtggaaggtg gataacgccc tccaatcggg taactcccag      
480 
 
gagagtgtca cagagcagga cagcaaggac agcacctaca gcctcagcag caccctgacg      
540 
 
ctgagcaaag cagactacga gaaacacaaa gtctacgcct gcgaagtcac ccatcagggc      
600 
 
ctgagctcgc ccgtcacaaa gagcttcaac aggggagagt gttag                      
645 
 
 
<210>  80 
<211>  214 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  80 
 
Asp Ile Gln Met Thr Gln Ser Pro Ser Thr Leu Ser Ala Ser Val Gly  
1               5                   10                  15       
 
 
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Ile Ser Ser Trp  
            20                  25                  30           
 
 
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile  
        35                  40                  45               
 
 
Tyr Gln Ala Ser Ser Leu Glu Ser Gly Val Pro Ser Arg Phe Ser Gly  
    50                  55                  60                   
 
 
Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro  
65                  70                  75                  80   
 
 
Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Asn Ser Tyr Ser Arg  



                85                  90                  95       
 
 
Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Thr Val Ala Ala  
            100                 105                 110          
 
 
Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln Leu Lys Ser Gly  
        115                 120                 125              
 
 
Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala  
    130                 135                 140                  
 
 
Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser Gly Asn Ser Gln  
145                 150                 155                 160  
 
 
Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser  
                165                 170                 175      
 
 
Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr  
            180                 185                 190          
 
 
Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro Val Thr Lys Ser  
        195                 200                 205              
 
 
Phe Asn Arg Gly Glu Cys  
    210                  
 
 
<210>  81 
<211>  378 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  81 
gaggtgcagc tggtggagtc tgggggaggc ttggtaaagc ctggggggtc cctgagagtc       
60 
 
tcctgtgcag cctctggagt cactttcagt aacgtctgga tgagttgggt ccgccaggtt      
120 
 
ccagggaagg ggctggaatg ggttggccgt attaaaagca aaactgatgg tgggacaaca      
180 
 



gactacgctg cacccgtgaa aggcagattt accatctcaa aagatgattc aaaaaatacg      
240 
 
ttgttcctgc aaatgaacag cctgaaaacc gaagacacag ccgtgtatta ctgtaccaca      
300 
 
gagaccggcg atttttggag tggttattat cctcgcttcc agcactgggg ccagggcacc      
360 
 
ctggtcaccg tctcctca                                                    
378 
 
 
<210>  82 
<211>  126 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  82 
 
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly  
1               5                   10                  15       
 
 
Ser Leu Arg Val Ser Cys Ala Ala Ser Gly Val Thr Phe Ser Asn Val  
            20                  25                  30           
 
 
Trp Met Ser Trp Val Arg Gln Val Pro Gly Lys Gly Leu Glu Trp Val  
        35                  40                  45               
 
 
Gly Arg Ile Lys Ser Lys Thr Asp Gly Gly Thr Thr Asp Tyr Ala Ala  
    50                  55                  60                   
 
 
Pro Val Lys Gly Arg Phe Thr Ile Ser Lys Asp Asp Ser Lys Asn Thr  
65                  70                  75                  80   
 
 
Leu Phe Leu Gln Met Asn Ser Leu Lys Thr Glu Asp Thr Ala Val Tyr  
                85                  90                  95       
 
 
Tyr Cys Thr Thr Glu Thr Gly Asp Phe Trp Ser Gly Tyr Tyr Pro Arg  
            100                 105                 110          
 
 
Phe Gln His Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser  
        115                 120                 125      
 



 
<210>  83 
<211>  24 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  83 
ggagtcactt tcagtaacgt ctgg                                              
24 
 
 
<210>  84 
<211>  8 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  84 
 
Gly Val Thr Phe Ser Asn Val Trp  
1               5                
 
 
<210>  85 
<211>  30 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  85 
attaaaagca aaactgatgg tgggacaaca                                        
30 
 
 
<210>  86 
<211>  10 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  86 
 
Ile Lys Ser Lys Thr Asp Gly Gly Thr Thr  
1               5                   10   
 



 
<210>  87 
<211>  51 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  87 
accacagaga ccggcgattt ttggagtggt tattatcctc gcttccagca c                
51 
 
 
<210>  88 
<211>  17 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  88 
 
Thr Thr Glu Thr Gly Asp Phe Trp Ser Gly Tyr Tyr Pro Arg Phe Gln  
1               5                   10                  15       
 
 
His  
     
 
 
<210>  89 
<211>  324 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  89 
gacatccaga tgacccagtc tccatcctcc ctgtctgcat ctgtaggaga cagagtcacc       
60 
 
atcacttgcc gggcaagtca gtatattagc acctatttaa attggtatca gcagaaacca      
120 
 
gggaaagccc ctagcctcct gatctatgct gcatccagtt tgcaaagtgg ggtcccatca      
180 
 
aggttcagtg gcagtggatc tgggacagat ttcactctca ccatcagcag tctgcaacct      
240 
 



gaagattttg catcttactc ctgtcaacag agttacagta cccctccgta cacttttggc      
300 
 
caggggacca agctggagat caaa                                             
324 
 
 
<210>  90 
<211>  108 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  90 
 
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly  
1               5                   10                  15       
 
 
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Tyr Ile Ser Thr Tyr  
            20                  25                  30           
 
 
Leu Asn Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Ser Leu Leu Ile  
        35                  40                  45               
 
 
Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly  
    50                  55                  60                   
 
 
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro  
65                  70                  75                  80   
 
 
Glu Asp Phe Ala Ser Tyr Ser Cys Gln Gln Ser Tyr Ser Thr Pro Pro  
                85                  90                  95       
 
 
Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys  
            100                 105              
 
 
<210>  91 
<211>  18 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  91 



cagtatatta gcacctat                                                     
18 
 
 
<210>  92 
<211>  6 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  92 
 
Gln Tyr Ile Ser Thr Tyr  
1               5        
 
 
<210>  93 
<211>  30 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  93 
caacagagtt acagtacccc tccgtacact                                        
30 
 
 
<210>  94 
<211>  10 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  94 
 
Gln Gln Ser Tyr Ser Thr Pro Pro Tyr Thr  
1               5                   10   
 
 
<210>  95 
<211>  1362 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  95 



gaggtgcagc tggtggagtc tgggggaggc ttggtaaagc ctggggggtc cctgagagtc       
60 
 
tcctgtgcag cctctggagt cactttcagt aacgtctgga tgagttgggt ccgccaggtt      
120 
 
ccagggaagg ggctggaatg ggttggccgt attaaaagca aaactgatgg tgggacaaca      
180 
 
gactacgctg cacccgtgaa aggcagattt accatctcaa aagatgattc aaaaaatacg      
240 
 
ttgttcctgc aaatgaacag cctgaaaacc gaagacacag ccgtgtatta ctgtaccaca      
300 
 
gagaccggcg atttttggag tggttattat cctcgcttcc agcactgggg ccagggcacc      
360 
 
ctggtcaccg tctcctcagc ctccaccaag ggcccatcgg tcttccccct ggcgccctgc      
420 
 
tccaggagca cctccgagag cacagccgcc ctgggctgcc tggtcaagga ctacttcccc      
480 
 
gaaccggtga cggtgtcgtg gaactcaggc gccctgacca gcggcgtgca caccttcccg      
540 
 
gctgtcctac agtcctcagg actctactcc ctcagcagcg tggtgaccgt gccctccagc      
600 
 
agcttgggca cgaagaccta cacctgcaac gtagatcaca agcccagcaa caccaaggtg      
660 
 
gacaagagag ttgagtccaa atatggtccc ccatgcccac cctgcccagc acctgagttc      
720 
 
ctggggggac catcagtctt cctgttcccc ccaaaaccca aggacactct catgatctcc      
780 
 
cggacccctg aggtcacgtg cgtggtggtg gacgtgagcc aggaagaccc cgaggtccag      
840 
 
ttcaactggt acgtggatgg cgtggaggtg cataatgcca agacaaagcc gcgggaggag      
900 
 
cagttcaaca gcacgtaccg tgtggtcagc gtcctcaccg tcctgcacca ggactggctg      
960 
 
aacggcaagg agtacaagtg caaggtctcc aacaaaggcc tcccgtcctc catcgagaaa     
1020 
 
accatctcca aagccaaagg gcagccccga gagccacagg tgtacaccct gcccccatcc     
1080 
 



caggaggaga tgaccaagaa ccaggtcagc ctgacctgcc tggtcaaagg cttctacccc     
1140 
 
agcgacatcg ccgtggagtg ggagagcaat gggcagccgg agaacaacta caagaccacg     
1200 
 
cctcccgtgc tggactccga cggctccttc ttcctctaca gcaggctcac cgtggacaag     
1260 
 
agcaggtggc aggaggggaa tgtcttctca tgctccgtga tgcatgaggc tctgcacaac     
1320 
 
cactacacac agaagtccct ctccctgtct ctgggtaaat ga                        
1362 
 
 
<210>  96 
<211>  453 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  96 
 
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly  
1               5                   10                  15       
 
 
Ser Leu Arg Val Ser Cys Ala Ala Ser Gly Val Thr Phe Ser Asn Val  
            20                  25                  30           
 
 
Trp Met Ser Trp Val Arg Gln Val Pro Gly Lys Gly Leu Glu Trp Val  
        35                  40                  45               
 
 
Gly Arg Ile Lys Ser Lys Thr Asp Gly Gly Thr Thr Asp Tyr Ala Ala  
    50                  55                  60                   
 
 
Pro Val Lys Gly Arg Phe Thr Ile Ser Lys Asp Asp Ser Lys Asn Thr  
65                  70                  75                  80   
 
 
Leu Phe Leu Gln Met Asn Ser Leu Lys Thr Glu Asp Thr Ala Val Tyr  
                85                  90                  95       
 
 
Tyr Cys Thr Thr Glu Thr Gly Asp Phe Trp Ser Gly Tyr Tyr Pro Arg  
            100                 105                 110          
 
 



Phe Gln His Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser  
        115                 120                 125              
 
 
Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr  
    130                 135                 140                  
 
 
Ser Glu Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro  
145                 150                 155                 160  
 
 
Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val  
                165                 170                 175      
 
 
His Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser  
            180                 185                 190          
 
 
Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys Thr Tyr Thr  
        195                 200                 205              
 
 
Cys Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val  
    210                 215                 220                  
 
 
Glu Ser Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro Glu Phe  
225                 230                 235                 240  
 
 
Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr  
                245                 250                 255      
 
 
Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val  
            260                 265                 270          
 
 
Ser Gln Glu Asp Pro Glu Val Gln Phe Asn Trp Tyr Val Asp Gly Val  
        275                 280                 285              
 
 
Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser  
    290                 295                 300                  
 
 
Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu  
305                 310                 315                 320  
 
 
Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser  
                325                 330                 335      



 
 
Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro  
            340                 345                 350          
 
 
Gln Val Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met Thr Lys Asn Gln  
        355                 360                 365              
 
 
Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala  
    370                 375                 380                  
 
 
Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr  
385                 390                 395                 400  
 
 
Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu  
                405                 410                 415      
 
 
Thr Val Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe Ser Cys Ser  
            420                 425                 430          
 
 
Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser  
        435                 440                 445              
 
 
Leu Ser Leu Gly Lys  
    450              
 
 
<210>  97 
<211>  648 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  97 
gacatccaga tgacccagtc tccatcctcc ctgtctgcat ctgtaggaga cagagtcacc       
60 
 
atcacttgcc gggcaagtca gtatattagc acctatttaa attggtatca gcagaaacca      
120 
 
gggaaagccc ctagcctcct gatctatgct gcatccagtt tgcaaagtgg ggtcccatca      
180 
 
aggttcagtg gcagtggatc tgggacagat ttcactctca ccatcagcag tctgcaacct      
240 



 
gaagattttg catcttactc ctgtcaacag agttacagta cccctccgta cacttttggc      
300 
 
caggggacca agctggagat caaacgaact gtggctgcac catctgtctt catcttcccg      
360 
 
ccatctgatg agcagttgaa atctggaact gcctctgttg tgtgcctgct gaataacttc      
420 
 
tatcccagag aggccaaagt acagtggaag gtggataacg ccctccaatc gggtaactcc      
480 
 
caggagagtg tcacagagca ggacagcaag gacagcacct acagcctcag cagcaccctg      
540 
 
acgctgagca aagcagacta cgagaaacac aaagtctacg cctgcgaagt cacccatcag      
600 
 
ggcctgagct cgcccgtcac aaagagcttc aacaggggag agtgttag                   
648 
 
 
<210>  98 
<211>  215 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  98 
 
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly  
1               5                   10                  15       
 
 
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Tyr Ile Ser Thr Tyr  
            20                  25                  30           
 
 
Leu Asn Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Ser Leu Leu Ile  
        35                  40                  45               
 
 
Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly  
    50                  55                  60                   
 
 
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro  
65                  70                  75                  80   
 
 
Glu Asp Phe Ala Ser Tyr Ser Cys Gln Gln Ser Tyr Ser Thr Pro Pro  



                85                  90                  95       
 
 
Tyr Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys Arg Thr Val Ala  
            100                 105                 110          
 
 
Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln Leu Lys Ser  
        115                 120                 125              
 
 
Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu  
    130                 135                 140                  
 
 
Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser Gly Asn Ser  
145                 150                 155                 160  
 
 
Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr Tyr Ser Leu  
                165                 170                 175      
 
 
Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val  
            180                 185                 190          
 
 
Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro Val Thr Lys  
        195                 200                 205              
 
 
Ser Phe Asn Arg Gly Glu Cys  
    210                 215  
 
 
<210>  99 
<211>  372 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  99 
gaggtgcagc tggtggagtc tgggggaggc ttggtacagc ctggggggtc cctgagactc       
60 
 
tcctgtgcag cctctggatt cacctttagt agctatgcca tgacctgggt ccgccaggct      
120 
 
ccagggaagg ggctggagtg ggtctcagct attagtggta gtgatactag cacatactac      
180 
 



gcagactccg tgaagggccg gttcaccatc tccagagaca attccaagaa cacgctgttt      
240 
 
ctgcaaatga acagcctgag agccgaggac acggccgtat attactgtgc gaaacatcaa      
300 
 
gattacgatt tttcctacta ctactccgct atggacgtct ggggccaagg gaccacggtc      
360 
 
accgtctcct ca                                                          
372 
 
 
<210>  100 
<211>  124 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  100 
 
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly  
1               5                   10                  15       
 
 
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr  
            20                  25                  30           
 
 
Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  
        35                  40                  45               
 
 
Ser Ala Ile Ser Gly Ser Asp Thr Ser Thr Tyr Tyr Ala Asp Ser Val  
    50                  55                  60                   
 
 
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Phe  
65                  70                  75                  80   
 
 
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys  
                85                  90                  95       
 
 
Ala Lys His Gln Asp Tyr Asp Phe Ser Tyr Tyr Tyr Ser Ala Met Asp  
            100                 105                 110          
 
 
Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser  
        115                 120                  
 



 
<210>  101 
<211>  24 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  101 
ggattcacct ttagtagcta tgcc                                              
24 
 
 
<210>  102 
<211>  8 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  102 
 
Gly Phe Thr Phe Ser Ser Tyr Ala  
1               5                
 
 
<210>  103 
<211>  24 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  103 
attagtggta gtgatactag caca                                              
24 
 
 
<210>  104 
<211>  8 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  104 
 
Ile Ser Gly Ser Asp Thr Ser Thr  
1               5                
 



 
<210>  105 
<211>  51 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  105 
gcgaaacatc aagattacga tttttcctac tactactccg ctatggacgt c                
51 
 
 
<210>  106 
<211>  17 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  106 
 
Ala Lys His Gln Asp Tyr Asp Phe Ser Tyr Tyr Tyr Ser Ala Met Asp  
1               5                   10                  15       
 
 
Val  
     
 
 
<210>  107 
<211>  321 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  107 
gacatccaga tgacccagtc tccatcctcc ctgtctgcat ctgtaggaga cagagtcatc       
60 
 
atcacttgtc gggcgagtca ggatttcaac agctggttag cctggtatca gcagaaacca      
120 
 
gggaaagccc ctaaactcct gatctatgct gcatccagtt tgcaaagtgg ggtcccatca      
180 
 
aggttcagcg gcagtggatc tgggacagat ttcactctca ccatcagcag cctgcagcct      
240 
 



gaagattttg cgacttacta ttgtcagcag actgacagtt tcccattcac ttttggccct      
300 
 
gggaccaaag tggatatcaa a                                                
321 
 
 
<210>  108 
<211>  107 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  108 
 
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly  
1               5                   10                  15       
 
 
Asp Arg Val Ile Ile Thr Cys Arg Ala Ser Gln Asp Phe Asn Ser Trp  
            20                  25                  30           
 
 
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile  
        35                  40                  45               
 
 
Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly  
    50                  55                  60                   
 
 
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro  
65                  70                  75                  80   
 
 
Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Thr Asp Ser Phe Pro Phe  
                85                  90                  95       
 
 
Thr Phe Gly Pro Gly Thr Lys Val Asp Ile Lys  
            100                 105          
 
 
<210>  109 
<211>  18 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  109 



caggatttca acagctgg                                                     
18 
 
 
<210>  110 
<211>  6 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  110 
 
Gln Asp Phe Asn Ser Trp  
1               5        
 
 
<210>  111 
<211>  27 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  111 
cagcagactg acagtttccc attcact                                           
27 
 
 
<210>  112 
<211>  9 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  112 
 
Gln Gln Thr Asp Ser Phe Pro Phe Thr  
1               5                    
 
 
<210>  113 
<211>  1356 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  113 



gaggtgcagc tggtggagtc tgggggaggc ttggtacagc ctggggggtc cctgagactc       
60 
 
tcctgtgcag cctctggatt cacctttagt agctatgcca tgacctgggt ccgccaggct      
120 
 
ccagggaagg ggctggagtg ggtctcagct attagtggta gtgatactag cacatactac      
180 
 
gcagactccg tgaagggccg gttcaccatc tccagagaca attccaagaa cacgctgttt      
240 
 
ctgcaaatga acagcctgag agccgaggac acggccgtat attactgtgc gaaacatcaa      
300 
 
gattacgatt tttcctacta ctactccgct atggacgtct ggggccaagg gaccacggtc      
360 
 
accgtctcct cagcctccac caagggccca tcggtcttcc ccctggcgcc ctgctccagg      
420 
 
agcacctccg agagcacagc cgccctgggc tgcctggtca aggactactt ccccgaaccg      
480 
 
gtgacggtgt cgtggaactc aggcgccctg accagcggcg tgcacacctt cccggctgtc      
540 
 
ctacagtcct caggactcta ctccctcagc agcgtggtga ccgtgccctc cagcagcttg      
600 
 
ggcacgaaga cctacacctg caacgtagat cacaagccca gcaacaccaa ggtggacaag      
660 
 
agagttgagt ccaaatatgg tcccccatgc ccaccctgcc cagcacctga gttcctgggg      
720 
 
ggaccatcag tcttcctgtt ccccccaaaa cccaaggaca ctctcatgat ctcccggacc      
780 
 
cctgaggtca cgtgcgtggt ggtggacgtg agccaggaag accccgaggt ccagttcaac      
840 
 
tggtacgtgg atggcgtgga ggtgcataat gccaagacaa agccgcggga ggagcagttc      
900 
 
aacagcacgt accgtgtggt cagcgtcctc accgtcctgc accaggactg gctgaacggc      
960 
 
aaggagtaca agtgcaaggt ctccaacaaa ggcctcccgt cctccatcga gaaaaccatc     
1020 
 
tccaaagcca aagggcagcc ccgagagcca caggtgtaca ccctgccccc atcccaggag     
1080 
 



gagatgacca agaaccaggt cagcctgacc tgcctggtca aaggcttcta ccccagcgac     
1140 
 
atcgccgtgg agtgggagag caatgggcag ccggagaaca actacaagac cacgcctccc     
1200 
 
gtgctggact ccgacggctc cttcttcctc tacagcaggc tcaccgtgga caagagcagg     
1260 
 
tggcaggagg ggaatgtctt ctcatgctcc gtgatgcatg aggctctgca caaccactac     
1320 
 
acacagaagt ccctctccct gtctctgggt aaatga                               
1356 
 
 
<210>  114 
<211>  451 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  114 
 
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly  
1               5                   10                  15       
 
 
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr  
            20                  25                  30           
 
 
Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val  
        35                  40                  45               
 
 
Ser Ala Ile Ser Gly Ser Asp Thr Ser Thr Tyr Tyr Ala Asp Ser Val  
    50                  55                  60                   
 
 
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Phe  
65                  70                  75                  80   
 
 
Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys  
                85                  90                  95       
 
 
Ala Lys His Gln Asp Tyr Asp Phe Ser Tyr Tyr Tyr Ser Ala Met Asp  
            100                 105                 110          
 
 



Val Trp Gly Gln Gly Thr Thr Val Thr Val Ser Ser Ala Ser Thr Lys  
        115                 120                 125              
 
 
Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu  
    130                 135                 140                  
 
 
Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro  
145                 150                 155                 160  
 
 
Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr  
                165                 170                 175      
 
 
Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val  
            180                 185                 190          
 
 
Val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys Thr Tyr Thr Cys Asn  
        195                 200                 205              
 
 
Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Ser  
    210                 215                 220                  
 
 
Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro Glu Phe Leu Gly  
225                 230                 235                 240  
 
 
Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met  
                245                 250                 255      
 
 
Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser Gln  
            260                 265                 270          
 
 
Glu Asp Pro Glu Val Gln Phe Asn Trp Tyr Val Asp Gly Val Glu Val  
        275                 280                 285              
 
 
His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser Thr Tyr  
    290                 295                 300                  
 
 
Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly  
305                 310                 315                 320  
 
 
Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile  
                325                 330                 335      



 
 
Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val  
            340                 345                 350          
 
 
Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met Thr Lys Asn Gln Val Ser  
        355                 360                 365              
 
 
Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu  
    370                 375                 380                  
 
 
Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro  
385                 390                 395                 400  
 
 
Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu Thr Val  
                405                 410                 415      
 
 
Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe Ser Cys Ser Val Met  
            420                 425                 430          
 
 
His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser  
        435                 440                 445              
 
 
Leu Gly Lys  
    450      
 
 
<210>  115 
<211>  645 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  115 
gacatccaga tgacccagtc tccatcctcc ctgtctgcat ctgtaggaga cagagtcatc       
60 
 
atcacttgtc gggcgagtca ggatttcaac agctggttag cctggtatca gcagaaacca      
120 
 
gggaaagccc ctaaactcct gatctatgct gcatccagtt tgcaaagtgg ggtcccatca      
180 
 
aggttcagcg gcagtggatc tgggacagat ttcactctca ccatcagcag cctgcagcct      
240 



 
gaagattttg cgacttacta ttgtcagcag actgacagtt tcccattcac ttttggccct      
300 
 
gggaccaaag tggatatcaa acgaactgtg gctgcaccat ctgtcttcat cttcccgcca      
360 
 
tctgatgagc agttgaaatc tggaactgcc tctgttgtgt gcctgctgaa taacttctat      
420 
 
cccagagagg ccaaagtaca gtggaaggtg gataacgccc tccaatcggg taactcccag      
480 
 
gagagtgtca cagagcagga cagcaaggac agcacctaca gcctcagcag caccctgacg      
540 
 
ctgagcaaag cagactacga gaaacacaaa gtctacgcct gcgaagtcac ccatcagggc      
600 
 
ctgagctcgc ccgtcacaaa gagcttcaac aggggagagt gttag                      
645 
 
 
<210>  116 
<211>  214 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  116 
 
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly  
1               5                   10                  15       
 
 
Asp Arg Val Ile Ile Thr Cys Arg Ala Ser Gln Asp Phe Asn Ser Trp  
            20                  25                  30           
 
 
Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile  
        35                  40                  45               
 
 
Tyr Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly  
    50                  55                  60                   
 
 
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro  
65                  70                  75                  80   
 
 
Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Thr Asp Ser Phe Pro Phe  



                85                  90                  95       
 
 
Thr Phe Gly Pro Gly Thr Lys Val Asp Ile Lys Arg Thr Val Ala Ala  
            100                 105                 110          
 
 
Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln Leu Lys Ser Gly  
        115                 120                 125              
 
 
Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala  
    130                 135                 140                  
 
 
Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser Gly Asn Ser Gln  
145                 150                 155                 160  
 
 
Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser  
                165                 170                 175      
 
 
Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr  
            180                 185                 190          
 
 
Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro Val Thr Lys Ser  
        195                 200                 205              
 
 
Phe Asn Arg Gly Glu Cys  
    210                  
 
 
<210>  117 
<211>  763 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  117 
 
Gly Tyr Lys Ala Glu Val Met Val Ser Gln Val Tyr Ser Gly Ser Leu  
1               5                   10                  15       
 
 
Arg Val Leu Asn Arg His Phe Ser Gln Asp Leu Thr Arg Arg Glu Ser  
            20                  25                  30           
 
 
Ser Ala Phe Arg Ser Glu Thr Ala Lys Ala Gln Lys Met Leu Lys Glu  



        35                  40                  45               
 
 
Leu Ile Thr Ser Thr Arg Leu Gly Thr Tyr Tyr Asn Ser Ser Ser Val  
    50                  55                  60                   
 
 
Tyr Ser Phe Gly Glu Gly Pro Leu Thr Cys Phe Phe Trp Phe Ile Leu  
65                  70                  75                  80   
 
 
Gln Ile Pro Glu His Arg Arg Leu Met Leu Ser Pro Glu Val Val Gln  
                85                  90                  95       
 
 
Ala Leu Leu Val Glu Glu Leu Leu Ser Thr Val Asn Ser Ser Ala Ala  
            100                 105                 110          
 
 
Val Pro Tyr Arg Ala Glu Tyr Glu Val Asp Pro Glu Gly Leu Val Ile  
        115                 120                 125              
 
 
Leu Glu Ala Ser Val Lys Asp Ile Ala Ala Leu Asn Ser Thr Leu Gly  
    130                 135                 140                  
 
 
Cys Tyr Arg Tyr Ser Tyr Val Gly Gln Gly Gln Val Leu Arg Leu Lys  
145                 150                 155                 160  
 
 
Gly Pro Asp His Leu Ala Ser Ser Cys Leu Trp His Leu Gln Gly Pro  
                165                 170                 175      
 
 
Lys Asp Leu Met Leu Lys Leu Arg Leu Glu Trp Thr Leu Ala Glu Cys  
            180                 185                 190          
 
 
Arg Asp Arg Leu Ala Met Tyr Asp Val Ala Gly Pro Leu Glu Lys Arg  
        195                 200                 205              
 
 
Leu Ile Thr Ser Val Tyr Gly Cys Ser Arg Gln Glu Pro Val Val Glu  
    210                 215                 220                  
 
 
Val Leu Ala Ser Gly Ala Ile Met Ala Val Val Trp Lys Lys Gly Leu  
225                 230                 235                 240  
 
 
His Ser Tyr Tyr Asp Pro Phe Val Leu Ser Val Gln Pro Val Val Phe  
                245                 250                 255      
 



 
Gln Ala Cys Glu Val Asn Leu Thr Leu Asp Asn Arg Leu Asp Ser Gln  
            260                 265                 270          
 
 
Gly Val Leu Ser Thr Pro Tyr Phe Pro Ser Tyr Tyr Ser Pro Gln Thr  
        275                 280                 285              
 
 
His Cys Ser Trp His Leu Thr Val Pro Ser Leu Asp Tyr Gly Leu Ala  
    290                 295                 300                  
 
 
Leu Trp Phe Asp Ala Tyr Ala Leu Arg Arg Gln Lys Tyr Asp Leu Pro  
305                 310                 315                 320  
 
 
Cys Thr Gln Gly Gln Trp Thr Ile Gln Asn Arg Arg Leu Cys Gly Leu  
                325                 330                 335      
 
 
Arg Ile Leu Gln Pro Tyr Ala Glu Arg Ile Pro Val Val Ala Thr Ala  
            340                 345                 350          
 
 
Gly Ile Thr Ile Asn Phe Thr Ser Gln Ile Ser Leu Thr Gly Pro Gly  
        355                 360                 365              
 
 
Val Arg Val His Tyr Gly Leu Tyr Asn Gln Ser Asp Pro Cys Pro Gly  
    370                 375                 380                  
 
 
Glu Phe Leu Cys Ser Val Asn Gly Leu Cys Val Pro Ala Cys Asp Gly  
385                 390                 395                 400  
 
 
Val Lys Asp Cys Pro Asn Gly Leu Asp Glu Arg Asn Cys Val Cys Arg  
                405                 410                 415      
 
 
Ala Thr Phe Gln Cys Lys Glu Asp Ser Thr Cys Ile Ser Leu Pro Lys  
            420                 425                 430          
 
 
Val Cys Asp Gly Gln Pro Asp Cys Leu Asn Gly Ser Asp Glu Glu Gln  
        435                 440                 445              
 
 
Cys Gln Glu Gly Val Pro Cys Gly Thr Phe Thr Phe Gln Cys Glu Asp  
    450                 455                 460                  
 
 
Arg Ser Cys Val Lys Lys Pro Asn Pro Gln Cys Asp Gly Arg Pro Asp  



465                 470                 475                 480  
 
 
Cys Arg Asp Gly Ser Asp Glu Glu His Cys Asp Cys Gly Leu Gln Gly  
                485                 490                 495      
 
 
Pro Ser Ser Arg Ile Val Gly Gly Ala Val Ser Ser Glu Gly Glu Trp  
            500                 505                 510          
 
 
Pro Trp Gln Ala Ser Leu Gln Val Arg Gly Arg His Ile Cys Gly Gly  
        515                 520                 525              
 
 
Ala Leu Ile Ala Asp Arg Trp Val Ile Thr Ala Ala His Cys Phe Gln  
    530                 535                 540                  
 
 
Glu Asp Ser Met Ala Ser Thr Val Leu Trp Thr Val Phe Leu Gly Lys  
545                 550                 555                 560  
 
 
Val Trp Gln Asn Ser Arg Trp Pro Gly Glu Val Ser Phe Lys Val Ser  
                565                 570                 575      
 
 
Arg Leu Leu Leu His Pro Tyr His Glu Glu Asp Ser His Asp Tyr Asp  
            580                 585                 590          
 
 
Val Ala Leu Leu Gln Leu Asp His Pro Val Val Arg Ser Ala Ala Val  
        595                 600                 605              
 
 
Arg Pro Val Cys Leu Pro Ala Arg Ser His Phe Phe Glu Pro Gly Leu  
    610                 615                 620                  
 
 
His Cys Trp Ile Thr Gly Trp Gly Ala Leu Arg Glu Gly Gly Pro Ile  
625                 630                 635                 640  
 
 
Ser Asn Ala Leu Gln Lys Val Asp Val Gln Leu Ile Pro Gln Asp Leu  
                645                 650                 655      
 
 
Cys Ser Glu Val Tyr Arg Tyr Gln Val Thr Pro Arg Met Leu Cys Ala  
            660                 665                 670          
 
 
Gly Tyr Arg Lys Gly Lys Lys Asp Ala Cys Gln Gly Asp Ala Gly Gly  
        675                 680                 685              
 



 
Pro Leu Val Cys Lys Ala Leu Ser Gly Arg Trp Phe Leu Ala Gly Leu  
    690                 695                 700                  
 
 
Val Ser Trp Gly Leu Gly Cys Gly Arg Pro Asn Tyr Phe Gly Val Tyr  
705                 710                 715                 720  
 
 
Thr Arg Ile Thr Gly Val Ile Ser Trp Ile Gln Gln Val Val Thr Glu  
                725                 730                 735      
 
 
Gln Lys Leu Ile Ser Glu Glu Asp Leu Gly Gly Glu Gln Lys Leu Ile  
            740                 745                 750          
 
 
Ser Glu Glu Asp Leu His His His His His His  
        755                 760              
 
 
<210>  118 
<211>  759 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  118 
 
Lys Ala Glu Val Thr Val Ser Gln Val Tyr Ser Gly Ser Leu Arg Val  
1               5                   10                  15       
 
 
Leu Asn Arg His Phe Ser Gln Asp Leu Gly Arg Arg Glu Ser Ile Ala  
            20                  25                  30           
 
 
Phe Arg Ser Glu Ser Ala Lys Ala Gln Lys Met Leu Gln Glu Leu Val  
        35                  40                  45               
 
 
Ala Ser Thr Arg Leu Gly Thr Tyr Tyr Asn Ser Ser Ser Val Tyr Ser  
    50                  55                  60                   
 
 
Phe Gly Glu Gly Pro Leu Thr Cys Phe Phe Trp Phe Ile Leu Asp Ile  
65                  70                  75                  80   
 
 
Pro Glu Tyr Gln Arg Leu Thr Leu Ser Pro Glu Val Val Arg Glu Leu  
                85                  90                  95       
 



 
Leu Val Asp Glu Leu Leu Ser Asn Ser Ser Thr Leu Ala Ser Tyr Lys  
            100                 105                 110          
 
 
Thr Glu Tyr Glu Val Asp Pro Glu Gly Leu Val Ile Leu Glu Ala Ser  
        115                 120                 125              
 
 
Val Asn Asp Ile Val Val Leu Asn Ser Thr Leu Gly Cys Tyr Arg Tyr  
    130                 135                 140                  
 
 
Ser Tyr Val Asn Pro Gly Gln Val Leu Pro Leu Lys Gly Pro Asp Gln  
145                 150                 155                 160  
 
 
Gln Thr Thr Ser Cys Leu Trp His Leu Gln Gly Pro Glu Asp Leu Met  
                165                 170                 175      
 
 
Ile Lys Val Arg Leu Glu Trp Thr Arg Val Asp Cys Arg Asp Arg Val  
            180                 185                 190          
 
 
Ala Met Tyr Asp Ala Ala Gly Pro Leu Glu Lys Arg Leu Ile Thr Ser  
        195                 200                 205              
 
 
Val Tyr Gly Cys Ser Arg Gln Glu Pro Val Met Glu Val Leu Ala Ser  
    210                 215                 220                  
 
 
Gly Ser Val Met Ala Val Val Trp Lys Lys Gly Met His Ser Tyr Tyr  
225                 230                 235                 240  
 
 
Asp Pro Phe Leu Leu Ser Val Lys Ser Val Ala Phe Gln Asp Cys Gln  
                245                 250                 255      
 
 
Val Asn Leu Thr Leu Glu Gly Arg Leu Asp Thr Gln Gly Phe Leu Arg  
            260                 265                 270          
 
 
Thr Pro Tyr Tyr Pro Ser Tyr Tyr Ser Pro Ser Thr His Cys Ser Trp  
        275                 280                 285              
 
 
His Leu Thr Val Pro Ser Leu Asp Tyr Gly Leu Ala Leu Trp Phe Asp  
    290                 295                 300                  
 
 
Ala Tyr Ala Leu Arg Arg Gln Lys Tyr Asn Arg Leu Cys Thr Gln Gly  



305                 310                 315                 320  
 
 
Gln Trp Met Ile Gln Asn Arg Arg Leu Cys Gly Phe Arg Thr Leu Gln  
                325                 330                 335      
 
 
Pro Tyr Ala Glu Arg Ile Pro Met Val Ala Ser Asp Gly Val Thr Ile  
            340                 345                 350          
 
 
Asn Phe Thr Ser Gln Ile Ser Leu Thr Gly Pro Gly Val Gln Val Tyr  
        355                 360                 365              
 
 
Tyr Ser Leu Tyr Asn Gln Ser Asp Pro Cys Pro Gly Glu Phe Leu Cys  
    370                 375                 380                  
 
 
Ser Val Asn Gly Leu Cys Val Pro Ala Cys Asp Gly Ile Lys Asp Cys  
385                 390                 395                 400  
 
 
Pro Asn Gly Leu Asp Glu Arg Asn Cys Val Cys Arg Ala Met Phe Gln  
                405                 410                 415      
 
 
Cys Gln Glu Asp Ser Thr Cys Ile Ser Leu Pro Arg Val Cys Asp Arg  
            420                 425                 430          
 
 
Gln Pro Asp Cys Leu Asn Gly Ser Asp Glu Glu Gln Cys Gln Glu Gly  
        435                 440                 445              
 
 
Val Pro Cys Gly Thr Phe Thr Phe Gln Cys Glu Asp Arg Ser Cys Val  
    450                 455                 460                  
 
 
Lys Lys Pro Asn Pro Glu Cys Asp Gly Gln Ser Asp Cys Arg Asp Gly  
465                 470                 475                 480  
 
 
Ser Asp Glu Gln His Cys Asp Cys Gly Leu Gln Gly Leu Ser Ser Arg  
                485                 490                 495      
 
 
Ile Val Gly Gly Thr Val Ser Ser Glu Gly Glu Trp Pro Trp Gln Ala  
            500                 505                 510          
 
 
Ser Leu Gln Ile Arg Gly Arg His Ile Cys Gly Gly Ala Leu Ile Ala  
        515                 520                 525              
 



 
Asp Arg Trp Val Ile Thr Ala Ala His Cys Phe Gln Glu Asp Ser Met  
    530                 535                 540                  
 
 
Ala Ser Pro Lys Leu Trp Thr Val Phe Leu Gly Lys Met Arg Gln Asn  
545                 550                 555                 560  
 
 
Ser Arg Trp Pro Gly Glu Val Ser Phe Lys Val Ser Arg Leu Phe Leu  
                565                 570                 575      
 
 
His Pro Tyr His Glu Glu Asp Ser His Asp Tyr Asp Val Ala Leu Leu  
            580                 585                 590          
 
 
Gln Leu Asp His Pro Val Val Tyr Ser Ala Thr Val Arg Pro Val Cys  
        595                 600                 605              
 
 
Leu Pro Ala Arg Ser His Phe Phe Glu Pro Gly Gln His Cys Trp Ile  
    610                 615                 620                  
 
 
Thr Gly Trp Gly Ala Gln Arg Glu Gly Gly Pro Val Ser Asn Thr Leu  
625                 630                 635                 640  
 
 
Gln Lys Val Asp Val Gln Leu Val Pro Gln Asp Leu Cys Ser Glu Ala  
                645                 650                 655      
 
 
Tyr Arg Tyr Gln Val Ser Pro Arg Met Leu Cys Ala Gly Tyr Arg Lys  
            660                 665                 670          
 
 
Gly Lys Lys Asp Ala Cys Gln Gly Asp Ala Gly Gly Pro Leu Val Cys  
        675                 680                 685              
 
 
Arg Glu Pro Ser Gly Arg Trp Phe Leu Ala Gly Leu Val Ser Trp Gly  
    690                 695                 700                  
 
 
Leu Gly Cys Gly Arg Pro Asn Phe Phe Gly Val Tyr Thr Arg Val Thr  
705                 710                 715                 720  
 
 
Arg Val Ile Asn Trp Ile Gln Gln Val Leu Thr Glu Gln Lys Leu Ile  
                725                 730                 735      
 
 
Ser Glu Glu Asp Leu Gly Gly Glu Gln Lys Leu Ile Ser Glu Glu Asp  



            740                 745                 750          
 
 
Leu His His His His His His  
        755                  
 
 
<210>  119 
<211>  763 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  119 
 
Gly Tyr Lys Ala Glu Val Thr Val Ser Gln Val Tyr Ser Gly Ser Leu  
1               5                   10                  15       
 
 
Arg Val Leu Asn Arg His Phe Ser Gln Asp Leu Thr Arg Arg Glu Ser  
            20                  25                  30           
 
 
Ser Ala Phe Arg Ser Glu Thr Ala Lys Ala Gln Lys Met Leu Lys Glu  
        35                  40                  45               
 
 
Leu Ile Ala Ser Thr Arg Leu Gly Thr Tyr Tyr Asn Ser Ser Ser Val  
    50                  55                  60                   
 
 
Tyr Ser Phe Gly Glu Gly Pro Leu Thr Cys Phe Phe Trp Phe Ile Leu  
65                  70                  75                  80   
 
 
Gln Ile Pro Glu His Arg Arg Leu Met Leu Ser Pro Glu Val Val Gln  
                85                  90                  95       
 
 
Ala Leu Leu Val Glu Glu Leu Leu Ser Thr Val Asn Ser Ser Ala Ala  
            100                 105                 110          
 
 
Val Pro Tyr Arg Ala Glu Tyr Glu Val Asp Pro Glu Gly Leu Val Ile  
        115                 120                 125              
 
 
Leu Glu Ala Ser Val Lys Asp Ile Ala Ala Leu Asn Ser Thr Leu Gly  
    130                 135                 140                  
 
 
Cys Tyr Arg Tyr Ser Tyr Val Gly Gln Gly Gln Val Leu Arg Leu Lys  



145                 150                 155                 160  
 
 
Gly Pro Asp His Leu Ala Ser Ser Cys Leu Trp His Leu Gln Gly Pro  
                165                 170                 175      
 
 
Glu Asp Leu Met Leu Lys Leu Arg Leu Glu Trp Thr Leu Ala Glu Cys  
            180                 185                 190          
 
 
Arg Asp Arg Leu Ala Met Tyr Asp Val Ala Gly Pro Leu Glu Lys Arg  
        195                 200                 205              
 
 
Leu Ile Thr Ser Val Tyr Gly Cys Ser Arg Gln Glu Pro Val Val Glu  
    210                 215                 220                  
 
 
Val Leu Ala Ser Gly Ala Ile Met Ala Val Val Trp Lys Lys Gly Leu  
225                 230                 235                 240  
 
 
His Ser Tyr Tyr Asp Pro Phe Met Leu Ser Val Gln Ser Val Val Phe  
                245                 250                 255      
 
 
Gln Ala Cys Glu Val Asn Leu Thr Leu Asp Asp Arg Leu Asp Ser Gln  
            260                 265                 270          
 
 
Gly Val Leu Ser Thr Pro Tyr Phe Pro Ser Tyr Tyr Ser Pro Arg Thr  
        275                 280                 285              
 
 
His Cys Ser Trp His Leu Thr Val Pro Ser Leu Asp Tyr Gly Leu Ala  
    290                 295                 300                  
 
 
Leu Trp Phe Asp Ala Tyr Ala Leu Arg Arg Gln Lys Tyr Asp Leu Pro  
305                 310                 315                 320  
 
 
Cys Thr Gln Gly Gln Trp Thr Ile Gln Asn Arg Arg Leu Cys Gly Leu  
                325                 330                 335      
 
 
Arg Ile Leu Gln Pro Tyr Ala Glu Arg Ile Pro Val Val Ala Thr Ala  
            340                 345                 350          
 
 
Gly Ile Thr Ile Asn Phe Thr Ser Gln Ile Ser Leu Thr Gly Pro Gly  
        355                 360                 365              
 



 
Val Arg Val His Tyr Gly Leu Tyr Asn Gln Ser Asp Pro Cys Pro Gly  
    370                 375                 380                  
 
 
Glu Phe Leu Cys Ser Val Asn Gly Leu Cys Val Pro Ala Cys Asp Gly  
385                 390                 395                 400  
 
 
Val Lys Asp Cys Pro Asn Gly Leu Asp Glu Arg Asn Cys Val Cys Arg  
                405                 410                 415      
 
 
Ala Thr Phe Gln Cys Gln Glu Asp Ser Thr Cys Ile Ser Leu Leu Lys  
            420                 425                 430          
 
 
Val Cys Asp Gly Gln Pro Asp Cys Leu Asn Gly Ser Asp Glu Glu Arg  
        435                 440                 445              
 
 
Cys Gln Glu Gly Val Pro Cys Gly Thr Phe Thr Phe Gln Cys Glu Asp  
    450                 455                 460                  
 
 
Gln Ser Cys Val Lys Lys Pro Asn Pro Gln Cys Asp Gly Arg Pro Asp  
465                 470                 475                 480  
 
 
Cys Arg Asp Gly Ser Asp Glu Gln His Cys Asp Cys Gly Leu Gln Gly  
                485                 490                 495      
 
 
Pro Ser Ser Arg Ile Val Gly Gly Ala Val Ser Ser Glu Gly Glu Trp  
            500                 505                 510          
 
 
Pro Trp Gln Ala Ser Leu Gln Val Arg Gly Arg His Ile Cys Gly Gly  
        515                 520                 525              
 
 
Ala Leu Ile Ala Asp Arg Trp Val Ile Thr Ala Ala His Cys Phe Gln  
    530                 535                 540                  
 
 
Glu Asp Ser Met Ala Ser Pro Ala Leu Trp Thr Val Phe Leu Gly Lys  
545                 550                 555                 560  
 
 
Val Trp Gln Asn Ser Arg Trp Pro Gly Glu Val Ser Phe Lys Val Ser  
                565                 570                 575      
 
 
Arg Leu Leu Leu His Pro Tyr His Glu Glu Asp Ser His Asp Tyr Asp  



            580                 585                 590          
 
 
Val Ala Leu Leu Gln Leu Asp His Pro Val Val Arg Ser Ala Ala Val  
        595                 600                 605              
 
 
Arg Pro Val Cys Leu Pro Ala Arg Ser His Phe Phe Glu Pro Gly Leu  
    610                 615                 620                  
 
 
His Cys Trp Ile Thr Gly Trp Gly Ala Leu Arg Glu Gly Gly Pro Thr  
625                 630                 635                 640  
 
 
Ser Asn Ala Leu Gln Lys Val Asp Val Gln Leu Ile Pro Gln Asp Leu  
                645                 650                 655      
 
 
Cys Ser Glu Ala Tyr Arg Tyr Gln Val Thr Pro Arg Met Leu Cys Ala  
            660                 665                 670          
 
 
Gly Tyr Arg Lys Gly Lys Lys Asp Ala Cys Gln Gly Asp Ala Gly Gly  
        675                 680                 685              
 
 
Pro Leu Val Cys Lys Ala Leu Ser Gly Arg Trp Phe Leu Ala Gly Leu  
    690                 695                 700                  
 
 
Val Ser Trp Gly Leu Gly Cys Gly Arg Pro Asn Tyr Phe Gly Val Tyr  
705                 710                 715                 720  
 
 
Thr Arg Ile Thr Gly Val Ile Gly Trp Ile Gln Gln Val Val Thr Glu  
                725                 730                 735      
 
 
Gln Lys Leu Ile Ser Glu Glu Asp Leu Gly Gly Glu Gln Lys Leu Ile  
            740                 745                 750          
 
 
Ser Glu Glu Asp Leu His His His His His His  
        755                 760              
 
 
<210>  120 
<211>  11 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 



 
<400>  120 
 
Ser His Phe Phe Glu Pro Gly Leu His Cys Trp  
1               5                   10       
 
 
<210>  121 
<211>  26 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  121 
 
Leu Val Ser Trp Gly Leu Gly Cys Gly Arg Pro Asn Tyr Phe Gly Val  
1               5                   10                  15       
 
 
Tyr Thr Arg Ile Thr Gly Val Ile Ser Trp  
            20                  25       
 
 
<210>  122 
<211>  9 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  122 
 
Leu Ile Thr Ser Thr Arg Leu Gly Thr  
1               5                    
 
 
<210>  123 
<211>  9 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  123 
 
Gly Glu Trp Pro Trp Gln Ala Ser Leu  
1               5                    
 
 
<210>  124 



<211>  25 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  124 
 
Ser Thr Val Leu Trp Thr Val Phe Leu Gly Lys Val Trp Gln Asn Ser  
1               5                   10                  15       
 
 
Arg Trp Pro Gly Glu Val Ser Phe Lys  
            20                  25   
 
 
<210>  125 
<211>  21 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  125 
 
Ile Thr Gly Trp Gly Ala Leu Arg Glu Gly Gly Pro Ile Ser Asn Ala  
1               5                   10                  15       
 
 
Leu Gln Lys Val Asp  
            20       
 
 
<210>  126 
<211>  811 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  126 
 
Met Leu Leu Leu Phe His Ser Lys Arg Met Pro Val Ala Glu Ala Pro  
1               5                   10                  15       
 
 
Gln Val Ala Gly Gly Gln Gly Asp Gly Gly Asp Gly Glu Glu Ala Glu  
            20                  25                  30           
 
 
Pro Glu Gly Met Phe Lys Ala Cys Glu Asp Ser Lys Arg Lys Ala Arg  



        35                  40                  45               
 
 
Gly Tyr Leu Arg Leu Val Pro Leu Phe Val Leu Leu Ala Leu Leu Val  
    50                  55                  60                   
 
 
Leu Ala Ser Ala Gly Val Leu Leu Trp Tyr Phe Leu Gly Tyr Lys Ala  
65                  70                  75                  80   
 
 
Glu Val Met Val Ser Gln Val Tyr Ser Gly Ser Leu Arg Val Leu Asn  
                85                  90                  95       
 
 
Arg His Phe Ser Gln Asp Leu Thr Arg Arg Glu Ser Ser Ala Phe Arg  
            100                 105                 110          
 
 
Ser Glu Thr Ala Lys Ala Gln Lys Met Leu Lys Glu Leu Ile Thr Ser  
        115                 120                 125              
 
 
Thr Arg Leu Gly Thr Tyr Tyr Asn Ser Ser Ser Val Tyr Ser Phe Gly  
    130                 135                 140                  
 
 
Glu Gly Pro Leu Thr Cys Phe Phe Trp Phe Ile Leu Gln Ile Pro Glu  
145                 150                 155                 160  
 
 
His Arg Arg Leu Met Leu Ser Pro Glu Val Val Gln Ala Leu Leu Val  
                165                 170                 175      
 
 
Glu Glu Leu Leu Ser Thr Val Asn Ser Ser Ala Ala Val Pro Tyr Arg  
            180                 185                 190          
 
 
Ala Glu Tyr Glu Val Asp Pro Glu Gly Leu Val Ile Leu Glu Ala Ser  
        195                 200                 205              
 
 
Val Lys Asp Ile Ala Ala Leu Asn Ser Thr Leu Gly Cys Tyr Arg Tyr  
    210                 215                 220                  
 
 
Ser Tyr Val Gly Gln Gly Gln Val Leu Arg Leu Lys Gly Pro Asp His  
225                 230                 235                 240  
 
 
Leu Ala Ser Ser Cys Leu Trp His Leu Gln Gly Pro Lys Asp Leu Met  
                245                 250                 255      
 



 
Leu Lys Leu Arg Leu Glu Trp Thr Leu Ala Glu Cys Arg Asp Arg Leu  
            260                 265                 270          
 
 
Ala Met Tyr Asp Val Ala Gly Pro Leu Glu Lys Arg Leu Ile Thr Ser  
        275                 280                 285              
 
 
Val Tyr Gly Cys Ser Arg Gln Glu Pro Val Val Glu Val Leu Ala Ser  
    290                 295                 300                  
 
 
Gly Ala Ile Met Ala Val Val Trp Lys Lys Gly Leu His Ser Tyr Tyr  
305                 310                 315                 320  
 
 
Asp Pro Phe Val Leu Ser Val Gln Pro Val Val Phe Gln Ala Cys Glu  
                325                 330                 335      
 
 
Val Asn Leu Thr Leu Asp Asn Arg Leu Asp Ser Gln Gly Val Leu Ser  
            340                 345                 350          
 
 
Thr Pro Tyr Phe Pro Ser Tyr Tyr Ser Pro Gln Thr His Cys Ser Trp  
        355                 360                 365              
 
 
His Leu Thr Val Pro Ser Leu Asp Tyr Gly Leu Ala Leu Trp Phe Asp  
    370                 375                 380                  
 
 
Ala Tyr Ala Leu Arg Arg Gln Lys Tyr Asp Leu Pro Cys Thr Gln Gly  
385                 390                 395                 400  
 
 
Gln Trp Thr Ile Gln Asn Arg Arg Leu Cys Gly Leu Arg Ile Leu Gln  
                405                 410                 415      
 
 
Pro Tyr Ala Glu Arg Ile Pro Val Val Ala Thr Ala Gly Ile Thr Ile  
            420                 425                 430          
 
 
Asn Phe Thr Ser Gln Ile Ser Leu Thr Gly Pro Gly Val Arg Val His  
        435                 440                 445              
 
 
Tyr Gly Leu Tyr Asn Gln Ser Asp Pro Cys Pro Gly Glu Phe Leu Cys  
    450                 455                 460                  
 
 
Ser Val Asn Gly Leu Cys Val Pro Ala Cys Asp Gly Val Lys Asp Cys  



465                 470                 475                 480  
 
 
Pro Asn Gly Leu Asp Glu Arg Asn Cys Val Cys Arg Ala Thr Phe Gln  
                485                 490                 495      
 
 
Cys Lys Glu Asp Ser Thr Cys Ile Ser Leu Pro Lys Val Cys Asp Gly  
            500                 505                 510          
 
 
Gln Pro Asp Cys Leu Asn Gly Ser Asp Glu Glu Gln Cys Gln Glu Gly  
        515                 520                 525              
 
 
Val Pro Cys Gly Thr Phe Thr Phe Gln Cys Glu Asp Arg Ser Cys Val  
    530                 535                 540                  
 
 
Lys Lys Pro Asn Pro Gln Cys Asp Gly Arg Pro Asp Cys Arg Asp Gly  
545                 550                 555                 560  
 
 
Ser Asp Glu Glu His Cys Asp Cys Gly Leu Gln Gly Pro Ser Ser Arg  
                565                 570                 575      
 
 
Ile Val Gly Gly Ala Val Ser Ser Glu Gly Glu Trp Pro Trp Gln Ala  
            580                 585                 590          
 
 
Ser Leu Gln Val Arg Gly Arg His Ile Cys Gly Gly Ala Leu Ile Ala  
        595                 600                 605              
 
 
Asp Arg Trp Val Ile Thr Ala Ala His Cys Phe Gln Glu Asp Ser Met  
    610                 615                 620                  
 
 
Ala Ser Thr Val Leu Trp Thr Val Phe Leu Gly Lys Val Trp Gln Asn  
625                 630                 635                 640  
 
 
Ser Arg Trp Pro Gly Glu Val Ser Phe Lys Val Ser Arg Leu Leu Leu  
                645                 650                 655      
 
 
His Pro Tyr His Glu Glu Asp Ser His Asp Tyr Asp Val Ala Leu Leu  
            660                 665                 670          
 
 
Gln Leu Asp His Pro Val Val Arg Ser Ala Ala Val Arg Pro Val Cys  
        675                 680                 685              
 



 
Leu Pro Ala Arg Ser His Phe Phe Glu Pro Gly Leu His Cys Trp Ile  
    690                 695                 700                  
 
 
Thr Gly Trp Gly Ala Leu Arg Glu Gly Gly Pro Ile Ser Asn Ala Leu  
705                 710                 715                 720  
 
 
Gln Lys Val Asp Val Gln Leu Ile Pro Gln Asp Leu Cys Ser Glu Val  
                725                 730                 735      
 
 
Tyr Arg Tyr Gln Val Thr Pro Arg Met Leu Cys Ala Gly Tyr Arg Lys  
            740                 745                 750          
 
 
Gly Lys Lys Asp Ala Cys Gln Gly Asp Ser Gly Gly Pro Leu Val Cys  
        755                 760                 765              
 
 
Lys Ala Leu Ser Gly Arg Trp Phe Leu Ala Gly Leu Val Ser Trp Gly  
    770                 775                 780                  
 
 
Leu Gly Cys Gly Arg Pro Asn Tyr Phe Gly Val Tyr Thr Arg Ile Thr  
785                 790                 795                 800  
 
 
Gly Val Ile Ser Trp Ile Gln Gln Val Val Thr  
                805                 810      
 
 
<210>  127 
<211>  3209 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  127 
cttgagccag acccagtcca gctctggtgc ctgccctctg gtgcgagctg acctgagatg       
60 
 
cacttccctc ctctgtgagc tgtctcggca cccacttgca gtcactgccg cctgatgttg      
120 
 
ttactcttcc actccaaaag gatgcccgtg gccgaggccc cccaggtggc tggcgggcag      
180 
 
ggggacggag gtgatggcga ggaagcggag ccggagggga tgttcaaggc ctgtgaggac      
240 
 



tccaagagaa aagcccgggg ctacctccgc ctggtgcccc tgtttgtgct gctggccctg      
300 
 
ctcgtgctgg cttcggcggg ggtgctactc tggtatttcc tagggtacaa ggcggaggtg      
360 
 
atggtcagcc aggtgtactc aggcagtctg cgtgtactca atcgccactt ctcccaggat      
420 
 
cttacccgcc gggaatctag tgccttccgc agtgaaaccg ccaaagccca gaagatgctc      
480 
 
aaggagctca tcaccagcac ccgcctggga acttactaca actccagctc cgtctattcc      
540 
 
tttggggagg gacccctcac ctgcttcttc tggttcattc tccaaatccc cgagcaccgc      
600 
 
cggctgatgc tgagccccga ggtggtgcag gcactgctgg tggaggagct gctgtccaca      
660 
 
gtcaacagct cggctgccgt cccctacagg gccgagtacg aagtggaccc cgagggccta      
720 
 
gtgatcctgg aagccagtgt gaaagacata gctgcattga attccacgct gggttgttac      
780 
 
cgctacagct acgtgggcca gggccaggtc ctccggctga aggggcctga ccacctggcc      
840 
 
tccagctgcc tgtggcacct gcagggcccc aaggacctca tgctcaaact ccggctggag      
900 
 
tggacgctgg cagagtgccg ggaccgactg gccatgtatg acgtggccgg gcccctggag      
960 
 
aagaggctca tcacctcggt gtacggctgc agccgccagg agcccgtggt ggaggttctg     
1020 
 
gcgtcggggg ccatcatggc ggtcgtctgg aagaagggcc tgcacagcta ctacgacccc     
1080 
 
ttcgtgctct ccgtgcagcc ggtggtcttc caggcctgtg aagtgaacct gacgctggac     
1140 
 
aacaggctcg actcccaggg cgtcctcagc accccgtact tccccagcta ctactcgccc     
1200 
 
caaacccact gctcctggca cctcacggtg ccctctctgg actacggctt ggccctctgg     
1260 
 
tttgatgcct atgcactgag gaggcagaag tatgatttgc cgtgcaccca gggccagtgg     
1320 
 



acgatccaga acaggaggct gtgtggcttg cgcatcctgc agccctacgc cgagaggatc     
1380 
 
cccgtggtgg ccacggccgg gatcaccatc aacttcacct cccagatctc cctcaccggg     
1440 
 
cccggtgtgc gggtgcacta tggcttgtac aaccagtcgg acccctgccc tggagagttc     
1500 
 
ctctgttctg tgaatggact ctgtgtccct gcctgtgatg gggtcaagga ctgccccaac     
1560 
 
ggcctggatg agagaaactg cgtttgcaga gccacattcc agtgcaaaga ggacagcaca     
1620 
 
tgcatctcac tgcccaaggt ctgtgatggg cagcctgatt gtctcaacgg cagcgacgaa     
1680 
 
gagcagtgcc aggaaggggt gccatgtggg acattcacct tccagtgtga ggaccggagc     
1740 
 
tgcgtgaaga agcccaaccc gcagtgtgat gggcggcccg actgcaggga cggctcggat     
1800 
 
gaggagcact gtgactgtgg cctccagggc ccctccagcc gcattgttgg tggagctgtg     
1860 
 
tcctccgagg gtgagtggcc atggcaggcc agcctccagg ttcggggtcg acacatctgt     
1920 
 
gggggggccc tcatcgctga ccgctgggtg ataacagctg cccactgctt ccaggaggac     
1980 
 
agcatggcct ccacggtgct gtggaccgtg ttcctgggca aggtgtggca gaactcgcgc     
2040 
 
tggcctggag aggtgtcctt caaggtgagc cgcctgctcc tgcacccgta ccacgaagag     
2100 
 
gacagccatg actacgacgt ggcgctgctg cagctcgacc acccggtggt gcgctcggcc     
2160 
 
gccgtgcgcc ccgtctgcct gcccgcgcgc tcccacttct tcgagcccgg cctgcactgc     
2220 
 
tggattacgg gctggggcgc cttgcgcgag ggcggcccca tcagcaacgc tctgcagaaa     
2280 
 
gtggatgtgc agttgatccc acaggacctg tgcagcgagg tctatcgcta ccaggtgacg     
2340 
 
ccacgcatgc tgtgtgccgg ctaccgcaag ggcaagaagg atgcctgtca gggtgactca     
2400 
 



ggtggtccgc tggtgtgcaa ggcactcagt ggccgctggt tcctggcggg gctggtcagc     
2460 
 
tggggcctgg gctgtggccg gcctaactac ttcggcgtct acacccgcat cacaggtgtg     
2520 
 
atcagctgga tccagcaagt ggtgacctga ggaactgccc ccctgcaaag cagggcccac     
2580 
 
ctcctggact cagagagccc agggcaactg ccaagcaggg ggacaagtat tctggcgggg     
2640 
 
ggtgggggag agagcaggcc ctgtggtggc aggaggtggc atcttgtctc gtccctgatg     
2700 
 
tctgctccag tgatggcagg aggatggaga agtgccagca gctgggggtc aagacgtccc     
2760 
 
ctgaggaccc aggcccacac ccagcccttc tgcctcccaa ttctctctcc tccgtcccct     
2820 
 
tcctccactg ctgcctaatg caaggcagtg gctcagcagc aagaatgctg gttctacatc     
2880 
 
ccgaggagtg tctgaggtgc gccccactct gtacagaggc tgtttgggca gccttgcctc     
2940 
 
cagagagcag attccagctt cggaagcccc tggtctaact tgggatctgg gaatggaagg     
3000 
 
tgctcccatc ggaggggacc ctcagagccc tggagactgc caggtgggcc tgctgccact     
3060 
 
gtaagccaaa aggtggggaa gtcctgactc cagggtcctt gccccacccc tgcctgccac     
3120 
 
ctgggccctc acagcccaga ccctcactgg gaggtgagct cagctgccct ttggaataaa     
3180 
 
gctgcctgat ccaaaaaaaa aaaaaaaaa                                       
3209 
 
 
<210>  128 
<211>  800 
<212>  PRT 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  128 
 
Met Pro Val Ala Lys Ala Pro Gln Val Ala Gly Gly Gln Gly Asp Gly  



1               5                   10                  15       
 
 
Gly Asp Gly Glu Glu Ala Glu Pro Glu Gly Met Phe Glu Ala Cys Glu  
            20                  25                  30           
 
 
Asp Ser Lys Arg Lys Ala Arg Gly Tyr Leu Arg Leu Ala Pro Leu Trp  
        35                  40                  45               
 
 
Leu Thr Leu Val Val Leu Thr Ser Val Gly Val Leu Leu Trp Tyr Phe  
    50                  55                  60                   
 
 
Leu Gly Tyr Lys Ala Glu Val Thr Val Ser Gln Val Tyr Ser Gly Ser  
65                  70                  75                  80   
 
 
Leu Arg Val Leu Asn Arg His Phe Ser Gln Asp Leu Thr Arg Arg Glu  
                85                  90                  95       
 
 
Ser Ser Ala Phe Arg Ser Glu Thr Ala Lys Ala Gln Lys Met Leu Lys  
            100                 105                 110          
 
 
Glu Leu Ile Ala Ser Thr Arg Leu Gly Thr Tyr Tyr Asn Ser Ser Ser  
        115                 120                 125              
 
 
Val Tyr Ser Phe Gly Glu Gly Pro Leu Thr Cys Phe Phe Trp Phe Ile  
    130                 135                 140                  
 
 
Leu Gln Ile Pro Glu His Arg Arg Leu Met Leu Ser Pro Glu Val Val  
145                 150                 155                 160  
 
 
Gln Ala Leu Leu Val Glu Glu Leu Leu Ser Thr Val Asn Ser Ser Ala  
                165                 170                 175      
 
 
Ala Val Pro Tyr Arg Ala Glu Tyr Glu Val Asp Pro Glu Gly Leu Val  
            180                 185                 190          
 
 
Ile Leu Glu Ala Ser Val Lys Asp Ile Ala Ala Leu Asn Ser Thr Leu  
        195                 200                 205              
 
 
Gly Cys Tyr Arg Tyr Ser Tyr Val Gly Gln Gly Gln Val Leu Arg Leu  
    210                 215                 220                  
 



 
Lys Gly Pro Asp His Leu Ala Ser Ser Cys Leu Trp His Leu Gln Gly  
225                 230                 235                 240  
 
 
Pro Glu Asp Leu Met Leu Lys Leu Arg Leu Glu Trp Thr Leu Ala Glu  
                245                 250                 255      
 
 
Cys Arg Asp Arg Leu Ala Met Tyr Asp Val Ala Gly Pro Leu Glu Lys  
            260                 265                 270          
 
 
Arg Leu Ile Thr Ser Val Tyr Gly Cys Ser Arg Gln Glu Pro Val Val  
        275                 280                 285              
 
 
Glu Val Leu Ala Ser Gly Ala Ile Met Ala Val Val Trp Lys Lys Gly  
    290                 295                 300                  
 
 
Leu His Ser Tyr Tyr Asp Pro Phe Met Leu Ser Val Gln Ser Val Val  
305                 310                 315                 320  
 
 
Phe Gln Ala Cys Glu Val Asn Leu Thr Leu Asp Asp Arg Leu Asp Ser  
                325                 330                 335      
 
 
Gln Gly Val Leu Ser Thr Pro Tyr Phe Pro Ser Tyr Tyr Ser Pro Arg  
            340                 345                 350          
 
 
Thr His Cys Ser Trp His Leu Thr Val Pro Ser Leu Asp Tyr Gly Leu  
        355                 360                 365              
 
 
Ala Leu Trp Phe Asp Ala Tyr Ala Leu Arg Arg Gln Lys Tyr Asp Leu  
    370                 375                 380                  
 
 
Pro Cys Thr Gln Gly Gln Trp Thr Ile Gln Asn Arg Arg Leu Cys Gly  
385                 390                 395                 400  
 
 
Leu Arg Ile Leu Gln Pro Tyr Ala Glu Arg Ile Pro Val Val Ala Thr  
                405                 410                 415      
 
 
Ala Gly Ile Thr Ile Asn Phe Thr Ser Gln Ile Ser Leu Thr Gly Pro  
            420                 425                 430          
 
 
Gly Val Arg Val His Tyr Gly Leu Tyr Asn Gln Ser Asp Pro Cys Pro  



        435                 440                 445              
 
 
Gly Glu Phe Leu Cys Ser Val Asn Gly Leu Cys Val Pro Ala Cys Asp  
    450                 455                 460                  
 
 
Gly Val Lys Asp Cys Pro Asn Gly Leu Asp Glu Arg Asn Cys Val Cys  
465                 470                 475                 480  
 
 
Arg Ala Thr Phe Gln Cys Gln Glu Asp Ser Thr Cys Ile Ser Leu Leu  
                485                 490                 495      
 
 
Lys Val Cys Asp Gly Gln Pro Asp Cys Leu Asn Gly Ser Asp Glu Glu  
            500                 505                 510          
 
 
Arg Cys Gln Glu Gly Val Pro Cys Gly Thr Phe Thr Phe Gln Cys Glu  
        515                 520                 525              
 
 
Asp Gln Ser Cys Val Lys Lys Pro Asn Pro Gln Cys Asp Gly Arg Pro  
    530                 535                 540                  
 
 
Asp Cys Arg Asp Gly Ser Asp Glu Gln His Cys Asp Cys Gly Leu Gln  
545                 550                 555                 560  
 
 
Gly Pro Ser Ser Arg Ile Val Gly Gly Ala Val Ser Ser Glu Gly Glu  
                565                 570                 575      
 
 
Trp Pro Trp Gln Ala Ser Leu Gln Val Arg Gly Arg His Ile Cys Gly  
            580                 585                 590          
 
 
Gly Ala Leu Ile Ala Asp Arg Trp Val Ile Thr Ala Ala His Cys Phe  
        595                 600                 605              
 
 
Gln Glu Asp Ser Met Ala Ser Pro Ala Leu Trp Thr Val Phe Leu Gly  
    610                 615                 620                  
 
 
Lys Val Trp Gln Asn Ser Arg Trp Pro Gly Glu Val Ser Phe Lys Val  
625                 630                 635                 640  
 
 
Ser Arg Leu Leu Leu His Pro Tyr His Glu Glu Asp Ser His Asp Tyr  
                645                 650                 655      
 



 
Asp Val Ala Leu Leu Gln Leu Asp His Pro Val Val Arg Ser Ala Ala  
            660                 665                 670          
 
 
Val Arg Pro Val Cys Leu Pro Ala Arg Ser His Phe Phe Glu Pro Gly  
        675                 680                 685              
 
 
Leu His Cys Trp Ile Thr Gly Trp Gly Ala Leu Arg Glu Gly Gly Pro  
    690                 695                 700                  
 
 
Thr Ser Asn Ala Leu Gln Lys Val Asp Val Gln Leu Ile Pro Gln Asp  
705                 710                 715                 720  
 
 
Leu Cys Ser Glu Ala Tyr Arg Tyr Gln Val Thr Pro Arg Met Leu Cys  
                725                 730                 735      
 
 
Ala Gly Tyr Arg Lys Gly Lys Lys Asp Ala Cys Gln Gly Asp Ser Gly  
            740                 745                 750          
 
 
Gly Pro Leu Val Cys Lys Ala Leu Ser Gly Arg Trp Phe Leu Ala Gly  
        755                 760                 765              
 
 
Leu Val Ser Trp Gly Leu Gly Cys Gly Arg Pro Asn Tyr Phe Gly Val  
    770                 775                 780                  
 
 
Tyr Thr Arg Ile Thr Gly Val Ile Gly Trp Ile Gln Gln Val Val Thr  
785                 790                 795                 800  
 
 
<210>  129 
<211>  3262 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 
<223>  Secuencia artificial 
 
<400>  129 
ctcagtcaca gtgccgtcct gggcccagca ggaggagccc catggagcct ggggccacag       
60 
 
gccacagggg acaagggcca gacaccctgg ccatggctct aggccattga tccaggccgg      
120 
 
gctggcacgg tgggggtagg gaggccttgg cctggacaaa caaaggcttc tgaggcctgc      
180 



 
gtgcaggccc agcacctatc cgccactccc aaaggatgcc tgtggccaag gccccccagg      
240 
 
tggctggtgg gcagggggac ggaggtgatg gcgaggaagc ggagccagag gggatgttcg      
300 
 
aggcctgtga ggactccaag agaaaagccc ggggctacct ccgcctggcg cccctgtggc      
360 
 
tgaccctggt tgtgctgact tcagtggggg tgctactctg gtatttccta gggtacaagg      
420 
 
cggaggtgac ggtcagccag gtgtactcag gcagccttcg cgtgctcaat cgccacttct      
480 
 
cccaggatct tacccgccgg gaatccagtg ccttccgcag tgaaaccgcc aaagcccaga      
540 
 
agatgctcaa ggagctcatc gccagcaccc gcctgggaac ttattacaac tccagctccg      
600 
 
tctattcctt tggggaggga ccgctcacct gcttcttctg gttcattctc caaatccccg      
660 
 
agcaccgccg gctgatgctg agccccgagg tggtgcaggc actgctggtg gaggagctgc      
720 
 
tgtccacagt caacagctcg gcggccgtcc cctacagggc cgagtacgaa gtggaccccg      
780 
 
agggcctagt gatcctagaa gccagtgtga aagacatagc tgcactgaat tccacgctgg      
840 
 
gttgttaccg ctacagctac gtgggccagg gtcaggtcct ccggctgaag ggacccgacc      
900 
 
acctggcctc cagctgcctg tggcacctgc agggccccga agacctcatg ctgaaactcc      
960 
 
ggctggagtg gacgctggcc gagtgccggg accgactggc catgtatgac gtggctgggc     
1020 
 
ccctggagaa gaggctcatc acctcggtgt atggctgcag ccgccaggag cctgtggtgg     
1080 
 
aagtcctggc atcgggggcc atcatggcgg tggtctggaa gaagggcctg cacagctact     
1140 
 
acgacccctt tatgctctcc gtgcagtcgg tggtcttcca ggcctgcgag gtaaacctga     
1200 
 
cgctggatga caggctggac tcccagggcg tcctcagcac cccgtacttc cccagctact     
1260 



 
actcgccccg aacccactgc tcctggcacc tcacggtgcc ttctctggac tacggcttgg     
1320 
 
ccctctggtt tgacgcctac gcactgcgga ggcagaagta tgatttgccg tgcacccagg     
1380 
 
gccagtggac gatccagaac aggaggctgt gtggcctgcg catcctgcag ccttacgctg     
1440 
 
agaggatccc cgtggtggcc acggccggca tcaccatcaa tttcacctcc cagatctccc     
1500 
 
tcacagggcc tggtgtgcgg gtgcactatg gcttgtacaa ccagtcggac ccctgccctg     
1560 
 
gagagttcct ctgctctgtg aacggactct gcgtccctgc ctgtgatggg gtcaaggact     
1620 
 
gccccaacgg cctggatgag agaaactgcg tttgcagagc cacattccag tgccaagagg     
1680 
 
acagcacgtg catctcactg cttaaggtct gtgacgggca gcctgactgt ctcaacggca     
1740 
 
gcgatgaaga gcggtgccag gaaggggtgc cctgcgggac attcaccttc cagtgtgagg     
1800 
 
accagagctg cgtgaagaag cccaacccac agtgtgatgg gcggcccgac tgcagggacg     
1860 
 
gctcagacga gcagcactgt gactgtggcc tccagggccc ctccagtcgc attgttggtg     
1920 
 
gggccgtgtc ctccgagggt gagtggccat ggcaggccag cctccaggtt cggggtcgac     
1980 
 
acatctgtgg gggcgccctc atcgctgacc gctgggtgat aacagctgcc cattgcttcc     
2040 
 
aggaggacag catggcctcc ccggcgctgt ggacggtgtt cctgggcaag gtgtggcaga     
2100 
 
actcgcgctg gcctggagag gtgtccttca aggtgagccg cctactcctg catccgtatc     
2160 
 
acgaagagga cagccacgac tacgacgtgg cgctgttgca gctcgaccac ccggtggtgc     
2220 
 
gctcggccgc cgtgcgtcca gtctgcctgc ccgcgcgctc ccacttcttc gaacccggcc     
2280 
 
tgcactgctg gatcactggc tggggcgccc tgcgcgaagg cggccccacc agcaatgctc     
2340 



 
tgcagaaagt ggacgtgcag ttgatcccac aggacctgtg cagcgaggcc tatcgctacc     
2400 
 
aggtgacgcc acgcatgctg tgtgccggct accgcaaggg caagaaggat gcctgccagg     
2460 
 
gtgactcggg tggtccgctg gtatgcaagg cactcagtgg ccgctggttc ctggcagggc     
2520 
 
tggtcagctg gggcctgggc tgtggccgac ctaactactt cggcgtctac acccgcatca     
2580 
 
caggtgtgat cggctggatc cagcaagtgg tgacctgagg aactgccccc ctgcagagca     
2640 
 
ggtcccacct cttggactca gagagcccag ggcaattgcc aagcaggggg acaagtattc     
2700 
 
tggggggagg ggggcgcgag caggccctgt ggtggcagga ggtggcatct tgtcttgtcc     
2760 
 
ctgatgtctg ctccagtgat ggcaggagga tggaggagtg ccagcagctg ggggtcaaga     
2820 
 
cgtcccctgg ggacccaggc ccacacccag cccttctgcc tcccgattct ctctcctccg     
2880 
 
tccccttcct ccactgctgc ctattgcaag gaagtggctc agcagcaaga atgctggctc     
2940 
 
tacgtcccca ggagtgtctg agctgtgccc cgctctgtac agaggctgct tgggcagcct     
3000 
 
tgcctctaga gagcagatgc cagcttcgga agcccctggt ctaacttggg atctgggaat     
3060 
 
ggaaggtgcc cccataggag gggaccctca cagccctggg gactgccagg tgggccggct     
3120 
 
gccaccgtaa gccaaaaaag gtggggaagc cctgactcca aggtccttgc cccacccctg     
3180 
 
cctgccacct ggcccctcac agcccagacc ctcaccggca ggtgagctca gctgcccttt     
3240 
 
ggaataaagc tgcctgatcc aa                                              
3262 
 
 
<210>  130 
<211>  811 
<212>  PRT 
<213>  Secuencia artificial 



 
<220> 
<223>  Secuencia artificial 
 
<400>  130 
 
Met Pro Arg Cys Phe Gln Leu Pro Cys Ser Thr Arg Met Pro Thr Thr  
1               5                   10                  15       
 
 
Glu Val Pro Gln Ala Ala Asp Gly Gln Gly Asp Ala Gly Asp Gly Glu  
            20                  25                  30           
 
 
Glu Ala Ala Glu Pro Glu Gly Lys Phe Lys Pro Pro Lys Asn Thr Lys  
        35                  40                  45               
 
 
Arg Lys Asn Arg Asp Tyr Val Arg Phe Thr Pro Leu Leu Leu Val Leu  
    50                  55                  60                   
 
 
Ala Ala Leu Val Ser Ala Gly Val Met Leu Trp Tyr Phe Leu Gly Tyr  
65                  70                  75                  80   
 
 
Lys Ala Glu Val Thr Val Ser Gln Val Tyr Ser Gly Ser Leu Arg Val  
                85                  90                  95       
 
 
Leu Asn Arg His Phe Ser Gln Asp Leu Gly Arg Arg Glu Ser Ile Ala  
            100                 105                 110          
 
 
Phe Arg Ser Glu Ser Ala Lys Ala Gln Lys Met Leu Gln Glu Leu Val  
        115                 120                 125              
 
 
Ala Ser Thr Arg Leu Gly Thr Tyr Tyr Asn Ser Ser Ser Val Tyr Ser  
    130                 135                 140                  
 
 
Phe Gly Glu Gly Pro Leu Thr Cys Phe Phe Trp Phe Ile Leu Asp Ile  
145                 150                 155                 160  
 
 
Pro Glu Tyr Gln Arg Leu Thr Leu Ser Pro Glu Val Val Arg Glu Leu  
                165                 170                 175      
 
 
Leu Val Asp Glu Leu Leu Ser Asn Ser Ser Thr Leu Ala Ser Tyr Lys  
            180                 185                 190          
 
 



Thr Glu Tyr Glu Val Asp Pro Glu Gly Leu Val Ile Leu Glu Ala Ser  
        195                 200                 205              
 
 
Val Asn Asp Ile Val Val Leu Asn Ser Thr Leu Gly Cys Tyr Arg Tyr  
    210                 215                 220                  
 
 
Ser Tyr Val Asn Pro Gly Gln Val Leu Pro Leu Lys Gly Pro Asp Gln  
225                 230                 235                 240  
 
 
Gln Thr Thr Ser Cys Leu Trp His Leu Gln Gly Pro Glu Asp Leu Met  
                245                 250                 255      
 
 
Ile Lys Val Arg Leu Glu Trp Thr Arg Val Asp Cys Arg Asp Arg Val  
            260                 265                 270          
 
 
Ala Met Tyr Asp Ala Ala Gly Pro Leu Glu Lys Arg Leu Ile Thr Ser  
        275                 280                 285              
 
 
Val Tyr Gly Cys Ser Arg Gln Glu Pro Val Met Glu Val Leu Ala Ser  
    290                 295                 300                  
 
 
Gly Ser Val Met Ala Val Val Trp Lys Lys Gly Met His Ser Tyr Tyr  
305                 310                 315                 320  
 
 
Asp Pro Phe Leu Leu Ser Val Lys Ser Val Ala Phe Gln Asp Cys Gln  
                325                 330                 335      
 
 
Val Asn Leu Thr Leu Glu Gly Arg Leu Asp Thr Gln Gly Phe Leu Arg  
            340                 345                 350          
 
 
Thr Pro Tyr Tyr Pro Ser Tyr Tyr Ser Pro Ser Thr His Cys Ser Trp  
        355                 360                 365              
 
 
His Leu Thr Val Pro Ser Leu Asp Tyr Gly Leu Ala Leu Trp Phe Asp  
    370                 375                 380                  
 
 
Ala Tyr Ala Leu Arg Arg Gln Lys Tyr Asn Arg Leu Cys Thr Gln Gly  
385                 390                 395                 400  
 
 
Gln Trp Met Ile Gln Asn Arg Arg Leu Cys Gly Phe Arg Thr Leu Gln  
                405                 410                 415      



 
 
Pro Tyr Ala Glu Arg Ile Pro Met Val Ala Ser Asp Gly Val Thr Ile  
            420                 425                 430          
 
 
Asn Phe Thr Ser Gln Ile Ser Leu Thr Gly Pro Gly Val Gln Val Tyr  
        435                 440                 445              
 
 
Tyr Ser Leu Tyr Asn Gln Ser Asp Pro Cys Pro Gly Glu Phe Leu Cys  
    450                 455                 460                  
 
 
Ser Val Asn Gly Leu Cys Val Pro Ala Cys Asp Gly Ile Lys Asp Cys  
465                 470                 475                 480  
 
 
Pro Asn Gly Leu Asp Glu Arg Asn Cys Val Cys Arg Ala Met Phe Gln  
                485                 490                 495      
 
 
Cys Gln Glu Asp Ser Thr Cys Ile Ser Leu Pro Arg Val Cys Asp Arg  
            500                 505                 510          
 
 
Gln Pro Asp Cys Leu Asn Gly Ser Asp Glu Glu Gln Cys Gln Glu Gly  
        515                 520                 525              
 
 
Val Pro Cys Gly Thr Phe Thr Phe Gln Cys Glu Asp Arg Ser Cys Val  
    530                 535                 540                  
 
 
Lys Lys Pro Asn Pro Glu Cys Asp Gly Gln Ser Asp Cys Arg Asp Gly  
545                 550                 555                 560  
 
 
Ser Asp Glu Gln His Cys Asp Cys Gly Leu Gln Gly Leu Ser Ser Arg  
                565                 570                 575      
 
 
Ile Val Gly Gly Thr Val Ser Ser Glu Gly Glu Trp Pro Trp Gln Ala  
            580                 585                 590          
 
 
Ser Leu Gln Ile Arg Gly Arg His Ile Cys Gly Gly Ala Leu Ile Ala  
        595                 600                 605              
 
 
Asp Arg Trp Val Ile Thr Ala Ala His Cys Phe Gln Glu Asp Ser Met  
    610                 615                 620                  
 
 



Ala Ser Pro Lys Leu Trp Thr Val Phe Leu Gly Lys Met Arg Gln Asn  
625                 630                 635                 640  
 
 
Ser Arg Trp Pro Gly Glu Val Ser Phe Lys Val Ser Arg Leu Phe Leu  
                645                 650                 655      
 
 
His Pro Tyr His Glu Glu Asp Ser His Asp Tyr Asp Val Ala Leu Leu  
            660                 665                 670          
 
 
Gln Leu Asp His Pro Val Val Tyr Ser Ala Thr Val Arg Pro Val Cys  
        675                 680                 685              
 
 
Leu Pro Ala Arg Ser His Phe Phe Glu Pro Gly Gln His Cys Trp Ile  
    690                 695                 700                  
 
 
Thr Gly Trp Gly Ala Gln Arg Glu Gly Gly Pro Val Ser Asn Thr Leu  
705                 710                 715                 720  
 
 
Gln Lys Val Asp Val Gln Leu Val Pro Gln Asp Leu Cys Ser Glu Ala  
                725                 730                 735      
 
 
Tyr Arg Tyr Gln Val Ser Pro Arg Met Leu Cys Ala Gly Tyr Arg Lys  
            740                 745                 750          
 
 
Gly Lys Lys Asp Ala Cys Gln Gly Asp Ser Gly Gly Pro Leu Val Cys  
        755                 760                 765              
 
 
Arg Glu Pro Ser Gly Arg Trp Phe Leu Ala Gly Leu Val Ser Trp Gly  
    770                 775                 780                  
 
 
Leu Gly Cys Gly Arg Pro Asn Phe Phe Gly Val Tyr Thr Arg Val Thr  
785                 790                 795                 800  
 
 
Arg Val Ile Asn Trp Ile Gln Gln Val Leu Thr  
                805                 810      
 
 
<210>  131 
<211>  3206 
<212>  ADN 
<213>  Secuencia artificial 
 
<220> 



<223>  Secuencia artificial 
 
<400>  131 
agtttcattg tcgccctgga cctgacagga gaggcccatg gaacttgggg ccacaggcca       
60 
 
caagggacaa gggccagaca ccccagccat ggctccaggc cattgatcca acctaagctg      
120 
 
gccagttggg ggtggaaaga ccttggcctg gataaacaga ggcctccagg cctgtgtgca      
180 
 
ggcccggcac ctaccttcca ctcttgaaga tgccgagatg tttccagctc ccctgttcta      
240 
 
ccaggatgcc caccaccgag gtcccccaag cggctgatgg tcagggcgat gcgggtgatg      
300 
 
gagaggaagc tgctgagcca gaggggaagt tcaagccccc aaaaaacacc aagagaaaaa      
360 
 
accgggacta cgtccgcttc acgccactgt tgctggtctt ggctgcgctg gtctcagcag      
420 
 
gggtcatgct ttggtatttc ctagggtaca aagcggaagt gaccgtaagc caggtgtact      
480 
 
ctggcagcct ccgggtgctc aaccgtcatt tctcccagga cctgggccga cgggagtcta      
540 
 
ttgctttccg cagtgaatct gccaaagccc agaagatgct ccaagaactg gttgccagca      
600 
 
cccgcctggg tacttactac aactctagtt ctgtctactc ctttggggag ggacccctca      
660 
 
cctgcttctt ctggtttatc cttgacatcc ctgagtacca gcgactgacc ctgagccctg      
720 
 
aagtagtgcg cgagctcctg gtggatgagc tactgtccaa cagctcaacc ctggcttcct      
780 
 
ataagaccga atatgaggtg gacccggaag gcctggtgat cctggaagcc agtgtgaacg      
840 
 
acatagtcgt actgaattcc acgctgggct gttatcgcta cagctatgtg aacccaggcc      
900 
 
aggtcctccc attgaagggg cctgaccagc agaccacaag ctgcctgtgg catctgcaag      
960 
 
ggcccgaaga cctcatgatc aaagtgcggc tggagtggac ccgggtcgat tgcagagaca     
1020 
 



gggtggcgat gtacgacgca gctgggcccc tggagaagag acttatcacc tcggtctatg     
1080 
 
ggtgcagccg ccaggaacct gtgatggagg tgctggcatc gggctccgtc atggccgtgg     
1140 
 
tgtggaaaaa gggcatgcat agctactatg accctttcct gctctcagtg aagtctgtgg     
1200 
 
ccttccagga ctgccaggtg aacctgacac tggagggccg gctggacaca cagggcttcc     
1260 
 
tccgtacacc ctactacccc agttactact ctcccagtac ccactgctcc tggcatctca     
1320 
 
cggtaccctc tctggactac ggcttggcgc tctggttcga tgcctacgca ctgaggaggc     
1380 
 
agaagtacaa ccgactgtgt actcagggcc agtggatgat ccagaacagg aggctgtgtg     
1440 
 
gcttccgtac cctgcagcca tatgctgaga ggatccccat ggtggcctca gatggtgtca     
1500 
 
ccatcaactt cacctcccag atctccctca caggcccggg tgtgcaagtg tactacagct     
1560 
 
tgtacaacca atcagacccc tgccctggtg agttcctctg ctctgtgaat ggactgtgtg     
1620 
 
tccctgcgtg tgacgggatc aaggactgcc ccaatggcct ggatgagaga aactgtgtct     
1680 
 
gcagagccat gttccagtgc caagaggaca gcacgtgcat ttcactgcct agagtctgtg     
1740 
 
accggcagcc cgactgtctc aatggcagtg acgaagaaca gtgccaagaa ggagtgccct     
1800 
 
gtgggacatt cactttccag tgtgaggacc ggagctgtgt gaagaagccc aacccagagt     
1860 
 
gtgacggcca gtcagattgc agagacggct cagatgagca acactgtgac tgtggcctcc     
1920 
 
agggcctctc cagccgtatt gtgggcggga ccgtgtcctc cgagggtgag tggccatggc     
1980 
 
aggccagcct ccagattcgg ggtcgacaca tctgtggggg ggctctcatc gctgaccgct     
2040 
 
gggtcataac ggccgcccac tgcttccagg aggacagcat ggcctccccg aagctgtgga     
2100 
 



ccgtgttcct gggaaagatg cggcagaact cgcgctggcc aggcgaggtg tccttcaagg     
2160 
 
tgagccgtct gttcctgcac ccgtaccacg aggaggacag ccatgactac gacgtggccc     
2220 
 
tgctgcagct cgaccacccc gtggtgtact cggccactgt gcgccccgtc tgcctgcctg     
2280 
 
cccgctccca cttctttgag ccaggccagc actgctggat cacaggctgg ggagcccagc     
2340 
 
gagagggtgg tccggtgagc aacaccctgc agaaggtgga cgtacagctg gtccctcagg     
2400 
 
acctctgcag tgaggcctac cgctaccagg tgtccccacg catgctctgt gctggctacc     
2460 
 
gcaagggcaa gaaagatgcc tgccagggtg actctggagg cccactggtt tgcagggagc     
2520 
 
ccagtggccg ctggttcctg gcagggttgg ttagctgggg cctgggctgt ggccgaccca     
2580 
 
atttctttgg cgtctacacc cgtgtcacac gtgtgatcaa ctggatccag caggtgctga     
2640 
 
cctgagggct gttctacaga gctggacctg cctccaggcc aagttcaggg tgtccaccca     
2700 
 
gccaggacac aagtattctg gggcaagtga ccctgctaag gcctgtttcc ctcaggccta     
2760 
 
ccccagtgac agtacagaga aggatgtcag ctggtggtta ggatgcctcc tgaggtccag     
2820 
 
gggccagcct cggctaggtt tcacttctaa ccctttctta ttctagtcct ttcccctccc     
2880 
 
tgctcctacc actgttttgg agtggggtct ggcggccatg accttggcct ccgggtctct     
2940 
 
gtaggaaaga aagaatcctt ccccttgcaa aagcctcttg ggggaactgc acagagaaag     
3000 
 
aaggtgcctc tatcaaggct ctatcagagc ccttgagtct gccaagtggg ctgtactcta     
3060 
 
agccaaatca ccgggcagcc tcagctgcag atgcctgctg aagctctgcc tgctacaggg     
3120 
 
gcctccctgc cattcactgg aggcccactg tctgttctgg gaataaagca cttgaccaag     
3180 
 



ccctgacact gaaaaaaaaa aaaaaa                                          
3206 
 
 


