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<210> 1
<211> 807
<212> DNA
<213> Artificial sequence
<400> 1
atgaagacag tgactggacc tttgttcctg tgcttctggc tgcagctgaa cggtgtgagc        60
agaggcgagc aggtggagca gcgccctcct cacctgagtg tccgggaggg agacagtgcc       120
gttatcatct gcacctacac agaccctaac agttattact tcttctggta caagcaagag       180
ccgggggcag gtcttcagtt gcttatgaag gttttctcaa gtacggaaat aaacgaagga       240
caaggattca ctgtcctact gaacaagaaa gacaaacaac tctctctgaa cctcacagct       300
gcccatcctg gggactcagc cgtgtacttc tgcgcagttt actcgggata caacaaactc       360
acttttggaa agggcacggt gcttctagtc tctccagaca tccagaaccc agaacctgct       420
gtgtaccagt taaaagatcc tcggtctcag gacagcaccc tctgcctgtt caccgacttt       480
gactcccaaa tcaatgtgcc gaaaaccatg gaatctggaa cgttcatcac tgacaaaact       540
gtgctggaca tggaagctat ggattccaag agcaatgggg ccattgcctg gagcaaccag       600
acaagcttca cctgccaaga tatcttcaaa gagaccaacg ccacctaccc cagttcagac       660
gttccctgtg atgccacgtt gactgagaaa agctttgaaa cagatatgaa cctaaacttt       720
caaaacctgt cagttatggg actccgaatc ctcctgctga aagtagccgg atttaacctg       780
ctcatgacgc tgaggctgtg gtcctga                                         807

<210> 2
<211> 268
<212> PRT
<213> Artificial sequence
<400> 2
Met Lys Thr Val Thr Gly Pro Leu Phe Leu Cys Phe Trp Leu Gln Leu 
1               5                   10                  15      
Asn Gly Val Ser Arg Gly Glu Gln Val Glu Gln Arg Pro Pro His Leu 
            20                  25                  30          
Ser Val Arg Glu Gly Asp Ser Ala Val Ile Ile Cys Thr Tyr Thr Asp 
        35                  40                  45              
Pro Asn Ser Tyr Tyr Phe Phe Trp Tyr Lys Gln Glu Pro Gly Ala Gly 
    50                  55                  60                  
Leu Gln Leu Leu Met Lys Val Phe Ser Ser Thr Glu Ile Asn Glu Gly 
65                  70                  75                  80  
Gln Gly Phe Thr Val Leu Leu Asn Lys Lys Asp Lys Gln Leu Ser Leu 
                85                  90                  95      
Asn Leu Thr Ala Ala His Pro Gly Asp Ser Ala Val Tyr Phe Cys Ala 
            100                 105                 110         
Val Tyr Ser Gly Tyr Asn Lys Leu Thr Phe Gly Lys Gly Thr Val Leu 
        115                 120                 125             
Leu Val Ser Pro Asp Ile Gln Asn Pro Glu Pro Ala Val Tyr Gln Leu 
    130                 135                 140                 
Lys Asp Pro Arg Ser Gln Asp Ser Thr Leu Cys Leu Phe Thr Asp Phe 
145                 150                 155                 160 
Asp Ser Gln Ile Asn Val Pro Lys Thr Met Glu Ser Gly Thr Phe Ile 
                165                 170                 175     
Thr Asp Lys Thr Val Leu Asp Met Glu Ala Met Asp Ser Lys Ser Asn 
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            180                 185                 190         
Gly Ala Ile Ala Trp Ser Asn Gln Thr Ser Phe Thr Cys Gln Asp Ile 
        195                 200                 205             
Phe Lys Glu Thr Asn Ala Thr Tyr Pro Ser Ser Asp Val Pro Cys Asp 
    210                 215                 220                 
Ala Thr Leu Thr Glu Lys Ser Phe Glu Thr Asp Met Asn Leu Asn Phe 
225                 230                 235                 240 
Gln Asn Leu Ser Val Met Gly Leu Arg Ile Leu Leu Leu Lys Val Ala 
                245                 250                 255     
Gly Phe Asn Leu Leu Met Thr Leu Arg Leu Trp Ser 
            260                 265             

<210> 3
<211> 918
<212> DNA
<213> Artificial sequence
<400> 3
atgggctgta ggctcctaag ctgtgtggcc ttctgcctct tgggaatagg ccctttggag        60
acggctgttt tccagactcc aaactatcat gtcacacagg tgggaaatga agtgtctttc       120
aattgtaagc aaactctggg ccacgatact atgtattggt acaagcaaga ctctaagaaa       180
ttgctgaaga ttatgtttag ctacaataat aagcaactca ttgtaaacga aacagttcca       240
aggcgcttct cacctcagtc ttcagataaa gctcatttga atcttcgaat caagtctgta       300
gagccggagg actctgctgt gtatctctgt gccagcagct atgtgggcgc ggacacagaa       360
gtcttctttg gtaaaggaac cagactcaca gttgtagagg atctgagaaa tgtgactcca       420
cccaaggtct ccttgtttga gccatcaaaa gcagagattg caaacaaaca aaaggctacc       480
ctcgtgtgct tggccagggg cttcttccct gaccacgtgg agctgagctg gtgggtgaat       540
ggcaaggagg tccacagtgg ggtcagcacg gaccctcagg cctacaagga gagcaattat       600
agctactgcc tgagcagccg cctgagggtc tctgctacct tctggcacaa tcctcgaaac       660
cacttccgct gccaagtgca gttccatggg ctttcagagg aggacaagtg gccagagggc       720
tcacccaaac ctgtcacaca gaacatcagt gcagaggcct ggggccgagc agactgtgga       780
atcacttcag catcctatca tcagggggtt ctgtctgcaa ccatcctcta tgagatccta       840
ctggggaagg ccaccctata tgctgtgctg gtcagtggcc tggtgctgat ggctatggtc       900
aagaaaaaaa attcctga                                                   918

<210> 4
<211> 305
<212> PRT
<213> Artificial sequence
<400> 4
Met Gly Cys Arg Leu Leu Ser Cys Val Ala Phe Cys Leu Leu Gly Ile 
1               5                   10                  15      
Gly Pro Leu Glu Thr Ala Val Phe Gln Thr Pro Asn Tyr His Val Thr 
            20                  25                  30          
Gln Val Gly Asn Glu Val Ser Phe Asn Cys Lys Gln Thr Leu Gly His 
        35                  40                  45              
Asp Thr Met Tyr Trp Tyr Lys Gln Asp Ser Lys Lys Leu Leu Lys Ile 
    50                  55                  60                  
Met Phe Ser Tyr Asn Asn Lys Gln Leu Ile Val Asn Glu Thr Val Pro 
65                  70                  75                  80  
Arg Arg Phe Ser Pro Gln Ser Ser Asp Lys Ala His Leu Asn Leu Arg 
                85                  90                  95      
Ile Lys Ser Val Glu Pro Glu Asp Ser Ala Val Tyr Leu Cys Ala Ser 
            100                 105                 110         
Ser Tyr Val Gly Ala Asp Thr Glu Val Phe Phe Gly Lys Gly Thr Arg 
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        115                 120                 125             
Leu Thr Val Val Glu Asp Leu Arg Asn Val Thr Pro Pro Lys Val Ser 
    130                 135                 140                 
Leu Phe Glu Pro Ser Lys Ala Glu Ile Ala Asn Lys Gln Lys Ala Thr 
145                 150                 155                 160 
Leu Val Cys Leu Ala Arg Gly Phe Phe Pro Asp His Val Glu Leu Ser 
                165                 170                 175     
Trp Trp Val Asn Gly Lys Glu Val His Ser Gly Val Ser Thr Asp Pro 
            180                 185                 190         
Gln Ala Tyr Lys Glu Ser Asn Tyr Ser Tyr Cys Leu Ser Ser Arg Leu 
        195                 200                 205             
Arg Val Ser Ala Thr Phe Trp His Asn Pro Arg Asn His Phe Arg Cys 
    210                 215                 220                 
Gln Val Gln Phe His Gly Leu Ser Glu Glu Asp Lys Trp Pro Glu Gly 
225                 230                 235                 240 
Ser Pro Lys Pro Val Thr Gln Asn Ile Ser Ala Glu Ala Trp Gly Arg 
                245                 250                 255     
Ala Asp Cys Gly Ile Thr Ser Ala Ser Tyr His Gln Gly Val Leu Ser 
            260                 265                 270         
Ala Thr Ile Leu Tyr Glu Ile Leu Leu Gly Lys Ala Thr Leu Tyr Ala 
        275                 280                 285             
Val Leu Val Ser Gly Leu Val Leu Met Ala Met Val Lys Lys Lys Asn 
    290                 295                 300                 
Ser 
305 

<210> 5
<211> 1785
<212> DNA
<213> Artificial sequence
<400> 5
atgaagacag tgactggacc tttgttcctg tgcttctggc tgcagctgaa cggtgtgagc        60
agaggcgagc aggtggagca gcgccctcct cacctgagtg tccgggaggg agacagtgcc       120
gttatcatct gcacctacac agaccctaac agttattact tcttctggta caagcaagag       180
ccgggggcag gtcttcagtt gcttatgaag gttttctcaa gtacggaaat aaacgaagga       240
caaggattca ctgtcctact gaacaagaaa gacaaacaac tctctctgaa cctcacagct       300
gcccatcctg gggactcagc cgtgtacttc tgcgcagttt actcgggata caacaaactc       360
acttttggaa agggcacggt gcttctagtc tctccagaca tccagaaccc agaacctgct       420
gtgtaccagt taaaagatcc tcggtctcag gacagcaccc tctgcctgtt caccgacttt       480
gactcccaaa tcaatgtgcc gaaaaccatg gaatctggaa cgttcatcac tgacaaaact       540
gtgctggaca tggaagctat ggattccaag agcaatgggg ccattgcctg gagcaaccag       600
acaagcttca cctgccaaga tatcttcaaa gagaccaacg ccacctaccc cagttcagac       660
gttccctgtg atgccacgtt gactgagaaa agctttgaaa cagatatgaa cctaaacttt       720
caaaacctgt cagttatggg actccgaatc ctcctgctga aagtagccgg atttaacctg       780
ctcatgacgc tgaggctgtg gtccggctcc ggagagggca gaggaagtct gctaacatgc       840
ggtgacgtcg aggagaatcc tggcccaatg ggctgtaggc tcctaagctg tgtggccttc       900
tgcctcttgg gaataggccc tttggagacg gctgttttcc agactccaaa ctatcatgtc       960
acacaggtgg gaaatgaagt gtctttcaat tgtaagcaaa ctctgggcca cgatactatg      1020
tattggtaca agcaagactc taagaaattg ctgaagatta tgtttagcta caataataag      1080
caactcattg taaacgaaac agttccaagg cgcttctcac ctcagtcttc agataaagct      1140
catttgaatc ttcgaatcaa gtctgtagag ccggaggact ctgctgtgta tctctgtgcc      1200
agcagctatg tgggcgcgga cacagaagtc ttctttggta aaggaaccag actcacagtt      1260
gtagaggatc tgagaaatgt gactccaccc aaggtctcct tgtttgagcc atcaaaagca      1320
gagattgcaa acaaacaaaa ggctaccctc gtgtgcttgg ccaggggctt cttccctgac      1380
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cacgtggagc tgagctggtg ggtgaatggc aaggaggtcc acagtggggt cagcacggac      1440
cctcaggcct acaaggagag caattatagc tactgcctga gcagccgcct gagggtctct      1500
gctaccttct ggcacaatcc tcgaaaccac ttccgctgcc aagtgcagtt ccatgggctt      1560
tcagaggagg acaagtggcc agagggctca cccaaacctg tcacacagaa catcagtgca      1620
gaggcctggg gccgagcaga ctgtggaatc acttcagcat cctatcatca gggggttctg      1680
tctgcaacca tcctctatga gatcctactg gggaaggcca ccctatatgc tgtgctggtc      1740
agtggcctgg tgctgatggc tatggtcaag aaaaaaaatt cctga                     1785
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