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<110>  Eureka Therapeutics Inc
 
<120>  ANTIBODY AGENTS SPECIFIC FOR HUMAN CD19 AND USES THEREOF
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<140>  US 62/240,624
<141>  2015-10-13

<160>  302   

<170>  PatentIn version 3.5

<210>  1
<211>  747
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  1
cagactgtgg tgactcagga gccctcagtg tctgcggccc caggacagaa ggtcaccatc       60

tcctgctctg gaagcagctc caacattggg aataattatg tatcctggta ccagcagctc      120

ccaggaacag cccccaaact cctcatttat gacaataata agcgaccctc agggattcct      180

gaccgattct ctggctccaa gtctggcacg tcagccaccc tgggcatcac cggactccag      240

actggggacg aggccgatta ttactgcgga acatgggata gcagcctgag tgctggtgtc      300

ttcggaactg ggaccaagct gaccgtccta ggttctagag gtggtggtgg tagcggcggc      360

ggcggctctg gtggtggtgg atccctcgag atggcccagg tgcagctggt ggagactggg      420

ggaggcttgg tacagcctgg ggggtccctg agactctcct gtgcagcctc tggattcacc      480

tttagcagct atgccatgag ctgggtccgc caggctccag ggaaggggct ggagtgggtc      540

tcagctatta gtggtagtgg tggtagcaca tactacgcag actccgtgaa gggccggttc      600

accatctcca gagacaattc caagaacacg ctgtatctgc aaatgaacag cctgagagcc      660

gaggacacgg ccgtatatta ctgtgcgcgc tactactact ctcgtctgga ttactggggt      720

caaggtactc tggtgaccgt ctcctca                                          747

<210>  2
<211>  249
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  2

Gln Thr Val Val Thr Gln Glu Pro Ser Val Ser Ala Ala Pro Gly Gln 
1               5                   10                  15      

Lys Val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Ile Gly Asn Asn 
            20                  25                  30          
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Tyr Val Ser Trp Tyr Gln Gln Leu Pro Gly Thr Ala Pro Lys Leu Leu 
        35                  40                  45              

Ile Tyr Asp Asn Asn Lys Arg Pro Ser Gly Ile Pro Asp Arg Phe Ser 
    50                  55                  60                  

Gly Ser Lys Ser Gly Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu Gln 
65                  70                  75                  80  

Thr Gly Asp Glu Ala Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu 
                85                  90                  95      

Ser Ala Gly Val Phe Gly Thr Gly Thr Lys Leu Thr Val Leu Gly Ser 
            100                 105                 110         

Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
        115                 120                 125             

Leu Glu Met Ala Gln Val Gln Leu Val Glu Thr Gly Gly Gly Leu Val 
    130                 135                 140                 

Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr 
145                 150                 155                 160 

Phe Ser Ser Tyr Ala Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly 
                165                 170                 175     

Leu Glu Trp Val Ser Ala Ile Ser Gly Ser Gly Gly Ser Thr Tyr Tyr 
            180                 185                 190         

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

Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala 
    210                 215                 220                 

Val Tyr Tyr Cys Ala Arg Tyr Tyr Tyr Ser Arg Leu Asp Tyr Trp Gly 
225                 230                 235                 240 

Gln Gly Thr Leu Val Thr Val Ser Ser 
                245                 

<210>  3
<211>  747
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  3
cagtctgtgc tgacgcagcc gccctcagtg tctgcggccc caggacagaa ggtcaccatc       60
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tcctgctctg gaagcagctc caacattggg aataattatg tatcctggta ccggcaactc      120

ccaggaacag cccccaaact cctcatctat gaaaataata agcgaccctc agggattcct      180

gaccgattct ctggctccaa gtctggcacg tcagccaccc tgggcatcac cggactccag      240

actggggacg aggccgatta ttactgcgga acatgggata gcagcctgcg tgctggggtc      300

ttcggaactg ggaccaaggt caccgtccta ggttctagag gtggtggtgg tagcggcggc      360

ggcggctctg gtggtggtgg atccctcgag atggcccagg tgcagctggt ggagtctggg      420

ggaggcttgg tacagcctgg ggggtccctg agactctcct gtgcagcctc tggattcacc      480

tttagcagct atgccatgag ctgggtccgc caggctccgg ggaaggggct ggagtgggtc      540

tcaggtatta gtgctagtgg tggtagcaca tactacgcag actccgtgaa gggccgcttc      600

accatctcca gagacaattc caagaatacg ctgtatctgc aaatgaacag cctgagagcc      660

gaggacacgg ccgtatatta ctgtgcgcgc tactacctgt ctcagatcga ttcttggggt      720

caaggtactc tggtgaccgt ctcctca                                          747

<210>  4
<211>  249
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  4

Gln Ser Val Leu Thr Gln Pro Pro Ser Val Ser Ala Ala Pro Gly Gln 
1               5                   10                  15      

Lys Val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Ile Gly Asn Asn 
            20                  25                  30          

Tyr Val Ser Trp Tyr Arg Gln Leu Pro Gly Thr Ala Pro Lys Leu Leu 
        35                  40                  45              

Ile Tyr Glu Asn Asn Lys Arg Pro Ser Gly Ile Pro Asp Arg Phe Ser 
    50                  55                  60                  

Gly Ser Lys Ser Gly Thr Ser Ala Thr Leu Gly Ile Thr Gly Leu Gln 
65                  70                  75                  80  

Thr Gly Asp Glu Ala Asp Tyr Tyr Cys Gly Thr Trp Asp Ser Ser Leu 
                85                  90                  95      

Arg Ala Gly Val Phe Gly Thr Gly Thr Lys Val Thr Val Leu Gly Ser 
            100                 105                 110         

Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
        115                 120                 125             

Leu Glu Met Ala Gln Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val 
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    130                 135                 140                 

Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr 
145                 150                 155                 160 

Phe Ser Ser Tyr Ala Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly 
                165                 170                 175     

Leu Glu Trp Val Ser Gly Ile Ser Ala Ser Gly Gly Ser Thr Tyr Tyr 
            180                 185                 190         

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

Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala 
    210                 215                 220                 

Val Tyr Tyr Cys Ala Arg Tyr Tyr Leu Ser Gln Ile Asp Ser Trp Gly 
225                 230                 235                 240 

Gln Gly Thr Leu Val Thr Val Ser Ser 
                245                 

<210>  5
<211>  753
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  5
cagtctgtgt tgactcagcc accctcagcg tctgggaccc ccgggcagag ggtcaccatc       60

tcttgttctg gaagcagctc caacatcgga agtaatactg taaactggta ccagcagctc      120

ccaggaacgg cccccaaact cctcatctat agtaataatc agcggccctc aggggtccct      180

gaccgattct ctggctccaa gtctggcacc tcagcctccc tggccatcag tgggctccag      240

tctgaggatg aggctgatta ttactgtgca gcatgggatg acagcctgaa tggccatgtg      300

gtattcggcg gagggaccaa gctgaccgtc ctaggttcta gaggtggtgg tggtagcggc      360

ggcggcggct ctggtggtgg tggatccctc gagatggccg aggtccagct ggtgcagtct      420

ggggctgagg tgaagaagcc tggggctaca gtgaaaatct cctgcaaggt ttctggatac      480

accttcaccg actactacat gcactgggtg caacaggccc ctggaaaagg gcttgagtgg      540

atgggacttg ttgatcctga agatggtgaa acaatatacg cagagaagtt ccagggcaga      600

gtcaccataa ccgcggacac gtctacagac acagcctaca tggagctgag cagcctgaga      660

tctgaggaca cggccgtgta ttactgtgca accggaatct atagcagacc tctgggctac      720

tggggccagg gaaccctggt caccgtctcc tca                                   753

<210>  6
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<211>  251
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  6

Gln Ser Val Leu Thr Gln Pro Pro Ser Ala Ser Gly Thr Pro Gly Gln 
1               5                   10                  15      

Arg Val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Ile Gly Ser Asn 
            20                  25                  30          

Thr Val Asn Trp Tyr Gln Gln Leu Pro Gly Thr Ala Pro Lys Leu Leu 
        35                  40                  45              

Ile Tyr Ser Asn Asn Gln Arg Pro Ser Gly Val Pro Asp Arg Phe Ser 
    50                  55                  60                  

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Gln 
65                  70                  75                  80  

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp Asp Ser Leu 
                85                  90                  95      

Asn Gly His Val Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 
            100                 105                 110         

Ser Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly 
        115                 120                 125             

Ser Leu Glu Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val 
    130                 135                 140                 

Lys Lys Pro Gly Ala Thr Val Lys Ile Ser Cys Lys Val Ser Gly Tyr 
145                 150                 155                 160 

Thr Phe Thr Asp Tyr Tyr Met His Trp Val Gln Gln Ala Pro Gly Lys 
                165                 170                 175     

Gly Leu Glu Trp Met Gly Leu Val Asp Pro Glu Asp Gly Glu Thr Ile 
            180                 185                 190         

Tyr Ala Glu Lys Phe Gln Gly Arg Val Thr Ile Thr Ala Asp Thr Ser 
        195                 200                 205             

Thr Asp Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr 
    210                 215                 220                 

Ala Val Tyr Tyr Cys Ala Thr Gly Ile Tyr Ser Arg Pro Leu Gly Tyr 
225                 230                 235                 240 
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Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
                245                 250     

<210>  7
<211>  759
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  7
tcctatgtgc tgactcagcc accctcagcg tctgggaccc ccgggcagag ggtcaccatc       60

tcttgttctg gaagcagctc caacatcgga agtcatactg taaactggta ccagcagctc      120

ccaggaacgg cccccaaact cctcatctat agtaataatc agcggccctc aggggtccct      180

gaccgattct ctggctccaa gtctggcacc tcagcctccc tggccatcag tgggctccag      240

tctgaggatg aggctgatta ttactgtgca gcatgggatg acagcctgaa tggttatgtc      300

ttcggaactg ggaccaaggt caccgtccta ggttctagag gtggtggtgg tagcggcggc      360

ggcggctctg gtggtggtgg atccctcgag atggccgagg tgcagctggt ggagactggg      420

ggaggcttgg tacagcctgg ggggtccctg agactctcct gtgcagcctc tggattcacc      480

tttagcagct atgccatgag ctgggtccgc caggctccag ggaaggggct ggagtgggtc      540

tcagctatta gtggtagtgg tggtagcaca tactacgcag actccgtgaa gggccgattc      600

accatctcca gagacaattc caagaacacg ctgtatcttc aaatgaacag cctgagagct      660

gaggacacgg ccgtgtatta ctgtgcgcgc tctgacggta aacatttctg gcagcagtac      720

gatgcttggg gtcaaggtac tctggtgacc gtctcctca                             759

<210>  8
<211>  253
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  8

Ser Tyr Val Leu Thr Gln Pro Pro Ser Ala Ser Gly Thr Pro Gly Gln 
1               5                   10                  15      

Arg Val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Ile Gly Ser His 
            20                  25                  30          

Thr Val Asn Trp Tyr Gln Gln Leu Pro Gly Thr Ala Pro Lys Leu Leu 
        35                  40                  45              

Ile Tyr Ser Asn Asn Gln Arg Pro Ser Gly Val Pro Asp Arg Phe Ser 
    50                  55                  60                  

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Gln 
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65                  70                  75                  80  

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp Asp Ser Leu 
                85                  90                  95      

Asn Gly Tyr Val Phe Gly Thr Gly Thr Lys Val Thr Val Leu Gly Ser 
            100                 105                 110         

Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
        115                 120                 125             

Leu Glu Met Ala Glu Val Gln Leu Val Glu Thr Gly Gly Gly Leu Val 
    130                 135                 140                 

Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr 
145                 150                 155                 160 

Phe Ser Ser Tyr Ala Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly 
                165                 170                 175     

Leu Glu Trp Val Ser Ala Ile Ser Gly Ser Gly Gly Ser Thr Tyr Tyr 
            180                 185                 190         

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

Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala 
    210                 215                 220                 

Val Tyr Tyr Cys Ala Arg Ser Asp Gly Lys His Phe Trp Gln Gln Tyr 
225                 230                 235                 240 

Asp Ala Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
                245                 250             

<210>  9
<211>  729
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  9
gacatccagt tgacccagtc tccatcctcc ctgtctgcat atgtgggaga cagagtcacc       60

atcacttgtc gggcgagtca gggcattacc aattctttag cctggtatca gcagaagcca      120

gggaaagccc ctaagctcct gctacatgct gcatccagat tggagtctgg ggtcccatcc      180

aggttcagtg gcagtggatt tgggacggat ttcactctca ccatcagcag cctgcagcct      240

gaagattttg cagtttatta ctgtcaacac tatttaggta ccccgtactc ttttggccag      300

gggaccaagg tggagatcaa acgttctaga ggtggtggtg gtagcggcgg cggcggctct      360
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ggtggtggtg gatccctcga gatggccgag gtgcagctgg tggagtctgg aggaggcttg      420

gtccagcctg gggggtccct gagactctcc tgtgcagcct ctgggttcac cgtcagtagc      480

aactacatga gctgggtccg ccaggctcca gggaaggggc tggagtgggt ctcagctatt      540

agtggtagtg gtggtagcac atactacgca gactccgtga agggccggtt caccatctcc      600

agagacaatt ccaagaacac gctgtatctg caaatgaaca gcctgagagc cgaggacacg      660

gccgtatatt actgtgcgcg catgaacatc gattactggg gtcaaggtac tctggtgacc      720

gtctcctca                                                              729

<210>  10
<211>  243
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  10

Asp Ile Gln Leu Thr Gln Ser Pro Ser Ser Leu Ser Ala Tyr Val Gly 
1               5                   10                  15      

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Gly Ile Thr Asn Ser 
            20                  25                  30          

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Leu 
        35                  40                  45              

His Ala Ala Ser Arg Leu Glu Ser Gly Val Pro Ser Arg Phe Ser Gly 
    50                  55                  60                  

Ser Gly Phe Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro 
65                  70                  75                  80  

Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Leu Gly Thr Pro Tyr 
                85                  90                  95      

Ser Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg Ser Arg Gly Gly 
            100                 105                 110         

Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu Met 
        115                 120                 125             

Ala Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly 
    130                 135                 140                 

Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Val Ser Ser 
145                 150                 155                 160 

Asn Tyr Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp 
                165                 170                 175     
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Val Ser Ala Ile Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser 
            180                 185                 190         

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

Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr 
    210                 215                 220                 

Cys Ala Arg Met Asn Ile Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr 
225                 230                 235                 240 

Val Ser Ser 
            

<210>  11
<211>  759
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  11
gaaattgtgc tgactcagtc tccatcctcc ctgtctgcat ctgtaggaga cagagtcacc       60

atctcttgcc gggcaagtca gagcgttagc agatttttaa attggtatca gcagaaaccg      120

ggtaaagccc ctaagctcct gatctatggt gtatccactt tggaacgtgg ggtcccttca      180

aggttcagtg gcagtggatc tgggacagat ttcactctca ccatcagcag tctgcaacct      240

gaagattttg caacttacta ctgtcaagag agttacatta tcccgctcac tttcggcgga      300

gggaccaagc tggagatcaa acgttctaga ggtggtggtg gtagcggcgg cggcggctct      360

ggtggtggtg gatccctcga gatggccgag gtgcagctgg tgcagtctgg agcagaggtg      420

aaaaggcccg gggagtctct gacgatctcc tgtaagggtt ctgaatacag ctttgccagc      480

tactggatca cctgggtgcg ccagatgccc gggaaaggcc tggagtggat ggggaggatt      540

gatcctagtg actcttatac caactacagc ccgtccttcc aaggccacgt caccatctca      600

gctgacaagt ccatcagcac tgcctacttg cagtggagca gcctgaaggc ctcggacacc      660

gccatatatt actgtgcgag accttttcag tacgactacg gtggttactc cgatgctttt      720

gatatctggg gccaagggac aatggtcacc gtctcttca                             759

<210>  12
<211>  253
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  12

Glu Ile Val Leu Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 
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1               5                   10                  15      

Asp Arg Val Thr Ile Ser Cys Arg Ala Ser Gln Ser Val Ser Arg Phe 
            20                  25                  30          

Leu Asn Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile 
        35                  40                  45              

Tyr Gly Val Ser Thr Leu Glu Arg 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 Glu Ser Tyr Ile Ile Pro Leu 
                85                  90                  95      

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys Arg Ser Arg Gly Gly 
            100                 105                 110         

Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu Met 
        115                 120                 125             

Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Arg Pro Gly 
    130                 135                 140                 

Glu Ser Leu Thr Ile Ser Cys Lys Gly Ser Glu Tyr Ser Phe Ala Ser 
145                 150                 155                 160 

Tyr Trp Ile Thr Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu Trp 
                165                 170                 175     

Met Gly Arg Ile Asp Pro Ser Asp Ser Tyr Thr Asn Tyr Ser Pro Ser 
            180                 185                 190         

Phe Gln Gly His Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr Ala 
        195                 200                 205             

Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Ile Tyr Tyr 
    210                 215                 220                 

Cys Ala Arg Pro Phe Gln Tyr Asp Tyr Gly Gly Tyr Ser Asp Ala Phe 
225                 230                 235                 240 

Asp Ile Trp Gly Gln Gly Thr Met Val Thr Val Ser Ser 
                245                 250             

<210>  13
<211>  753
<212>  DNA
<213>  Artificial Sequence
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<220>
<223>  Synthetic Construct

<400>  13
gaaattgtga tgacgcagtc tccactctcc ctgtccgtca cccctggaga gccggcctcc       60

atctcctgca ggtctagtca gagcctcttg gacagcaatg gattcaactc tttggattgg      120

tacctgcaga agccagggca gtctccacaa ctcctgatcc atttaggttc tgatcgggcc      180

tccggggtcc ctgacaggtt cagcggcagt ggatcaggca cagattttac actgaaaatc      240

agcagagtgg aggctgagga tgttggaatt tattactgca tgcagtctct acaaattccg      300

acgttcggcc aagggaccaa ggtggaaatc aaacgttcta gaggtggtgg tggtagcggc      360

ggcggcggct ctggtggtgg tggatccctc gagatggccc agatgcagct ggtgcaatct      420

ggggctgagg tgaagaaggc tgggtcctcg gtgaaggtct cctgcgagac ttctggaggc      480

accttcagca gctctagtgt caactgggtg cgacaggccc ctggacaagg gcttgagtgg      540

atgggaggaa tcatccctat cgttggaaca ccaaactacg cacagaagtt ccaggacaga      600

gtcacgatta ccgcggtcga atccaccttt acagcctaca tggagctgag cggcctgaga      660

tctgaggaca cggccgttta ttactgtgcg cgggggggat atcgcgacta tatggatgtc      720

tggggcagag ggaccacggt caccgtctcc tca                                   753

<210>  14
<211>  251
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  14

Glu Ile Val Met Thr Gln Ser Pro Leu Ser Leu Ser 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          

Asn Gly Phe Asn Ser Leu Asp Trp Tyr Leu Gln Lys Pro Gly Gln Ser 
        35                  40                  45              

Pro Gln Leu Leu Ile His Leu Gly Ser Asp Arg Ala Ser Gly Val Pro 
    50                  55                  60                  

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile 
65                  70                  75                  80  

Ser Arg Val Glu Ala Glu Asp Val Gly Ile Tyr Tyr Cys Met Gln Ser 
                85                  90                  95      

Leu Gln Ile Pro Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg 
            100                 105                 110         
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Ser Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly 
        115                 120                 125             

Ser Leu Glu Met Ala Gln Met Gln Leu Val Gln Ser Gly Ala Glu Val 
    130                 135                 140                 

Lys Lys Ala Gly Ser Ser Val Lys Val Ser Cys Glu Thr Ser Gly Gly 
145                 150                 155                 160 

Thr Phe Ser Ser Ser Ser Val Asn Trp Val Arg Gln Ala Pro Gly Gln 
                165                 170                 175     

Gly Leu Glu Trp Met Gly Gly Ile Ile Pro Ile Val Gly Thr Pro Asn 
            180                 185                 190         

Tyr Ala Gln Lys Phe Gln Asp Arg Val Thr Ile Thr Ala Val Glu Ser 
        195                 200                 205             

Thr Phe Thr Ala Tyr Met Glu Leu Ser Gly Leu Arg Ser Glu Asp Thr 
    210                 215                 220                 

Ala Val Tyr Tyr Cys Ala Arg Gly Gly Tyr Arg Asp Tyr Met Asp Val 
225                 230                 235                 240 

Trp Gly Arg Gly Thr Thr Val Thr Val Ser Ser 
                245                 250     

<210>  15
<211>  747
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  15
tcctatgagc tgactcagcc accctcagcg tctgggaccc ccgggcagag ggtcaccatc       60

tcttgttctg gaagcagctc caacatcgga agtaattatg tatactggta ccagcagctc      120

ccaggaacgg cccccaaact cctcatctat aggaataatc agcggccctc aggggtccct      180

gaccgattct ctggctccaa gtctggcacc tcagcctccc tggccatcag tgggctccgg      240

tccgaggatg aggctgatta ttactgtgca gcatgggatg acagcctgag tggttatgtc      300

ttcggaactg ggaccaaggt caccgtccta ggttctagag gtggtggtgg tagcggcggc      360

ggcggctctg gtggtggtgg atccctcgag atggccgagg tgcagctggt ggagtctgga      420

ggaggcttga tccagcctgg ggggtccctg agactctcct gtgcagcctc tgggttcacc      480

gtcagtagca actacatgag ctgggtccgc caggctccag ggaaggggct ggagtgggtc      540

tcagttattt atagcggtgg tagcacatac tacgcagact ccgtgaaggg ccgattcacc      600

atctccagag acaattccaa gaacacgctg tatcttcaaa tgaacagcct gagagccgag      660
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gacacggccg tgtattactg tgcgaggggg gggtttggag ctgaatttga ctactggggc      720

cagggaaccc tggtcaccgt ctcctca                                          747

<210>  16
<211>  249
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  16

Ser Tyr Glu Leu Thr Gln Pro Pro Ser Ala Ser Gly Thr Pro Gly Gln 
1               5                   10                  15      

Arg Val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Ile Gly Ser Asn 
            20                  25                  30          

Tyr Val Tyr Trp Tyr Gln Gln Leu Pro Gly Thr Ala Pro Lys Leu Leu 
        35                  40                  45              

Ile Tyr Arg Asn Asn Gln Arg Pro Ser Gly Val Pro Asp Arg Phe Ser 
    50                  55                  60                  

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Arg 
65                  70                  75                  80  

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp Asp Ser Leu 
                85                  90                  95      

Ser Gly Tyr Val Phe Gly Thr Gly Thr Lys Val Thr Val Leu Gly Ser 
            100                 105                 110         

Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
        115                 120                 125             

Leu Glu Met Ala Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Ile 
    130                 135                 140                 

Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr 
145                 150                 155                 160 

Val Ser Ser Asn Tyr Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly 
                165                 170                 175     

Leu Glu Trp Val Ser Val Ile Tyr Ser Gly Gly Ser Thr Tyr Tyr Ala 
            180                 185                 190         

Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn 
        195                 200                 205             

Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val 
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    210                 215                 220                 

Tyr Tyr Cys Ala Arg Gly Gly Phe Gly Ala Glu Phe Asp Tyr Trp Gly 
225                 230                 235                 240 

Gln Gly Thr Leu Val Thr Val Ser Ser 
                245                 

<210>  17
<211>  756
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  17
tcctatgtgc tgactcagcc accctcagtg tccgtgtccc caggacagac agccagcatc       60

acctgctctg gagataaatt gggggataaa tatgcttcct ggtatcagca gaagccaggc      120

cagtcccctg tactggtcat ctatcaagat aacaagcggc cctcagggat ccctgagcga      180

ttctctggct ccaactctgg gaacacagcc actctgacca tcagcgggac ccaggctatg      240

gatgaggctg actattactg tcaggcgtgg gacagcagca ctgaggatgt cttcggacct      300

gggaccaagg tcaccgtcct aggttctaga ggtggtggtg gtagcggcgg cggcggctct      360

ggtggtggtg gatccctcga gatggccgag gtgcagctgg tggagtctgg aggaggcttg      420

atccagcctg gggggtccct gagactctcc tgtgcagcct ctgggttcac cgtcagtagc      480

aactacatga gctgggtccg ccaggctcca gggaaggggc tggagtgggt ctcagttatt      540

tatagcggtg gtagcacata ctacgcagac tccgtgaagg gccgattcac catctccaga      600

gacaattcca agaacacgct gtatcttcaa atgaacagcc tgagagccga ggacacggcc      660

gtgtattact gtgcgagagg tggtatttcg gacgattact atggttcggg gagttatgat      720

aactggggcc agggaaccct ggtcaccgtc tcctca                                756

<210>  18
<211>  252
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  18

Ser Tyr Val Leu Thr Gln Pro Pro Ser Val Ser Val Ser Pro Gly Gln 
1               5                   10                  15      

Thr Ala Ser Ile Thr Cys Ser Gly Asp Lys Leu Gly Asp Lys Tyr Ala 
            20                  25                  30          

Ser Trp Tyr Gln Gln Lys Pro Gly Gln Ser Pro Val Leu Val Ile Tyr 
        35                  40                  45              
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Gln Asp Asn Lys Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
    50                  55                  60                  

Asn Ser Gly Asn Thr Ala Thr Leu Thr Ile Ser Gly Thr Gln Ala Met 
65                  70                  75                  80  

Asp Glu Ala Asp Tyr Tyr Cys Gln Ala Trp Asp Ser Ser Thr Glu Asp 
                85                  90                  95      

Val Phe Gly Pro Gly Thr Lys Val Thr Val Leu Gly Ser Arg Gly Gly 
            100                 105                 110         

Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu Met 
        115                 120                 125             

Ala Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Ile Gln Pro Gly 
    130                 135                 140                 

Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Val Ser Ser 
145                 150                 155                 160 

Asn Tyr Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp 
                165                 170                 175     

Val Ser Val Ile Tyr Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val 
            180                 185                 190         

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
        195                 200                 205             

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
    210                 215                 220                 

Ala Arg Gly Gly Ile Ser Asp Asp Tyr Tyr Gly Ser Gly Ser Tyr Asp 
225                 230                 235                 240 

Asn Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
                245                 250         

<210>  19
<211>  741
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  19
gacatccagt tgacccagtc tccatcctcc ctgtctgcat ctgtaggaga cagagtcacc       60

atcacttgcc gggcaagtca gagcattagc agctatttaa attggtatca gcagaaacca      120

gggaaagccc ctaagctcct gatctatgct gcatccagtt tgcaaagtgg ggtcccatca      180
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aggttcagtg gcagtggatc tgggacagat ttcactctca ccatcagcag tctgcaacct      240

gaagattttg caacttacta ctgtcaacag agttacagta cccccttcac tttcggcgga      300

gggaccaagg tggagatcaa acgttctaga ggtggtggtg gtagcggcgg cggcggctct      360

ggtggtggtg gatccctcga gatggccgag gtgcagctgg tggagtctgg gggaggcttg      420

gtccagcctg gggggtccct gagactctcc tgtgcagcct ctggattcac cgtcagtagc      480

aactacatga gctgggtccg ccaggctcca gggaaggggc tggagtgggt ctcagttatt      540

tatagcggtg gtagcacata ctacgcagac tccgtgaagg gccgattcac catctccaga      600

gacaattcca agaacacgct gtatcttcaa atgaacagcc tgagagctga ggacacggct      660

gtgtattact gtgcgagaga aagggggatg ggatatgctt ttgatatctg gggccaaggg      720

acaatggtca ccgtctcttc a                                                741

<210>  20
<211>  247
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  20

Asp Ile Gln Leu 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 Phe 
                85                  90                  95      

Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Arg Ser Arg Gly Gly 
            100                 105                 110         

Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu Met 
        115                 120                 125             

Ala Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly 
    130                 135                 140                 

Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Val Ser Ser 
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145                 150                 155                 160 

Asn Tyr Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp 
                165                 170                 175     

Val Ser Val Ile Tyr Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val 
            180                 185                 190         

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
        195                 200                 205             

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys 
    210                 215                 220                 

Ala Arg Glu Arg Gly Met Gly Tyr Ala Phe Asp Ile Trp Gly Gln Gly 
225                 230                 235                 240 

Thr Met Val Thr Val Ser Ser 
                245         

<210>  21
<211>  720
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  21
gacatccaga tgacccagtc tccatcctcc ctgtctgcat ctgtaggaga cagagtcacc       60

atcacttgcc gggccagtca gggcattggc agttatttag cctggtatca gcaaaaacca      120

gggaaagccc ctaaactcct gatctatcct gcatccacgt tgcaaagtgg ggtcccatca      180

agattcagcg gcagtggatc tgggacagaa ttcactctca caatcagcag cctgcagcct      240

gaagattttg caacttatta ctgtcaacaa cttaatagtc tcttcggcca agggacacga      300

ctggagatta aacgttctag aggtggtggt ggtagcggcg gcggcggctc tggtggtggt      360

ggatccctcg agatggccca gctgcagctg caggagtcgg gcccaggact ggtgaagcct      420

tcggagaccc tgtccctcac ctgctctgtc tctggtgtct ccatgagtga aaactactgg      480

agctggatcc ggcagccccc agggaagcga ctggagtgga ttgggtgtgc ccattacact      540

ggggacaccc actacaaccc ctccctcaag ggtcgagtca ccatatcact agacacgtcc      600

atgaaccagt tctccctgag gctgaactct gtgaccgctg cggacacggc cgtctattac      660

tgtgcgagtt atcatccctt taactactgg ggccagggaa ccctggtcac cgtctcctca      720

<210>  22
<211>  240
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct
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<400>  22

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 Gly Ile Gly Ser Tyr 
            20                  25                  30          

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile 
        35                  40                  45              

Tyr Pro Ala Ser Thr Leu Gln 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 Leu Asn Ser Leu Phe Gly 
                85                  90                  95      

Gln Gly Thr Arg Leu Glu Ile Lys Arg Ser Arg Gly Gly Gly Gly Ser 
            100                 105                 110         

Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu Met Ala Gln Leu 
        115                 120                 125             

Gln Leu Gln Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Glu Thr Leu 
    130                 135                 140                 

Ser Leu Thr Cys Ser Val Ser Gly Val Ser Met Ser Glu Asn Tyr Trp 
145                 150                 155                 160 

Ser Trp Ile Arg Gln Pro Pro Gly Lys Arg Leu Glu Trp Ile Gly Cys 
                165                 170                 175     

Ala His Tyr Thr Gly Asp Thr His Tyr Asn Pro Ser Leu Lys Gly Arg 
            180                 185                 190         

Val Thr Ile Ser Leu Asp Thr Ser Met Asn Gln Phe Ser Leu Arg Leu 
        195                 200                 205             

Asn Ser Val Thr Ala Ala Asp Thr Ala Val Tyr Tyr Cys Ala Ser Tyr 
    210                 215                 220                 

His Pro Phe Asn Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
225                 230                 235                 240 

<210>  23
<211>  774
<212>  DNA
<213>  Artificial Sequence
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<220>
<223>  Synthetic Construct

<400>  23
caggctgtgc tgactcagcc accctcggcg tctgggaccc ccgggcagag ggtcaccatc       60

tcttgttctg gaagcagctc caacatcgga actaaaactg taaactggta tcaggtgctc      120

ccaggaacgg cccccaaact cctcatctat agtaattatc gccggccctc aggggtccct      180

gaccgattct ctggctccaa gtctggcacc tcagcctccc tggccatcag tgggctccag      240

tctgacgatg aggctgatta ttactgtgca ctatgggatg acagcctgga tggttatgtc      300

ttcggaactg ggaccaaggt caccgtccta ggttctagag gtggtggtgg tagcggcggc      360

ggcggctctg gtggtggtgg atccctcgag atggccgagg tccagctggt gcagtctggg      420

gctgaggtga ggaggcctgg ggctacagtg aaaatctcct gcaaggtttc tggatacacc      480

ttcaacgact tctacttaca ctgggtgcga caggcccctg gaaaagggct tgagtggatg      540

ggacgtattg atcctgaaga tggtaaaaca agatatgcag agaagttcca gggcagactc      600

accattaccg cggacacgtc tacagacact ctttacatgc aactgggcgg cctgacatct      660

gacgacacgg ccgtctatta ctgtacaact gattggggct atagcagttc cctacgtgag      720

gaggacatct ggtacgactg ctggggccag ggaaccctgg tcaccgtctc ctca            774

<210>  24
<211>  258
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  24

Gln Ala Val Leu Thr Gln Pro Pro Ser Ala Ser Gly Thr Pro Gly Gln 
1               5                   10                  15      

Arg Val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Ile Gly Thr Lys 
            20                  25                  30          

Thr Val Asn Trp Tyr Gln Val Leu Pro Gly Thr Ala Pro Lys Leu Leu 
        35                  40                  45              

Ile Tyr Ser Asn Tyr Arg Arg Pro Ser Gly Val Pro Asp Arg Phe Ser 
    50                  55                  60                  

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Gln 
65                  70                  75                  80  

Ser Asp Asp Glu Ala Asp Tyr Tyr Cys Ala Leu Trp Asp Asp Ser Leu 
                85                  90                  95      

Asp Gly Tyr Val Phe Gly Thr Gly Thr Lys Val Thr Val Leu Gly Ser 
            100                 105                 110         
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Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
        115                 120                 125             

Leu Glu Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Arg 
    130                 135                 140                 

Arg Pro Gly Ala Thr Val Lys Ile Ser Cys Lys Val Ser Gly Tyr Thr 
145                 150                 155                 160 

Phe Asn Asp Phe Tyr Leu His Trp Val Arg Gln Ala Pro Gly Lys Gly 
                165                 170                 175     

Leu Glu Trp Met Gly Arg Ile Asp Pro Glu Asp Gly Lys Thr Arg Tyr 
            180                 185                 190         

Ala Glu Lys Phe Gln Gly Arg Leu Thr Ile Thr Ala Asp Thr Ser Thr 
        195                 200                 205             

Asp Thr Leu Tyr Met Gln Leu Gly Gly Leu Thr Ser Asp Asp Thr Ala 
    210                 215                 220                 

Val Tyr Tyr Cys Thr Thr Asp Trp Gly Tyr Ser Ser Ser Leu Arg Glu 
225                 230                 235                 240 

Glu Asp Ile Trp Tyr Asp Cys Trp Gly Gln Gly Thr Leu Val Thr Val 
                245                 250                 255     

Ser Ser 
        

<210>  25
<211>  756
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  25
tcctatgagc tgactcagcc accctcagtg tcagtggccc caggaaagac ggccaggatt       60

acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaagccaggc      120

caggcccctg tgctggtcat ctattatgat agcgaccggc cctcagggat ccctgagcga      180

ttctctggct ccaactctgg gaacacggcc accctgacca tcagcagggt cgaagccggg      240

gatgaggccg actattactg tcaggtgtgg gatagtagta gtgatcatta tgtcttcgga      300

actgggacca aggtcaccgt cctaggttct agaggtggtg gtggtagcgg cggcggcggc      360

tctggtggtg gtggatccct cgagatggcc gaggtgcagc tggtgcagtc tggggctgag      420

gtgaagaagc ctgggtcctc ggtgaaggtc tcctgcaagg cttctggagg caccttcagc      480

agctatgcta tcagctgggt gcgacaggcc cctggacaag ggcttgagtg gatgggaggg      540
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atcatcccta tctttggtac agcaaactac gcacagaagt tccagggcag agtcacgatt      600

accgcggacg aatccacgag cacagcctac atggagctga gcagcctgag atctgaggac      660

acggccgtgt attactgtgc gagagattat gggtacggtg actacggtga tgcttttgat      720

atctggggcc aagggacaat ggtcaccgtc tcttca                                756

<210>  26
<211>  252
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  26

Ser Tyr Glu Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Lys 
1               5                   10                  15      

Thr Ala Arg Ile Thr Cys Gly Gly Asn Asn Ile Gly Ser Lys Ser Val 
            20                  25                  30          

His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Ile Tyr 
        35                  40                  45              

Tyr Asp Ser Asp Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
    50                  55                  60                  

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

Asp Glu Ala Asp Tyr Tyr Cys Gln Val Trp Asp Ser Ser Ser Asp His 
                85                  90                  95      

Tyr Val Phe Gly Thr Gly Thr Lys Val Thr Val Leu Gly Ser Arg Gly 
            100                 105                 110         

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu 
        115                 120                 125             

Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro 
    130                 135                 140                 

Gly Ser Ser Val Lys Val Ser Cys Lys Ala Ser Gly Gly Thr Phe Ser 
145                 150                 155                 160 

Ser Tyr Ala Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu 
                165                 170                 175     

Trp Met Gly Gly Ile Ile Pro Ile Phe Gly Thr Ala Asn Tyr Ala Gln 
            180                 185                 190         

Lys Phe Gln Gly Arg Val Thr Ile Thr Ala Asp Glu Ser Thr Ser Thr 
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        195                 200                 205             

Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr 
    210                 215                 220                 

Tyr Cys Ala Arg Asp Tyr Gly Tyr Gly Asp Tyr Gly Asp Ala Phe Asp 
225                 230                 235                 240 

Ile Trp Gly Gln Gly Thr Met Val Thr Val Ser Ser 
                245                 250         

<210>  27
<211>  753
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  27
tcctatgtgc tgactcagcc accctcggtg tcagtggccc caggaaagac ggccaggatt       60

acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaggccaggc      120

caggcccctg tgctggtcgt ctatgatgat agcgaccggc cctcagggat ccctgagcga      180

ttctctggct ccaactctgg aaacacggcc accctgacca tcagcagggt cgaagccggg      240

gatgaggccg actattcctg tcaggtgtgg gatagcagta gtgatcatta tgtcttcgga      300

cctgggacca aggtcaccgt cctaggttct agaggtggtg gtggtagcgg cggcggcggc      360

tctggtggtg gtggatccct cgagatggcc gaagtgcagc tggtgcagtc tggagcagag      420

gtgaaaaagc ccggggagtc tctgaagatc tcctgtaagg gttctggata cagctttacc      480

agctactgga tcggctgggt gcgccagatg cccgggaaag gcctggagtg gatggggatc      540

atctatcctg gtgactctga taccagatac agcccgtcct tccaaggcca ggtcaccatc      600

tcagccgaca agtccatcag caccgcctac ctgcagtgga gcagcctgaa ggcctcggac      660

accgccatgt attactgtgc gcgcgttgtt ggtactatct actctatgca gtacgatgtt      720

tggggtcaag gtactctggt gaccgtctcc tca                                   753

<210>  28
<211>  251
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  28

Ser Tyr Val Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Lys 
1               5                   10                  15      

Thr Ala Arg Ile Thr Cys Gly Gly Asn Asn Ile Gly Ser Lys Ser Val 
            20                  25                  30          
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His Trp Tyr Gln Gln Arg Pro Gly Gln Ala Pro Val Leu Val Val Tyr 
        35                  40                  45              

Asp Asp Ser Asp Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
    50                  55                  60                  

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

Asp Glu Ala Asp Tyr Ser Cys Gln Val Trp Asp Ser Ser Ser Asp His 
                85                  90                  95      

Tyr Val Phe Gly Pro Gly Thr Lys Val Thr Val Leu Gly Ser Arg Gly 
            100                 105                 110         

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu 
        115                 120                 125             

Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro 
    130                 135                 140                 

Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr 
145                 150                 155                 160 

Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu 
                165                 170                 175     

Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro 
            180                 185                 190         

Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr 
        195                 200                 205             

Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr 
    210                 215                 220                 

Tyr Cys Ala Arg Val Val Gly Thr Ile Tyr Ser Met Gln Tyr Asp Val 
225                 230                 235                 240 

Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
                245                 250     

<210>  29
<211>  780
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  29
ctgcctgtgc tgactcagcc accctcggtg tcagtggccc caggaaagac ggccaggatt       60
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acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaagccaggc      120

caggcccctg tgctggtcgt ctatgatgat agcgaccggc cctcagggat ccctgagcga      180

ttctctggct ccaactctgg gaacacggcc accctgacca tcagcagggt cgaagccggg      240

gatgaggccg actattactg tcaggtgtgg gatagtagta gtgattatgt ggtattcggc      300

ggagggacca agctgaccgt cctaggttct agaggtggtg gtggtagcgg cggcggcggc      360

tctggtggtg gtggatccct cgagatggcc gaagtgcagc tggtgcagtc tggagcagag      420

gtgaaaaagc ccggggagtc tctgaagatc tcctgtaagg gttctggata cagctttacc      480

agctactgga tcggctgggt gcgccagatg cccgggaaag gcctggagtg gatggggatc      540

atctatcctg gtgactctga taccagatac agcccgtcct tccaaggcca ggtcaccatc      600

tcagccgaca agtccatcag caccgcctac ctgcagtgga gcagcctgaa ggcctcggac      660

accgccatgt attactgtgc gcgccaggtt tggggttggc agggtggtat gtacccgcgt      720

tctaactggt ggtacaacat ggattcttgg ggtcaaggta ctctggtgac cgtctcctca      780

<210>  30
<211>  260
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  30

Leu Pro Val Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Lys 
1               5                   10                  15      

Thr Ala Arg Ile Thr Cys Gly Gly Asn Asn Ile Gly Ser Lys Ser Val 
            20                  25                  30          

His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Val Tyr 
        35                  40                  45              

Asp Asp Ser Asp Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
    50                  55                  60                  

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

Asp Glu Ala Asp Tyr Tyr Cys Gln Val Trp Asp Ser Ser Ser Asp Tyr 
                85                  90                  95      

Val Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser Arg Gly 
            100                 105                 110         

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu 
        115                 120                 125             

Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro 
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    130                 135                 140                 

Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr 
145                 150                 155                 160 

Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu 
                165                 170                 175     

Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro 
            180                 185                 190         

Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr 
        195                 200                 205             

Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr 
    210                 215                 220                 

Tyr Cys Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg 
225                 230                 235                 240 

Ser Asn Trp Trp Tyr Asn Met Asp Ser Trp Gly Gln Gly Thr Leu Val 
                245                 250                 255     

Thr Val Ser Ser 
            260 

<210>  31
<211>  759
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  31
caggctgtgc tgactcagcc accctcggtg tctgaagccc ccaggcagag ggtcaccatc       60

tcctgttctg gaagcagctc caacgtcgga aataatgctg taaactggta ccagcaggtc      120

ccaggaaagg ctcccaaact cctcatctat tatgatgatc tgctgtcctc aggggtctct      180

gaccgattct ctggctccaa gtctggcacc tcagcctccc tggccatcag tgggctccag      240

tctgaggatg aggccgatta ttattgtgca gcatgggatg acagcctgaa tggtccggta      300

ttcggcggag ggaccaagct gaccgtccta ggttctagag gtggtggtgg tagcggcggc      360

ggcggctctg gtggtggtgg atccctcgag atggccgaag tgcagctggt gcagtctgga      420

gcagaggtga aaaagcccgg ggagtctctg aagatctcct gtaagggttc tggatacagc      480

tttaccagct actggatcgg ctgggtgcgc cagatgcccg ggaaaggcct ggagtggatg      540

gggatcatct atcctggtga ctctgatacc agatacagcc cgtccttcca aggccaggtc      600

accatctcag ccgacaagtc catcagcacc gcctacctgc agtggagcag cctgaaggcc      660

tcggacaccg ccatgtatta ctgtgcgcgc tggtcttcta cttgggactc tatgtacatg      720
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gattactggg gtcaaggtac tctggtgacc gtctcctca                             759

<210>  32
<211>  253
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  32

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

Arg Val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Val Gly Asn Asn 
            20                  25                  30          

Ala Val Asn Trp Tyr Gln Gln Val Pro Gly Lys Ala Pro Lys Leu Leu 
        35                  40                  45              

Ile Tyr Tyr Asp Asp Leu Leu Ser Ser Gly Val Ser Asp Arg Phe Ser 
    50                  55                  60                  

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Gln 
65                  70                  75                  80  

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp Asp Ser Leu 
                85                  90                  95      

Asn Gly Pro Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser 
            100                 105                 110         

Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
        115                 120                 125             

Leu Glu Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys 
    130                 135                 140                 

Lys Pro Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser 
145                 150                 155                 160 

Phe Thr Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly 
                165                 170                 175     

Leu Glu Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr 
            180                 185                 190         

Ser Pro Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile 
        195                 200                 205             

Ser Thr Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala 
    210                 215                 220                 
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Met Tyr Tyr Cys Ala Arg Trp Ser Ser Thr Trp Asp Ser Met Tyr Met 
225                 230                 235                 240 

Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
                245                 250             

<210>  33
<211>  756
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  33
cagcctgtgc tgactcagcc accctcagtg tcagtggccc caggaaagac ggccaggatc       60

acctgtggag gaaacaacat tggaagtgaa agtgtgcact ggtaccagca gaagccaggc      120

caggccccta tggtggtcat ctattatgat agcaaccggc cctcagggat ccctgagcga      180

ttctctggct ccaactctgg gaacacggcc accctgaccg tcagcagggt cgaagccgag      240

gatgaggccg actattactg tcaggtgtgg aatagtagta gtgatcatcg aggagtgttc      300

ggcggaggga ccaagctgac cgtcctaggt tctagaggtg gtggtggtag cggcggcggc      360

ggctctggtg gtggtggatc cctcgagatg gccgaagtgc agctggtgca gtctggagca      420

gaggtgaaaa agcccgggga gtctctgagg atctcctgta agggttctgg atacagcttt      480

accagctact ggatcggctg ggtgcgccag atgcccggga aaggcctgga gtggatgggg      540

atcatctatc ctggtgactc tgataccaga tacagcccgt ccttccaagg ccaggtcacc      600

atctcagccg acaagtccat cagcaccgcc tacctgcagt ggagcagcct gaaggcctcg      660

gacaccgcca tgtattactg tgcgcgcgtt acttactcta tggactctta ctacttcgat      720

tcttggggtc aaggtactct ggtgaccgtc tcctca                                756

<210>  34
<211>  252
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  34

Gln Pro Val Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Lys 
1               5                   10                  15      

Thr Ala Arg Ile Thr Cys Gly Gly Asn Asn Ile Gly Ser Glu Ser Val 
            20                  25                  30          

His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Met Val Val Ile Tyr 
        35                  40                  45              

Tyr Asp Ser Asn Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
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    50                  55                  60                  

Asn Ser Gly Asn Thr Ala Thr Leu Thr Val Ser Arg Val Glu Ala Glu 
65                  70                  75                  80  

Asp Glu Ala Asp Tyr Tyr Cys Gln Val Trp Asn Ser Ser Ser Asp His 
                85                  90                  95      

Arg Gly Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser Arg 
            100                 105                 110         

Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu 
        115                 120                 125             

Glu Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys 
    130                 135                 140                 

Pro Gly Glu Ser Leu Arg Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe 
145                 150                 155                 160 

Thr Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly Leu 
                165                 170                 175     

Glu Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser 
            180                 185                 190         

Pro Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser 
        195                 200                 205             

Thr Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met 
    210                 215                 220                 

Tyr Tyr Cys Ala Arg Val Thr Tyr Ser Met Asp Ser Tyr Tyr Phe Asp 
225                 230                 235                 240 

Ser Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
                245                 250         

<210>  35
<211>  780
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  35
ctgcctgtgc ttactcagcc accctcggtg tcagtggccc caggaaagac ggccaggatt       60

acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaagccaggc      120

caggcccctg tgctggtcgt ctatgatgat agcgaccggc cctcagggat ccctgagcga      180

ttctctggct ccaactctgg gaacacggcc accctgacca tcaacagggt cgaagccggg      240
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gatgaggccg actattactg tcaggtgtgg gatagtagta gtgattatgt ggtattcggc      300

ggagggacca agctgaccgt cctaggttct agaggtggtg gtggtagcgg cggcggcggc      360

tctggtggtg gtggatccct cgagatggcc gaagtgcagc tggtgcagtc tggagcagag      420

gtgaaaaagc ctggggagtc tctgaagatc tcctgtaagg gttctggata cagctttacc      480

agctactgga tcggctgggt gcgccagatg cccgggaaag gcctggagtg gatggggatc      540

atctatcctg gtgactctga taccagatac agcccgtcct tccaaggcca ggtcaccatc      600

tcagccgaca agtccatcag caccgcctac ctgcagtgga gcagcctgaa ggcctcggac      660

accgccatgt attactgtgc gcgccaggtt tggggttggc agggtggtat gtacccgcgt      720

tctaactggt ggtacaacat ggattcttgg ggtcaaggta ctctggtgac tgtctcctca      780

<210>  36
<211>  260
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  36

Leu Pro Val Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Lys 
1               5                   10                  15      

Thr Ala Arg Ile Thr Cys Gly Gly Asn Asn Ile Gly Ser Lys Ser Val 
            20                  25                  30          

His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Val Tyr 
        35                  40                  45              

Asp Asp Ser Asp Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
    50                  55                  60                  

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

Asp Glu Ala Asp Tyr Tyr Cys Gln Val Trp Asp Ser Ser Ser Asp Tyr 
                85                  90                  95      

Val Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser Arg Gly 
            100                 105                 110         

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu 
        115                 120                 125             

Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro 
    130                 135                 140                 

Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr 
145                 150                 155                 160 
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Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu 
                165                 170                 175     

Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro 
            180                 185                 190         

Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr 
        195                 200                 205             

Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr 
    210                 215                 220                 

Tyr Cys Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg 
225                 230                 235                 240 

Ser Asn Trp Trp Tyr Asn Met Asp Ser Trp Gly Gln Gly Thr Leu Val 
                245                 250                 255     

Thr Val Ser Ser 
            260 

<210>  37
<211>  780
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  37
ctgcctgtgc tgactcagcc accctcggtg tcagtggccc caggaaagac ggccaggatt       60

acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaagccaggc      120

caggcccctg tgctggtcgt ctatgatgat agcgaccggc cctcagggat ccctgagcga      180

ttctctggct ccaactctgg gaacacggcc accctgacca tcagcagggt cgaagccggg      240

gatgaggccg actattactg tcaggtgtgg gatagtagta gtgattatgt ggtatttggc      300

ggagggacca agctgaccgt cctaggttct agaggtggtg gtggtagcgg cggcggcggc      360

tctggtggtg gtggatccct cgagatggcc gaagtgcggc tggtgcagtc tggagcagag      420

gtgaaaaagc ccggggagtc tctgaagatc tcctgcaagg gttctggata cagctttacc      480

agcttctgga tcggctgggt gcgccagatg cccgggaaag gcctggagtg gatggggatc      540

atctatcctg gtgactctga taccagatac agcccgtcct tccaaggcca ggtcaccatc      600

tcagccgaca agtccatcag caccgcctac ctgcagtgga gcagcctgaa ggcctcggac      660

accgcgatgt attactgtgt gcgccaggtt tggggttggc agggtggtat gtacccgcgt      720

tctaactggt ggtacaacat ggattcttgg ggtcaaggta ctctggtaac cgtctcctca      780

<210>  38
<211>  260
<212>  PRT
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<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  38

Leu Pro Val Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Lys 
1               5                   10                  15      

Thr Ala Arg Ile Thr Cys Gly Gly Asn Asn Ile Gly Ser Lys Ser Val 
            20                  25                  30          

His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Val Tyr 
        35                  40                  45              

Asp Asp Ser Asp Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
    50                  55                  60                  

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

Asp Glu Ala Asp Tyr Tyr Cys Gln Val Trp Asp Ser Ser Ser Asp Tyr 
                85                  90                  95      

Val Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser Arg Gly 
            100                 105                 110         

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu 
        115                 120                 125             

Met Ala Glu Val Arg Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro 
    130                 135                 140                 

Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr 
145                 150                 155                 160 

Ser Phe Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu 
                165                 170                 175     

Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro 
            180                 185                 190         

Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr 
        195                 200                 205             

Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr 
    210                 215                 220                 

Tyr Cys Val Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg 
225                 230                 235                 240 

Ser Asn Trp Trp Tyr Asn Met Asp Ser Trp Gly Gln Gly Thr Leu Val 
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                245                 250                 255     

Thr Val Ser Ser 
            260 

<210>  39
<211>  780
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  39
ctgcctgtgc tgactcagcc accctcggtg tcagtggccc caggagagac ggccaggatt       60

acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaagccaggc      120

caggcccctg tgctggtcgt ctatgatgat agcgaccggc cctcagggat ccctgagcga      180

ttctctggct ccaactctgg gaacacggcc accctgacca tcagcagggt cgaagccggg      240

gatgaggccg actattactg tcaggtgtgg gatagtagta gtgattatgt ggtattcggc      300

ggagggacca agctgaccgt cctaggttct agaggtggtg gtggtagcgg cggcggcggc      360

tctggtggtg gtggatccct cgagatggca gaagtgcagc tggtgcagtc tggagcagag      420

gtgaaaaagc ccggggagtc tctgaagatc tcctgtaagg gttctggata cagctttacc      480

agctactgga tcggctgggt gcgccagatg cccgggaaag gcctggagtg gatggggatc      540

atctatcctg gtgactctga taccagatac agcccgtcct tccaaggcca ggtcaccatc      600

tcagccgaca agtccatcag caccgcctac ctgcagtgga gcagcctgaa ggcctcggac      660

accgccatgt attactgtgc gcgccaggtt tggggttggc agggtggtat gtacccgcgt      720

tctaactggt ggtacaacat ggattcttgg ggtcaaggta ctctggtgac cgtctcctca      780

<210>  40
<211>  260
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  40

Leu Pro Val Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Glu 
1               5                   10                  15      

Thr Ala Arg Ile Thr Cys Gly Gly Asn Asn Ile Gly Ser Lys Ser Val 
            20                  25                  30          

His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Val Tyr 
        35                  40                  45              

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

Asp Glu Ala Asp Tyr Tyr Cys Gln Val Trp Asp Ser Ser Ser Asp Tyr 
                85                  90                  95      

Val Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser Arg Gly 
            100                 105                 110         

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu 
        115                 120                 125             

Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro 
    130                 135                 140                 

Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr 
145                 150                 155                 160 

Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu 
                165                 170                 175     

Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro 
            180                 185                 190         

Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr 
        195                 200                 205             

Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr 
    210                 215                 220                 

Tyr Cys Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg 
225                 230                 235                 240 

Ser Asn Trp Trp Tyr Asn Met Asp Ser Trp Gly Gln Gly Thr Leu Val 
                245                 250                 255     

Thr Val Ser Ser 
            260 

<210>  41
<211>  780
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  41
ctgcctgtgc tgactcagcc accctcggtg tcagtggccc caggaaagac ggccaggatt       60

acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaagccaggc      120

caggcccctg tgctggtcgt ctatgatgat agcgaccggc cctcagggat ccctgagcga      180
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ttctctggct ccaactctgg gaacacggcc accctgacca tcagcagggt cgaagccggg      240

gatgaggccg actattactg tcaggtgtgg gatagtagta gtgattatgt ggtattcggc      300

ggagggacca agctgaccgt cctaggttct agaggtggtg gtggtagcgg cggcggcggc      360

tctggcggtg gtggatccct cgagatggcc gaagtgcagc tggtgcagtc tggagcagag      420

gtgaaaaagc ccggggagtc tctgaagatc tcctgtaagg gttctggata cagctttacc      480

agctactgga tcggctgggt gcgccagatg cccgggaaag gcctggagtg gatggggatc      540

atctatcctg gtgactctga taccagatac agcccgtcct tccaaggcca ggtcaccatc      600

tcagccgaca agtccatcag caccgcctac ctgcagtgga gcagcctgaa ggcctcggac      660

accgccatgt attactgtgc gcgccaggtt tggggttggc agggtggtat gtacccgcgt      720

tctaactggt ggtacaactt ggattcttgg ggtcaaggta ctctggtgac cgtctcctca      780

<210>  42
<211>  260
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  42

Leu Pro Val Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Lys 
1               5                   10                  15      

Thr Ala Arg Ile Thr Cys Gly Gly Asn Asn Ile Gly Ser Lys Ser Val 
            20                  25                  30          

His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Val Tyr 
        35                  40                  45              

Asp Asp Ser Asp Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
    50                  55                  60                  

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

Asp Glu Ala Asp Tyr Tyr Cys Gln Val Trp Asp Ser Ser Ser Asp Tyr 
                85                  90                  95      

Val Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser Arg Gly 
            100                 105                 110         

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu 
        115                 120                 125             

Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro 
    130                 135                 140                 

Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr 
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145                 150                 155                 160 

Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu 
                165                 170                 175     

Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro 
            180                 185                 190         

Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr 
        195                 200                 205             

Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr 
    210                 215                 220                 

Tyr Cys Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg 
225                 230                 235                 240 

Ser Asn Trp Trp Tyr Asn Leu Asp Ser Trp Gly Gln Gly Thr Leu Val 
                245                 250                 255     

Thr Val Ser Ser 
            260 

<210>  43
<211>  780
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  43
ctgcctgtgc tgactcagcc accctcggtg tcagtggccc caggaaagac ggccaggatt       60

acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaagccaggc      120

caggcccctg tgctggtcgt ctatgatgat agcgaccggc cctcagggat ccctgagcga      180

ttctctggct ccaactctgg gaacacggcc accatgacca tcagcagggt cgaagccggg      240

gatgaggccg actattactg tcaggtgtgg gatagtagta gtgattatgt ggtattcggc      300

ggagggacca agctgaccgt cctaggttct agaggtggtg gtggtagcgg cggcggcggc      360

tctggtggtg gtggatccct cgagatggcc gaagtgcagc tggtgcagtc tggagcagag      420

gtgaaaaagc ccggggagtc tctgaagatc tcctgtaagg gtgctggata cagctttacc      480

agctactgga tcggctgggt gcgccagatg cccgggaaag gcctggagtg gatggggatc      540

atctatcctg gtgactctga taccagatac agcccgtcct tccaaggcca ggtcaccatc      600

tcagccgaca agtccatcag caccgcctac ctgcagtgga gcagcctgaa ggcctcggac      660

accgccatgt attactgtgc gcgccaggtt tggggttggc agggtggtat gtacccgcgt      720

tctaactggt ggtacaacat ggattcttgg ggtcaaggta ctctggtgac cgtctcctca      780

<210>  44
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<211>  260
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  44

Leu Pro Val Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Lys 
1               5                   10                  15      

Thr Ala Arg Ile Thr Cys Gly Gly Asn Asn Ile Gly Ser Lys Ser Val 
            20                  25                  30          

His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Val Tyr 
        35                  40                  45              

Asp Asp Ser Asp Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
    50                  55                  60                  

Asn Ser Gly Asn Thr Ala Thr Met Thr Ile Ser Arg Val Glu Ala Gly 
65                  70                  75                  80  

Asp Glu Ala Asp Tyr Tyr Cys Gln Val Trp Asp Ser Ser Ser Asp Tyr 
                85                  90                  95      

Val Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser Arg Gly 
            100                 105                 110         

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu 
        115                 120                 125             

Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro 
    130                 135                 140                 

Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ala Gly Tyr Ser Phe Thr 
145                 150                 155                 160 

Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu 
                165                 170                 175     

Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro 
            180                 185                 190         

Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr 
        195                 200                 205             

Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr 
    210                 215                 220                 

Tyr Cys Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg 
225                 230                 235                 240 
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Ser Asn Trp Trp Tyr Asn Met Asp Ser Trp Gly Gln Gly Thr Leu Val 
                245                 250                 255     

Thr Val Ser Ser 
            260 

<210>  45
<211>  780
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  45
ctgcctgtgc tgactcagcc accctcggtg tcagtggccc caggaaagac ggccaggatt       60

acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaagccaggc      120

caggcccctg tgctggtcgt ctatgatgat agcgaccggc cctcagggat ccctgagcga      180

ttctctggct ccaactctgg gaacatggcc accctgacca tcagcagggt cgaagccggg      240

gatgaggccg actattactg tcaggtgtgg gatagtagta gtgattatgt ggtattcggc      300

ggagggacca agctgaccgt cctaggttct agaggtggtg gtggtagcgg cggcggcggc      360

tctggtggtg gtggatccct cgagatggcc gaagtgcagc tggtgcagtc tggagcagag      420

gtgaaaaagc ccggggagtc tctgaagatc tcctgtaagg gttctggata cagctttacc      480

agctactgga tcggctgggt gcgccagatg cccgggaaag gcctggagtg gatggggatc      540

atctatcctg gtgactctga taccagatac agcccgtcct tccaaggcca ggtcaccatc      600

tcagccgaca agtccatcag caccgcctac ctgcagtgga gcagcctgaa ggcctcggac      660

accgccatgt attactgtgc gcgccaggtt tggggttggc agggtggtat gtacccgcgt      720

tctaactggt ggtacaacat ggattcttgg ggtcaaggta ctctggtgac cgtctcctca      780

<210>  46
<211>  260
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  46

Leu Pro Val Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Lys 
1               5                   10                  15      

Thr Ala Arg Ile Thr Cys Gly Gly Asn Asn Ile Gly Ser Lys Ser Val 
            20                  25                  30          

His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Val Tyr 
        35                  40                  45              

Asp Asp Ser Asp Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
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    50                  55                  60                  

Asn Ser Gly Asn Met Ala Thr Leu Thr Ile Ser Arg Val Glu Ala Gly 
65                  70                  75                  80  

Asp Glu Ala Asp Tyr Tyr Cys Gln Val Trp Asp Ser Ser Ser Asp Tyr 
                85                  90                  95      

Val Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser Arg Gly 
            100                 105                 110         

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu 
        115                 120                 125             

Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro 
    130                 135                 140                 

Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr 
145                 150                 155                 160 

Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu 
                165                 170                 175     

Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro 
            180                 185                 190         

Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr 
        195                 200                 205             

Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr 
    210                 215                 220                 

Tyr Cys Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg 
225                 230                 235                 240 

Ser Asn Trp Trp Tyr Asn Met Asp Ser Trp Gly Gln Gly Thr Leu Val 
                245                 250                 255     

Thr Val Ser Ser 
            260 

<210>  47
<211>  780
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  47
ctgcctgtgc tgactcagcc accctcggtg tcagtggccc caggaaagac ggccaggatt       60

acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaagccaggc      120
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caggcccctg tgctggtcgt ctatgatgat agcaaccggc cctcagggat ccctgagcga      180

ttctctggct ccaactctgg gaacacggcc accctgacca tcagcagggt cgaagccggg      240

gatgaggccg actattactg tcaggtgtgg gatagtagta gtgagtatgt ggtattcggc      300

ggagggacca agctgaccgt cctaggttct agaggtggtg gtggtagcgg cggcggcggc      360

tctggtggtg gtggatccct cgagatggcc gaagtgcagc tggtgcagtc tggagcagag      420

gtgaaaaagc ccggggagtc tctgaagatc tcctgtaagg gttctggata cagctttacc      480

agctactgga tcggctgggt gcgccagatg cccgggaaag gcctggagtg gatggggatc      540

atctatcctg gtgactctga taccagatac agcccgtcct tccaaggcca ggtcaccatc      600

tcagccgaca agtccatcag caccgcctac ctgcagtgga gcagcctgaa ggcctcggac      660

accgccatgt attactgtgc gcgtcaggtt tggggttggc agggtggtat gtacccgcgt      720

tctaactggt ggtacaacat ggattcttgg ggtcaaggta ctctggtgac cgtctcctca      780

<210>  48
<211>  260
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  48

Leu Pro Val Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Lys 
1               5                   10                  15      

Thr Ala Arg Ile Thr Cys Gly Gly Asn Asn Ile Gly Ser Lys Ser Val 
            20                  25                  30          

His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Val Tyr 
        35                  40                  45              

Asp Asp Ser Asn Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
    50                  55                  60                  

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

Asp Glu Ala Asp Tyr Tyr Cys Gln Val Trp Asp Ser Ser Ser Glu Tyr 
                85                  90                  95      

Val Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser Arg Gly 
            100                 105                 110         

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu 
        115                 120                 125             

Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro 
    130                 135                 140                 
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Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr 
145                 150                 155                 160 

Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu 
                165                 170                 175     

Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro 
            180                 185                 190         

Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr 
        195                 200                 205             

Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr 
    210                 215                 220                 

Tyr Cys Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg 
225                 230                 235                 240 

Ser Asn Trp Trp Tyr Asn Met Asp Ser Trp Gly Gln Gly Thr Leu Val 
                245                 250                 255     

Thr Val Ser Ser 
            260 

<210>  49
<211>  780
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  49
ctgcctgtgc tgactcagcc accctcgatg tcagtggccc caggaaagac ggccaggatt       60

acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaagccaggc      120

caggcccctg tgctggtcgt ctatgatgat agcgaccggc cctcagggat ccctgagcga      180

ttctctggct ccaactctgg gaacacggcc accctgacca tcagcagggt cgaagccggg      240

gatgaggccg actattactg tcaggtgtgg gatagtagta gtggttatgt ggtattcggc      300

ggagggacca agctgaccgt cctaggttct agaggtggtg gtggtagcgg cggcggcggc      360

tctggtggtg gtggatccct cgagatggcc gaagtgcagc tggtgcagtc tggagcagag      420

gtgaaaaagc ccggggagtc tctgaagatc tcctgtaagg gttctggata cagctttacc      480

agctactgga tcggctgggt gcgccagatg cccgggaaag gcctggagtg gatggggatc      540

atctatcctg gtgactctga taccagatac agcccgtcct tccaaggcca ggtcaccatc      600

tcagccgaca agtccatcag caccgcctac ctgcagtgga gcagcctgaa ggcctcggac      660

accgccatgt attactgtgc gcgccaggtt tggggttggc agggtggtat gtacccgcgt      720

tctaactggt ggtacaacat ggattcttgg ggtcaaggta ctctggtgac cgtctcctca      780
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<210>  50
<211>  260
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  50

Leu Pro Val Leu Thr Gln Pro Pro Ser Met Ser Val Ala Pro Gly Lys 
1               5                   10                  15      

Thr Ala Arg Ile Thr Cys Gly Gly Asn Asn Ile Gly Ser Lys Ser Val 
            20                  25                  30          

His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Val Tyr 
        35                  40                  45              

Asp Asp Ser Asp Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
    50                  55                  60                  

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

Asp Glu Ala Asp Tyr Tyr Cys Gln Val Trp Asp Ser Ser Ser Gly Tyr 
                85                  90                  95      

Val Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser Arg Gly 
            100                 105                 110         

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu 
        115                 120                 125             

Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro 
    130                 135                 140                 

Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr 
145                 150                 155                 160 

Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu 
                165                 170                 175     

Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro 
            180                 185                 190         

Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr 
        195                 200                 205             

Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr 
    210                 215                 220                 

Tyr Cys Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg 
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225                 230                 235                 240 

Ser Asn Trp Trp Tyr Asn Met Asp Ser Trp Gly Gln Gly Thr Leu Val 
                245                 250                 255     

Thr Val Ser Ser 
            260 

<210>  51
<211>  780
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  51
ctgcctgtgc tgactcagcc accctcggtg tcagtggccc caggaaagac ggccaggatt       60

acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaagccaggc      120

caggcccctg tgctggtcgt ctacgatgat agcgaccggc cctcagggat ccctgagcga      180

ttctctggct ccaactctgg gaacacggcc accctgacca tcagcagggt cgaagccggg      240

gatgaggccg actattactg tcaggtgtgg gatagtacta gtgattatgt ggtattcggc      300

ggagggacca agctgaccgt cctaggttct agaggtggtg gtggtagcgg cggcggcggc      360

tctggtggtg gtggatccct cgagatggcc gaagtgcagc tggtgcagtc tggagcagag      420

gtgaaaaagc ccggggagtt tctgaagatc tcctgtaagg gttctggata cagcttcacc      480

agctactgga tcggctgggt gcgccagatg cccgggaaag gcctggagtg gatggggatc      540

atctatcctg gtgactctga taccagatac agcccgtcct tccaaggcca ggtcgccatc      600

tcagccgaca agtccatcag caccgcctac ctgcagtgga gcagcctgaa ggcctcggac      660

accgccatgt attactgtgc gcgccaggtt tggggttggc agggtggtat gtacccgcgt      720

tctaactggt ggtacaacat ggattcttgg ggtcaaggta ctctggtgac cgtctcctca      780

<210>  52
<211>  260
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  52

Leu Pro Val Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Lys 
1               5                   10                  15      

Thr Ala Arg Ile Thr Cys Gly Gly Asn Asn Ile Gly Ser Lys Ser Val 
            20                  25                  30          

His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Val Tyr 
        35                  40                  45              
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Asp Asp Ser Asp Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
    50                  55                  60                  

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

Asp Glu Ala Asp Tyr Tyr Cys Gln Val Trp Asp Ser Thr Ser Asp Tyr 
                85                  90                  95      

Val Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser Arg Gly 
            100                 105                 110         

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu 
        115                 120                 125             

Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro 
    130                 135                 140                 

Gly Glu Phe Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr 
145                 150                 155                 160 

Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu 
                165                 170                 175     

Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro 
            180                 185                 190         

Ser Phe Gln Gly Gln Val Ala Ile Ser Ala Asp Lys Ser Ile Ser Thr 
        195                 200                 205             

Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr 
    210                 215                 220                 

Tyr Cys Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg 
225                 230                 235                 240 

Ser Asn Trp Trp Tyr Asn Met Asp Ser Trp Gly Gln Gly Thr Leu Val 
                245                 250                 255     

Thr Val Ser Ser 
            260 

<210>  53
<211>  780
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  53
ctgcctgtgc tgactcagcc accctcggtg tcagtggccc caggaaagac ggccaggatt       60
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acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaagccaggc      120

caggcccctg tgctggtcgt ctatgatgat agcgaccggc cctcagggat ccctgagcga      180

ttctctggct ccaactctgg gaccactgcc accctgacca tcagcagggt cgaagccggg      240

gatgaggccg actattactg tcaggtgtgg gatagtagta gtgattatgt ggtattcggc      300

ggagggacca agctgaccgt cctaggttct agaggtggtg gtggtagcgg cggcggcggc      360

tctggtggtg gtggatccct cgagatggcc gaagtgcagc tagtgcagtc tggagcagag      420

gtgaaaaagc ccggggagtc tctgaagatc tcctgtaagg gttctggata cagctttacc      480

agctactgga tcggctgggt gcgccagatg cccgggaaag gcctggagtg gatggggatc      540

atctatcctg gtgactccga taccagatac agcccgtcct tccaaggcca ggtcaccatc      600

tcagccgaca agtccatcag caccgcctac ctgcagtgga gcagcctgaa ggcctcggac      660

accgccatgt attactgtgc gcgccaggtt tggggttggc agggtggtat gaacccgcgt      720

tctaactggt ggtacaacat ggattcttgg ggtcaaggta ctctggtgac cgtctcctca      780

<210>  54
<211>  260
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  54

Leu Pro Val Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Lys 
1               5                   10                  15      

Thr Ala Arg Ile Thr Cys Gly Gly Asn Asn Ile Gly Ser Lys Ser Val 
            20                  25                  30          

His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Val Tyr 
        35                  40                  45              

Asp Asp Ser Asp Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
    50                  55                  60                  

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

Asp Glu Ala Asp Tyr Tyr Cys Gln Val Trp Asp Ser Ser Ser Asp Tyr 
                85                  90                  95      

Val Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser Arg Gly 
            100                 105                 110         

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu 
        115                 120                 125             

Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro 
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    130                 135                 140                 

Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr 
145                 150                 155                 160 

Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu 
                165                 170                 175     

Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro 
            180                 185                 190         

Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr 
        195                 200                 205             

Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr 
    210                 215                 220                 

Tyr Cys Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Asn Pro Arg 
225                 230                 235                 240 

Ser Asn Trp Trp Tyr Asn Met Asp Ser Trp Gly Gln Gly Thr Leu Val 
                245                 250                 255     

Thr Val Ser Ser 
            260 

<210>  55
<211>  780
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  55
ctgcctgtgc tgactcagcc accctcggtg tcagtggccc caggaaagac ggccaggatt       60

acctgtgggg gaaacaacat tggaagtaaa agtgtgcact ggtaccagca gaagccaggc      120

caggcccctg tgctggtcgt ctatgatgat agcgaccggc cctcagggat ccctgagcga      180

ttctctggct ccaactctgg gaacacggcc accttgacca tcagcagggt cgaagccggg      240

gatgaggccg actattactg tcaggtgtgg gatagtagta gtgattatgt ggtattcggc      300

ggagggacca agctgaccgt cctaggttct agaggtggtg gtggtagtgg cggcggcggc      360

tctggtggtg gtggatccct cgagatggcc gaagtgcagc tggtgcagtc tggagcagag      420

gtgaaaaagc ccggggagtc tctgaagatc tcctgtaagg gttctggata cagctttacc      480

agctactgga tcggctgggt gcgccagatg cccgggaaag gcctggagtg gatggggatc      540

atctatcctg gtgactctga taccagatac agcccgttct tccaaggcca ggtcaccatc      600

tcagccgaca agtccatcag caccgcctac ctgcagtgga gcagcctgaa ggcctcggac      660

accgccatgt attactgtgc gcgccaggtt tggggttggc agggtggtat gtacccgcgt      720
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tctaactggt ggtacaacat ggattcttgg ggtcaaggta ctctggtgac cgtctcctca      780

<210>  56
<211>  260
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  56

Leu Pro Val Leu Thr Gln Pro Pro Ser Val Ser Val Ala Pro Gly Lys 
1               5                   10                  15      

Thr Ala Arg Ile Thr Cys Gly Gly Asn Asn Ile Gly Ser Lys Ser Val 
            20                  25                  30          

His Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Val Leu Val Val Tyr 
        35                  40                  45              

Asp Asp Ser Asp Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser 
    50                  55                  60                  

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

Asp Glu Ala Asp Tyr Tyr Cys Gln Val Trp Asp Ser Ser Ser Asp Tyr 
                85                  90                  95      

Val Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser Arg Gly 
            100                 105                 110         

Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Leu Glu 
        115                 120                 125             

Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro 
    130                 135                 140                 

Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser Phe Thr 
145                 150                 155                 160 

Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu 
                165                 170                 175     

Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro 
            180                 185                 190         

Phe Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile Ser Thr 
        195                 200                 205             

Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr 
    210                 215                 220                 
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Tyr Cys Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg 
225                 230                 235                 240 

Ser Asn Trp Trp Tyr Asn Met Asp Ser Trp Gly Gln Gly Thr Leu Val 
                245                 250                 255     

Thr Val Ser Ser 
            260 

<210>  57
<211>  759
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  57
caggctgtgc tgactcagcc accctcggtg tctgaagccc ccaggcagag ggtcaccatc       60

tcctgttctg gaagcagctc caacgtcgga aataatgctg taaactggta ccagcaggtc      120

ccaggaaagg ctcccaaact cctcatctat tatgatgatc tgctgtcctc aggggtctct      180

gaccgattct ctggctccaa gtctggcacc tcagcctccc tggccatcag tgggctccag      240

tctgaggatg aggccgatta ttattgtgca gcatgggatg acagcctgaa tggtccggta      300

ttcggcggag ggaccaagct gaccgtccta ggttctagag gtggtggtgg tagcggcggc      360

ggcggctctg gtggtggtgg atccctcgag atggccgaag tgcagctggt gcagtccgga      420

gcagaggtga aaaagcccgg ggagtctctg aagatctcct gtaagggttc tggatacagc      480

tttaccagct actggatcgg ctgggtgcgc cagatgcccg ggaaaggcct ggagtggatg      540

gggatcatct atcctggtga ctctgatacc agatacagcc cgtccttcca aggccaggtc      600

accatctcag ccgacaagtc catcagcacc gcctacctgc agtggagcag cctgaaggcc      660

tcggacaccg ccatgtatta ctgtgcgcgc tggtcttctt cttgggactc tatgtacatg      720

gattactggg gtcaaggtac tatggtgacc gtctcctca                             759

<210>  58
<211>  253
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  58

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

Arg Val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Val Gly Asn Asn 
            20                  25                  30          

Ala Val Asn Trp Tyr Gln Gln Val Pro Gly Lys Ala Pro Lys Leu Leu 
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        35                  40                  45              

Ile Tyr Tyr Asp Asp Leu Leu Ser Ser Gly Val Ser Asp Arg Phe Ser 
    50                  55                  60                  

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Gln 
65                  70                  75                  80  

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp Asp Ser Leu 
                85                  90                  95      

Asn Gly Pro Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser 
            100                 105                 110         

Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
        115                 120                 125             

Leu Glu Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys 
    130                 135                 140                 

Lys Pro Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser 
145                 150                 155                 160 

Phe Thr Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly 
                165                 170                 175     

Leu Glu Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr 
            180                 185                 190         

Ser Pro Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile 
        195                 200                 205             

Ser Thr Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala 
    210                 215                 220                 

Met Tyr Tyr Cys Ala Arg Trp Ser Ser Ser Trp Asp Ser Met Tyr Met 
225                 230                 235                 240 

Asp Tyr Trp Gly Gln Gly Thr Met Val Thr Val Ser Ser 
                245                 250             

<210>  59
<211>  759
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  59
caggctgtgc ttactcagcc accctcggtg tctgaagccc ccaggcagag ggtcaccatc       60

tcctgttctg gaaacagctc caacgtcgga aataatgcta taaactggta ccagcaggtc      120
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ccaggaaagg ctcccaaact cctcatctat tatgatgatc tgctgtcctc aggggtctct      180

gaccgattct ctggctccaa gtctggcacc tcagcctccc tggccatcag tgggctccag      240

tctgaggatg aggccgatta ttattgtgca gcatgggatg acagcctgaa tggtccggta      300

ttcggcggag ggaccaagct gaccgtccta ggttctagag gtggtggtgg tagcggcggc      360

ggcggctctg gtggtggtgg atccctcgag atggccgaag tgcagctggt gcagtctgga      420

gcagaggtgg aaaagcccgg ggagtctctg aagatctcct gtaagggttc tggatacagc      480

tttaccagct actggatcgg ctgggtgcgc cagatgcccg ggaaaggcct ggagtggatg      540

gggatcatct atcctggtga ctctgatacc agatacagcc cgtccttcca aggccaggtc      600

accatctcag ccgacaagtc catcagcacc gcctacctgc agtggagcag cctgaaggcc      660

tcggacaccg ccatgtatta ctgtgcgcgc tggtcttcta cttgggactc tatgtacatg      720

gaatactggg gtcaaggtac tctggtgacc gtctcctca                             759

<210>  60
<211>  253
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  60

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

Arg Val Thr Ile Ser Cys Ser Gly Asn Ser Ser Asn Val Gly Asn Asn 
            20                  25                  30          

Ala Ile Asn Trp Tyr Gln Gln Val Pro Gly Lys Ala Pro Lys Leu Leu 
        35                  40                  45              

Ile Tyr Tyr Asp Asp Leu Leu Ser Ser Gly Val Ser Asp Arg Phe Ser 
    50                  55                  60                  

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Gln 
65                  70                  75                  80  

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp Asp Ser Leu 
                85                  90                  95      

Asn Gly Pro Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser 
            100                 105                 110         

Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
        115                 120                 125             

Leu Glu Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Glu 
    130                 135                 140                 
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Lys Pro Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser 
145                 150                 155                 160 

Phe Thr Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly 
                165                 170                 175     

Leu Glu Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr 
            180                 185                 190         

Ser Pro Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile 
        195                 200                 205             

Ser Thr Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala 
    210                 215                 220                 

Met Tyr Tyr Cys Ala Arg Trp Ser Ser Thr Trp Asp Ser Met Tyr Met 
225                 230                 235                 240 

Glu Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
                245                 250             

<210>  61
<211>  760
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  61
caggctgtgc tgactcagcc accctcggtg tctgaagccc ccaggcagag ggtcaccatc       60

tcctgttctg gaagcagctc caacgtcgga aataatgctg taaactggta ccagcaggtc      120

ccaggaaagg ctcccaaact cctcatctat tatgatgatc tgctgtcctc aggggtctct      180

gaccgattct ctggctccaa gtctggcacc tcagcctccc tggccatcag tgggctccag      240

tctgaggatg aggccgatta ttattgtgca gcatgggatg acagcctgaa tggtccggta      300

ttcggcggag ggaccaagct gaccgtccta ggttctagag gtggtggtgg tagcggcggc      360

ggcggctctg gtggtggtgg atccctcgag atggccgaag tgcagctggt gcagtctgga      420

gcagaggtga aaaagcccgg ggggtctctg aagatctcct gtaagggttc tggatacagc      480

tttaccagct actggatcgg ctgggtgcgc cagatgcccg ggaaaggcct ggagtggatg      540

gggatcatct atcctggtga ctctgatacc agatacagcc cgtccttcca aggccaggtc      600

accatctcag ccgacaagtc catcagcacc gcctacctgc agtggagcag cctgaaggcc      660

tcggacaccg ccatgtatta ctgtgcgcgc tggtcttcta cttgggactc tatgtacatg      720

gattactggg gtcaaggtac tctggtgacc gtctcctcaa                            760

<210>  62
<211>  253
<212>  PRT
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<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  62

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

Arg Val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Val Gly Asn Asn 
            20                  25                  30          

Ala Val Asn Trp Tyr Gln Gln Val Pro Gly Lys Ala Pro Lys Leu Leu 
        35                  40                  45              

Ile Tyr Tyr Asp Asp Leu Leu Ser Ser Gly Val Ser Asp Arg Phe Ser 
    50                  55                  60                  

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Gln 
65                  70                  75                  80  

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp Asp Ser Leu 
                85                  90                  95      

Asn Gly Pro Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser 
            100                 105                 110         

Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
        115                 120                 125             

Leu Glu Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys 
    130                 135                 140                 

Lys Pro Gly Gly Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser 
145                 150                 155                 160 

Phe Thr Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly 
                165                 170                 175     

Leu Glu Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr 
            180                 185                 190         

Ser Pro Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile 
        195                 200                 205             

Ser Thr Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala 
    210                 215                 220                 

Met Tyr Tyr Cys Ala Arg Trp Ser Ser Thr Trp Asp Ser Met Tyr Met 
225                 230                 235                 240 

Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
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                245                 250             

<210>  63
<211>  759
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  63
caggctgtgc tgactcagcc accctcggtg tctgaagccc ccaggcagag ggtcaccatc       60

tcctgttctg gaagcagctc caacgtcgga aataatgctg taaactggta ccagcaggtc      120

ccaggaaagg ctcccaaact cctcatctat tatgatgatc agctgtcctc aggggtctct      180

gaccgattct ctggctccaa gtctggcacc tcagcctccc tggccatcag tgggctccag      240

tctgaggatg aggccgatta ttattgtgca gcatgggatg acagcctgaa tggtccggta      300

ttcggcggag ggaccaagct gaccgtccta ggttctagag gtggtggtgg tagcggcggc      360

ggcggctctg gtggtggtgg atccctcgag atggccgaag tgcagctggt gcagtctgga      420

gcagaggtga aaaagcccgg ggagtctctg aagatctcct gtaagggttc tggatacagc      480

tttaccagct actggatcgg ctgggtgcgc cagatgcccg ggaaaggcct ggagtggatg      540

gggatcatct atcctggtga ctctgatacc agatacagcc cgtccttcca aggccaggtc      600

accatctcag ccgacaagtc catcagcacc gcctacctgc agtggagcag cctgaaggcc      660

tcggacaccg ccatgtatta ctgtgcgcgc tggtcttcta cttgggactc tttgtacatg      720

gattactggg gtcaaggtac tctggtgacc gtctcctca                             759

<210>  64
<211>  253
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  64

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

Arg Val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Val Gly Asn Asn 
            20                  25                  30          

Ala Val Asn Trp Tyr Gln Gln Val Pro Gly Lys Ala Pro Lys Leu Leu 
        35                  40                  45              

Ile Tyr Tyr Asp Asp Gln Leu Ser Ser Gly Val Ser Asp Arg Phe Ser 
    50                  55                  60                  

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Gln 
65                  70                  75                  80  
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Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp Asp Ser Leu 
                85                  90                  95      

Asn Gly Pro Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser 
            100                 105                 110         

Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
        115                 120                 125             

Leu Glu Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys 
    130                 135                 140                 

Lys Pro Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser 
145                 150                 155                 160 

Phe Thr Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly 
                165                 170                 175     

Leu Glu Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr 
            180                 185                 190         

Ser Pro Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile 
        195                 200                 205             

Ser Thr Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala 
    210                 215                 220                 

Met Tyr Tyr Cys Ala Arg Trp Ser Ser Thr Trp Asp Ser Leu Tyr Met 
225                 230                 235                 240 

Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
                245                 250             

<210>  65
<211>  759
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  65
caggctgtgc tgactcagcc accctcggtg tctgaagccc ccaggcagag ggtcaccatc       60

tcctgttctg gaaacagctc caacgtcgga aataatgctg taaactggta ccagcaggtc      120

ccaggaaagg ctcccaaact tctcatctat tatgatgatc tgctgtcctc aggggtctct      180

gaccgattct ctggctccaa gtctggcacc tcagcctccc tggccatcag tgggctccag      240

tctgaggatg aggccgatta ttattgtgca gcatgggatg acagcctgaa tggtccggta      300

ttcggcggag ggaccaagct gaccgtccta ggttctagag gtggtggtgg tagcggcggc      360

ggcggctctg gtggtggtgg atccctcgag atggccgaag tgcagctggt gcagtctgga      420
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gcagaggtga aaaagcccgg ggagtctctg aagatctcct gtaagggttc tggatacagc      480

tttaccagct actggatcgg ctgggtgcgc cagatgcccg ggaaaggcct ggagtggatg      540

gggatcatct atcctggtga ctctgatacc agatacagcc cgtccttcca aggccaggtc      600

accatctcag ccgacaagtc catcagcacc gcctacctgc agtggagcag cctgaaggcc      660

tcggacaccg ccatgtatta ctgtgcgcgc tggtcttcta cttgggactc tatgtacatg      720

gattactggg gtcaaggtac tctggtgacc gtctcctca                             759

<210>  66
<211>  253
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  66

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

Arg Val Thr Ile Ser Cys Ser Gly Asn Ser Ser Asn Val Gly Asn Asn 
            20                  25                  30          

Ala Val Asn Trp Tyr Gln Gln Val Pro Gly Lys Ala Pro Lys Leu Leu 
        35                  40                  45              

Ile Tyr Tyr Asp Asp Leu Leu Ser Ser Gly Val Ser Asp Arg Phe Ser 
    50                  55                  60                  

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Gln 
65                  70                  75                  80  

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp Asp Ser Leu 
                85                  90                  95      

Asn Gly Pro Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser 
            100                 105                 110         

Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
        115                 120                 125             

Leu Glu Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys 
    130                 135                 140                 

Lys Pro Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser 
145                 150                 155                 160 

Phe Thr Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly 
                165                 170                 175     

Leu Glu Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr 

Page 54



ET-2015-11_ST25
            180                 185                 190         

Ser Pro Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile 
        195                 200                 205             

Ser Thr Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala 
    210                 215                 220                 

Met Tyr Tyr Cys Ala Arg Trp Ser Ser Thr Trp Asp Ser Met Tyr Met 
225                 230                 235                 240 

Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
                245                 250             

<210>  67
<211>  759
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  67
caggctgtgc tgactcagcc accctcggtg tccgaagccc ccaggcagag ggtcaccatc       60

tcctgttctg gaagcagctc caacgtcgga aataatgctg taaactggta ccagcaggtc      120

ccaggaaagg ctcccaaact cctcatctat tatgatgatc tgctgtcctc aggggtctct      180

gaccgattct ctggctccaa gtctggcacc tcagcctccc tggccatcag tgggctccag      240

tctgaggatg aggccgatta ttattgtgca gcatgggatg acagcctgaa tggtccggta      300

ttcggcggag ggaccaagct gaccgtccta ggttctagag gtggtggtgg tagcggcggc      360

ggcggctctg gtggtggtgg ttccctcgag atggccgaag tacagctggt gcagtcagga      420

gcagaggtga aaaagcccgg ggaatctctg aagatctcct gtaagggttc tgcatacagc      480

tttaccagct actggatcgg ctgggtgcgc cagatgcccg ggaaaggcct ggagtggatg      540

gggatcatct atcctggtga ctctgatacc agatacagcc cgtccttcca aggccaggtc      600

accatctcag ccgacaagtc catcagcacc gcctacctgc agtggagcag cctgaaggcc      660

tcggacaccg ccatgtatta ctgtgcgcgc tggtcttcta cttgggactc tatgtacatg      720

gattactggg gtctaggtac tctggtgacc gtctcctca                             759

<210>  68
<211>  253
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  68

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

Ala Val Asn Trp Tyr Gln Gln Val Pro Gly Lys Ala Pro Lys Leu Leu 
        35                  40                  45              

Ile Tyr Tyr Asp Asp Leu Leu Ser Ser Gly Val Ser Asp Arg Phe Ser 
    50                  55                  60                  

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Gln 
65                  70                  75                  80  

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp Asp Ser Leu 
                85                  90                  95      

Asn Gly Pro Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser 
            100                 105                 110         

Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
        115                 120                 125             

Leu Glu Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys 
    130                 135                 140                 

Lys Pro Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Ala Tyr Ser 
145                 150                 155                 160 

Phe Thr Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly 
                165                 170                 175     

Leu Glu Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr 
            180                 185                 190         

Ser Pro Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile 
        195                 200                 205             

Ser Thr Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala 
    210                 215                 220                 

Met Tyr Tyr Cys Ala Arg Trp Ser Ser Thr Trp Asp Ser Met Tyr Met 
225                 230                 235                 240 

Asp Tyr Trp Gly Leu Gly Thr Leu Val Thr Val Ser Ser 
                245                 250             

<210>  69
<211>  759
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct
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<400>  69
caggctgtgc tgactcaacc accctcggtg tctgaagccc ccaggcagag ggtcaccatc       60

tcctgttctg gaagcagctc caacgtcgga aataatgctg taaactggta ccagcaggtc      120

ccaggaaagg ctcccaaact cctcatctat tatgatgatc agctgtcctc aggggtctct      180

gaccgattct ctggctccaa gtctggcacc tcagcctccc tggccatcag tgggctccag      240

tctgaggatg aggccgatta ttattgtgca gcatgggatg acagcctgaa tggtccggta      300

ttcggcggag ggaccaagct gaccgtccta ggttctagag gtggtggtgg tagcggcggc      360

ggcggctctg gtggtggtgg atccctcggg atggccgaag tgcagctggt gcagtctgga      420

gcagaggtga aaaagcccgg ggagtctctg aagatctcct gtaagggttc tggatacagc      480

tttaccagct actggatcgg ctgggtgcgc cagatgcccg ggaaaggcct ggagtggatg      540

gggatcatct atcctggtga ctctgatacc agatacagcc cgtccttcca aggccaggtt      600

accatctcag ccgacaagtc catcagcacc gcctacctgc agtggagcag cctgaaggcc      660

tcggacaccg ccatgtatta ctgtgcgcgc tggtcttcta cttgggactc tatgtacatg      720

gattactggg gtcaaggtac tctggtaacc gtctcctca                             759

<210>  70
<211>  253
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  70

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

Arg Val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Val Gly Asn Asn 
            20                  25                  30          

Ala Val Asn Trp Tyr Gln Gln Val Pro Gly Lys Ala Pro Lys Leu Leu 
        35                  40                  45              

Ile Tyr Tyr Asp Asp Gln Leu Ser Ser Gly Val Ser Asp Arg Phe Ser 
    50                  55                  60                  

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Gln 
65                  70                  75                  80  

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp Asp Ser Leu 
                85                  90                  95      

Asn Gly Pro Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser 
            100                 105                 110         

Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
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        115                 120                 125             

Leu Gly Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys 
    130                 135                 140                 

Lys Pro Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser 
145                 150                 155                 160 

Phe Thr Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly 
                165                 170                 175     

Leu Glu Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr 
            180                 185                 190         

Ser Pro Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile 
        195                 200                 205             

Ser Thr Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala 
    210                 215                 220                 

Met Tyr Tyr Cys Ala Arg Trp Ser Ser Thr Trp Asp Ser Met Tyr Met 
225                 230                 235                 240 

Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
                245                 250             

<210>  71
<211>  759
<212>  DNA
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  71
caggctgtgc tgactcagcc accctcggtg tctgaagccc ccaggcagag ggtcaccatc       60

tcctgttctg gaagcagctc caacgtcggt aataatgctg taaactggta ccagcaggtc      120

ccaggaaagg ctcccaaact cctcatctat tatgatgatc tgctgtcctc aggggtctct      180

gaccgattct ctggctccaa gtctggcacc tcagcctccc tggccatcag tgggctccag      240

tctgaggatg aggccgatta ttattgtgca gcatgggatg acagcctgaa tggtccggta      300

ttcggcggag ggaccaagct gaccgtccta ggttctagag gtggtggtgg tagcggcggc      360

ggcggctctg gtggtggtgg atccctcgag atggccgaag tgcagctggt gcagtctgga      420

gcagaggtga aaaagcccgg ggagtctctg aagatctcct gtaagggttc tggatacagc      480

tttaccagct actggatcgg ctgggtgcgc cagatgcccg ggaaaggcct ggagtggatg      540

gggatcatct atcctggtga ctctgatacc agatacagcc cgtccttcca aggccaggtc      600

accatctcag ccgacaagtc catcagcacc gcctacctgc agtggagcag cctgaaggcc      660

tcggacaccg ccatgtatta ctgtgcgcgc tggtcttctt cttgggactc tatgtacatg      720

Page 58



ET-2015-11_ST25
gattactggg gtcaaggtac tctggtgacc gtctcctca                             759

<210>  72
<211>  253
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  72

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

Arg Val Thr Ile Ser Cys Ser Gly Ser Ser Ser Asn Val Gly Asn Asn 
            20                  25                  30          

Ala Val Asn Trp Tyr Gln Gln Val Pro Gly Lys Ala Pro Lys Leu Leu 
        35                  40                  45              

Ile Tyr Tyr Asp Asp Leu Leu Ser Ser Gly Val Ser Asp Arg Phe Ser 
    50                  55                  60                  

Gly Ser Lys Ser Gly Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Gln 
65                  70                  75                  80  

Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Ala Ala Trp Asp Asp Ser Leu 
                85                  90                  95      

Asn Gly Pro Val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly Ser 
            100                 105                 110         

Arg Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser 
        115                 120                 125             

Leu Glu Met Ala Glu Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys 
    130                 135                 140                 

Lys Pro Gly Glu Ser Leu Lys Ile Ser Cys Lys Gly Ser Gly Tyr Ser 
145                 150                 155                 160 

Phe Thr Ser Tyr Trp Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly 
                165                 170                 175     

Leu Glu Trp Met Gly Ile Ile Tyr Pro Gly Asp Ser Asp Thr Arg Tyr 
            180                 185                 190         

Ser Pro Ser Phe Gln Gly Gln Val Thr Ile Ser Ala Asp Lys Ser Ile 
        195                 200                 205             

Ser Thr Ala Tyr Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala 
    210                 215                 220                 
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Met Tyr Tyr Cys Ala Arg Trp Ser Ser Ser Trp Asp Ser Met Tyr Met 
225                 230                 235                 240 

Asp Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser 
                245                 250             

<210>  73
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  73

Gly Phe Thr Phe Ser Ser Tyr Ala 
1               5               

<210>  74
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  74

Ile Ser Gly Ser Gly Gly Ser Thr 
1               5               

<210>  75
<211>  10
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  75

Ala Arg Tyr Tyr Tyr Ser Arg Leu Asp Tyr 
1               5                   10  

<210>  76
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  76

Gly Phe Thr Phe Ser Ser Tyr Ala 
1               5               

<210>  77
<211>  8
<212>  PRT
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<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  77

Ile Ser Ala Ser Gly Gly Ser Thr 
1               5               

<210>  78
<211>  10
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  78

Ala Arg Tyr Tyr Leu Ser Gln Ile Asp Ser 
1               5                   10  

<210>  79
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  79

Gly Tyr Thr Phe Thr Asp Tyr Tyr 
1               5               

<210>  80
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  80

Val Asp Pro Glu Asp Gly Glu Thr 
1               5               

<210>  81
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  81

Ala Thr Gly Ile Tyr Ser Arg Pro Leu Gly Tyr 
1               5                   10      

<210>  82
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<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  82

Gly Phe Thr Phe Ser Ser Tyr Ala 
1               5               

<210>  83
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  83

Ile Ser Gly Ser Gly Gly Ser Thr 
1               5               

<210>  84
<211>  14
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  84

Ala Arg Ser Asp Gly Lys His Phe Trp Gln Gln Tyr Asp Ala 
1               5                   10                  

<210>  85
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  85

Gly Phe Thr Val Ser Ser Asn Tyr 
1               5               

<210>  86
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  86

Ile Ser Gly Ser Gly Gly Ser Thr 
1               5               
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<210>  87
<211>  7
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  87

Ala Arg Met Asn Ile Asp Tyr 
1               5           

<210>  88
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  88

Glu Tyr Ser Phe Ala Ser Tyr Trp 
1               5               

<210>  89
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  89

Ile Asp Pro Ser Asp Ser Tyr Thr 
1               5               

<210>  90
<211>  17
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  90

Ala Arg Pro Phe Gln Tyr Asp Tyr Gly Gly Tyr Ser Asp Ala Phe Asp 
1               5                   10                  15      

Ile 
    

<210>  91
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct
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<400>  91

Gly Gly Thr Phe Ser Ser Ser Ser 
1               5               

<210>  92
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  92

Ile Ile Pro Ile Val Gly Thr Pro 
1               5               

<210>  93
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  93

Ala Arg Gly Gly Tyr Arg Asp Tyr Met Asp Val 
1               5                   10      

<210>  94
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  94

Gly Phe Thr Val Ser Ser Asn Tyr 
1               5               

<210>  95
<211>  7
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  95

Ile Tyr Ser Gly Gly Ser Thr 
1               5           

<210>  96
<211>  11
<212>  PRT
<213>  Artificial Sequence
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<220>
<223>  Synthetic Construct

<400>  96

Ala Arg Gly Gly Phe Gly Ala Glu Phe Asp Tyr 
1               5                   10      

<210>  97
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  97

Gly Phe Thr Val Ser Ser Asn Tyr 
1               5               

<210>  98
<211>  7
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  98

Ile Tyr Ser Gly Gly Ser Thr 
1               5           

<210>  99
<211>  17
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  99

Ala Arg Gly Gly Ile Ser Asp Asp Tyr Tyr Gly Ser Gly Ser Tyr Asp 
1               5                   10                  15      

Asn 
    

<210>  100
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  100

Gly Phe Thr Val Ser Ser Asn Tyr 
1               5               
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<210>  101
<211>  7
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  101

Ile Tyr Ser Gly Gly Ser Thr 
1               5           

<210>  102
<211>  12
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  102

Ala Arg Glu Arg Gly Met Gly Tyr Ala Phe Asp Ile 
1               5                   10          

<210>  103
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  103

Gly Val Ser Met Ser Glu Asn Tyr 
1               5               

<210>  104
<211>  7
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  104

Ala His Tyr Thr Gly Asp Thr 
1               5           

<210>  105
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  105

Ala Ser Tyr His Pro Phe Asn Tyr 
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1               5               

<210>  106
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  106

Gly Tyr Thr Phe Asn Asp Phe Tyr 
1               5               

<210>  107
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  107

Ile Asp Pro Glu Asp Gly Lys Thr 
1               5               

<210>  108
<211>  19
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  108

Thr Thr Asp Trp Gly Tyr Ser Ser Ser Leu Arg Glu Glu Asp Ile Trp 
1               5                   10                  15      

Tyr Asp Cys 
            

<210>  109
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  109

Gly Gly Thr Phe Ser Ser Tyr Ala 
1               5               

<210>  110
<211>  8
<212>  PRT
<213>  Artificial Sequence
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<220>
<223>  Synthetic Construct

<400>  110

Ile Ile Pro Ile Phe Gly Thr Ala 
1               5               

<210>  111
<211>  15
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  111

Ala Arg Asp Tyr Gly Tyr Gly Asp Tyr Gly Asp Ala Phe Asp Ile 
1               5                   10                  15  

<210>  112
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  112

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  113
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  113

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  114
<211>  14
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  114

Ala Arg Val Val Gly Thr Ile Tyr Ser Met Gln Tyr Asp Val 
1               5                   10                  

<210>  115
<211>  8
<212>  PRT
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<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  115

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  116
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  116

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  117
<211>  23
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  117

Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg Ser Asn 
1               5                   10                  15      

Trp Trp Tyr Asn Met Asp Ser 
            20              

<210>  118
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  118

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  119
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  119

Ile Tyr Pro Gly Asp Ser Asp Thr 
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1               5               

<210>  120
<211>  14
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  120

Ala Arg Trp Ser Ser Thr Trp Asp Ser Met Tyr Met Asp Tyr 
1               5                   10                  

<210>  121
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  121

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  122
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  122

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  123
<211>  14
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  123

Ala Arg Val Thr Tyr Ser Met Asp Ser Tyr Tyr Phe Asp Ser 
1               5                   10                  

<210>  124
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  124
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Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  125
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  125

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  126
<211>  23
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  126

Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg Ser Asn 
1               5                   10                  15      

Trp Trp Tyr Asn Met Asp Ser 
            20              

<210>  127
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  127

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  128
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  128

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  129
<211>  23
<212>  PRT

Page 71



ET-2015-11_ST25
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  129

Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg Ser Asn 
1               5                   10                  15      

Trp Trp Tyr Asn Met Asp Ser 
            20              

<210>  130
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  130

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  131
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  131

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  132
<211>  23
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  132

Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg Ser Asn 
1               5                   10                  15      

Trp Trp Tyr Asn Met Asp Ser 
            20              

<210>  133
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct
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<400>  133

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  134
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  134

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  135
<211>  23
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  135

Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg Ser Asn 
1               5                   10                  15      

Trp Trp Tyr Asn Met Asp Ser 
            20              

<210>  136
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  136

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  137
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  137

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  138
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<211>  23
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  138

Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg Ser Asn 
1               5                   10                  15      

Trp Trp Tyr Asn Met Asp Ser 
            20              

<210>  139
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  139

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  140
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  140

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  141
<211>  23
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  141

Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Asn Pro Arg Ser Asn 
1               5                   10                  15      

Trp Trp Tyr Asn Met Asp Ser 
            20              

<210>  142
<211>  8
<212>  PRT
<213>  Artificial Sequence
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<220>
<223>  Synthetic Construct

<400>  142

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  143
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  143

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  144
<211>  23
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  144

Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg Ser Asn 
1               5                   10                  15      

Trp Trp Tyr Asn Met Asp Ser 
            20              

<210>  145
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  145

Gly Tyr Ser Phe Thr Ser Phe Trp 
1               5               

<210>  146
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  146

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               
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<210>  147
<211>  23
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  147

Val Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg Ser Asn 
1               5                   10                  15      

Trp Trp Tyr Asn Met Asp Ser 
            20              

<210>  148
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  148

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  149
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  149

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  150
<211>  23
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  150

Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg Ser Asn 
1               5                   10                  15      

Trp Trp Tyr Asn Met Asp Ser 
            20              

<210>  151
<211>  8
<212>  PRT
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<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  151

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  152
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  152

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  153
<211>  23
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  153

Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg Ser Asn 
1               5                   10                  15      

Trp Trp Tyr Asn Leu Asp Ser 
            20              

<210>  154
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  154

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  155
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  155

Ile Tyr Pro Gly Asp Ser Asp Thr 
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1               5               

<210>  156
<211>  23
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  156

Ala Arg Gln Val Trp Gly Trp Gln Gly Gly Met Tyr Pro Arg Ser Asn 
1               5                   10                  15      

Trp Trp Tyr Asn Met Asp Ser 
            20              

<210>  157
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  157

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  158
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  158

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  159
<211>  14
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  159

Ala Arg Trp Ser Ser Ser Trp Asp Ser Met Tyr Met Asp Tyr 
1               5                   10                  

<210>  160
<211>  8
<212>  PRT
<213>  Artificial Sequence
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<220>
<223>  Synthetic Construct

<400>  160

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  161
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  161

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  162
<211>  14
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  162

Ala Arg Trp Ser Ser Thr Trp Asp Ser Met Tyr Met Glu Tyr 
1               5                   10                  

<210>  163
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  163

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  164
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  164

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  165
<211>  14
<212>  PRT
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<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  165

Ala Arg Trp Ser Ser Thr Trp Asp Ser Met Tyr Met Asp Tyr 
1               5                   10                  

<210>  166
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  166

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  167
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  167

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  168
<211>  14
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  168

Ala Arg Trp Ser Ser Thr Trp Asp Ser Leu Tyr Met Asp Tyr 
1               5                   10                  

<210>  169
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  169

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  170
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<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  170

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  171
<211>  14
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  171

Ala Arg Trp Ser Ser Thr Trp Asp Ser Met Tyr Met Asp Tyr 
1               5                   10                  

<210>  172
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  172

Ala Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  173
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  173

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  174
<211>  14
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  174

Ala Arg Trp Ser Ser Thr Trp Asp Ser Met Tyr Met Asp Tyr 
1               5                   10                  
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<210>  175
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  175

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  176
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  176

Ile Tyr Pro Gly Asp Ser Asp Thr 
1               5               

<210>  177
<211>  14
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  177

Ala Arg Trp Ser Ser Thr Trp Asp Ser Met Tyr Met Asp Tyr 
1               5                   10                  

<210>  178
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  178

Gly Tyr Ser Phe Thr Ser Tyr Trp 
1               5               

<210>  179
<211>  7
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  179

Tyr Pro Gly Asp Ser Asp Thr 
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1               5           

<210>  180
<211>  14
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  180

Ala Arg Trp Ser Ser Ser Trp Asp Ser Met Tyr Met Asp Tyr 
1               5                   10                  

<210>  181
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  181

Ser Ser Asn Ile Gly Asn Asn Tyr 
1               5               

<210>  182
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  182

Asp Asn Asn 
1           

<210>  183
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  183

Gly Thr Trp Asp Ser Ser Leu Ser Ala Gly Val 
1               5                   10      

<210>  184
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  184
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Ser Ser Asn Ile Gly Asn Asn Tyr 
1               5               

<210>  185
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  185

Glu Asn Asn 
1           

<210>  186
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  186

Gly Thr Trp Asp Ser Ser Leu Arg Ala Gly Val 
1               5                   10      

<210>  187
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  187

Ser Ser Asn Ile Gly Ser Asn Thr 
1               5               

<210>  188
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  188

Ser Asn Asn 
1           

<210>  189
<211>  12
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct
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<400>  189

Ala Ala Trp Asp Asp Ser Leu Asn Gly His Val Val 
1               5                   10          

<210>  190
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  190

Ser Ser Asn Ile Gly Ser His Thr 
1               5               

<210>  191
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  191

Ser Asn Asn 
1           

<210>  192
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  192

Ala Ala Trp Asp Asp Ser Leu Asn Gly Tyr Val 
1               5                   10      

<210>  193
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  193

Gln Gly Ile Thr Asn Ser 
1               5       

<210>  194
<211>  3
<212>  PRT
<213>  Artificial Sequence
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<220>
<223>  Synthetic Construct

<400>  194

Ala Ala Ser 
1           

<210>  195
<211>  9
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  195

Gln His Tyr Leu Gly Thr Pro Tyr Ser 
1               5                   

<210>  196
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  196

Gln Ser Val Ser Arg Phe 
1               5       

<210>  197
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  197

Gly Val Ser 
1           

<210>  198
<211>  9
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  198

Gln Glu Ser Tyr Ile Ile Pro Leu Thr 
1               5                   

<210>  199
<211>  11
<212>  PRT
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<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  199

Gln Ser Leu Leu Asp Ser Asn Gly Phe Asn Ser 
1               5                   10      

<210>  200
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  200

Leu Gly Ser 
1           

<210>  201
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  201

Met Gln Ser Leu Gln Ile Pro Thr 
1               5               

<210>  202
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  202

Ser Ser Asn Ile Gly Ser Asn Tyr 
1               5               

<210>  203
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  203

Arg Asn Asn 
1           

<210>  204
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<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  204

Ala Ala Trp Asp Asp Ser Leu Ser Gly Tyr Val 
1               5                   10      

<210>  205
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  205

Lys Leu Gly Asp Lys Tyr 
1               5       

<210>  206
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  206

Gln Asp Asn 
1           

<210>  207
<211>  10
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  207

Gln Ala Trp Asp Ser Ser Thr Glu Asp Val 
1               5                   10  

<210>  208
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  208

Gln Ser Ile Ser Ser Tyr 
1               5       
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<210>  209
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  209

Ala Ala Ser 
1           

<210>  210
<211>  9
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  210

Gln Gln Ser Tyr Ser Thr Pro Phe Thr 
1               5                   

<210>  211
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  211

Gln Gly Ile Gly Ser Tyr 
1               5       

<210>  212
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  212

Pro Ala Ser 
1           

<210>  213
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  213

Gln Gln Leu Asn Ser Leu 
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1               5       

<210>  214
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  214

Ser Ser Asn Ile Gly Thr Lys Thr 
1               5               

<210>  215
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  215

Ser Asn Tyr 
1           

<210>  216
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  216

Ala Leu Trp Asp Asp Ser Leu Asp Gly Tyr Val 
1               5                   10      

<210>  217
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  217

Asn Ile Gly Ser Lys Ser 
1               5       

<210>  218
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  218
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Tyr Asp Ser 
1           

<210>  219
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  219

Gln Val Trp Asp Ser Ser Ser Asp His Tyr Val 
1               5                   10      

<210>  220
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  220

Asn Ile Gly Ser Lys Ser 
1               5       

<210>  221
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  221

Asp Asp Ser 
1           

<210>  222
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  222

Gln Val Trp Asp Ser Ser Ser Asp His Tyr Val 
1               5                   10      

<210>  223
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct
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<400>  223

Asn Ile Gly Ser Lys Ser 
1               5       

<210>  224
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  224

Asp Asp Ser 
1           

<210>  225
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  225

Gln Val Trp Asp Ser Ser Ser Asp Tyr Val Val 
1               5                   10      

<210>  226
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  226

Ser Ser Asn Val Gly Asn Asn Ala 
1               5               

<210>  227
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  227

Tyr Asp Asp 
1           

<210>  228
<211>  11
<212>  PRT
<213>  Artificial Sequence
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<220>
<223>  Synthetic Construct

<400>  228

Ala Ala Trp Asp Asp Ser Leu Asn Gly Pro Val 
1               5                   10      

<210>  229
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  229

Asn Ile Gly Ser Glu Ser 
1               5       

<210>  230
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  230

Tyr Asp Ser 
1           

<210>  231
<211>  12
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  231

Gln Val Trp Asn Ser Ser Ser Asp His Arg Gly Val 
1               5                   10          

<210>  232
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  232

Asn Ile Gly Ser Lys Ser 
1               5       

<210>  233
<211>  3
<212>  PRT
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<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  233

Asp Asp Ser 
1           

<210>  234
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  234

Gln Val Trp Asp Ser Ser Ser Asp Tyr Val Val 
1               5                   10      

<210>  235
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  235

Asn Ile Gly Ser Lys Ser 
1               5       

<210>  236
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  236

Asp Asp Ser 
1           

<210>  237
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  237

Gln Val Trp Asp Ser Ser Ser Asp Tyr Val Val 
1               5                   10      

<210>  238
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<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  238

Asn Ile Gly Ser Lys Ser 
1               5       

<210>  239
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  239

Asp Asp Ser 
1           

<210>  240
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  240

Gln Val Trp Asp Ser Ser Ser Glu Tyr Val Val 
1               5                   10      

<210>  241
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  241

Asn Ile Gly Ser Lys Ser 
1               5       

<210>  242
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  242

Asp Asp Ser 
1           
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<210>  243
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  243

Gln Val Trp Asp Ser Ser Ser Gly Tyr Val Val 
1               5                   10      

<210>  244
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  244

Asn Ile Gly Ser Lys Ser 
1               5       

<210>  245
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  245

Asp Asp Ser 
1           

<210>  246
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  246

Gln Val Trp Asp Ser Thr Ser Asp Tyr Val Val 
1               5                   10      

<210>  247
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  247

Asn Ile Gly Ser Lys Ser 
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1               5       

<210>  248
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  248

Asp Asp Ser 
1           

<210>  249
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  249

Gln Val Trp Asp Ser Ser Ser Asp Tyr Val Val 
1               5                   10      

<210>  250
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  250

Asn Ile Gly Ser Lys Ser 
1               5       

<210>  251
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  251

Asp Asp Ser 
1           

<210>  252
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  252
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Gln Val Trp Asp Ser Ser Ser Asp Tyr Val Val 
1               5                   10      

<210>  253
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  253

Asn Ile Gly Ser Lys Ser 
1               5       

<210>  254
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  254

Asp Asp Ser 
1           

<210>  255
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  255

Gln Val Trp Asp Ser Ser Ser Asp Tyr Val Val 
1               5                   10      

<210>  256
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  256

Asn Ile Gly Ser Lys Ser 
1               5       

<210>  257
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

Page 98



ET-2015-11_ST25

<400>  257

Asp Asp Ser 
1           

<210>  258
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  258

Gln Val Trp Asp Ser Ser Ser Asp Tyr Val Val 
1               5                   10      

<210>  259
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  259

Asn Ile Gly Ser Lys Ser 
1               5       

<210>  260
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  260

Asp Asp Ser 
1           

<210>  261
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  261

Gln Val Trp Asp Ser Ser Ser Asp Tyr Val Val 
1               5                   10      

<210>  262
<211>  6
<212>  PRT
<213>  Artificial Sequence
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<220>
<223>  Synthetic Construct

<400>  262

Asn Ile Gly Ser Lys Ser 
1               5       

<210>  263
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  263

Asp Asp Ser 
1           

<210>  264
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  264

Gln Val Trp Asp Ser Ser Ser Asp Tyr Val Val 
1               5                   10      

<210>  265
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  265

Ser Ser Asn Val Gly Asn Asn Ala 
1               5               

<210>  266
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  266

Tyr Asp Asp 
1           

<210>  267
<211>  11
<212>  PRT
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<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  267

Ala Ala Trp Asp Asp Ser Leu Asn Gly Pro Val 
1               5                   10      

<210>  268
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  268

Ser Ser Asn Val Gly Asn Asn Ala 
1               5               

<210>  269
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  269

Tyr Asp Asp 
1           

<210>  270
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  270

Ala Ala Trp Asp Asp Ser Leu Asn Gly Pro Val 
1               5                   10      

<210>  271
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  271

Ser Ser Asn Val Gly Asn Asn Ala 
1               5               

<210>  272
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<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  272

Tyr Asp Asp 
1           

<210>  273
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  273

Ala Ala Trp Asp Asp Ser Leu Asn Gly Pro Val 
1               5                   10      

<210>  274
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  274

Ser Ser Asn Val Gly Asn Asn Ala 
1               5               

<210>  275
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  275

Tyr Asp Asp 
1           

<210>  276
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  276

Ala Ala Trp Asp Asp Ser Leu Asn Gly Pro Val 
1               5                   10      
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<210>  277
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  277

Ser Ser Asn Val Gly Asn Asn Ala 
1               5               

<210>  278
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  278

Tyr Asp Asp 
1           

<210>  279
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  279

Ala Ala Trp Asp Asp Ser Leu Asn Gly Pro Val 
1               5                   10      

<210>  280
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  280

Ser Ser Asn Val Gly Asn Asn Ala 
1               5               

<210>  281
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  281

Tyr Asp Asp 
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1           

<210>  282
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  282

Ala Ala Trp Asp Asp Ser Leu Asn Gly Pro Val 
1               5                   10      

<210>  283
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  283

Ser Ser Asn Val Gly Asn Asn Ala 
1               5               

<210>  284
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  284

Tyr Asp Asp 
1           

<210>  285
<211>  11
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  285

Ala Ala Trp Asp Asp Ser Leu Asn Gly Pro Val 
1               5                   10      

<210>  286
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  286
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Ser Ser Asn Val Gly Asn Asn Ala 
1               5               

<210>  287
<211>  3
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  287

Tyr Asp Asp 
1           

<210>  288
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<220>
<221>  misc_feature
<222>  (2)..(2)
<223>  Xaa can be any naturally occurring amino acid

<220>
<221>  misc_feature
<222>  (4)..(7)
<223>  Xaa can be any naturally occurring amino acid

<400>  288

Ile Xaa Pro Xaa Xaa Xaa Xaa Thr 
1               5               

<210>  289
<211>  556
<212>  PRT
<213>  Homo sapeins

<400>  289

Met Pro Pro Pro Arg Leu Leu Phe Phe Leu Leu Phe Leu Thr Pro Met 
1               5                   10                  15      

Glu Val Arg Pro Glu Glu Pro Leu Val Val Lys Val Glu Glu Gly Asp 
            20                  25                  30          

Asn Ala Val Leu Gln Cys Leu Lys Gly Thr Ser Asp Gly Pro Thr Gln 
        35                  40                  45              

Gln Leu Thr Trp Ser Arg Glu Ser Pro Leu Lys Pro Phe Leu Lys Leu 
    50                  55                  60                  

Ser Leu Gly Leu Pro Gly Leu Gly Ile His Met Arg Pro Leu Ala Ile 
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65                  70                  75                  80  

Trp Leu Phe Ile Phe Asn Val Ser Gln Gln Met Gly Gly Phe Tyr Leu 
                85                  90                  95      

Cys Gln Pro Gly Pro Pro Ser Glu Lys Ala Trp Gln Pro Gly Trp Thr 
            100                 105                 110         

Val Asn Val Glu Gly Ser Gly Glu Leu Phe Arg Trp Asn Val Ser Asp 
        115                 120                 125             

Leu Gly Gly Leu Gly Cys Gly Leu Lys Asn Arg Ser Ser Glu Gly Pro 
    130                 135                 140                 

Ser Ser Pro Ser Gly Lys Leu Met Ser Pro Lys Leu Tyr Val Trp Ala 
145                 150                 155                 160 

Lys Asp Arg Pro Glu Ile Trp Glu Gly Glu Pro Pro Cys Leu Pro Pro 
                165                 170                 175     

Arg Asp Ser Leu Asn Gln Ser Leu Ser Gln Asp Leu Thr Met Ala Pro 
            180                 185                 190         

Gly Ser Thr Leu Trp Leu Ser Cys Gly Val Pro Pro Asp Ser Val Ser 
        195                 200                 205             

Arg Gly Pro Leu Ser Trp Thr His Val His Pro Lys Gly Pro Lys Ser 
    210                 215                 220                 

Leu Leu Ser Leu Glu Leu Lys Asp Asp Arg Pro Ala Arg Asp Met Trp 
225                 230                 235                 240 

Val Met Glu Thr Gly Leu Leu Leu Pro Arg Ala Thr Ala Gln Asp Ala 
                245                 250                 255     

Gly Lys Tyr Tyr Cys His Arg Gly Asn Leu Thr Met Ser Phe His Leu 
            260                 265                 270         

Glu Ile Thr Ala Arg Pro Val Leu Trp His Trp Leu Leu Arg Thr Gly 
        275                 280                 285             

Gly Trp Lys Val Ser Ala Val Thr Leu Ala Tyr Leu Ile Phe Cys Leu 
    290                 295                 300                 

Cys Ser Leu Val Gly Ile Leu His Leu Gln Arg Ala Leu Val Leu Arg 
305                 310                 315                 320 

Arg Lys Arg Lys Arg Met Thr Asp Pro Thr Arg Arg Phe Phe Lys Val 
                325                 330                 335     

Thr Pro Pro Pro Gly Ser Gly Pro Gln Asn Gln Tyr Gly Asn Val Leu 
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            340                 345                 350         

Ser Leu Pro Thr Pro Thr Ser Gly Leu Gly Arg Ala Gln Arg Trp Ala 
        355                 360                 365             

Ala Gly Leu Gly Gly Thr Ala Pro Ser Tyr Gly Asn Pro Ser Ser Asp 
    370                 375                 380                 

Val Gln Ala Asp Gly Ala Leu Gly Ser Arg Ser Pro Pro Gly Val Gly 
385                 390                 395                 400 

Pro Glu Glu Glu Glu Gly Glu Gly Tyr Glu Glu Pro Asp Ser Glu Glu 
                405                 410                 415     

Asp Ser Glu Phe Tyr Glu Asn Asp Ser Asn Leu Gly Gln Asp Gln Leu 
            420                 425                 430         

Ser Gln Asp Gly Ser Gly Tyr Glu Asn Pro Glu Asp Glu Pro Leu Gly 
        435                 440                 445             

Pro Glu Asp Glu Asp Ser Phe Ser Asn Ala Glu Ser Tyr Glu Asn Glu 
    450                 455                 460                 

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

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

Ser Gln Ser Tyr Glu Asp Met Arg Gly Ile Leu Tyr Ala Ala Pro Gln 
            500                 505                 510         

Leu Arg Ser Ile Arg Gly Gln Pro Gly Pro Asn His Glu Glu Asp Ala 
        515                 520                 525             

Asp Ser Tyr Glu Asn Met Asp Asn Pro Asp Gly Pro Asp Pro Ala Trp 
    530                 535                 540                 

Gly Gly Gly Gly Arg Met Gly Thr Trp Ser Thr Arg 
545                 550                 555     

<210>  290
<211>  488
<212>  PRT
<213>  Homo sapiens

<400>  290

Met Pro Pro Pro Arg Leu Leu Phe Phe Leu Leu Phe Leu Thr Pro Met 
1               5                   10                  15      

Glu Val Arg Pro Glu Glu Pro Leu Val Val Lys Val Glu Glu Gly Asp 
            20                  25                  30          
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Asn Ala Val Leu Gln Cys Leu Lys Gly Thr Ser Asp Gly Pro Thr Gln 
        35                  40                  45              

Gln Leu Thr Trp Ser Arg Glu Ser Pro Leu Lys Pro Phe Leu Lys Leu 
    50                  55                  60                  

Ser Leu Gly Leu Pro Gly Leu Gly Ile His Met Arg Pro Leu Ala Ile 
65                  70                  75                  80  

Trp Leu Phe Ile Phe Asn Val Ser Gln Gln Met Gly Gly Phe Tyr Leu 
                85                  90                  95      

Cys Gln Pro Gly Pro Pro Ser Glu Lys Ala Trp Gln Pro Gly Trp Thr 
            100                 105                 110         

Val Asn Val Glu Gly Ser Gly Glu Leu Phe Arg Trp Asn Val Ser Asp 
        115                 120                 125             

Leu Gly Gly Leu Gly Cys Gly Leu Lys Asn Arg Ser Ser Glu Gly Pro 
    130                 135                 140                 

Ser Ser Pro Ser Gly Lys Leu Met Ser Pro Lys Leu Tyr Val Trp Ala 
145                 150                 155                 160 

Lys Asp Arg Pro Glu Ile Trp Glu Gly Glu Pro Pro Cys Leu Pro Pro 
                165                 170                 175     

Arg Asp Ser Leu Asn Gln Ser Leu Ser Gln Asp Leu Thr Met Ala Pro 
            180                 185                 190         

Gly Ser Thr Leu Trp Leu Ser Cys Gly Val Pro Pro Asp Ser Val Ser 
        195                 200                 205             

Arg Gly Pro Leu Ser Trp Thr His Val His Pro Lys Gly Pro Lys Ser 
    210                 215                 220                 

Leu Leu Ser Leu Glu Leu Lys Asp Asp Arg Pro Ala Arg Asp Met Trp 
225                 230                 235                 240 

Val Met Glu Thr Gly Leu Leu Leu Pro Arg Ala Thr Ala Gln Asp Ala 
                245                 250                 255     

Gly Lys Tyr Tyr Cys His Arg Gly Asn Leu Thr Met Ser Phe His Leu 
            260                 265                 270         

Glu Ile Thr Ala Arg Pro Val Leu Trp His Trp Leu Leu Arg Thr Gly 
        275                 280                 285             

Gly Trp Lys Val Ser Ala Val Thr Leu Ala Tyr Leu Ile Phe Cys Leu 
    290                 295                 300                 
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Cys Ser Leu Val Gly Ile Leu His Leu Gln Arg Ala Leu Val Leu Arg 
305                 310                 315                 320 

Arg Lys Arg Lys Arg Met Thr Asp Pro Thr Arg Arg Phe Phe Lys Val 
                325                 330                 335     

Thr Pro Pro Pro Gly Ser Gly Pro Gln Asn Gln Tyr Gly Asn Val Leu 
            340                 345                 350         

Ser Leu Pro Thr Pro Thr Ser Gly Leu Gly Arg Ala Gln Arg Trp Ala 
        355                 360                 365             

Ala Gly Leu Gly Gly Thr Ala Pro Ser Tyr Gly Asn Pro Ser Ser Asp 
    370                 375                 380                 

Val Gln Ala Asp Gly Ala Leu Gly Ser Arg Ser Pro Pro Gly Val Gly 
385                 390                 395                 400 

Pro Glu Glu Glu Glu Gly Glu Gly Tyr Glu Glu Pro Asp Ser Glu Glu 
                405                 410                 415     

Asp Ser Glu Phe Tyr Glu Asn Asp Ser Asn Leu Gly Gln Asp Gln Leu 
            420                 425                 430         

Ser Gln Asp Gly Ser Gly Tyr Glu Asn Pro Glu Asp Glu Pro Leu Gly 
        435                 440                 445             

Pro Glu Asp Glu Asp Ser Phe Ser Asn Ala Glu Ser Tyr Glu Asn Glu 
    450                 455                 460                 

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

Pro His Gly Ser Ala Trp Asp Pro 
                485             

<210>  291
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<220>
<221>  misc_feature
<222>  (2)..(8)
<223>  X2 is F, G, Y or V, X3 is S or T, X5 is S or T, X7 is N or Y, and
       X8 is A, W or Y

<400>  291

Gly Xaa Xaa Phe Xaa Ser Xaa Xaa 
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1               5               

<210>  292
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<220>
<221>  misc_feature
<222>  (2)..(7)
<223>  X2 is S, D or Y, X4 is E, S, G or I, X5 is D, F or V, X6 is G or 
       S, and X7 is K, E, Y, D or T

<400>  292

Ile Xaa Pro Xaa Xaa Xaa Xaa Thr 
1               5               

<210>  293
<211>  8
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<220>
<221>  misc_feaure
<222>  (4)..(8)
<223>  X4 is I or V, X6 is N, S or T, X7 is N, H or K, X8 is Y, A or T

<400>  293

Ser Ser Asn Xaa Gly Xaa Xaa Xaa 
1               5               

<210>  294
<211>  6
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<220>
<221>  misc_feature
<222>  (5)..(5)
<223>  X5 is K or E

<400>  294

Asn Ile Gly Ser Xaa Ser 
1               5       

<210>  295
<211>  3
<212>  PRT
<213>  Artificial Sequence
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<220>
<223>  Synthetic Construct

<220>
<221>  misc_feature
<222>  (1)..(3)
<223>  X1 is D, E, S, R or Y, X2 is N or D, X3 is N, Y, S or D

<400>  295

Xaa Xaa Xaa 
1           

<210>  296
<211>  245
<212>  PRT
<213>  Artificial Sequence

<220>
<223>  Synthetic Construct

<400>  296

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

Asp Arg Val Thr Ile Ser Cys Arg Ala Ser Gln Asp Ile Ser Lys Tyr 
            20                  25                  30          

Leu Asn Trp Tyr Gln Gln Lys Pro Asp Gly Thr Val Lys Leu Leu Ile 
        35                  40                  45              

Tyr His Thr Ser Arg Leu His Ser Gly Val Pro Ser Arg Phe Ser Gly 
    50                  55                  60                  

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

Glu Asp Ile Ala Thr Tyr Phe Cys Gln Gln Gly Asn Thr Leu Pro Tyr 
                85                  90                  95      

Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Thr Gly Ser Thr Ser Gly 
            100                 105                 110         

Ser Gly Lys Pro Gly Ser Gly Glu Gly Ser Thr Lys Gly Glu Val Lys 
        115                 120                 125             

Leu Gln Glu Ser Gly Pro Gly Leu Val Ala Pro Ser Gln Ser Leu Ser 
    130                 135                 140                 

Val Thr Cys Thr Val Ser Gly Val Ser Leu Pro Asp Tyr Gly Val Ser 
145                 150                 155                 160 

Trp Ile Arg Gln Pro Pro Arg Lys Gly Leu Glu Trp Leu Gly Val Ile 
                165                 170                 175     
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Trp Gly Ser Glu Thr Thr Tyr Tyr Asn Ser Ala Leu Lys Ser Arg Leu 
            180                 185                 190         

Thr Ile Ile Lys Asp Asn Ser Lys Ser Gln Val Phe Leu Lys Met Asn 
        195                 200                 205             

Ser Leu Gln Thr Asp Asp Thr Ala Ile Tyr Tyr Cys Ala Lys His Tyr 
    210                 215                 220                 

Tyr Tyr Gly Gly Ser Tyr Ala Met Asp Tyr Trp Gly Gln Gly Thr Ser 
225                 230                 235                 240 

Val Thr Val Ser Ser 
                245 

<210>  297
<211>  6
<212>  PRT
<213>  Mus musculus

<400>  297

Gln Asp Ile Ser Lys Tyr 
1               5       

<210>  298
<211>  3
<212>  PRT
<213>  Mus musculus

<400>  298

His Thr Ser 
1           

<210>  299
<211>  9
<212>  PRT
<213>  Mus musculus

<400>  299

Gln Gln Gly Asn Thr Leu Pro Tyr Thr 
1               5                   

<210>  300
<211>  8
<212>  PRT
<213>  Mus musculus

<400>  300

Gly Val Ser Leu Pro Asp Tyr Gly 
1               5               

<210>  301
<211>  7
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<212>  PRT
<213>  Mus musculus

<400>  301

Ile Trp Gly Ser Glu Thr Thr 
1               5           

<210>  302
<211>  14
<212>  PRT
<213>  Mus musculus

<400>  302

Ala Lys His Tyr Tyr Tyr Gly Gly Ser Tyr Ala Met Asp Tyr 
1               5                   10                  
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