
 
� � � 1  GATTCGCTTCTTGGATCTTGGCGGGTGTTGTGAACAGTCGCTGCATTTTCAACTGCTTTA  
    61  ACCATGGCTCCTATTCTCGGCTACTGGGACATTCGTGGACTGGCACAGCCAATCCGCCTG  
     �   �  M  A  P  I  L  G  Y  W  D  I  R  G  L  A  Q  P  I  R  L    19  
 
   121  CTGCTTGCCCACGCTGACGTCAAGGTGGAGGACAAGCGCTACTCATGCGGACCCCCTCCG  
    � �  L  L  A  H  A  D  V  K  V  E  D  K  R  Y  S  C  G  P  P  P    39  
 
   181  GATTTTGACCGCAGCGCCTGGCTCAAGGAGAAACACACCCTGGGCCTGGAGTTCCCCAAC  
    � �  D  F  D  R  S  A  W  L  K  E  K  H  T  L  G  L  E  F  P  N    59  
 
   241  CTGCCTTACTACATTGATGGGGACGTGAAGCTCACCCAGAGCATGGCTATTCTGCGCTAC  
        L  P  Y  Y  I  D  G  D  V  K  L  T  Q  S  M  A  I  L  R  Y    79  
 
   301  CTTGCCCGCAAGCATGGACTGGATGGCAAGACAGAGGCCGAAAAGCAACGGGTCGACGTC  
        L  A  R  K  H  G  L  D  G  K  T  E  A  E  K  Q  R  V  D  V    99  
 
   361  ACGGAGCAGCAGTTTGCCGACTTCCGCATGAACTGGGTTCGCATGTGCTACAACCCAGAC  
        T  E  Q  Q  F  A  D  F  R  M  N  W  V  R  M  C  Y  N  P  D    119  
 
   421  TTTGACAAGCTCAAGGTCGACTACCTCAAGAACTTGCCAGATGCGCTGAAGAGCTTCTCA  
        F  D  K  L  K  V  D  Y  L  K  N  L  P  D  A  L  K  S  F  S    139  
 
   481  GAGTACCTTGGGAAGCACAAGTTCTTCGCTGGCGACCATGTCACCTACGTTGACTTCATC  
        E  Y  L  G  K  H  K  F  F  A  G  D  H  V  T  Y  V  D  F  I    159  
 
   541  GCTTACGAGATGCTGGCTCAGCACCTCCTCTTTGCTCCGGACTGCCTGAAGGATTTCCCC  
        A  Y  E  M  L  A  Q  H  L  L  F  A  P  D  C  L  K  D  F  P    179  
 
   601  AACCTGAAGGCCTTTGTGGACCGCGTTGAGGCTCTCCCCCACGTGGCGGCCTACCTGAAG  
        N  L  K  A  F  V  D  R  V  E  A  L  P  H  V  A  A  Y  L  K    199  
 
   661  TCTGACAAGTGCATCAGCTGGCCCCTCAACGGCGACATGGCTAGCTTCGGCAGCAGGCTG  
        S  D  K  C  I  S  W  P  L  N  G  D  M  A  S  F  G  S  R  L    219  
 
   721  CAGAAGAAGCCGTGAACAGCACTTCATACCCACTGTCCGCTTTGGCGTTTGCGTTCCCCC  
        Q  K  K  P  *  
 
   781  CAATAAAGTTTTTCCGGTGGTGCAGGTCC  
  
 	
     1  GAGTTGTGCTCGATCAAGCTACCATGGCCCCTGTGCTGGGATACTGGGACATCCGAGGCC  
                               M  A  P  V  L  G  Y  W  D  I  R  G  L    13  
 
    61  TTTGCGAGCCCATTCGCTACCTTCTGGCGCACGCTAAAGTCTCCTACGAGGATAAAAGGT  
          C  E  P  I  R  Y  L  L  A  H  A  K  V  S  Y  E  D  K  R  Y    33  
 
   121  ACGGCTTCGGCAATGGTCCCGAACCCAGCCGCGACGAGTGGTTGGCCGACAAGTACAAGT  
          G  F  G  N  G  P  E  P  S  R  D  E  W  L  A  D  K  Y  K  L    53  
 
   181  TGGGTCTGGACTTCCCCAACGTGCCGTACTACATCGACGGCGACGTCAAGCTGACGCAGA  
          G  L  D  F  P  N  V  P  Y  Y  I  D  G  D  V  K  L  T  Q  S    73  
 
   241  GCATGGCCATCCTGCAGTACCTCGGCCGCAAGCACGGACTCGCCCCCAAGGACGAGGCCA  
          M  A  I  L  Q  Y  L  G  R  K  H  G  L  A  P  K  D  E  A  T    93  
 
   301  CTCAGCTCCGCGTCGACGTGCTCCAGCTCACGGCGTTCGACGTGATCATGTGGGCAGTGC  
          Q  L  R  V  D  V  L  Q  L  T  A  F  D  V  I  M  W  A  V  R    113  
 
   361  GCGTCTGCTACGACCCCGAGTACACCGAGGAGAAGCGGAAGCAGTTCCTGGTCGACGTGG  
          V  C  Y  D  P  E  Y  T  E  E  K  R  K  Q  F  L  V  D  V  A    133  
 
   421  CCGACAAGCTGAAGCAGTTTGACTCGTACCTCTCCAAGTATGGTCCTTTCGGCGCCGGCA  
          D  K  L  K  Q  F  D  S  Y  L  S  K  Y  G  P  F  G  A  G  K    153  
 
   481  AGTCAGCCACTTACGTCGACTTCTTGCTCTACGAGGCTCTCCAGATCGTGAAAATTCTTG  
          S  A  T  Y  V  D  F  L  L  Y  E  A  L  Q  I  V  K  I  L  G    173  
 
   541  GCCCAAGCACGTTCCGCAAGGGCTACCCTCAGCTCGAGGAGTACTGCCAGCGCGTTGCTG  
          P  S  T  F  R  K  G  Y  P  Q  L  E  E  Y  C  Q  R  V  A  A    193  
 
   601  CCCTTCCGGGAATGAAGGAGTATCTGGCCTCGGATCGCTTCAAGGCTTGGCCCATCTGGA  
          L  P  G  M  K  E  Y  L  A  S  D  R  F  K  A  W  P  I  W  S    213  
 
   661  GCCCGTACGCAAAGGCGCTGGCGGCGCAGCACAAGCCGCCCGCTGACGACTGCTGAGCGA  
          P  Y  A  K  A  L  A  A  Q  H  K  P  P  A  D  D  C  *          230  
 
   721  TCCCCGCCGGCCATCGCGCGTCGCAAGCGTTGACCGCAGTTCTAGTTTTTTGATGTTGTT  
   781  AATCTGGGATGCGACGCTATATACGGCTGTTACATTTTTCTTTTCAATAAACGGTTGCGT  
   841  CGTTTTGAGCGCTCTTCCGACAAAAAAAAA  
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