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foundBP2col5         NNGGCNANATGATTTTATTTTGACTGATAGTGACCNNTTCGTTGCAACAAATTNNTGAGC 60 
expected_2_EA37      ------------------------------------------------------------ 
                                                                                  
 
foundBP2col5         AATGCTTTTTTATAATGCCAACTTTGTACAAAAAAGTTGGCACCGATCTTAAGGCTAGAG 120 
expected_2_EA37      ------------------------------------------------------------ 
                                                                                  
 
foundBP2col5         TACTAATACGACTCACNNTAGGGAATACAAGCTACTTGTTCTTTTTGCACTCGAGAATTC 180 
expected_2_EA37      ------------------------------------------------------------ 
                                                                                  
 
foundBP2col5         GCCACCATGTCCAGATTAGATAAAAGTAAAGTGATTAACAGCGCATTAGAGCTGCTTAAT 240 
expected_2_EA37      ------ATGTCCAGATTAGATAAAAGTAAAGTGATTAACAGCGCATTAGAGCTGCTTAAT 54 
                           ****************************************************** 
 
foundBP2col5         GAGGTCGGAATCGAAGGTTTAACAACCCGTAAACTCGCCCAGAAGCTAGGTGTAGCGCAG 300 
expected_2_EA37      GAGGTCGGAATCGAAGGTTTAACAACCCGTAAACTCGCCCAGAAGCTAGGTGTANNNCAG 114 
                     ******************************************************. .*** 
 
foundBP2col5         CCTACATTGTATTCGCATGTAAAAAATAAGCGGGCTTTGCTCGACGCCTTAGCCATTGAG 360 
expected_2_EA37      CCTACATTGTATTGGCATGTAAAAAATAAGCGGGCTTTGCTCGACGCCTTAGCCATTGAG 174 
                     ************* ********************************************** 
 
foundBP2col5         ATGTTAGATAGGCACCATACTCACTTTTGCCCTTTAGAAGGGGAAAGTTGGCAAGATTTT 420 
expected_2_EA37      ATGTTAGATAGGCACCATACTCACTTTTGCCCTTTAGAAGGGGAAAGCTGGCAAGATTTT 234 
                     *********************************************** ************ 
 
foundBP2col5         TTACGTAATAACGCTAAAAGTTTTGGATGTGCTTTACTAAGTCATCGCGATGGAGCAAAA 480 
expected_2_EA37      TTACGTAATAACGCTAAAAGTTTTAGATGTGCTTTACTAAGTCATCGCGATGGAGCAAAA 294 
                     ************************.*********************************** 
 
foundBP2col5         GTACATTTAGGTACACGGCCTACAGAAAAACAGTATGAAACTCTCGAAAATCAATTAGCC 540 
expected_2_EA37      GTACATTTAGGTACACGGCCTACAGAAAAACAGTATGAAACTCTCGAAAATCAATTAGCC 354 
                     ************************************************************ 
 
foundBP2col5         TTTTTATGCCAACAAGGTTTTTCACTAGAGAATGCATTATATGCACTCAGCGCTGTGGGG 600 
expected_2_EA37      TTTTTATGCCAACAAGGTTTTTCACTAGAGAATGCATTATATGCACTCAGCGCTGTGGGG 414 
                     ************************************************************ 
 
foundBP2col5         CATTTTACTTTAGGTTGCGTATTGGAAGATCAAGAGCATCAAGTCGCTAAAGAAGAAAGG 660 
expected_2_EA37      CATTTTACTTTAGGTTGCGTATTGGAAGATCAAGAGCATCAAGTCGCTAAAGAAGAAAGG 474 
                     ************************************************************ 
 
foundBP2col5         GAAACACCTACTACTGATAGTATGCCGCCATTATTACGACAAGCTATCGAATTATTTGAT 720 
expected_2_EA37      GAAACACCTACTACTGATAGTATGCCGCCATTATTACGACAAGCTATCGAATTATTTGAT 534 
                     ************************************************************ 
 
foundBP2col5         CACCAAGGTGCAGAGCCAGCCTTCTTATTCGGCCTTGAATTGATCATATGCGGATTAGAA 780 
expected_2_EA37      CACCAAGGTGCAGAGCCAGCCTTCTTATTCGGCCTTGAATTGATCATATGCGGATTAGAA 594 
                     ************************************************************ 
 
foundBP2col5         AAACAACTTANATGTGAAAGTGGGTCTGGGGGTTCTCATCATCTCATCATCATTAATAAC 840 
expected_2_EA37      AAACAACTTAAATGTGAAAGTGGGTCT--------------------------------- 621 
                     ********** ****************                                  
 
foundBP2col5         GACTCAGGCTGCTACAAAANAANNNAAAAANAAAAAAAAAAAAAACTAGCATAACCCCTT 900 
expected_2_EA37      ------------------------------------------------------------ 
                                                                                  
 
foundBP2col5         GGGGCCTCTAAACGGGTCTTGAGGGGTTTTTTGTTGCCAACTTTCTTGTACAAAGTTGGC 960 
expected_2_EA37      ------------------------------------------------------------ 
                                                                                  
 
foundBP2col5         ATTATAANNAAAGCATTGCTTTATCAATTTTGTTGCAACGAANNGGGTC 1009 
expected_2_EA37      ------------------------------------------------- 
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Commentaire [1]: Serine	
  instead	
  of	
  
tryptophane	
  position	
  43	
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Commentaire [2]: Silent	
  mutation	
  
(serine	
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Lilia S� 17.8.11 14:39
Commentaire [3]: Glycine	
  instead	
  of	
  
Arginine	
  at	
  position	
  87	
  



 
 
 

 
 

 
 
	
  


