
CLUSTAL 2.1 multiple sequence alignment 
 
 
foundBP1col5         CNANATGATTTNNTTTGACTGATAGTGACCTGTTCGTTGCAACAAATTGATGAGCAATGC 60 
expected_1_VF36      ------------------------------------------------------------ 
                                                                                  
 
foundBP1col5         TTTTTTATAATGCCAACTTTGTACAAAAAAGTTGGCACCGATCTTAAGGCTAGAGTACTA 120 
expected_1_VF36      ------------------------------------------------------------ 
                                                                                  
 
foundBP1col5         ATACGACTCACTATAGGGAATACAAGCTACTTGTTCTTTTTGCACTCGAGAATTCGCCAT 180 
expected_1_VF36      ------------------------------------------------------------ 
                                                                                  
 
foundBP1col5         CATGTCCAGATTAGATAAAAGTAAAGTAATTAACAGCGCATTAGAGCTGCTTAATGAGGT 240 
expected_1_VF36      -ATGTCCAGATTAGATAAAAGTAAAGTGATTAACAGCGCATTAGAGCTGCTTAATGAGGT 59 
                      ************************** ******************************** 
 
foundBP1col5         CGGAATCGAAGGTTTAACAACCCGTAAACTCGCCCAGAAGCTAGGTTTCGAGCAGCCTAC 300 
expected_1_VF36      CGGAATCGAAGGTTTAACAACCCGTAAACTCGCCCAGAAGCTAGGTNNNGAGCAGCCTAC 119 
                     **********************************************   *********** 
 
foundBP1col5         ATTGTATTCGCATGTAAAAAATAAGCGGGCTTTGCTCGACGCCTTAGCCATTGAGATGTT 360 
expected_1_VF36      ATTGTATTGGCATGTAAAAAATAAGCGGGCTTTGCTCGACGCCTTAGCCATTGAGATGTT 179 
                     ******** *************************************************** 
 
foundBP1col5         AGATAGGCACCATACTCACTTTTGCCCTTTAGAAGGGGAAAGCTGGCAAGATTTTTTACG 420 
expected_1_VF36      AGATAGGCACCATACTCACTTTTGCCCTTTAGAAGGGGAAAGCTGGCAAGATTTTTTACG 239 
                     ************************************************************ 
 
foundBP1col5         TAATAACGCTAAAAGTTTTAGATGTGCTTTACTAAGTCATCGCGATGGAGCAAAAGTACA 480 
expected_1_VF36      TAATAACGCTAAAAGTTTTAGATGTGCTTTACTAAGTCATCGCGATGGAGCAAAAGTACA 299 
                     ************************************************************ 
 
foundBP1col5         TTTAGGTACACGGCCTACAGAAAAACAGTATGAAACTCTCGAAAATCAATTAGCCTTTTT 540 
expected_1_VF36      TTTAGGTACACGGCCTACAGAAAAACAGTATGAAACTCTCGAAAATCAATTAGCCTTTTT 359 
                     ************************************************************ 
 
foundBP1col5         ATGCCAACAAGGTTTTTCACTAGAGAATGCATTATATGCACTCAGCGCTGTGGGGCATTT 600 
expected_1_VF36      ATGCCAACAAGGTTTTTCACTAGAGAATGCATTATATGCACTCAGCGCTGTGGGGCATTT 419 
                     ************************************************************ 
 
foundBP1col5         TACTTTAGGTTGCGTATTGGAAGATCAAGAGCATCAAGTCGCTAAAGAAGAAAGGGAAAC 660 
expected_1_VF36      TACTTTAGGTTGCGTATTGGAAGATCAAGAGCATCAAGTCGCTAAAGAAGAAAGGGAAAC 479 
                     ************************************************************ 
 
foundBP1col5         ACCTACTACTGATAGTATGCCGCCATTATTACGACAAGCTATCGAATTATTTGATCACCA 720 
expected_1_VF36      ACCTACTACTGATAGTATGCCGCCATTATTACGACAAGCTATCGAATTATTTGATCACCA 539 
                     ************************************************************ 
 
foundBP1col5         AGGTGCAGAGCCAGCCTTCTTATTCGGCCTTGAATTGATCATATGCGGATTAGAAAAACA 780 
expected_1_VF36      AGGTGCAGAGCCAGCCTTCTTATTCGGCCTTGAATTGATCATATGCGGATTAGAAAAACA 599 
                     ************************************************************ 
 
foundBP1col5         ACTTANATGTGAAAGTGGGTCTGGGGGTTCTCATCATCATCATTAATAACGACTCAGGCT 840 
expected_1_VF36      ACTTAAATGTGAAAGTGGGTCT-------------------------------------- 621 
                     ***** ****************                                       
 
foundBP1col5         GCTACAANAAAAAAAAAANAAAAAAANAAAAAAACTAGCATAACCCCTTGGGGCCTCTAA 900 
expected_1_VF36      ------------------------------------------------------------ 
                                                                                  
 
foundBP1col5         ACGGGTCTTGAGGGGTTTTTTGTTGCCAACTTTCTTGTACAAAGTTGGCATTATAANAAA 960 
expected_1_VF36      ------------------------------------------------------------ 
                                                                                  
 
foundBP1col5         GCATTGCTTATCAATTTGTTGCAACGAACAGGTCACTATCAGTCAAAATAAA 1012 
expected_1_VF36      ---------------------------------------------------- 
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