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foundBP4col1         NNGCNANATGATTTATTTTGACTGATAGTGACCTGNTCGTTGCAACAAATTGATGAGCAA 60 
expected_4_YF42      ------------------------------------------------------------ 
                                                                                  
 
foundBP4col1         TGCTTTTTTATAATGCCAACTTTGTACAAAAAAGTTGGCACCGATCTTAAGGCTAGAGTA 120 
expected_4_YF42      ------------------------------------------------------------ 
                                                                                  
 
foundBP4col1         CTAATACGACTCACTATAGGGAATACAAGCTACTTGTTCTTTTTGCACTCGAGAATTCGC 180 
expected_4_YF42      ------------------------------------------------------------ 
                                                                                  
 
foundBP4col1         CGCCANGTCCAGATTAGATAAAAGTAAAGTGATTAACAGCGCATTAGAGCTGCTTAATGA 240 
expected_4_YF42      ----ATGTCCAGATTAGATAAAAGTAAAGTGATTAACAGCGCATTAGAGCTGCTTAATGA 56 
                         * ****************************************************** 
 
foundBP4col1         GGTCGGAATCGAAGGTTTAACAACCCGTAAACTCGCCCAGAAGCTAGGTGTAGAGCAGCC 300 
expected_4_YF42      GGTCGGAATCGAAGGTTTAACAACCCGTAAACTCGCCCAGAAGCTAGGTGTAGAGCAGCC 116 
                     ************************************************************ 
 
foundBP4col1         TACATTGTTTTGGCATGTAAAAAATAAGCGGGCTTTGCTCGACGCCTTAGCCATTGAGAT 360 
expected_4_YF42      TACATTGNNNTGGCATGTAAAAAATAAGCGGGCTTTGCTCGACGCCTTAGCCATTGAGAT 176 
                     *******   ************************************************** 
 
foundBP4col1         GTTAGATAGGCACCATACTCACTTTTGCCCTTTAGAAGGGGAAAGCTGGCAAGATTTTTT 420 
expected_4_YF42      GTTAGATAGGCACCATACTCACTTTTGCCCTTTAGAAGGGGAAAGCTGGCAAGATTTTTT 236 
                     ************************************************************ 
 
foundBP4col1         ACGTAATAACGCTAAAAGTTTTAGATGTGCTTTACTAAGTCATCGCGATGGAGCAAAAGT 480 
expected_4_YF42      ACGTAATAACGCTAAAAGTTTTAGATGTGCTTTACTAAGTCATCGCGATGGAGCAAAAGT 296 
                     ************************************************************ 
 
foundBP4col1         ACATTTAGGTACACGGCCTACAGAAAAACAGTATGAAACTCTCGAAAATCAATTAGCCTT 540 
expected_4_YF42      ACATTTAGGTACACGGCCTACAGAAAAACAGTATGAAACTCTCGAAAATCAATTAGCCTT 356 
                     ************************************************************ 
 
foundBP4col1         TTTATGCCAACAAGGTTTTTCACTAGAGAATGCATTATATGCGCTCAGCGCTGTGGGGCA 600 
expected_4_YF42      TTTATGCCAACAAGGTTTTTCACTAGAGAATGCATTATATGCACTCAGCGCTGTGGGGCA 416 
                     ****************************************** ***************** 
 
foundBP4col1         TTTTACTTTAGGTTGCGTATTGGAAGATCAAGAGCATCAAGTCGCTAAAGAAGAAAGGGA 660 
expected_4_YF42      TTTTACTTTAGGTTGCGTATTGGAAGATCAAGAGCATCAAGTCGCTAAAGAAGAAAGGGA 476 
                     ************************************************************ 
 
foundBP4col1         AACACCTACTACTGATAGTATGCCGCCATTATTACGACAAGCTATCGAATTATTTGATCA 720 
expected_4_YF42      AACACCTACTACTGATAGTATGCCGCCATTATTACGACAAGCTATCGAATTATTTGATCA 536 
                     ************************************************************ 
 
foundBP4col1         CCAAGGTGCAGAGCCAGCCTTCTTATTCGGCCTTGAATTGATCATATGCGGATTGGAAAA 780 
expected_4_YF42      CCAAGGTGCAGAGCCAGCCTTCTTATTCGGCCTTGAATTGATCATATGCGGATTAGAAAA 596 
                     ****************************************************** ***** 
 
foundBP4col1         ACAACTTANATGTGAAAGTGGGTCTGGGGGTTCTCATCATCATCATCATCATTAATAACG 840 
expected_4_YF42      ACAACTTAAATGTGAAAGTGGGTCT----------------------------------- 621 
                     ******** ****************                                    
 
foundBP4col1         ACTCAGGCTGCTACAAAAAAANAAAAANAAAAAAANAAAAAANCTAGCATAACCCCTTGG 900 
expected_4_YF42      ------------------------------------------------------------ 
                                                                                  
 
foundBP4col1         GGCCTCTAAACGGGTCTTGAGGGGTTTTTTGTTGCCAACTTTCTTGTACAAAGTTGGCAT 960 
expected_4_YF42      ------------------------------------------------------------ 
                                                                                  
 
foundBP4col1         TATAANAAAGCATTGCTTATCAATTTGTTGCAACGAANAGGTCACTATCAGTCAAAATAA 1020 
expected_4_YF42      ------------------------------------------------------------ 
                                                                                  
 
foundBP4col1         AA 1022 
expected_4_YF42      -- 
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