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Alineamiento completo entre la SEQ ID NO: 18 de la solicitud y la SEQ ID NO: 59 del documento D1 

 
CLUSTAL multiple sequence alignment by MUSCLE (3.8) 

 

 

SEQ_ID_NO_18        TTGTTCCAGTTTGGAACAAGAGTCCACTATTAAAGAACGTGGACTCCAACGTCAAAGGGC 

CO_15098495_59      TTGTTCCAGTTTGGAACAAGAGTCCACTATTAAAGAACGTGGACTCCAACGTCAAAGGGC 

                    ************************************************************ 

 

SEQ_ID_NO_18        GAAAAACCGTCTATCAGGGCGATGGCCCACTACGTGAACCATCACCCTAATCAAGTTTTT 

CO_15098495_59      GAAAAACCGTCTATCAGGGCGATGGCCCACTACGTGAACCATCACCCTAATCAAGTTTTT 

                    ************************************************************ 

 

SEQ_ID_NO_18        TGGGGTCGAGGTGCCGTAAAGCACTAAATCGGAACCCTAAAGGGAGCCCCCGATTTAGAG 

CO_15098495_59      TGGGGTCGAGGTGCCGTAAAGCACTAAATCGGAACCCTAAAGGGAGCCCCCGATTTAGAG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CTTGACGGGGAAAGCCGGCGAACGTGGCGAGAAAGGAAGGGAAGAAAGCGAAAGGAGCGG 

CO_15098495_59      CTTGACGGGGAAAGCCGGCGAACGTGGCGAGAAAGGAAGGGAAGAAAGCGAAAGGAGCGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        GCGCTAGGGCGCTGGCAAGTGTAGCGGTCACGCTGCGCGTAACCACCACACCCGCCGCGC 

CO_15098495_59      GCGCTAGGGCGCTGGCAAGTGTAGCGGTCACGCTGCGCGTAACCACCACACCCGCCGCGC 

                    ************************************************************ 

 

SEQ_ID_NO_18        TTAATGCGCCGCTACAGGGCGCGTCCATTCGCCATTCAGGCTGCGCAACTGTTGGGAAGG 

CO_15098495_59      TTAATGCGCCGCTACAGGGCGCGTCCATTCGCCATTCAGGCTGCGCAACTGTTGGGAAGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        GCGATCGGTGCGGGCCTCTTCGCTATTACGCCAGCTGGCGAAAGGGGGATGTGCTGCAAG 

CO_15098495_59      GCGATCGGTGCGGGCCTCTTCGCTATTACGCCAGCTGGCGAAAGGGGGATGTGCTGCAAG 

                    ************************************************************ 

 

SEQ_ID_NO_18        GCGATTAAGTTGGGTAACGCCAGGGTTTTCCCAGTCACGACGTTGTAAAACGACGGCCAG 

CO_15098495_59      GCGATTAAGTTGGGTAACGCCAGGGTTTTCCCAGTCACGACGTTGTAAAACGACGGCCAG 

                    ************************************************************ 

 

SEQ_ID_NO_18        TGCATAGACCAGCCGCGTAACCTGGCAAAATCGGTTACGGTTGAGTAATAAATGGATGCC 

CO_15098495_59      TGCATAGACCAGCCGCGTAACCTGGCAAAATCGGTTACGGTTGAGTAATAAATGGATGCC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CTGCGTAAGCGGGTGTGGGCGGACAATAAAGTCTTAAACTGAACAAAATAGATCTAAACT 

CO_15098495_59      CTGCGTAAGCGGGTGTGGGCGGACAATAAAGTCTTAAACTGAACAAAATAGATCTAAACT 

                    ************************************************************ 

 

SEQ_ID_NO_18        ATGACAATAAAGTCTTAAACTAGACAGAATAGTTGTAAACTGAAATCAGTCCAGTTATGC 

CO_15098495_59      ATGACAATAAAGTCTTAAACTAGACAGAATAGTTGTAAACTGAAATCAGTCCAGTTATGC 

                    ************************************************************ 

 

SEQ_ID_NO_18        TGTGAAAAAGCATACTGGACTTTTGTTATGGCTAAAGCAAACTCTTCATTTTCTGAAGTG 

CO_15098495_59      TGTGAAAAAGCATACTGGACTTTTGTTATGGCTAAAGCAAACTCTTCATTTTCTGAAGTG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CAAATTGCCCGTCGTATTAAAGAGGGGCGTGGCCAAGGGCATGGTAAAGACTATATTCGC 

CO_15098495_59      CAAATTGCCCGTCGTATTAAAGAGGGGCGTGGCCAAGGGCATGGTAAAGACTATATTCGC 

                    ************************************************************ 

 

SEQ_ID_NO_18        GGCGTTGTGACAATTTACCGAACAACTCCGCGGCCGGGAAGCCGATCTCGGCTTGAACGA 

CO_15098495_59      GGCGTTGTGACAATTTACCGAACAACTCCGCGGCCGGGAAGCCGATCTCGGCTTGAACGA 

                    ************************************************************ 

 

SEQ_ID_NO_18        ATTGTTAGGTGGCGGTACTTGGGTCGATATCAAAGTGCATCACTTCTTCCCGTATGCCCA 

CO_15098495_59      ATTGTTAGGTGGCGGTACTTGGGTCGATATCAAAGTGCATCACTTCTTCCCGTATGCCCA 

                    ************************************************************ 

 

SEQ_ID_NO_18        ACTTTGTATAGAGAGCCACTGCGGGATCGTCACCGTAATCTGCTTGCACGTAGATCACAT 

CO_15098495_59      ACTTTGTATAGAGAGCCACTGCGGGATCGTCACCGTAATCTGCTTGCACGTAGATCACAT 

                    ************************************************************ 

 



SEQ_ID_NO_18        AAGCACCAAGCGCGTTGGCCTCATGCTTGAGGAGATTGATGAGCGCGGTGGCAATGCCCT 

CO_15098495_59      AAGCACCAAGCGCGTTGGCCTCATGCTTGAGGAGATTGATGAGCGCGGTGGCAATGCCCT 

                    ************************************************************ 

 

SEQ_ID_NO_18        GCCTCCGGTGCTCGCCGGAGACTGCGAGATCATAGATATAGATCTCACTACGCGGCTGCT 

CO_15098495_59      GCCTCCGGTGCTCGCCGGAGACTGCGAGATCATAGATATAGATCTCACTACGCGGCTGCT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CAAACTTGGGCAGAACGTAAGCCGCGAGAGCGCCAACAACCGCTTCTTGGTCGAAGGCAG 

CO_15098495_59      CAAACTTGGGCAGAACGTAAGCCGCGAGAGCGCCAACAACCGCTTCTTGGTCGAAGGCAG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CAAGCGCGATGAATGTCTTACTACGGAGCAAGTTCCCGAGGTAATCGGAGTCCGGCTGAT 

CO_15098495_59      CAAGCGCGATGAATGTCTTACTACGGAGCAAGTTCCCGAGGTAATCGGAGTCCGGCTGAT 

                    ************************************************************ 

 

SEQ_ID_NO_18        GTTGGGAGTAGGTGGCTACGTCTCCGAACTCACGACCGAAAAGATCAAGAGCAGCCCGCA 

CO_15098495_59      GTTGGGAGTAGGTGGCTACGTCTCCGAACTCACGACCGAAAAGATCAAGAGCAGCCCGCA 

                    ************************************************************ 

 

SEQ_ID_NO_18        TGGATTTGACTTGGTCAGGGCCGAGCCTACATGTGCGAATGATGCCCATACTTGAGCCAC 

CO_15098495_59      TGGATTTGACTTGGTCAGGGCCGAGCCTACATGTGCGAATGATGCCCATACTTGAGCCAC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CTAACTTTGTTTTAGGGCGACTGCCCTGCTGCGTAACATCGTTGCTGCTGCGTAACATCG 

CO_15098495_59      CTAACTTTGTTTTAGGGCGACTGCCCTGCTGCGTAACATCGTTGCTGCTGCGTAACATCG 

                    ************************************************************ 

 

SEQ_ID_NO_18        TTGCTGCTCCATAACATCAAACATCGACCCACGGCGTAACGCGCTTGCTGCTTGGATGCC 

CO_15098495_59      TTGCTGCTCCATAACATCAAACATCGACCCACGGCGTAACGCGCTTGCTGCTTGGATGCC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CGAGGCATAGACTGTACAAAAAAACAGTCATAACAAGCCATGAAAACCGCCACTGCGCCG 

CO_15098495_59      CGAGGCATAGACTGTACAAAAAAACAGTCATAACAAGCCATGAAAACCGCCACTGCGCCG 

                    ************************************************************ 

 

SEQ_ID_NO_18        TTACCACCGCTGCGTTCGGTCAAGGTTCTGGACCAGTTGCGTGAGCGCATACGCTACTTG 

CO_15098495_59      TTACCACCGCTGCGTTCGGTCAAGGTTCTGGACCAGTTGCGTGAGCGCATACGCTACTTG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CATTACAGTTTACGAACCGAACAGGCTTATGTCAACTGGGTTTGTGCCTTCATCCGTTTC 

CO_15098495_59      CATTACAGTTTACGAACCGAACAGGCTTATGTCAACTGGGTTTGTGCCTTCATCCGTTTC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CACGGTGTGCGTCACCCGGCAACCTTGGGCAGCAGCGAAGTCGAGGCATTTCTGTCCTGG 

CO_15098495_59      CACGGTGTGCGTCACCCGGCAACCTTGGGCAGCAGCGAAGTCGAGGCATTTCTGTCCTGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CTGGCGAACGAGCGCAAGGTTTCGGTCTCCACGCATCGTCAGGCATTGGCGGCCTTGCTG 

CO_15098495_59      CTGGCGAACGAGCGCAAGGTTTCGGTCTCCACGCATCGTCAGGCATTGGCGGCCTTGCTG 

                    ************************************************************ 

 

SEQ_ID_NO_18        TTCTTCTACGGCAAGGTGCTGTGCACGGATCTGCCCTTGCTTCAGGAGATCGGTAGACCT 

CO_15098495_59      TTCTTCTACGGCAAGGTGCTGTGCACGGATCTGCCCTTGCTTCAGGAGATCGGTAGACCT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CGGCCGTCGCGGCGCTTGCCGGTGGTGCTGACCCCGGATGAAGTGGTTCGCATCCTCGGT 

CO_15098495_59      CGGCCGTCGCGGCGCTTGCCGGTGGTGCTGACCCCGGATGAAGTGGTTCGCATCCTCGGT 

                    ************************************************************ 

 

SEQ_ID_NO_18        TTTCTGGAAGGCGAGCATCGTTTGTTCGCCCAGGACTCTAGCTATAGTTCTAGTGGTTGG 

CO_15098495_59      TTTCTGGAAGGCGAGCATCGTTTGTTCGCCCAGGACTCTAGCTATAGTTCTAGTGGTTGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CTACAGCTTTGTTTGTACTATCAACAGGTTGAACTGCTGATCAACAGATCCTCTACGCGG 

CO_15098495_59      CTACAGCTTTGTTTGTACTATCAACAGGTTGAACTGCTGATCAACAGATCCTCTACGCGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCGCGGTACCATAACTTCGTATAGCATACATTATACGAAGTTATCTGGTTTAAACGTACC 

CO_15098495_59      CCGCGGTACCATAACTTCGTATAGCATACATTATACGAAGTTATCTGGTTTAAACGTACC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CGTAGTGGCTATGGCAGGGCTTGCCGCCCCGACGTTGGCTGCGAGCCCTGGGCCTTCACC 

CO_15098495_59      CGTAGTGGCTATGGCAGGGCTTGCCGCCCCGACGTTGGCTGCGAGCCCTGGGCCTTCACC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CGAACTTGGGGGTTGGGGTGGGGAAAAGGAAGAAACGCGGGCGTATTGGTCCCAATGGGG 

CO_15098495_59      CGAACTTGGGGGTTGGGGTGGGGAAAAGGAAGAAACGCGGGCGTATTGGTCCCAATGGGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        TCTCGGTGGGGTATCGACAGAGTGCCAGCCCTGGGACCGAACCCCGCGTTTATGAACAAA 

CO_15098495_59      TCTCGGTGGGGTATCGACAGAGTGCCAGCCCTGGGACCGAACCCCGCGTTTATGAACAAA 

                    ************************************************************ 

 

SEQ_ID_NO_18        CGACCCAACACCCGTGCGTTTTATTCTGTCTTTTTATTGCCGTCATAGCGCGGGTTCCTT 



CO_15098495_59      CGACCCAACACCCGTGCGTTTTATTCTGTCTTTTTATTGCCGTCATAGCGCGGGTTCCTT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCGGTATTGTCTCCTTCCGTGTTTCAGTTAGCCTCCCCCATCTCCCGGTACCGCATGCTA 

CO_15098495_59      CCGGTATTGTCTCCTTCCGTGTTTCAGTTAGCCTCCCCCATCTCCCGGTACCGCATGCTA 

                    ************************************************************ 

 

SEQ_ID_NO_18        TGCATCAGCTGCTAGCACCATGGCTCGAGATCCCGGGTGATCAAGTCTTCGTCGAGTGAT 

CO_15098495_59      TGCATCAGCTGCTAGCACCATGGCTCGAGATCCCGGGTGATCAAGTCTTCGTCGAGTGAT 

                    ************************************************************ 

 

SEQ_ID_NO_18        TGTAAATAAAATGTAATTTACAGTATAGTATTTTAATTAATATACAAATGATTTGATAAT 

CO_15098495_59      TGTAAATAAAATGTAATTTACAGTATAGTATTTTAATTAATATACAAATGATTTGATAAT 

                    ************************************************************ 

 

SEQ_ID_NO_18        AATTCTTATTTAACTATAATATATTGTGTTGGGTTGAATTAAAGGTCCGTATACTAGTAT 

CO_15098495_59      AATTCTTATTTAACTATAATATATTGTGTTGGGTTGAATTAAAGGTCCGTATACTAGTAT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CGATTCGCGACCTACTCCGGAATATTAATAGATCATGGAGATAATTAAAATGATAACCAT 

CO_15098495_59      CGATTCGCGACCTACTCCGGAATATTAATAGATCATGGAGATAATTAAAATGATAACCAT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CTCGCAAATAAATAAGTATTTTACTGTTTTCGTAACAGTTTTGTAATAAAAAAACCTATA 

CO_15098495_59      CTCGCAAATAAATAAGTATTTTACTGTTTTCGTAACAGTTTTGTAATAAAAAAACCTATA 

                    ************************************************************ 

 

SEQ_ID_NO_18        AATATTCCGGATTATTCATACCGTCCCACCATCGGGCGCGGATCCGCCACCATGCGTCCC 

CO_15098495_59      AATATTCCGGATTATTCATACCGTCCCACCATCGGGCGCGGATCCGCCACCATGCGTCCC 

                    ************************************************************ 

 

SEQ_ID_NO_18        GGCCTGCCCTCCTACCTGATCGTGCTGGCTGTGTGCCTGCTGTCCCACCTCCTGTCCTCC 

CO_15098495_59      GGCCTGCCCTCCTACCTGATCGTGCTGGCTGTGTGCCTGCTGTCCCACCTCCTGTCCTCC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CGTTACGGTGCTGAGGCTATCTCCGAGCCCCTGGACAAGGCTTTCCACCTCCTGCTGAAC 

CO_15098495_59      CGTTACGGTGCTGAGGCTATCTCCGAGCCCCTGGACAAGGCTTTCCACCTCCTGCTGAAC 

                    ************************************************************ 

 

SEQ_ID_NO_18        ACCTACGGTCGTCCTATCCGTTTCCTGCGCGAGAACACCACCCAGTGCACCTACAACTCC 

CO_15098495_59      ACCTACGGTCGTCCTATCCGTTTCCTGCGCGAGAACACCACCCAGTGCACCTACAACTCC 

                    ************************************************************ 

 

SEQ_ID_NO_18        TCCCTGCGCAACTCCACCGTCGTCCGCGAGAACGCTATCTCCTTCAACTTCTTCCAGTCC 

CO_15098495_59      TCCCTGCGCAACTCCACCGTCGTCCGCGAGAACGCTATCTCCTTCAACTTCTTCCAGTCC 

                    ************************************************************ 

 

SEQ_ID_NO_18        TACAACCAGTACTACGTGTTCCACATGCCCCGTTGCCTGTTCGCTGGTCCCCTGGCTGAG 

CO_15098495_59      TACAACCAGTACTACGTGTTCCACATGCCCCGTTGCCTGTTCGCTGGTCCCCTGGCTGAG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CAGTTCCTGAACCAGGTGGACCTGACCGAGACTCTCGAGCGTTACCAGCAGCGTCTGAAC 

CO_15098495_59      CAGTTCCTGAACCAGGTGGACCTGACCGAGACTCTCGAGCGTTACCAGCAGCGTCTGAAC 

                    ************************************************************ 

 

SEQ_ID_NO_18        ACTTACGCTCTGGTGTCCAAGGACCTGGCTTCCTACCGTTCCTTCAGCCAGCAGCTGAAG 

CO_15098495_59      ACTTACGCTCTGGTGTCCAAGGACCTGGCTTCCTACCGTTCCTTCAGCCAGCAGCTGAAG 

                    ************************************************************ 

 

SEQ_ID_NO_18        GCTCAGGACTCCCTGGGCGAGCAGCCCACCACTGTGCCTCCCCCTATCGACCTGTCCATC 

CO_15098495_59      GCTCAGGACTCCCTGGGCGAGCAGCCCACCACTGTGCCTCCCCCTATCGACCTGTCCATC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCCCACGTGTGGATGCCCCCCCAGACCACTCCTCACGGCTGGACCGAGTCCCACACCACC 

CO_15098495_59      CCCCACGTGTGGATGCCCCCCCAGACCACTCCTCACGGCTGGACCGAGTCCCACACCACC 

                    ************************************************************ 

 

SEQ_ID_NO_18        TCCGGACTGCACCGTCCCCACTTCAACCAGACCTGCATCCTGTTCGACGGTCACGACCTG 

CO_15098495_59      TCCGGACTGCACCGTCCCCACTTCAACCAGACCTGCATCCTGTTCGACGGTCACGACCTG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CTGTTCTCCACCGTGACCCCCTGCCTGCACCAGGGCTTCTACCTCATCGACGAGCTGCGT 

CO_15098495_59      CTGTTCTCCACCGTGACCCCCTGCCTGCACCAGGGCTTCTACCTCATCGACGAGCTGCGT 

                    ************************************************************ 

 

SEQ_ID_NO_18        TACGTGAAGATCACCCTGACCGAGGATTTCTTCGTGGTCACCGTGTCCATCGACGACGAC 

CO_15098495_59      TACGTGAAGATCACCCTGACCGAGGATTTCTTCGTGGTCACCGTGTCCATCGACGACGAC 

                    ************************************************************ 

 

SEQ_ID_NO_18        ACCCCCATGCTGCTGATCTTCGGTCACCTCCCCCGTGTGCTGTTCAAGGCTCCCTACCAG 

CO_15098495_59      ACCCCCATGCTGCTGATCTTCGGTCACCTCCCCCGTGTGCTGTTCAAGGCTCCCTACCAG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CGTGACAACTTCATCCTGCGTCAGACCGAGAAGCACGAGCTGCTGGTGCTGGTCAAGAAG 

CO_15098495_59      CGTGACAACTTCATCCTGCGTCAGACCGAGAAGCACGAGCTGCTGGTGCTGGTCAAGAAG 



                    ************************************************************ 

 

SEQ_ID_NO_18        GACCAGCTGAACCGTCACTCTTACCTGAAGGACCCCGACTTCCTGGACGCTGCTCTGGAC 

CO_15098495_59      GACCAGCTGAACCGTCACTCTTACCTGAAGGACCCCGACTTCCTGGACGCTGCTCTGGAC 

                    ************************************************************ 

 

SEQ_ID_NO_18        TTCAACTACCTGGACCTGTCCGCTCTGCTGAGGAACTCCTTCCACCGTTACGCTGTGGAC 

CO_15098495_59      TTCAACTACCTGGACCTGTCCGCTCTGCTGAGGAACTCCTTCCACCGTTACGCTGTGGAC 

                    ************************************************************ 

 

SEQ_ID_NO_18        GTGCTGAAGTCCGGTCGTTGCCAGATGCTGGACCGTCGTACCGTCGAGATGGCTTTCGCT 

CO_15098495_59      GTGCTGAAGTCCGGTCGTTGCCAGATGCTGGACCGTCGTACCGTCGAGATGGCTTTCGCT 

                    ************************************************************ 

 

SEQ_ID_NO_18        TACGCCCTGGCTCTGTTCGCTGCTGCTCGTCAAGAAGAGGCTGGCGCTCAGGTGTCCGTG 

CO_15098495_59      TACGCCCTGGCTCTGTTCGCTGCTGCTCGTCAAGAAGAGGCTGGCGCTCAGGTGTCCGTG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCCCGTGCTCTGGACCGTCAGGCTGCTCTGCTGCAGATCCAAGAGTTCATGATCACTTGC 

CO_15098495_59      CCCCGTGCTCTGGACCGTCAGGCTGCTCTGCTGCAGATCCAAGAGTTCATGATCACTTGC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CTGTCCCAGACCCCCCCTCGTACCACCCTGCTGCTGTACCCCACCGCTGTGGACCTGGCT 

CO_15098495_59      CTGTCCCAGACCCCCCCTCGTACCACCCTGCTGCTGTACCCCACCGCTGTGGACCTGGCT 

                    ************************************************************ 

 

SEQ_ID_NO_18        AAGCGTGCTCTGTGGACCCCCAACCAGATCACCGACATCACCTCCCTCGTGCGTCTGGTG 

CO_15098495_59      AAGCGTGCTCTGTGGACCCCCAACCAGATCACCGACATCACCTCCCTCGTGCGTCTGGTG 

                    ************************************************************ 

 

SEQ_ID_NO_18        TACATCCTGTCCAAGCAGAACCAGCAGCACCTGATCCCCCAGTGGGCTCTGCGTCAGATC 

CO_15098495_59      TACATCCTGTCCAAGCAGAACCAGCAGCACCTGATCCCCCAGTGGGCTCTGCGTCAGATC 

                    ************************************************************ 

 

SEQ_ID_NO_18        GCTGACTTCGCTCTGAAGCTGCACAAGACCCACCTGGCTTCATTCCTCAGCGCTTTCGCT 

CO_15098495_59      GCTGACTTCGCTCTGAAGCTGCACAAGACCCACCTGGCTTCATTCCTCAGCGCTTTCGCT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CGCCAAGAGCTGTACCTGATGGGTTCCCTGGTGCACTCCATGCTGGTGCACACCACCGAG 

CO_15098495_59      CGCCAAGAGCTGTACCTGATGGGTTCCCTGGTGCACTCCATGCTGGTGCACACCACCGAG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CGTCGCGAGATCTTCATCGTGGAAACCGGCCTGTGCTCCCTGGCCGAGCTGTCCCACTTC 

CO_15098495_59      CGTCGCGAGATCTTCATCGTGGAAACCGGCCTGTGCTCCCTGGCCGAGCTGTCCCACTTC 

                    ************************************************************ 

 

SEQ_ID_NO_18        ACCCAGCTGCTGGCTCACCCCCACCACGAGTACCTGTCCGACCTGTACACCCCCTGCTCC 

CO_15098495_59      ACCCAGCTGCTGGCTCACCCCCACCACGAGTACCTGTCCGACCTGTACACCCCCTGCTCC 

                    ************************************************************ 

 

SEQ_ID_NO_18        TCTTCCGGTCGTCGTGACCACTCCCTGGAACGTCTGACCCGTCTGTTCCCCGACGCTACC 

CO_15098495_59      TCTTCCGGTCGTCGTGACCACTCCCTGGAACGTCTGACCCGTCTGTTCCCCGACGCTACC 

                    ************************************************************ 

 

SEQ_ID_NO_18        GTGCCTACCACCGTGCCTGCTGCTCTGTCCATCCTGTCTACCATGCAGCCCTCCACCCTG 

CO_15098495_59      GTGCCTACCACCGTGCCTGCTGCTCTGTCCATCCTGTCTACCATGCAGCCCTCCACCCTG 

                    ************************************************************ 

 

SEQ_ID_NO_18        GAAACCTTCCCCGACCTGTTCTGCCTGCCTCTGGGCGAGTCCTTCTCCGCTCTGACCGTG 

CO_15098495_59      GAAACCTTCCCCGACCTGTTCTGCCTGCCTCTGGGCGAGTCCTTCTCCGCTCTGACCGTG 

                    ************************************************************ 

 

SEQ_ID_NO_18        TCCGAGCACGTGTCCTACGTGGTCACCAACCAGTACCTGATCAAGGGCATCTCCTACCCC 

CO_15098495_59      TCCGAGCACGTGTCCTACGTGGTCACCAACCAGTACCTGATCAAGGGCATCTCCTACCCC 

                    ************************************************************ 

 

SEQ_ID_NO_18        GTGTCCACCACCGTCGTGGGCCAGTCCCTGATCATCACCCAGACCGACTCCCAGACCAAG 

CO_15098495_59      GTGTCCACCACCGTCGTGGGCCAGTCCCTGATCATCACCCAGACCGACTCCCAGACCAAG 

                    ************************************************************ 

 

SEQ_ID_NO_18        TGCGAGCTGACCCGTAACATGCACACCACTCACTCCATCACCGCTGCTCTGAACATCTCC 

CO_15098495_59      TGCGAGCTGACCCGTAACATGCACACCACTCACTCCATCACCGCTGCTCTGAACATCTCC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CTCGAGAACTGCGCTTTCTGCCAGTCCGCTCTGTTGGAGTACGACGACACTCAGGGTGTC 

CO_15098495_59      CTCGAGAACTGCGCTTTCTGCCAGTCCGCTCTGTTGGAGTACGACGACACTCAGGGTGTC 

                    ************************************************************ 

 

SEQ_ID_NO_18        ATCAACATCATGTACATGCACGACTCCGACGACGTGCTGTTCGCTCTGGACCCCTACAAC 

CO_15098495_59      ATCAACATCATGTACATGCACGACTCCGACGACGTGCTGTTCGCTCTGGACCCCTACAAC 

                    ************************************************************ 

 

SEQ_ID_NO_18        GAGGTGGTGGTGTCCTCCCCCCGTACCCACTACCTGATGCTGCTGAAGAACGGCACCGTG 

CO_15098495_59      GAGGTGGTGGTGTCCTCCCCCCGTACCCACTACCTGATGCTGCTGAAGAACGGCACCGTG 

                    ************************************************************ 



 

SEQ_ID_NO_18        CTGGAAGTGACCGACGTGGTGGTGGACGCTACCGACTCCGGCGCCGGAAGCGGCGGAGGG 

CO_15098495_59      CTGGAAGTGACCGACGTGGTGGTGGACGCTACCGACTCCGGCGCCGGAAGCGGCGGAGGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        GGGTCTGGGGGGGGAGGCAGCCACCACCATCACCACCACCATCACTAAGAATTCAAGCTT 

CO_15098495_59      GGGTCTGGGGGGGGAGGCAGCCACCACCATCACCACCACCATCACTAAGAATTCAAGCTT 

                    ************************************************************ 

 

SEQ_ID_NO_18        GTCGAGAAGTACTAGAGGATCATAATCAGCCATACCACATTTGTAGAGGTTTTACTTGCT 

CO_15098495_59      GTCGAGAAGTACTAGAGGATCATAATCAGCCATACCACATTTGTAGAGGTTTTACTTGCT 

                    ************************************************************ 

 

SEQ_ID_NO_18        TTAAAAAACCTCCCACACCTCCCCCTGAACCTGAAACATAAAATGAATGCAATTGTTGTT 

CO_15098495_59      TTAAAAAACCTCCCACACCTCCCCCTGAACCTGAAACATAAAATGAATGCAATTGTTGTT 

                    ************************************************************ 

 

SEQ_ID_NO_18        GTTAACTTGTTTATTGCAGCTTATAATGGTTACAAATAAAGCAATAGCATCACAAATTTC 

CO_15098495_59      GTTAACTTGTTTATTGCAGCTTATAATGGTTACAAATAAAGCAATAGCATCACAAATTTC 

                    ************************************************************ 

 

SEQ_ID_NO_18        ACAAATAAAGCATTTTTTTCACTGCATTCTAGTTGTGGTTTGTCCAAACTCATCAATGTA 

CO_15098495_59      ACAAATAAAGCATTTTTTTCACTGCATTCTAGTTGTGGTTTGTCCAAACTCATCAATGTA 

                    ************************************************************ 

 

SEQ_ID_NO_18        TCTTATCATGTCTGGATCTGATCACTGCTTGAGCCTAGAAGATCCGGCTGCTAACAAAGC 

CO_15098495_59      TCTTATCATGTCTGGATCTGATCACTGCTTGAGCCTAGAAGATCCGGCTGCTAACAAAGC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCGAAAGGAAGCTGAGTTGGCTGCTGCCACCGCTGAGCAATAACTATCATAACCCCTAGG 

CO_15098495_59      CCGAAAGGAAGCTGAGTTGGCTGCTGCCACCGCTGAGCAATAACTATCATAACCCCTAGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        GGCCTCTAAACGGGTCTTGAGGGGTTTTTTGCTGAAAGGAGGAACTATATCCGGATCTGA 

CO_15098495_59      GGCCTCTAAACGGGTCTTGAGGGGTTTTTTGCTGAAAGGAGGAACTATATCCGGATCTGA 

                    ************************************************************ 

 

SEQ_ID_NO_18        ACAGGAGGGACAGCTGATAGAAACAGAAGCCACTGGAGCACCTCAAAAACACCATCATAC 

CO_15098495_59      ACAGGAGGGACAGCTGATAGAAACAGAAGCCACTGGAGCACCTCAAAAACACCATCATAC 

                    ************************************************************ 

 

SEQ_ID_NO_18        ACTAAATCAGTAAGTTGGCAGCATCACCCGACGCACTTTGCGCCGAATAAATACCTGTGA 

CO_15098495_59      ACTAAATCAGTAAGTTGGCAGCATCACCCGACGCACTTTGCGCCGAATAAATACCTGTGA 

                    ************************************************************ 

 

SEQ_ID_NO_18        CGGAAGATCACTTCGCAGAATAAATAAATCCTGGTGTCCCTGTTGATACCGGGAAGCCCT 

CO_15098495_59      CGGAAGATCACTTCGCAGAATAAATAAATCCTGGTGTCCCTGTTGATACCGGGAAGCCCT 

                    ************************************************************ 

 

SEQ_ID_NO_18        GGGCCAACTTTTGGCGAAAATGAGACGTTGATCGGCACGTAAGAGGTTCCAACTTTCACC 

CO_15098495_59      GGGCCAACTTTTGGCGAAAATGAGACGTTGATCGGCACGTAAGAGGTTCCAACTTTCACC 

                    ************************************************************ 

 

SEQ_ID_NO_18        ATAATGAAATAAGATCACTACCGGGCGTATTTTTTGAGTTATCGAGATTTTCAGGAGCTA 

CO_15098495_59      ATAATGAAATAAGATCACTACCGGGCGTATTTTTTGAGTTATCGAGATTTTCAGGAGCTA 

                    ************************************************************ 

 

SEQ_ID_NO_18        AGGAAGCTAAAATGGAGAAAAAAATCACTGGATATACCACCGTTGATATATCCCAATGGC 

CO_15098495_59      AGGAAGCTAAAATGGAGAAAAAAATCACTGGATATACCACCGTTGATATATCCCAATGGC 

                    ************************************************************ 

 

SEQ_ID_NO_18        ATCGTAAAGAACATTTTGAGGCATTTCAGTCAGTTGCTCAATGTACCTATAACCAGACCG 

CO_15098495_59      ATCGTAAAGAACATTTTGAGGCATTTCAGTCAGTTGCTCAATGTACCTATAACCAGACCG 

                    ************************************************************ 

 

SEQ_ID_NO_18        TTCAGCTGGATATTACGGCCTTTTTAAAGACCGTAAAGAAAAATAAGCACAAGTTTTATC 

CO_15098495_59      TTCAGCTGGATATTACGGCCTTTTTAAAGACCGTAAAGAAAAATAAGCACAAGTTTTATC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CGGCCTTTATTCACATTCTTGCCCGCCTGATGAATGCTCATCCGGAATTCCGTATGGCAA 

CO_15098495_59      CGGCCTTTATTCACATTCTTGCCCGCCTGATGAATGCTCATCCGGAATTCCGTATGGCAA 

                    ************************************************************ 

 

SEQ_ID_NO_18        TGAAAGACGGTGAGCTGGTGATATGGGATAGTGTTCACCCTTGTTACACCGTTTTCCATG 

CO_15098495_59      TGAAAGACGGTGAGCTGGTGATATGGGATAGTGTTCACCCTTGTTACACCGTTTTCCATG 

                    ************************************************************ 

 

SEQ_ID_NO_18        AGCAAACTGAAACGTTTTCATCGCTCTGGAGTGAATACCACGACGATTTCCGGCAGTTTC 

CO_15098495_59      AGCAAACTGAAACGTTTTCATCGCTCTGGAGTGAATACCACGACGATTTCCGGCAGTTTC 

                    ************************************************************ 

 

SEQ_ID_NO_18        TACACATATATTCGCAAGATGTGGCGTGTTACGGTGAAAACCTGGCCTATTTCCCTAAAG 

CO_15098495_59      TACACATATATTCGCAAGATGTGGCGTGTTACGGTGAAAACCTGGCCTATTTCCCTAAAG 

                    ************************************************************ 

 



SEQ_ID_NO_18        GGTTTATTGAGAATATGTTTTTCGTCTCAGCCAATCCCTGGGTGAGTTTCACCAGTTTTG 

CO_15098495_59      GGTTTATTGAGAATATGTTTTTCGTCTCAGCCAATCCCTGGGTGAGTTTCACCAGTTTTG 

                    ************************************************************ 

 

SEQ_ID_NO_18        ATTTAAACGTGGCCAATATGGACAACTTCTTCGCCCCCGTTTTCACCATGGGCAAATATT 

CO_15098495_59      ATTTAAACGTGGCCAATATGGACAACTTCTTCGCCCCCGTTTTCACCATGGGCAAATATT 

                    ************************************************************ 

 

SEQ_ID_NO_18        ATACGCAAGGCGACAAGGTGCTGATGCCGCTGGCGATTCAGGTTCATCATGCCGTTTGTG 

CO_15098495_59      ATACGCAAGGCGACAAGGTGCTGATGCCGCTGGCGATTCAGGTTCATCATGCCGTTTGTG 

                    ************************************************************ 

 

SEQ_ID_NO_18        ATGGCTTCCATGTCGGCAGAATGCTTAATGAATTACAACAGTACTGCGATGAGTGGCAGG 

CO_15098495_59      ATGGCTTCCATGTCGGCAGAATGCTTAATGAATTACAACAGTACTGCGATGAGTGGCAGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        GCGGGGCGTAATTTTTTTAAGGCAGTTATTGGTGCCCTTAAACGCCTGGTTGCTACGCCT 

CO_15098495_59      GCGGGGCGTAATTTTTTTAAGGCAGTTATTGGTGCCCTTAAACGCCTGGTTGCTACGCCT 

                    ************************************************************ 

 

SEQ_ID_NO_18        GAATAAGTGATAATAAGCGGATGAATGGCAGAAATTCGAAAGCAAATTCGACCCGGTCGT 

CO_15098495_59      GAATAAGTGATAATAAGCGGATGAATGGCAGAAATTCGAAAGCAAATTCGACCCGGTCGT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CGGTTCAGGGCAGGGTCGTTAAATAGCCGCTTATGTCTATTGCTGGTTTACCGGTTTATT 

CO_15098495_59      CGGTTCAGGGCAGGGTCGTTAAATAGCCGCTTATGTCTATTGCTGGTTTACCGGTTTATT 

                    ************************************************************ 

 

SEQ_ID_NO_18        GACTACCGGAAGCAGTGTGACCGTGTGCTTCTCAAATGCCTGAGGCCAGTTTGCTCAGGC 

CO_15098495_59      GACTACCGGAAGCAGTGTGACCGTGTGCTTCTCAAATGCCTGAGGCCAGTTTGCTCAGGC 

                    ************************************************************ 

 

SEQ_ID_NO_18        TCTCCCCGTGGAGGTAATAATTGACGATATGATCATTTATTCTGCCTCCCAGCTGACATT 

CO_15098495_59      TCTCCCCGTGGAGGTAATAATTGACGATATGATCATTTATTCTGCCTCCCAGCTGACATT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CATCCGGGGTCAGCACCGTTTCTGCGGACTGGCTTTCTACGTGTTCCGCTTCCTTTAGCA 

CO_15098495_59      CATCCGGGGTCAGCACCGTTTCTGCGGACTGGCTTTCTACGTGTTCCGCTTCCTTTAGCA 

                    ************************************************************ 

 

SEQ_ID_NO_18        GCCCTTGCGCCCTGAGTGCTTGCGGCAGCGTGAAGCTAATTCTGTCAGCCGTTAAGTGTT 

CO_15098495_59      GCCCTTGCGCCCTGAGTGCTTGCGGCAGCGTGAAGCTAATTCTGTCAGCCGTTAAGTGTT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCTGTGTCACTCAAAATTGCTTTGAGAGGCTCTAAGGGCTTCTCAGTGCGTTACATCCCT 

CO_15098495_59      CCTGTGTCACTCAAAATTGCTTTGAGAGGCTCTAAGGGCTTCTCAGTGCGTTACATCCCT 

                    ************************************************************ 

 

SEQ_ID_NO_18        GGCTTGTTGTCCACAACCGTTAAACCTTAAAAGCTTTAAAAGCCTTATATATTCTTTTTT 

CO_15098495_59      GGCTTGTTGTCCACAACCGTTAAACCTTAAAAGCTTTAAAAGCCTTATATATTCTTTTTT 

                    ************************************************************ 

 

SEQ_ID_NO_18        TTCTTATAAAACTTAAAACCTTAGAGGCTATTTAAGTTGCTGATTTATATTAATTTTATT 

CO_15098495_59      TTCTTATAAAACTTAAAACCTTAGAGGCTATTTAAGTTGCTGATTTATATTAATTTTATT 

                    ************************************************************ 

 

SEQ_ID_NO_18        GTTCAAACATGAGAGCTTAGTACGTGAAACATGAGAGCTTAGTACGTTAGCCATGAGAGC 

CO_15098495_59      GTTCAAACATGAGAGCTTAGTACGTGAAACATGAGAGCTTAGTACGTTAGCCATGAGAGC 

                    ************************************************************ 

 

SEQ_ID_NO_18        TTAGTACGTTAGCCATGAGGGTTTAGTTCGTTAAACATGAGAGCTTAGTACGTTAAACAT 

CO_15098495_59      TTAGTACGTTAGCCATGAGGGTTTAGTTCGTTAAACATGAGAGCTTAGTACGTTAAACAT 

                    ************************************************************ 

 

SEQ_ID_NO_18        GAGAGCTTAGTACGTGAAACATGAGAGCTTAGTACGTACTATCAACAGGTTGAACTGCTG 

CO_15098495_59      GAGAGCTTAGTACGTGAAACATGAGAGCTTAGTACGTACTATCAACAGGTTGAACTGCTG 

                    ************************************************************ 

 

SEQ_ID_NO_18        ATCAACAGATCCTCTACGCGGCCGCGGTACCATAACTTCGTATAGCATACATTATACGAA 

CO_15098495_59      ATCAACAGATCCTCTACGCGGCCGCGGTACCATAACTTCGTATAGCATACATTATACGAA 

                    ************************************************************ 

 

SEQ_ID_NO_18        GTTATCTGGTTTAAACGTACCCGTAGTGGCTATGGCAGGGCTTGCCGCCCCGACGTTGGC 

CO_15098495_59      GTTATCTGGTTTAAACGTACCCGTAGTGGCTATGGCAGGGCTTGCCGCCCCGACGTTGGC 

                    ************************************************************ 

 

SEQ_ID_NO_18        TGCGAGCCCTGGGCCTTCACCCGAACTTGGGGGTTGGGGTGGGGAAAAGGAAGAAACGCG 

CO_15098495_59      TGCGAGCCCTGGGCCTTCACCCGAACTTGGGGGTTGGGGTGGGGAAAAGGAAGAAACGCG 

                    ************************************************************ 

 

SEQ_ID_NO_18        GGCGTATTGGTCCCAATGGGGTCTCGGTGGGGTATCGACAGAGTGCCAGCCCTGGGACCG 

CO_15098495_59      GGCGTATTGGTCCCAATGGGGTCTCGGTGGGGTATCGACAGAGTGCCAGCCCTGGGACCG 

                    ************************************************************ 

 

SEQ_ID_NO_18        AACCCCGCGTTTATGAACAAACGACCCAACACCCGTGCGTTTTATTCTGTCTTTTTATTG 



CO_15098495_59      AACCCCGCGTTTATGAACAAACGACCCAACACCCGTGCGTTTTATTCTGTCTTTTTATTG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCGTCATAGCGCGGGTTCCTTCCGGTATTGTCTCCTTCCGTGTTTCAGTTAGCCTCCCCC 

CO_15098495_59      CCGTCATAGCGCGGGTTCCTTCCGGTATTGTCTCCTTCCGTGTTTCAGTTAGCCTCCCCC 

                    ************************************************************ 

 

SEQ_ID_NO_18        ATCTCCCGGTACCGCATGCTATGCATCAGCTGCTAGCTTAGCGAGCGTCCACAGCCTGGG 

CO_15098495_59      ATCTCCCGGTACCGCATGCTATGCATCAGCTGCTAGCTTAGCGAGCGTCCACAGCCTGGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        GACCGTAACGGGAGTGAGCGGGCAGGTTCACACGGGTCTGCTTCAGCTCAGGGGGCAGGC 

CO_15098495_59      GACCGTAACGGGAGTGAGCGGGCAGGTTCACACGGGTCTGCTTCAGCTCAGGGGGCAGGC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CAGCGTAGTACTTGTCCAGGTGACGCAGCAGGGGGGGGTCCAGCTGGTGACGCAGGCAGA 

CO_15098495_59      CAGCGTAGTACTTGTCCAGGTGACGCAGCAGGGGGGGGTCCAGCTGGTGACGCAGGCAGA 

                    ************************************************************ 

 

SEQ_ID_NO_18        ATTCCTTCACAGCGTTGTACAGGCCGTAGAACAGGGTGATACCCTCGGGAGCAGCAGCGG 

CO_15098495_59      ATTCCTTCACAGCGTTGTACAGGCCGTAGAACAGGGTGATACCCTCGGGAGCAGCAGCGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        TGGACACGGGCAGACGCACAGCACGGTTGGTACGGGTAGCCTCGTTACGGATAGCCACCA 

CO_15098495_59      TGGACACGGGCAGACGCACAGCACGGTTGGTACGGGTAGCCTCGTTACGGATAGCCACCA 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCACGTTGAACAGGGAGGGGGGCACCAGCTCGAAACCCAGCACGTGTTCGGTGAAGATGG 

CO_15098495_59      CCACGTTGAACAGGGAGGGGGGCACCAGCTCGAAACCCAGCACGTGTTCGGTGAAGATGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        AACGACCGTAGGACAGACGAGTCAGGTCGTAACCACGGCACAGGTCGTCCACGCAAGTGT 

CO_15098495_59      AACGACCGTAGGACAGACGAGTCAGGTCGTAACCACGGCACAGGTCGTCCACGCAAGTGT 

                    ************************************************************ 

 

SEQ_ID_NO_18        ACACAGCGGGGGAACCGTCGCCGCACTCGGAGTAACCGCGCATCACGGTCATCCAACGGG 

CO_15098495_59      ACACAGCGGGGGAACCGTCGCCGCACTCGGAGTAACCGCGCATCACGGTCATCCAACGGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        GAGCGGTGTCGGAGGACAGCAGGGTCAGCAGAGCACGCAGCTGGTCGGGGTTGTTGTACA 

CO_15098495_59      GAGCGGTGTCGGAGGACAGCAGGGTCAGCAGAGCACGCAGCTGGTCGGGGTTGTTGTACA 

                    ************************************************************ 

 

SEQ_ID_NO_18        GCAGGGCCAGGGTGTCCAGGAAAGCGTCGTCCAGCAGCACGGAGTTAGCAGCCTCGGGGG 

CO_15098495_59      GCAGGGCCAGGGTGTCCAGGAAAGCGTCGTCCAGCAGCACGGAGTTAGCAGCCTCGGGGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        TCACGGGACGGTAACGGATCAGCTGGGACAGGGGACCGTCCCTACGGGTCACGTTGACCA 

CO_15098495_59      TCACGGGACGGTAACGGATCAGCTGGGACAGGGGACCGTCCCTACGGGTCACGTTGACCA 

                    ************************************************************ 

 

SEQ_ID_NO_18        GGGGACGCAGCCAGGACTCGTACTTGTCGCCCTGGAACACCTCTCCCAGCAGGCAACGAC 

CO_15098495_59      GGGGACGCAGCCAGGACTCGTACTTGTCGCCCTGGAACACCTCTCCCAGCAGGCAACGAC 

                    ************************************************************ 

 

SEQ_ID_NO_18        GGGTCAGCTCGGGGCACTCAGCGGGCACCTTCTCAGCCACGGTGGGAGCCACGGACACGG 

CO_15098495_59      GGGTCAGCTCGGGGCACTCAGCGGGCACCTTCTCAGCCACGGTGGGAGCCACGGACACGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        TAGCGGAGGACACGATGGGCAGCAGCAGGCAGCACCACAGCAGAGCCACGGGACCGGGGG 

CO_15098495_59      TAGCGGAGGACACGATGGGCAGCAGCAGGCAGCACCACAGCAGAGCCACGGGACCGGGGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        AGAAGGAGAAACCGCAGTCGGGACGACGGCACATGGTGGCTCGAGATCCCGGGTGATCAA 

CO_15098495_59      AGAAGGAGAAACCGCAGTCGGGACGACGGCACATGGTGGCTCGAGATCCCGGGTGATCAA 

                    ************************************************************ 

 

SEQ_ID_NO_18        GTCTTCGTCGAGTGATTGTAAATAAAATGTAATTTACAGTATAGTATTTTAATTAATATA 

CO_15098495_59      GTCTTCGTCGAGTGATTGTAAATAAAATGTAATTTACAGTATAGTATTTTAATTAATATA 

                    ************************************************************ 

 

SEQ_ID_NO_18        CAAATGATTTGATAATAATTCTTATTTAACTATAATATATTGTGTTGGGTTGAATTAAAG 

CO_15098495_59      CAAATGATTTGATAATAATTCTTATTTAACTATAATATATTGTGTTGGGTTGAATTAAAG 

                    ************************************************************ 

 

SEQ_ID_NO_18        GTCCGTATACTAGTATCGATTCGCGACCTACTCCGGAATATTAATAGATCATGGAGATAA 

CO_15098495_59      GTCCGTATACTAGTATCGATTCGCGACCTACTCCGGAATATTAATAGATCATGGAGATAA 

                    ************************************************************ 

 

SEQ_ID_NO_18        TTAAAATGATAACCATCTCGCAAATAAATAAGTATTTTACTGTTTTCGTAACAGTTTTGT 

CO_15098495_59      TTAAAATGATAACCATCTCGCAAATAAATAAGTATTTTACTGTTTTCGTAACAGTTTTGT 

                    ************************************************************ 

 

SEQ_ID_NO_18        AATAAAAAAACCTATAAATATTCCGGATTATTCATACCGTCCCACCATCGGGCGCGGATC 

CO_15098495_59      AATAAAAAAACCTATAAATATTCCGGATTATTCATACCGTCCCACCATCGGGCGCGGATC 



                    ************************************************************ 

 

SEQ_ID_NO_18        CGCCACCATGTCCCCCAAGAACCTGACCCCCTTCCTGACCGCTCTGTGGCTGCTGCTGGG 

CO_15098495_59      CGCCACCATGTCCCCCAAGAACCTGACCCCCTTCCTGACCGCTCTGTGGCTGCTGCTGGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCACTCCCGTGTGCCTCGTGTGCGTGCTGAGGAATGCTGCGAGTTCATCAACGTGAACCA 

CO_15098495_59      CCACTCCCGTGTGCCTCGTGTGCGTGCTGAGGAATGCTGCGAGTTCATCAACGTGAACCA 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCCCCCCGAGCGCTGCTACGACTTCAAGATGTGCAACCGTTTCACCGTGGCTCTGCGTTG 

CO_15098495_59      CCCCCCCGAGCGCTGCTACGACTTCAAGATGTGCAACCGTTTCACCGTGGCTCTGCGTTG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCCCGACGGCGAAGTGTGCTACTCCCCCGAAAAGACCGCTGAGATCCGTGGTATCGTGAC 

CO_15098495_59      CCCCGACGGCGAAGTGTGCTACTCCCCCGAAAAGACCGCTGAGATCCGTGGTATCGTGAC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CACCATGACCCACTCCCTGACCCGTCAGGTGGTGCACAACAAGCTGACCTCTTGCAACTA 

CO_15098495_59      CACCATGACCCACTCCCTGACCCGTCAGGTGGTGCACAACAAGCTGACCTCTTGCAACTA 

                    ************************************************************ 

 

SEQ_ID_NO_18        CAACCCCCTGTACCTCGAGGCTGACGGTCGTATCCGTTGCGGCAAGGTCAACGACAAGGC 

CO_15098495_59      CAACCCCCTGTACCTCGAGGCTGACGGTCGTATCCGTTGCGGCAAGGTCAACGACAAGGC 

                    ************************************************************ 

 

SEQ_ID_NO_18        TCAGTACCTGCTGGGTGCTGCTGGTTCCGTGCCCTACCGTTGGATCAACCTCGAGTACGA 

CO_15098495_59      TCAGTACCTGCTGGGTGCTGCTGGTTCCGTGCCCTACCGTTGGATCAACCTCGAGTACGA 

                    ************************************************************ 

 

SEQ_ID_NO_18        CAAGATCACCCGTATCGTGGGCCTGGACCAGTACCTCGAGTCCGTGAAGAAGCACAAGCG 

CO_15098495_59      CAAGATCACCCGTATCGTGGGCCTGGACCAGTACCTCGAGTCCGTGAAGAAGCACAAGCG 

                    ************************************************************ 

 

SEQ_ID_NO_18        TCTGGACGTGTGCCGTGCTAAGATGGGTTACATGCTGCAGTAAAAGCTTGTCGAGAAGTA 

CO_15098495_59      TCTGGACGTGTGCCGTGCTAAGATGGGTTACATGCTGCAGTAAAAGCTTGTCGAGAAGTA 

                    ************************************************************ 

 

SEQ_ID_NO_18        CTAGAGGATCATAATCAGCCATACCACATTTGTAGAGGTTTTACTTGCTTTAAAAAACCT 

CO_15098495_59      CTAGAGGATCATAATCAGCCATACCACATTTGTAGAGGTTTTACTTGCTTTAAAAAACCT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCCACACCTCCCCCTGAACCTGAAACATAAAATGAATGCAATTGTTGTTGTTAACTTGTT 

CO_15098495_59      CCCACACCTCCCCCTGAACCTGAAACATAAAATGAATGCAATTGTTGTTGTTAACTTGTT 

                    ************************************************************ 

 

SEQ_ID_NO_18        TATTGCAGCTTATAATGGTTACAAATAAAGCAATAGCATCACAAATTTCACAAATAAAGC 

CO_15098495_59      TATTGCAGCTTATAATGGTTACAAATAAAGCAATAGCATCACAAATTTCACAAATAAAGC 

                    ************************************************************ 

 

SEQ_ID_NO_18        ATTTTTTTCACTGCATTCTAGTTGTGGTTTGTCCAAACTCATCAATGTATCTTATCATGT 

CO_15098495_59      ATTTTTTTCACTGCATTCTAGTTGTGGTTTGTCCAAACTCATCAATGTATCTTATCATGT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CTGGATCTGATCACTGCTTGAGCCTAGAAGATCCGGCTGCTAACAAAGCCCGAAAGGAAG 

CO_15098495_59      CTGGATCTGATCACTGCTTGAGCCTAGAAGATCCGGCTGCTAACAAAGCCCGAAAGGAAG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CTGAGTTGGCTGCTGTGGCTAGCTTTGTTTAACTTTAAGAAGGAGATACATCTAGACCGG 

CO_15098495_59      CTGAGTTGGCTGCTGTGGCTAGCTTTGTTTAACTTTAAGAAGGAGATACATCTAGACCGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        AATATTAATAGATCATGGAGATAATTAAAATGATAACCATCTCGCAAATAAATAAGTATT 

CO_15098495_59      AATATTAATAGATCATGGAGATAATTAAAATGATAACCATCTCGCAAATAAATAAGTATT 

                    ************************************************************ 

 

SEQ_ID_NO_18        TTACTGTTTTCGTAACAGTTTTGTAATAAAAAAACCTATAAATATTCCGGATTATTCATA 

CO_15098495_59      TTACTGTTTTCGTAACAGTTTTGTAATAAAAAAACCTATAAATATTCCGGATTATTCATA 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCGTCCCACCATCGGGCGCGGATCCGCCACCATGCTGCGTCTGCTGCTGCGTCACCACTT 

CO_15098495_59      CCGTCCCACCATCGGGCGCGGATCCGCCACCATGCTGCGTCTGCTGCTGCGTCACCACTT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCACTGCCTGCTGCTGTGCGCTGTGTGGGCTACCCCCTGCCTGGCTTCCCCTTGGTCCAC 

CO_15098495_59      CCACTGCCTGCTGCTGTGCGCTGTGTGGGCTACCCCCTGCCTGGCTTCCCCTTGGTCCAC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCTGACCGCTAACCAGAACCCCTCCCCACCCTGGTCCAAGCTGACCTACTCCAAGCCCCA 

CO_15098495_59      CCTGACCGCTAACCAGAACCCCTCCCCACCCTGGTCCAAGCTGACCTACTCCAAGCCCCA 

                    ************************************************************ 

 

SEQ_ID_NO_18        CGACGCTGCTACCTTCTACTGCCCCTTCCTGTACCCATCCCCCCCTCGTTCCCCACTGCA 

CO_15098495_59      CGACGCTGCTACCTTCTACTGCCCCTTCCTGTACCCATCCCCCCCTCGTTCCCCACTGCA 

                    ************************************************************ 



 

SEQ_ID_NO_18        GTTCTCCGGTTTCCAGCGTGTGCTGACCGGTCCCGAGTGCCGTAACGAGACTCTGTACCT 

CO_15098495_59      GTTCTCCGGTTTCCAGCGTGTGCTGACCGGTCCCGAGTGCCGTAACGAGACTCTGTACCT 

                    ************************************************************ 

 

SEQ_ID_NO_18        GCTGTACAACCGCGAGGGCCAGACCCTGGTCGAGAGGTCCTCCACCTGGGTCAAGAAGGT 

CO_15098495_59      GCTGTACAACCGCGAGGGCCAGACCCTGGTCGAGAGGTCCTCCACCTGGGTCAAGAAGGT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CATCTGGTACTTGTCCGGTCGTAACCAGACCATCCTGCAGCGTATGCCCCGTACCGCTTC 

CO_15098495_59      CATCTGGTACTTGTCCGGTCGTAACCAGACCATCCTGCAGCGTATGCCCCGTACCGCTTC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CAAGCCCTCCGACGGCAACGTGCAGATCTCCGTCGAGGACGCTAAGATCTTCGGTGCTCA 

CO_15098495_59      CAAGCCCTCCGACGGCAACGTGCAGATCTCCGTCGAGGACGCTAAGATCTTCGGTGCTCA 

                    ************************************************************ 

 

SEQ_ID_NO_18        CATGGTGCCCAAGCAGACCAAGCTGCTGCGTTTCGTGGTCAACGACGGCACCCGTTACCA 

CO_15098495_59      CATGGTGCCCAAGCAGACCAAGCTGCTGCGTTTCGTGGTCAACGACGGCACCCGTTACCA 

                    ************************************************************ 

 

SEQ_ID_NO_18        GATGTGCGTGATGAAGCTCGAGTCCTGGGCTCACGTGTTCCGTGACTACTCCGTGTCCTT 

CO_15098495_59      GATGTGCGTGATGAAGCTCGAGTCCTGGGCTCACGTGTTCCGTGACTACTCCGTGTCCTT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCAAGTGCGCCTGACCTTCACCGAGGCTAACAACCAGACCTACACCTTCTGCACCCACCC 

CO_15098495_59      CCAAGTGCGCCTGACCTTCACCGAGGCTAACAACCAGACCTACACCTTCTGCACCCACCC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CAACCTGATCGTGTAAAAGCTTGTCGAGAAGTACTAGAGGATCATAATCAGCCATACCAC 

CO_15098495_59      CAACCTGATCGTGTAAAAGCTTGTCGAGAAGTACTAGAGGATCATAATCAGCCATACCAC 

                    ************************************************************ 

 

SEQ_ID_NO_18        ATTTGTAGAGGTTTTACTTGCTTTAAAAAACCTCCCACACCTCCCCCTGAACCTGAAACA 

CO_15098495_59      ATTTGTAGAGGTTTTACTTGCTTTAAAAAACCTCCCACACCTCCCCCTGAACCTGAAACA 

                    ************************************************************ 

 

SEQ_ID_NO_18        TAAAATGAATGCAATTGTTGTTGTTAACTTGTTTATTGCAGCTTATAATGGTTACAAATA 

CO_15098495_59      TAAAATGAATGCAATTGTTGTTGTTAACTTGTTTATTGCAGCTTATAATGGTTACAAATA 

                    ************************************************************ 

 

SEQ_ID_NO_18        AAGCAATAGCATCACAAATTTCACAAATAAAGCATTTTTTTCACTGCATTCTAGTTGTGG 

CO_15098495_59      AAGCAATAGCATCACAAATTTCACAAATAAAGCATTTTTTTCACTGCATTCTAGTTGTGG 

                    ************************************************************ 

 

SEQ_ID_NO_18        TTTGTCCAAACTCATCAATGTATCTTATCATGTCTGGATCTGATCACTGCTTGAGCCTAG 

CO_15098495_59      TTTGTCCAAACTCATCAATGTATCTTATCATGTCTGGATCTGATCACTGCTTGAGCCTAG 

                    ************************************************************ 

 

SEQ_ID_NO_18        AAGATCCGGCTGCTAACAAAGCCCGAAAGGAAGCTGAGTTGGCTGCTGGGTGCCTAATGA 

CO_15098495_59      AAGATCCGGCTGCTAACAAAGCCCGAAAGGAAGCTGAGTTGGCTGCTGGGTGCCTAATGA 

                    ************************************************************ 

 

SEQ_ID_NO_18        GTGAGCTAACTCACATTAATTGCCCGGAATATTAATAGATCATGGAGATAATTAAAATGA 

CO_15098495_59      GTGAGCTAACTCACATTAATTGCCCGGAATATTAATAGATCATGGAGATAATTAAAATGA 

                    ************************************************************ 

 

SEQ_ID_NO_18        TAACCATCTCGCAAATAAATAAGTATTTTACTGTTTTCGTAACAGTTTTGTAATAAAAAA 

CO_15098495_59      TAACCATCTCGCAAATAAATAAGTATTTTACTGTTTTCGTAACAGTTTTGTAATAAAAAA 

                    ************************************************************ 

 

SEQ_ID_NO_18        ACCTATAAATATTCCGGATTATTCATACCGTCCCACCATCGGGCGCGGATCCGCCACCAT 

CO_15098495_59      ACCTATAAATATTCCGGATTATTCATACCGTCCCACCATCGGGCGCGGATCCGCCACCAT 

                    ************************************************************ 

 

SEQ_ID_NO_18        GCGTCTGTGCCGTGTGTGGCTGTCCGTGTGCCTGTGCGCTGTGGTGCTGGGCCAGTGCCA 

CO_15098495_59      GCGTCTGTGCCGTGTGTGGCTGTCCGTGTGCCTGTGCGCTGTGGTGCTGGGCCAGTGCCA 

                    ************************************************************ 

 

SEQ_ID_NO_18        GCGTGAAACCGCTGAGAAGAACGACTACTACCGTGTGCCCCACTACTGGGACGCTTGCTC 

CO_15098495_59      GCGTGAAACCGCTGAGAAGAACGACTACTACCGTGTGCCCCACTACTGGGACGCTTGCTC 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCGTGCTCTGCCCGACCAGACCCGTTACAAGTACGTCGAGCAGCTGGTGGACCTGACCCT 

CO_15098495_59      CCGTGCTCTGCCCGACCAGACCCGTTACAAGTACGTCGAGCAGCTGGTGGACCTGACCCT 

                    ************************************************************ 

 

SEQ_ID_NO_18        GAACTACCACTACGACGCTTCCCACGGCCTGGACAACTTCGACGTGCTGAAGCGTATCAA 

CO_15098495_59      GAACTACCACTACGACGCTTCCCACGGCCTGGACAACTTCGACGTGCTGAAGCGTATCAA 

                    ************************************************************ 

 

SEQ_ID_NO_18        CGTGACCGAGGTGTCCCTGCTGATCTCCGACTTCCGTCGTCAGAACCGTCGTGGTGGCAC 

CO_15098495_59      CGTGACCGAGGTGTCCCTGCTGATCTCCGACTTCCGTCGTCAGAACCGTCGTGGTGGCAC 

                    ************************************************************ 

 



SEQ_ID_NO_18        CAACAAGCGTACCACCTTCAACGCTGCTGGTTCCCTGGCTCCCCACGCTCGTTCCCTCGA 

CO_15098495_59      CAACAAGCGTACCACCTTCAACGCTGCTGGTTCCCTGGCTCCCCACGCTCGTTCCCTCGA 

                    ************************************************************ 

 

SEQ_ID_NO_18        GTTCTCCGTGCGTCTGTTCGCTAACTAAAAGCTTGTCGAGAAGTACTAGAGGATCATAAT 

CO_15098495_59      GTTCTCCGTGCGTCTGTTCGCTAACTAAAAGCTTGTCGAGAAGTACTAGAGGATCATAAT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CAGCCATACCACATTTGTAGAGGTTTTACTTGCTTTAAAAAACCTCCCACACCTCCCCCT 

CO_15098495_59      CAGCCATACCACATTTGTAGAGGTTTTACTTGCTTTAAAAAACCTCCCACACCTCCCCCT 

                    ************************************************************ 

 

SEQ_ID_NO_18        GAACCTGAAACATAAAATGAATGCAATTGTTGTTGTTAACTTGTTTATTGCAGCTTATAA 

CO_15098495_59      GAACCTGAAACATAAAATGAATGCAATTGTTGTTGTTAACTTGTTTATTGCAGCTTATAA 

                    ************************************************************ 

 

SEQ_ID_NO_18        TGGTTACAAATAAAGCAATAGCATCACAAATTTCACAAATAAAGCATTTTTTTCACTGCA 

CO_15098495_59      TGGTTACAAATAAAGCAATAGCATCACAAATTTCACAAATAAAGCATTTTTTTCACTGCA 

                    ************************************************************ 

 

SEQ_ID_NO_18        TTCTAGTTGTGGTTTGTCCAAACTCATCAATGTATCTTATCATGTCTGGATCTGATCACT 

CO_15098495_59      TTCTAGTTGTGGTTTGTCCAAACTCATCAATGTATCTTATCATGTCTGGATCTGATCACT 

                    ************************************************************ 

 

SEQ_ID_NO_18        GCTTGAGCCTAGAAGATCCGGCTGCTAACAAAGCCCGAAAGGAAGCTGAGTTGGCTGCTG 

CO_15098495_59      GCTTGAGCCTAGAAGATCCGGCTGCTAACAAAGCCCGAAAGGAAGCTGAGTTGGCTGCTG 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCACCGCTGAGCAATAACTATCATAACCCCTAGGAGATCCGAACCAGATAAGTGAAATCT 

CO_15098495_59      CCACCGCTGAGCAATAACTATCATAACCCCTAGGAGATCCGAACCAGATAAGTGAAATCT 

                    ************************************************************ 

 

SEQ_ID_NO_18        AGTTCCAAACTATTTTGTCATTTTTAATTTTCGTATTAGCTTACGACGCTACACCCAGTT 

CO_15098495_59      AGTTCCAAACTATTTTGTCATTTTTAATTTTCGTATTAGCTTACGACGCTACACCCAGTT 

                    ************************************************************ 

 

SEQ_ID_NO_18        CCCATCTATTTTGTCACTCTTCCCTAAATAATCCTTAAAAACTCCATTTCCACCCCTCCC 

CO_15098495_59      CCCATCTATTTTGTCACTCTTCCCTAAATAATCCTTAAAAACTCCATTTCCACCCCTCCC 

                    ************************************************************ 

 

SEQ_ID_NO_18        AGTTCCCAACTATTTTGTCCGCCCACA 

CO_15098495_59      AGTTCCCAACTATTTTGTCCGCCCACA 

                    *************************** 

 


