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*         *         *         *         *         *         *         *         *         *
1>CGACATAGTCTTGCTTCCATTGCCCACTTCCTATGAGGTAGACAACACAAAGCTGAAGAGCCCATTAATAACCTCCCCCATGTTCCGTAATGTACCCACA>100
1>AGA-ATA---------CC---GCG---------TGAG----------CCGAGCTGAAGAGCCCATTAATAACCTCCCCCAT------------------->49

    347<~~~~ATAGTCTTGCTTCCATTGCCCACTTCCTATGAGGTAGACAACACAAAGCTGAAGAGCCCATTAATAACCTCCCCCAT-------------------<271    

*         *         *         *         *         *         *         *         *         *
101>GCAATCCCCACGGAGCCGGGCATCAGGCGGGTTCCGGGGGCCTCCGAGGTGGTCCGTGAATCTAGCAGCACCACCGGAATGGTCGTCGGGATAGTTGCCG>200

     49>---------------------------------------------------------------------------------------------------->49     
    271<----------------------------------------------------------------------------------------------------<271    

*         *         *         *         *         *         *         *         *         *
201>CTGCCGCTTTGTGCATCCTAATTCTGCTCTACGCCATGTATAAGTACAGAAACAGGGACGAGGGGTCCTACCAAGTGGATGAGACCAGGAATTACATTAC>300

     50>-----------------------------------------------------------------------CAAGTGGATGAGACCAGGAATTACATTAC>78     
    270<-----------------------------------------------------------------------CAAGTGGATGAGACCAGGAATTACATTAC<242    

*         *         *         *         *         *         *         *         *         *
301>CAACTCGGCGCAGAGCAATGGCGCGGTCATGAAGGACAAGCAGCAGAGCACCAAAAGCGGCAACAAGAAACAGAAAAACAAGGACAAGGAGTACTACGTG>400
79>CAACTCGGCGCAGAGCAATGGCGCGGTCATGAAGGACAAGCAGCAGAGCACCAAAAGCGGCAACAAGAAACAGAAAAACAAGGACAAGGAGTACTACGTG>178

    241<CAACTCGGCGCAGAGCAATGGCGCGGTCATGAAGGACAAGCAGCAGAGCACCAAAAGCGGCAACAAGAAACAGAAAAACAAGGACAAGGAGTACTACGTG<142    

*         *         *         *         *         *         *         *         *         *
401>TGAGTCCGAGCCACAGAACTTTAACAGACAGACAGACAGATGGACCTGTTGGGCACTGCGCCAAGAGAGAGGGCGACAGGAGCCCAACCCTGGCGCCGTG>500
179>TGAGTCCGAGCCACAGAACTTTAACAGACAGACAGACAGATGGACCTGTTGGGCACTGCGCCAAGAGAGAGGGCGACAGGAGCCCAACCCTGGCGCCGTG>278

    141<TGAGTCCGAGCCACAGAACTTTAACAGACAGACAGACAGATGGACCTGTTGGTCACTGCGCCAAGAGAGAGGGCGACAGGAGCCCAACCCTGGCGCCGTA<42     

*         *         *         *         *         *         *
501>CCGAGAAGGCGAACTCTGACGCGAACTGTACCATAAAGCACACTTACAACAGTAAGCATACCGCGAAAGG~>570
279>CCGAGAAGGCGAACTCTGACGCGAACTGTACCATAAAGCACACTTACAACAGTAAGCATACCGCGAAAGGA>349

     41<CCGAGAAGGCGAACTCTGACGC--------------AGAAGAC-----ACAGTAAGCTT----------G~<1      


