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*         *         *         *         *          *         *         *         *
      1>~~~CCAAAATCCCAGCAGGGAAAATGAATAACCGCGAGGTCAAACCCCAACCG-GATATAGTGCTGCTGCCGCTCCCCACGTCTTTCGATATGGATGGCA>96     
      1>~~~~~~~~~~~~~~~~~~GGA----GA----C-----------ACTCTAGCCGAGATATAGTGCTGCTGCCGCTCCCCACGTCTTTCGATATGGATGGCA>63     
    157<AGTCCAAAATCCCAGCAGGGAAAATGAATAACCGCGAGGTCAAACCCCAACCG-GATATAGTGCTGCTGCCGCTCCCCACGTCTTTCGATATGGATGGCA<59     

*         *         *         *         *         *         *         *         *         *         
97>CCAAACCGAAGGGGCCGTACATCACACAGCCCATGTTGCGGACCATCCCCAGTGCCCTACCCACTGTGCCAGGTATCAGGAGAGTGCCCCCTGGTGCCTC>196
64>CCAAACC--------------------------------------------------------------------------------------------->70

     58<CCAAACC---------------------------------------------------------------------------------------------<52     

*         *         *         *         *         *         *         *         *         *         
197>GGAGGTAATACGAGAGTCCAGCAGCACTACGGGCATGGTGGTGGGTATCGTTTCTGCTGCTGCTCTTTGCATTCTCATCCTTCTCTATGCCATGTACAAA>296

     70>---------------------------------------------------------------------------------------------------->70     
     52<----------------------------------------------------------------------------------------------------<52     

*         *         *         *         *         *         *         *         *         *         
297>TACAGAAACAGGGACGAGGGTTCCTATCAGGTAGATGAAACCCGGAACTACATCAGTAATTCGGCACAGAATAACGGCACAGTAGTGAAAGACAAACAGC>396

     70>---------------------------------------------------------------------------------------------------->70     
     52<----------------------------------------------------------------------------------------------------<52     

*         *         *         *         *         *         *         *         *         *         
397>CCAGCACTAAAGGTGCCAGTAACAAGAGACCCAAAGACAAGGACAAGGAATACTATGTATAAAAGAACATTCCAATGACAAAACACAGAGACAGAGCAAC>496

     71>----------------------CAAGAGACCCAAAGACAAGGACAAGGAATACTATGTATAAAAGAACATTCCAATGACAAAACACAGAGACAGAGCAAC>148    
     51<----------------------CAAGAGACCCAAAGACAAGGACAAGGAATACTATGT-TAAAAG-ACAT-------------CGCAG~~~~~~~~~~~~<1      

*
497>ATCTGAGA~~>504
149>ATCTGAGAGG>158

      1<~~~~~~~~~~<1      


