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*         *          *          *         *         *         *         *         *
      1>~~~GCTCAAACCGGGCATCAA-TGCGCCCAACAT-CCCCGCGGGTAAAATGAACACTCGAGATCAGGTGCTGCTGCCGCCTGCTCAGCCCTCGGGCGACA>95     
      1>~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~T---CCGCGGCT-AAATG-ACACTCGAGATCAGGTGCTGCTGCCGCCTGCTCAGCCCTCGGGCGACA>62     
    255<TTGGCTCAAACCGGGCATCAAATGCGCCCAACATCCCCCGCGGGTAAAATGAACACTCGAGATCAGGTGCTGCTGCCGCCTGCTCAGCCCTCGGGCGACA<156    

*         *         *         *         *         *         *         *         *         *        
96>CTGATCACAGCGGGCGGCATCGACACATCCCAGGTATAACATATCCCCCTAATTTCCCCCATGTGCCCACTACAGACCCCTCATCGCCGGACCGAGGGCC>195
63>CTGATCACAGCGGGCGGCATCGACACATCCCAGGTATAACATATCCCCCTAATTTCCCCCA--------------------------------------->123

    155<CTGATCACAGCGGGCGGCATCGACACATCCCAGGTATAACATATCCCCCTAATTTCCCCCATGTGCCCACTACAGACCCCTCATCGCCGGACCGAGGGCC<56     

*         *         *         *         *         *         *         *         *         *        
196>GCCTGGAGCCGTGGAGGTGATCCGAGAGTCCAGCAGTACCACGGGTATGGTGGTGGGCATCGTGGCAGCGGCTGCCCTCTGCATCCTCATCCTGCTGTAC>295

    123>---------------------------------------------------------------------------------------------------->123    
     55<GCCTGGAGCCGTGGAGGTGATCCGAGAGTCCAGCAGTACCACGGGT---------------------------------------------------TA-<8      

*         *         *         *         *         *         *         *         *         *        
296>GCCATGTACAAGTACCGCAACCGCGACGAAGGCTCCTACCAGGTGGACCAGAGCCGCAATTACATTAGCAATTCAGCCACGCAAAGCAATGGCGCCCTAG>395

    123>---------------------------------------------------------------------------------------------------->123    
      7<-------------------------------GCT----------------------CAA-----------------------------------------<2      

*         *         *         *         *         *         *         *         *         *        
396>TGAAGGAGAAACAGCCCGGCGCTGCCAAGACGGGCACCAAGAGCAAGAAAAACAAAGACAAGGAGTATTACGTCTGAGCACGGCCCCTAGGGGGACCCGA>495

    124>----GGAGAAACAGCCCGGCGCTGCCAAGACGGGCACCAAGAGCAAGAAAAACAAAGACAAGGAGTATTACGTCTGAGCACGGCCCCTAGGGGGACCCGA>219    
      2<----------------------------------------------------------------------------------------------------<2      

*         *         *         *
496>GGGGAGAAGGAGAGAGATAGGATGAGGACTGGA>528
220>GGGGAGAAGGAGAGAGATAGG----------GA>242

      1<--------------------------------A<1      


