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*         *         *         *         *         *         *         *         *
1>GCTTA-GTTTTGCTGTCATGTGTACTTTAAAACTGCCTTTTAAAGTGGCTTCCTGATCCTAAGTATCGCACAATGAGACAAAACAAACGTCTGACTAAAT>99

      1>~~~~A-G---------CAT-TG---------------------AGTGGCTT-CTGATCCTAAGTATCGCACAATGAGACAAAACAAACGTCTGACTAAAT>63     
    363<GCTTAAGTTTTTCTGTCATGTGTACTTTAAAACTGCCTTTTAAAGTGGCTTCCTGATCCTAAGTATCGCACAATGAGACAAAACAAACGTCTGACTAAAT<264    

*         *         *         *         *         *         *         *         *         *         
100>AAATAAGCCGATAAAGCAGTGTTTGGATGAATGATATGGCTGATTTGGGTAGCAGCGCGCTGTCCAAGGTGCTGCAAAGCGCGGGCTGCGCCTCCCGCCA>199
64>AAATAAGCCGATAAAGCAGTGTTTGGATGAATGATATGGCTGATTTGGGTAGCAGCGCGCTGTCCAAGGTGCTGCAAAG--------------------->142

    263<AAATAAGCCGATAAAGCAGTGTTTGGATGAATGATATGGCTGATTTGGGTAGCAGCGCGCTGTCCAAGGTGCTGCAAAG---------------------<185    

*         *         *         *         *         *         *         *         *         *         
200>GATTCACATCACGTGACCCGCTCCAACCGCTGCGCGTTCACGACTnnnnnnnnnnnnnnnGGAGCGCCCTGCTGAACTACGGGTACGTGGGCTGTGTGCG>299

    142>---------------------------------------------------------------------------------------------------->142    
    185<----------------------------------------------------------------------------------------------------<185    

*         *         *         *         *         *         *         *         *         *         
300>GGATCTGTTCATCGACGGGCGCAGTGTGGATGTCCGGCGCGCAGCAGAGCTGCAGAGAGCTGCAGGAGTGAAGCCGTCCTGCGGTAAAGAGCCGCCCGGG>399

    143>-----------------------------------------------------------------------------------------AGCCGCCCGGG>153    
    184<-----------------------------------------------------------------------------------------AGCCGCCCGGG<174    

*         *         *         *         *         *         *         *         *         *         
400>AAGTGTGTGAGCGAGCCCTGCCTGAACAGAGGAGTCTGCAGGGAGGGATGGAGCCGATATATCTGCGACTGCACCGGGACGGGATTCCTGGGACACTCCT>499
154>AAGTGTGTGAGCGAGCCCTGCCTGAACAGAGGAGTCTGCAGGGAGGGATGGAGCCGATATATCTGCGACTGCACCGGGACGGGATTCCTGGGACACTCCT>253

    173<AAGTGTGTGAGCGAGCCCTGCCTGAACAGAGGAGTCTGCAGGGAGGGATGGAGCCGATATATCTGCGACTGCACCGGGACGGGATTCCTGGGACACTCCT<74     

*         *         *         *         *         *         *         *         *         *         
500>GCGAGAGAGGTGTGTGTGTATGAGTGCGAGAGTGTGTTTGATAATGATAATGATGCGGATCTTTCCGTCTGCAGACGCCACCATCCTCTCTTTCGA-TGG>598
254>GCGAGAGAGGTGTGTGTGTATGAGTGCGAGAGTGTGTTTGATAATGATAATGATGCGGATCTTTCCGTCTGCAGACGCCACCATCCTCTCTTGGAATTGG>353

     73<GCGAGAGAGGTGTGTGTGTATGAGTGCGAGAGTGTGTTTGATAATGATAATGATGTGG-TCTT-CCG-CCGCA-----------CCT~~~~~~~~~~~~~<1      

*
599>CAG~~>601
354>CAGAA>358

      1<~~~~~<1      


