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*         *         *         *         *         *         *         *         *         *
      1>~~~~~~~~~~~~~~~~~~~CCTGGTGTAGGCAAAAGTGGCCACGGTGACCACCGTCCTCCAGTCCCTGCCCCGACCACCCATCCTAACCAGCTCCACATC>81     
    222<TCCTGGTTAGCAAAAGGGTCCTGGTGTAGGCAAAAGTGGCCACGGTGACCACCGTCCTCCAGTCCCTGCCCCGACCACCCATCCTAACCAGCTCCACATC<123    

*         *         *         *         *         *         *         *         *         *
82>CCAGCGGGCAAAATGAACACCCGCGACCAGGTGCTCCTGCCACCCGTCCCGTCCTCGCGCCACACTCCAGGTCTAACCTACCCGCCTGATTTCCCCCATG>181

    122<CCAGCGGGCAAAATGAACACCCGCGACCAGGTGCTCCTGCCACCCGTCCCGTCCTCGCGCC---------------------------------------<62     

*         *         *         *         *         *         *         *         *         *
182>TGCCCACAGCTCATCCCACCGACCTGATGGAGAAGGGCCGTCCAGGTGCCGTGGAGGTGATTCGAGAGTCCAGCAGCACCACAGGCATGGTGGTTGGCAT>281

     62<----------------------------------------------------------------------------------------------------<62     

*         *         *         *         *         *         *         *         *         *
282>CGTGGCGGCTGCCGCCCTCTGCATCCTCATCCTCCTATACGCCATGTATAAATACCGCAATCGAGACGAAGGCTCTTATCAGGTGGATCAAAGCCGCAAC>381

     62<----------------------------------------------------------------------------------------------------<62     

*         *         *         *         *         *         *         *         *         *
382>TCCGGCTCTGAAAGCAACGGTGCCGTAGTGAAGGAGAAAACGCCGAGTACGACTGCCGCCGTGGCTAAAACCACCACCAAGGGCAAGAAGAACAAAGACA>481

     61<---------------------------------------------------------------------ACCACCACCAAGGGCAAGAACCACCACCAAC<31     

*          *         *         *
482>AGGAGTATTACGTCTGAG-AAAGACAGAGGAGAAGGTACTGATG>524

     30<AGCA--AGTA-----GAGCAATGACAACAGAGA-------GAAG<1      


