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*         *         *         *                 *          *         *         *         * 
      1>~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~GCA--------TA-GACTTCGAGTGTCATGTTGTTTCATAAATGAACATTGGGAT>46     
      1>~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~GTAATCTGCGCTACGACTTCGAGTGTCATGTCGTTTCATAAATGAACATTGGGAT>55     
    417<CATTTTCTTGACCTTACAGTGTTCAGCCTACATCTGTTTAACTTAGCA--------TA-GACTTCGAGTGTCATGTTGTTTCATAAATGAACATTGGGAT<327    

*         *         *         *         *         *         *         *         *         * 
47>GCAAGAATTGATAATAGTCTTGTATAGTAACCGATGCCATGTTTGAATGCTGCACCACATTTTGACAGATAAACCTTTTTTTCATTTTCCCCTTTCTTTT>146
56>GCAAGAATTGATAATAGTCTTGTATAGTAACCGATGCCATGTT-GAATGCTGCACCACAATTTGACAGATAAACCTTTTTTTCATTTTCCCCTTTCTTTT>154

    326<GCAAGAATTGATAATAGTCTTGTATAGTAACCGATGCCATGTT-GAATGCTGCACCACATTTTGACAGATAAACCTTTTTTTCATTTTCCCCTTTCTTTT<228    

*         *         *         *         *         *         *         *         *         * 
147>CTTTTGGATACGCATGACCGGTTCAGTCATATATGTAATGTTGACTAATAGGAGCTCATTCTTTCGTAAATAGCTTTGAAGCACAGCAATGAAACAGAGA>246
155>CTTTTGGATACGCATGACCGGTTCAGTCATATATGTAATGTTGACTAATAGGAGCTCATTCTTTCGTAAATAGCTTTGAAGCACAGCAATGAAACAGAGA>254

    227<CTTTTGGATACGCATGACCGGTTCAGTCATATATGTAATGTTGACTAATAGGAGCTCATTCTTTCGTAAATAGCTTTGAAGCACAGCAATGAAACAGAGA<128    

*         *         *         *         *         *         *         *         *         * 
247>AGACCATACTGGCAATTTAnnnnnnnnnnnnnnnnnnTCTGACCACCACTGGATATACGCAAGAGGACTACACCATGCTAGGCTCGGATGACTTTTTCTA>346
255>AGACCA---------------------------------------------GATATACGCCAGAGGACTACACCATGCTAGGCTCGACTGTCTTTTTCGA>309

    127<AGACCA---------------------------------------------GATATACGCAAGAGGACTACACCATGCTAGGCTCGGATGACTTTTTCTA<73     

*         *         *         *         *         *         *         *         *          *
347>TGTCGGCGGTAGTCCCAGCACTGCCGATCTTCCTGGATCACCTGTCAGCAACAACTTTATGGGCTGCTTGAAAGAGgtaagagatttgaacaattg-ctc>445
310>GATCGGCGGTAGTCCCAGCACTGCCGATC---CTGGATCACCTGTCAGCAACAACTTTATGGGCTGCTTGAAAGAGGTAAGAGATTTGAACAATTGTCCC>406

     72<TGTCGGCGGTAGTCCCAGCACTGCCGATC---CTGGATCACCTGTCAGCAACAACT-------C-------------------------ACGACTG----<12     

*         *         *         *         *         *
446>ctcggaaaaaatcaaattgttccatccagaattatgcctgtaatttaatcgctgtttggttacgctg>512
407>TTCGGAAAA---------GGGCC--------TTGTG------------TCGGAGAT~~~~~~~~~~~>433

     11<--------------ACTAGTTCC--CC~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~<1      


