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*         *         *         *         *         *         *         *         *
      1>~GCTACAT-GTGTGAACATGCCCTACATTTGTAAGTCTGTAATTGGCAAGGATTCTTGAGCTAAATTAACATTATCTTTTTCTTTTCACTTTCAGGCATT>98     
      1>~~~~~~~~~~~~~~~~~~TGC--------TGT-AG--------TGGC-AGGATTCTAGAGCTAAATTAACATTATCTTTTTCTTTTCACTTTCAGGCATT>64     
    295<TGCTACAAGGGGGGAACATGCCCTACATTTGTAAGTCTGTAATTGGCAAGGATTCTAGAGCTAAATTAACATTATCTTTTTCTTTTCACTTTCAGGCATT<196    

*         *         *         *         *         *         *         *         *         *         
99>CAAAGAAGGATTTCTAACAGTGACGGCTTGCCGGTGGAATGCAGGTGCACTTCTTCTGAAATAAGCTGAGGATTTCTGGGTGGAAGAGAAATCATGTTTT>198
65>CAAAGAAGGATTTCTAACAGTGACGGCTTGCCGGTGGAATGCAGGTGCACTTCTTCTGAAATAAGCTGAGGATTTCTGGGTGGAAGAGAAATCATGTTTT>164

    195<CAAAGAAGGATTTCTAACAGTGACGGCTTGCCGGTGGAATGCAGGTGCACTTCTTCTGAAATAAGCTGAGGATTTCTGGGTGGAAGAGAAATCATGTTTT<96     

*         *         *         *         *         *         *         *         *         *         
199>TGACCTACTATCTACAAAACGCAAAATACAACCGCAGCAGTAATCCTACTTTCACCAGAGGGTGAGATGCATAAATCGGTCTTTTAACATnnnnnnnnnn>298
165>TGACCTACTATCTACAAAACGCAAAATACAACCGCAGCAGTAATCCTACT-------------------------------------------------->214

     95<TGACCTACTATCTACAAAACGCAAAATACAACCGCAGCAGTAATCCTACT--------------------------------------------------<46     

*         *         *         *         *         *         *         *         *         *         
299>nnnAAGGCTCTTATCAGGTGGATCAAAGCCGCAACTCCGGCTCTGAAAGCAACGGTGCCGTAGTGAAGGAGAAAACGCCGAGTACGACTGCCGCCGTGGC>398

    214>---------------------------------------------------------------------------------------------------->214    
     46<----------------------------------------------------------------------------------------------------<46     

*         *         *         *         *         *         *         *          *
399>TAAAACCACCACCAAGGGCAAGAAGAACAAAGACAAGGAGTATTACGTCTGAGAAAGACAGAGGAGAAGGTA-CTGATG~~~~>476

    215>-AAAACCACCACCAAGGGCAAGAAGAACAAAGACAAGGAGTATTACGTCTGAGAAAGACAGAGGAGA--GTACCTGATGAACT>294    
     45<-AAAACCACCACCAAGGGCAAGAAGAACAAAGACAAGGAGTAT---------------------------------ATA~~~~<1      


