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NC_001806.2      ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60 
MG999855.1       ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60 
MG999853.1       ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60 
MH160367.1       ATGAGCCAGACCCAACCCCCGGCCCCAGTTGGGCCGGGCGACCCAGATGTTTACTTAAAA 60 
                 ************************************************************ 
 
NC_001806.2      GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCGC 120 
MG999855.1       GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCGC 120 
MG999853.1       GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCGC 120 
MH160367.1       GGCGTGCCGTCCGCCGGCATGCACCCCAGAGGTGTTCACGCACCTCGAGGACACCCGCAC 120 
                 ********************************************************** * 
 
NC_001806.2      ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180 
MG999855.1       ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180 
MG999853.1       ATGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180 
MH160367.1       CTGATCTCCGGACCCCCGCAACGGGGTGATAATGATCAAGCGGCGGGGCAATGTGGAGAT 180 
                  *********************************************************** 
 
NC_001806.2      TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240 
MG999855.1       TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240 
MG999853.1       TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240 
MH160367.1       TCGGGTCTACTACGAGTCGGTGCGGACACTACGATCTCGAAGCCATCTGAAGCCGTCCGA 240 
                 ************************************************************ 
 
NC_001806.2      CCGCCAACAATCCCCAGGACACCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300 
MG999855.1       CCGCCAACAATCCCCAGGACACCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300 
MG999853.1       CCGCCAACAATCCCCAGGACACCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300 
MH160367.1       CCGCCAACAATCCCCAGGACACCGCGTGTTCCCCGGGAGCCCCGGGTTCCGCGACCACCC 300 
                 ************************************************************ 
 
NC_001806.2      CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360 
MG999855.1       CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360 
MG999853.1       CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360 
MH160367.1       CGAGAACCTAGGGAACCCAGAGTACCGCGAGCTCCCAGAGACCCCAGGGTACCGCGTGAC 360 
                 ************************************************************ 
 
NC_001806.2      CCCAGGGATCCACGACAACCCCGGTCTCCCAGGGAGCCCCGGTCTCCCCGGGAGCCCCGG 420 
MG999855.1       CCCAGGGATCCACGACAACCCCGG----------------------CCCGGGAGCCCCGG 398 
MG999853.1       CCCAGGGATCCACGACAACCCCGG-------------------------GGGAGCCCCGG 395 
MH160367.1       CCCAGGGATCCACGACAACCCCGG-----------------------CCGGGAGCCCCGG 397 
                 ************************                         *********** 
 
NC_001806.2      TCTCCCCGGGAGCCCCGGACCCCACGCACCCCCCGCGAACCACGTACGGCTCGCGGGTCT 480 
MG999855.1       CCTCCCCGGGAGCCCCGGACCCCACGCACCCCCCGCGAACCACGTACGGCTCGCGGGTCT 458 
MG999853.1       CCTCCCCGGGAGCCCCGGACCCCACGCACCCCCCGCGAACCACGTACGGCTCGCGGGTCT 455 
MH160367.1       CCTCCCCGGGAGCCCCGGACCCCACGCACCCCCCGCGAACCACGTACGGCTCGCGGGTCT 457 
                  *********************************************************** 
 
NC_001806.2      GTATAG 486 
MG999855.1       GTATAG 464 
MG999853.1       GTATAG 461 
MH160367.1       GTATAG 463 
                 ****** 
 


