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GCGCTCCTCCGGGCAGAGCGCGTGTGGCGGCCGAGCACATGGGCCCGCGGGCCGGGCGGG
GCGCTCCTCCGGGCAGAGCG--TGTGGCGGCCGAGCACATGGGCCCGCGGGCCGGGCGGG
GCGCTCT--------------GTGTGGCGGCCGAGCACATGGGCCCGCGGGCCGGGCGGG
GCGCTCCTCCGGGCAGAGCG-----------------------------GGCCGGGCGGG
GCGCTCCT-----------------GGCGGCCGAGCACATGGGCCCGCGGGCCGGGCGGG
GCGCTCCTCCGGGCAGAGCGCG----------------------------------CGGG
GCGCTCC-------------------------------ATGGGCCCGCGGGCCGGGCGGG
GCGC----------------CGTGTGGCGGCCGAGCACATGGGCCCGCGGGCCGGGCGGG
GCGCTCCTCCGGGC-------------------------------------------GGG
GCGCTCCTC-----------------------------ATGGGCCCGCGGGCCGGGCGGG
GCGCTCCTCCGGG---------TGTGGCGGCCGAGCACATGGGCCCGCGGGCCGGGCGGG
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