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A. Human mtDNA, 50 sequences
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B. Human mtDNA, 100 sequences
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C. Human mtDNA, 200 sequences
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D. Human mtDNA, 400 sequences
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MISHIMA + MAFFT 
--retree 1 --maxiterate 0
MAFFT --retree 2 
--maxiterate 1000
MAFFT --retree 1 
--maxiterate 0
MUSCLE -maxiters 1 
-diags
MISHIMA -max-depth=1 
+ CLUSTAL W
MISHIMA + CLUSTAL W
CLUSTAL W -quicktree


