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MASH vs ANIn comparisons (all)
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MASH vs ANIn comparisons (within secondary clusters only)
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MASH vs length difference of genomes compared

2.0

=
o1

1.0

length_difference

1.000 0.995 0.990 0.985 0.980 0.975 0.970 0.965 0.960

MASH_ANI

le6



ANIn vs length difference of genomes compared
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