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Phylogenetic trees

We want distances!
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Problem: Distances in all known tree-rearrangement based spaces
are N'P-hard to compute



The RNNI space
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The RNNI space

Rank move
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FINDPATH

Theorem
FINDPATH computes shortest paths in RNNI in O(n?).
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RNNI(p)
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> What about 0 < p < 17
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Thank you
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