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Phylogenetic reconstruc-
tions are interpreted as 
distance matrices, and 
the subset is tagged.

Distances are re-inter-
preted as points in a 
high-dimensional space 
to avoid information 
loss.

Random sampling in 
the new space is 
associated to the 
closest real (or 
labeled) points.

The same random 
sampling is repeat-
ed at different 
sampling efforts.

The saturation of 
the samples can 
now be compared 
qualitatively against 
the subset.

Empirical PDFs of 
distances at the 
same sampling 
effort can now be 
computed.

The distribution of 
the difference 
between total and 
subset can now be 
estimated.


