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Appendix

Definition of previously published distance measures

In the following definitions based on whole markers sequences, AX represents the com-
plete set of alleles for individual X and |AX | is the number of alleles observed for
individual X. Also, let dij be the genetic distance between alleles i and j.

MIN distance

The min distance was proposed by Göker & Grimm (2008) in the present context, but
it had been often used in other contexts as well (e.g. Joly et al. 2009; Liu et al. 2009;
Mossel & Roch 2010). It can be described as:

minXY := min(dij|i ∈ AX , j ∈ AY ).

Phylogenetic Bray-Curtis distance (PBC)

The pbc distance was defined by Göker & Grimm (2008) as:

pbcXY :=

∑
i∈AX

min(dij|j ∈ AY ) +
∑

j∈AY
min(dij|i ∈ AX)

|AX | + |AY |
.

PP distance

The pp distance is a nucleotide-based distance (Potts et al. 2014). It estimates the
distance between nucleotides using the step-matrix presented in Figure 1 of Potts et al.
(2014).
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