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Comparison between kernel distance and summary statistics distance.
We wanted to verify if the inference issues of the kernel-ABC were only related

to the MCMC implementation, or if they could be also imputed to the distance
itself. Thus we decided to use the kernel distance of [1, 2] in our simple rejection
algorithm.

We wrote a python script, named kernelDistance.py, which contains func-
tions extracted from kamphir.py and phyloK2.py, from the kamphir software
package of [2]. That way, the kernelDistance.py script uses exactly the same
distance computation algorithm as in the original kamphir software package of [2].
All the code is freely accessible from http://dx.doi.org/10.6084/m9.figshare.
4235354. This script takes two inputs, the file containing the target tree (in Newick
format) and the file containing the simulated trees for ABC (one line per tree in
Newick format), and returns the vector of computed distances. This output file is
then used as an input in the rejection algorithm.

Then, rejection here consists of selecting a proportion Pδ of the simulations for
which the kernel-distance with the target tree is small. We used several tolerance
values (Pδ = {0.01; 0.05; 0.1; 0.2; 0.3; 0.4; 0.5}). We performed the same rejection
with the Euclidean distance between vectors of 83 summary statistics.
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