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Additional file 2: Example results from the 10 data replicates.

In the article, we report average results over 10 independently simulated data sets, as described in the

body of the text. Here we provide example results from the individual replicates, to illustrate the amount

of variance between data sets on one hand, and between relative performances of the tested methods, in

particular.

Each of the 10 figures below illustrates the relative switch accuracies of 7 methods on one data set each, as

a function of the number of genotypes (cf. Figure 5 in the article which shows the average accuracies for

each method over these 10 replicates).

While there is some variance in the accuracies between replicates, the relative performances of the tested

methods are extremely similar across all replicates. In particular, for sample sizes (number of genotypes) of

200 or more, the relative results are almost identical; in our other experiments we used a sample size of

1000 genotypes.

The conclusions drawn in the paper would be the same if any single replicate would have been used. By

using 10 of them we believe that random effects are well controlled. Running the experiments of the paper

on the 10 replicates took about 170 days of CPU time.
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