
S1 Appendix. Computational time to run treeWAS.

In this Appendix we explore the time required to run treeWAS according to dataset size.
We generated 200 simulated test datasets with varying numbers of individuals and
numbers of genetic loci. treeWAS was run with default arguments on each of these
datasets on a standard computer and the time to completion was recorded. Time is
shown in seconds, each red point represents one dataset, and a line of best fit is
included in blue.

Firstly we measured the treeWAS run time for 100 datasets with numbers of
individuals varying from 50 to 200 while the number of genetic loci was fixed at 10,000:
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Secondly we measured the treeWAS run time for 100 datasets with numbers of
genetic loci varying from 10,000 to 200,000 while the number of individuals was fixed at
100:
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The results above show that the time required to run treeWAS is approximately
linear in the number of individuals and in the number of loci considered in the GWAS
study.


