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SOFTWARE 
 
MUTANT TRACKER  
Program for simulating genealogical processes in a geographically structured habitat.  
Implements a variety of past demographic scenarios, mutation models, and output 
formats.  
  
DIMPLE  
Demographic Inference by Maximum Partial Likelihood Estimation.  
Program for estimating dispersal distances from genetic data sampled from a one-
dimensional habitat (such as a coastline).   
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Genetics, Journal of Theoretical Biology, Molecular Biology and Evolution, 
Molecular Ecology, PLoS Biology, PLoS Genetics, PloS One, Proceedings of the 
Royal Society of London, Series B, Science, Theoretical Population Biology. 

Editorial Board, Primers in Complex Systems, Princeton University Press, 2008 – 
Science Steering Committee, Institute for Complex Adaptive Matter, 2010 – 


