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EvolSimulator

• Beiko, R.G. & R.L. Charlebois. A simulation test bed for hypotheses of genome 
evolution. Submitted for publication.

Summary:
A system and framework for evolutionary simulation experiments, featuring:

—a nonstationary model of evolution, with flexible parameterization
—speciation and extinction, constraining population size 
—sequence evolution, with genome-level rates and mutational biases, and 

gene- and residue-specific mutabilities
—gene family evolution, with evolving retention probabilities and 

duplicabilities
—lateral gene transfer by various scenarios, including random exchange, 

relations-biased, “niche”-constrained, gene complement-biased, and 
G+C-biased. 

NGIBWS-style genomic phylogenies of EvolSimulator output

• Beiko, R.G., W.F. Doolittle & R.L. Charlebois. Work in progress.

Summary:
EvolSimulator can produce output compatible with NGIBWS, thus enabling a 

comprehensive analysis of simulated genomic data. Genomic phylogeny is among such 
analyses, allowing one to further refine its methodology, and better understand its 
output, using controlled data sets.


