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Commonly used Markov models for molecular evolution of DNA such as Jukes-Cantor and Kimura models are toric

models. The estimation of parameters can be done by solving a maxiumum likelihood problem. The number of complex

solutions for associated likelihood equations has been studied. In this work, we give bounds for the number of real critical

solutions, in particular for the biologically meaningful ones. (Received September 28, 2005)

1


