We consider a rooted phylogenetic tree under molecular clock, a two-state character, and a
two-state symmetric substitution model (Neyman model). We examine the problem of
inferring the ancestral root state by the maximum likelihood and the maximum parsimony
methods. In particular, we would like to investigate if there are trees and characters for which
the two methods can give different ancestral states. This project is based on a problem
suggested by Mike Steel.



