
Name of file containing the sequences of 
the putative gene and an outgroup 
sequence 
Choice of the method to reconstruct 
ancestral sequences

Number of simulations to perform

Choice of mutations/indels rate

Name of treefile in parenthesis format
(if the parsimony method is chosen, a 
rooted tree must be used ! This 
requirement comes from the PHYLIP 
software)
Name of treefile in parenthesis format 
with a label for each branch

The program runs fine !


