We conclude that whilst we understand and acknowledge the value of building maximum likelihood trees we feel that one of the biggest assetts of our program is speed and automation. With this in mind, we wish to demonstrate to the user that whilst BioNJ trees are calculated within the program the results recieved are ~92% comparable to those returned after the maximum likelihood analysis. Given the high level of similarity between the maximum likelihood built trees and those built with BioNJ we feel that the conclusions drawn in the manuscript would hold in either circumstance. We also feel that analyses on the scale of those detailed in the main text are not possible for many who have limited computational resources.
In reference to the DIVERGE comparisons we feel justified in our calculations that DIVERGE is not ideal for large scale analyses and can be troublesome to the user for even relatively small alignments.
In addition to the tests run above we would like to say that on large scale analyses all of the information about the sites tested are collected and automatically analysed according to any tagging system applied to the dataset.
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