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Detecting sites of differential adaption in multiple sequence alignment
Professor Wally Gilks, 
Statistical Genomics Group, Rothamsted Research and Department of Statistics, University of Leeds

Friday 13th August 2010
11.00a.m, Room M302
Abstract
Homologous genes may have adapted to perform different functions. Typically, this functional specificity is endowed by just a few residues in the protein sequence. Can we detect these specificity determining residues (SDRs) from a multiple sequence alignment of the protein family? Essentially, this is a kind of analysis of variance problem, where we look for differences in amino-acid distribution between subfamilies. However, it is thoroughly complicated by lack of independence of the protein sequences due to their evolutionary relatedness. I will describe some semi-parametric approaches.
Tea and coffee will be available from 10.30 a.m
