Changes to the Programme
Louise Ryan has withdrawn for medical reasons, and Martin Bland will now give an extra talk ‘Do left-handed people die young?’ on Monday 9am to replace Louise’s talk. 

The paper by Mohamad Asghari on Monday at 9.50 has been withdrawn and replaced by ‘Estimates for the mutation rates of spoligotypes and VNTR loci of tuberculosis’ presented by Josephine Reyes, University of NSW.

Liz Stojanovski is unable to get here by Monday and her talk has been moved to replace Roger Littlejohn’s talk in Session 2 on Wednesday at 11am in the Board room. Roger has been unable to attend due to medical reasons. Liz’s talk is titled ‘Incorporating heterogeneity in meta-analyses: a case study’. 

Michael Graham’s talk, ‘How SAS and R integrate’, at 12:00 on Monday in session 2, Modelling, in the Swifts room has been moved forward in the same session to replace Liz Stojanovski’s talk at 11:20. The Monday Session 2, Modelling in Swifts room will now complete early at 12:00. 
The paper by Vicente Balinas in Session 4 in the Swifts room at 16:40 on Monday has been withdrawn.  

The paper by Jhoanne Gatpatan in Session 4 in the Board room at 16:40 on Monday has been withdrawn.

The poster session at 17:00 on Monday has been brought forward to start 16.40.
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 SEQ CHAPTER \h \r 1Knowledge about the rate at which molecular fingerprints change, or the mutation rate, is helpful in assessing the utility of molecular markers in genotyping. Estimates for the mutation rate of spoligotypes and variable numbers of tandem repeat (VNTR) loci for My​cobacterium tuberculosis have been recently reported. These estimates are either based on a large collection of isolates with known epidemiological links, or a data set from a single region on which approximate Bayesian computation is applied. In this paper, we propose a differ​ent method of estimation for the mutation rates of spoligotypes and VNTRs using published data sets from different epidemiological studies. The key parameter involved in our method is θ = 2Nμ , a quantity for genetic diversity that involves the mutation rate. Our findings show much higher estimates than those previously reported. We discuss the implications of these results in studies of the evolution and molecular epidemiology of tuberculosis.
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