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3re
ombination history of a population of genomes. Repeated meioti
 re-
ombination gives rise to a mosai
 stru
ture in the genome, with ea
hhaplotype blo
k (mosai
 pie
e) tra
eable to a distin
t an
estor from theneighboring blo
ks. The authors propose a graph model for the formationof these mosai
s and provide a dynami
 programming algorithm to infer amosai
 with the smallest number of pie
es given a population of genomes,showing the results of its appli
ation to genome-wide SNP data on mi
e.In \An exa
t solver for the DCJ median problem," Zhang, Arndt, andTang address the issue of genomi
 rearrangements from the point of viewof phylogeneti
 re
onstru
tion. While the median of three genomes is anabstra
t 
on
ept, it has be
ome a mainstay of an
estral genome re
onstru
-tion; unfortunately, under almost any rearrangement model, 
omputing amedian is NP-hard. In this paper, the authors show how to speed up su
h
omputations so as to enable appli
ation of the te
hnique to nontrivialgenomes.We are very pleased to feature su
h work at this PSB'09 session andwant to take this opportunity to thank attendees, presenters, all submittingauthors, and the referees, who together made it possible.
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