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Identifying functional elements in the human genome.

This two-part talk will begin with an introduction to functional genomics, with an emphasis on the role of non-coding

conserved DNA in the human genome. In particular, we will discuss the importance of comparing multiple primate

species for identifying functional elements in the genome. We will then describe the related mathematics of ”phylogenetic

shadowing” which has been successfully applied to infer functional regions within multiple primate alignments. (Received

October 05, 2004)
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