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Abstract

I shall talk about two examples of how substantive biological questions posed to us by our

collaborators in the ENCODE and modENCODE consortia led to major new statistical problems,

a model for randomness in the genome and a way of assessing reliability without knowing ground

truth.

This talk is based on joint work in various parts with: J.B. Brown, H. Huang, Q. Li, N. Zhang,

and N.P. Boley.
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