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Welcome by Dmitri Zaykin and Richard Woychik.

Bruce Weir (keynote speaker), University of VWashington.
“The heritability of human height".

Daniel Stram, University of Southern California.
“Estimating and interpreting heritability from genome wide association studies”.
break.

Nancy Cox, University of Chicago.

"The return of the common allele: heritability in complex traits",

Nilanjan Chatterjee, National Cancer Institute.

"Hidden heritability in genome-wide association studies and risk prediction”.
Closing remarks and discussion by Dmitri Zaykin.

Welcome by Dmitri Zaykin .

Kenneth Rice, University of Washington.

"When is a large sample not-so-large? Problems with inference in
high-throughput studies, with some solutions".

Jung-Ying Tzeng, North Carolina State University.

"Similarity collapsing approach for gene-level analysis on common and rare variants

with general traits".

break.

Trudy Mackay, North Carolina State University.

"The genetic architecture of quantitative traits: lessons from Drosophila”.
Fred Wright, University of North Carolina at Chapel Hill.

"Pathway analysis and ensemble testing with comrelated features”.
Closing remarks and discussion by Dmitri Zaykin.



