ICSA 2007 Applied Statistics Symposium Invited Paper Sessions

The 16th annual ICSA Applied Statistics Symposium will be held in 
Raleigh, North Carolina, USA on June 3-6, 2007, with short courses  
on June 3 and scientific sessions on June 4-6. The Program Committee 
is currently soliciting suggestions for invited paper sessions.  
You are welcome to submit a proposal to the Program Committee Chair, 
Professor Danyu Lin, via chughes@bios.unc.edu. The submission 
deadline is October 30, 2006. Invited sessions will be selected by 
the Program Committee from those suggested.
An invited paper session is 90-minutes long and consists of three 
speakers with or without a discussant, or four speakers without a 
discussant. Each speaker has approximately 20-25 minutes. Please 
include the following information in your proposal:
1.
Session title
2.
Abstract (1-2 paragraphs) for session
3.
Organizer name, title, affiliation, telephone, and e-mail address
4.
Session chair name and affiliation
5.
Speaker information
a.
Name and affiliation
b.
Talk title
c.
Indication of whether the speaker has agreed to participate 
if session is selected
A sample proposal is given below:
Session Title: Statistical Issues in Genetic Association Studies
Abstract: Common diseases such as cardiovascular disease, cancer, 
obesity, diabetes, psychiatric illness and inflammatory diseases are 
caused by combinations of multiple genetic and environmental factors.  
Discovering these genetic factors will provide fundamental new 
insights into the pathogenesis, diagnosis and treatment of human 
disease. Identifying genetic variants that affect common complex 
diseases requires association studies, which relate disease phenotypes 
to genetic variants, such as single nucleotide polymorphisms (SNPs).  
In fact, there is now a proliferation of SNPs-based association studies 
worldwide thanks to the availabilities of dense SNPs maps across the 
human genome. The association studies may be family-based or 
population-based; some hybrid designs have been recently proposed.  
The analysis of these studies is highly challenging, especially with 
respect to whole genome scans (which involve tens of thousands 
of SNPs) and complex genetic pathways. Because many medical and 
epidemiological studies have genetic components, even statisticians 
who are not specialized in statistical genetics are now facing the 
daunting task of designing and analyzing genetic association studies.  
The speakers in this session are the most accomplished researchers 
in the world and are also excellent communicators. Their unique 
insights will be valuable not only to the genetic statisticians 
working on cutting-edge methodological problems but also to the 
applied statisticians designing and analyzing association studies.
Organizer: Danyu Lin, Ph.D.
Dennis Gillings Distinguished Professor
Department of Biostatistics
3101E McGavran-Greenberg Hall, CB#7420
University of North Carolina
Chapel Hill, NC 27599-7420
Phone: 919-843-5134
Email: lin@bios.unc.edu
Chair: Daniel Schaid, Mayo Clinic
Speakers:
1. Nan Laird, Harvard University. Multimarker tests for family-based  association studies.
2. Clare Weinberg, National Institute of Environmental Health Sciences. Hybrid vigor: Family-based and population-based designs can work together.

3. Duncan Thomas, University of Southern California. Analysis of complex pathways in molecular epidemiology. 
Discussant: David Clayton, Cambridge Institute for Medical Research.
Note: All speakers and discussant have agreed to participate if the 
session is selected.
