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HapMap Tutorial Session: 

How to Use the HapMap Data
Thursday, October 27, 6:30 - 8:30 pm, ASHG 2005 Annual Meeting, Salt Lake City, Utah.

Biographies 
Dr. Aravinda Chakravarti (Johns Hopkins University)
Aravinda Chakravarti, Ph.D. received his doctoral degree in human genetics from the University of Texas Health Science Center in Houston in 1979 and continued postdoctoral training at the University of Washington in Seattle until 1980.  He is currently the Henry J. Knott Professor and Director of the McKusick-Nathans Institute of Genetic Medicine at Johns Hopkins University School of Medicine.  Dr. Chakravarti is one of the Editors-in-Chief of Genome Research, and serves on the Advisory and Editorial Boards of numerous national and international journals, boards and societies.  He is a past member of the NIH National Advisory Council of the National Human Genome Research Institute, chaired the NIH Subcommittee on the 3rd 5-year Genome Project Plan, and continues to serve on several NIH panels. His research is aimed at genomic-scale analysis of the human genome, computational analysis of gene variation and function, and understanding the molecular genetic basis of common genetic disorders.

Dr. Mark Daly (Broad Institute)

Mark J. Daly, PhD is an Assistant Professor at the new Center for Human Genetic Research at Massachusetts General Hospital/Harvard Medical School and is also an Associate Member of the Broad Institute of Harvard and MIT, where he directs computational biology for the Medical and Population Genetics Program.  His lab focuses on computational approaches to understanding the genetics of disease with a strategy of integrating techniques from both human and mouse genetics.  The lab has extensive experience in linkage and association analysis and is now primarily focused on the creation of haplotype maps in humans and mice, the development of methods for the design and interpretation of association studies using these maps, and the specific application of these approaches in major common disease areas such as diabetes, inflammatory/autoimmune disease and neuropsychiatric disease.  Mark holds a BS in physics from the Massachusetts Institute of Technology and a PhD in Genetics from Leiden University.  In addition to serving on several editorial boards, NIH panels and as an advisor to several major genetics consortia, his lab supports the continued development and distribution of numerous statistical genetics software packages that he has participated in or led development of such as Haploview, Genehunter and Mapmaker/QTL.

Dr. Lincoln Stein (CSHL)

Dr. Lincoln Stein received his MD and PhD degrees from Harvard Medical School in 1989 and went on to train in anatomic pathology at Brigham and Women's Hospital in Boston, where he later served for several years as a 

board-certified pathologist in women's and perinatal pathology. Dr. Stein became interested in the application of computers to biology during his residency, and joined Dr. Eric Lander's group at the Whitehead Institute for 

Biomedical Research in 1991, eventually becoming the director of informatics at the MIT Genome Center. Dr. Stein joined Cold Spring Harbor Laboratory in 1998, where he works on the integration and visualization of genomic data and the application of comparative genomics to the model systems C. elegans, rice and maize.
Dr. Michael Boehnke (University of Michigan)

Michael Boehnke, Ph.D. received his doctoral degree in Biomathematics from the University of California, Los Angeles in 1983, and joined the faculty at the University of Michigan in 1984.  He currently is Pharmacia Research Professor of Biostatistics and Director of the University of Michigan Center for Statistical Genetics and Genome Science Training Program.  Dr. Boehnke's research focuses on developing methods for the design and analysis of human gene mapping studies, and applying those methods to understand the genetic basis of common human diseases, including type 2 diabetes, bipolar disorder, schizophrenia, and glaucoma.

Dr. Augustine Kong (deCODE)


I was trained as a statistician and received my PhD degree from Harvard in 1986. I was on the faculty of the University of Chicago from 1987 to 2000, first in the Statistics Department and then in the Human Genetics Department. I started working with deCode Genetics when the company was founded in 1996. My effort in the last few years was focused on fully utlizing the data and resources of deCode and Iceland to perform genetics research. In the past couple of years, I came to realize that, in addition to the Icelandic data, it is very important to also take full advantage of other resources such as data from other populations and from the HapMap project.

Dr. Toshihiro Tanaka (RIKEN)

Toshihiro Tanaka MD, PhD is Group Director for Disease-causing Mechanism, and Laboratory Head for Cardiovascular Diseases at the SNP Research Center, RIKEN.  He is Associate Editor for the Journal of Human Genetics, and an Advisory Board Member for Nature Clinical Practice Cardiovascular Medicine.  His research/clinical fields include Genetics on Cardiovascular Diseases, Genetic Counselling, and BioBank.
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