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Abstract

A number of novel methods have been proposed during the past 20 years to detect association/linkage between markers and disease susceptibility loci. The success however has been largely restricted to simple Mendelian diseases. For more common and complex human disorders, the progress has been slow, and results are often inconsistent. This is due in part to the need for capable statistical methods that accommodate large amounts of correlated genotypic and phenotypic data. Most current methods that make use of marginal information only, fail to include the useful information of the interaction among the disease loci. It is thus less likely for these methods to have adequate power to find the muted genes. We have proposed and developed a new approach dealing with family-trio data, the backward haplotype transmission association (BHTA) algorithm, in Lo and Zheng (2002). In this talk, we give a general treatment that is applicable to most study designs and traits types. Results from recent projects provide compelling evidence for applying our methos to other datasets wherever applicable. The proposed approach has the potential to draw additional crucial information that may lead to novel and surprising results. Issues of robustness, computational constraints and practicality will be discussed.
國立中山大學應用數學系敬啟
演講查詢網址：http://www.math.nsysu.edu.tw/seminar/semi.html
交通查詢網址： http://www.math.nsysu.edu.tw/department/map.html
敬 請 公 告！ 歡 迎 參 加！






