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Abstract
There are more evidences that gene-gene interaction is probably ubiquitous in complex disease. Several statistical methods have been developed to detecting such association. We are interesting in how to use these methods in a real data and want to compare these methods. In the present study, we applied five commonly used methods: chi-square test, logistic regression model (LRM), bayesian epistasis association mapping (BEAM) algorithm, classification and regression trees (CART), and the multifactor dimensionality reduction (MDR) method to a schizophrenia case-control dataset. Our study show evidence for several single marker effects and gene-gene interactions associated with schizophrenia. At the final part, in order to assess the ability of prediction with these five methods, cross-validation is also proposed along with these methods.
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