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A big data processing environment in the cloud computing system AWS (Amazon Web Services) was constructed to develop 
a psychiatric diagnosis system. And large-scale data analysis with genomic data, such as quantitative PCR, microarray and 

next generation sequencing technologies, was performed. The analysis system consisted of Hadoop, MapReduce, NoSQL, R 
and other open source software. To analyze multidimensional data, discrimination analysis, cluster analysis, machine learning, 
Bayesian algorithm and other data mining methods were evaluated. Some explanatory variables with high sensitivity and 
specificity were selected with this system and construct of mathematical model using selected explanatory variables were 
achieved. In this speech, construct of data processing system and mathematical modeling will be introduced and discussed.
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