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“Personalized Medicine” project supported by MEXT
started from June 2003. The aims of this project are: (1)
discovery of genes susceptible to diseases, or those related
to efficacy or adverse reactions of drugs, (2) evidence-based
development of drugs or diagnostic methods, (3) provid-
ing the important medical information that can be ap-
plied for establishment of “Personalized Medicine”, and
(4) genetic and environmental epidemiology. This project
plans to collect genomic DNA from 300,000 patients with
47 common diseases for 4 years. The aims of laboratory
for SNP Analysis are: (1) genotyping support for “Per-
sonalized Medicine” project, and (2) development of high-
throughput SNP genotyping systems. We performed SNP
genotyping at 52,608 SNP loci to identify the genes related
with the onset of Amyotrophic Lateral Sclerosis (ALS) or
some drug side-effects for initial screening by means of In-
vader assay. We also expanded the sample size to confirm
the association of initial screening. As the results of case-
control association studies we identified some genes related
with ALS or drug side-effects. With Golden-Gate assay we
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genotyped at 1,536 loci of drug metabolizing enzymes with
10,000 samples. We collected allele frequency information
of SNPs on drug metabolizing enzymes.

Research Subjects
1. Genotyping support for “Personalized Medicine”
project

2. Development of high-throughput SNP genotyping sys-
tems
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