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In order to develop genome, omics and cellular platforms for research in genomic medicine, we
performed DNA microarray analysis (>6,000 individuals), metabolome analysis by NMR and target
metabolome by GC-MS and LC-MS (>600 individuals), and established immortalized B cells and
activated T cells from PBMC (>1,200 individuals) for omics analyses.

Based on the genome and omics data obtained by these studies, we also performed integrative data
analysis for data sharing. For example, association study between 2,070 individuals’ whole genome
sequences (2KJPN) and 1,008 individuals’ omics data identified several new alleles which could
affect omics information.

Furthermore, we set COPD as a model disease for the validation of our platforms and for the
identification of diagnostic markers, and prepared for an add-on cohort study of the measurement of

expired NO concentration.
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