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The last decade can be called the genomic era. In 2003,
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been determined, and the subsequent HapMap project and
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a genetic point of view.
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Many GWAS against a variety of common diseases have
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studies for inflammatory diseases, rheumatoid arthritis (RA)
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nomic aberration in somatic cells might become evident as
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a cause of disease development.
Another important viewpoint of the genetic effect on dis-
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genome-widely and will investigate pathogenic mechanisms of vascular diseases.

ease development is epigenetic regulation of genes. Ge-
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ute to the level of gene expression, but the effects of the
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