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Abstract

Since the complete sequence of human genome has been released by the Human Genome Project,

it has become apparent to be important to overview the whole genome, instead of just focusing on the
gene regions, in order to elucidate the biological phenomena. In the field of human genetics, the research
trend has also evolved from identifying causative mutation on the single gene responsible for Mendelian
diseases into discovering the variants associated with common diseases, which are the complex diseases
develop through multiple interactions between genetic and environmental factors. In fact, the enrichment
of public database derived from newly initiated international projects have facilitated this movement by
bringing in some technological breakthroughs, such as DNA microarrays and next-generation sequencers,
and enabled us to perform new methods of genetic analysis. This review describes the current topics
of genetics/genomics researches for common diseases and discusses about the future prospects of the
research area.

Key Words: Human genetics, Common disease, Variant, Genome-wide association study, Next-

generation sequencer.
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