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An integrated database of clinical and genomic infomation (MGeND)
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The clinical sequence of cancer has begun to be implemented in Japan from about 2015, and
insurance coverage is expected to begin in April 2019. In the clinical sequence, it is indispensable
to judge the clinical significance of variants by using a database in which stored the results of clini-
cal sequence. In Japan, AMED (Japan Agency for Medical Research and Development) has started
“clinical genome information integrated database project” which collects and integrates the clinical
and genomic information in the result of clinical sequence, and MGeND (Medical Genomics japan
variant Database) was opened with the non-restrictive access. MGeND is a database that can be
utilized in curation, because it is integrated with the famous disease related DB and the Japanese
variant information. In this paper, we introduce the concept and application examples of MGeND.
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