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Clarifying disease risk of mobile element variations by GWAS
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This research has made three achievements. 1) Development and open-source
release of MEGAnE, a software that can precisely detect and genotype mobile element variations
(MEVS). 2) GWAS of MEVs in Biobank Japan. We performed MEV GWAS and found one MEV in NEDD4 gene is
one genetic cause of keloid, a skin disease. We reported this result in Nature Genetics (applicaint
is the first and co-corresponding author). 3) Publishment of a review paper. | summarized
statistical genetics of MEVs and published a review paper in Human Genome Variation (applicaint is

the first and corresponding author).
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