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The risk estimation of multiple sclerosis using Mendelian randomization

Ogawa, Kotaro
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We studied a total of 605 patients with multiple sclerosis of Japanese
ancestry and 50,484 controls. The genetic variant iIn the major-histocompatibility-complex (MHC)
region was associated with the disease with a genome-wide significance, which has been reported in
Europeans. We then conducted a trans-ethnic genome-wide association study using the results of IMSGC
GWAS summary statistics. No novel associations were found in this study. We conducted a GWAS study
including 220 patients with neuromyelitis optica spectrum disorder and 50,484 controls. In addition
to the MHC region, we identified a novel association region in CCR6 on chromosome 6.
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