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Elucidation of molecular mechanism that defines therapeutic effects of atrial
fibrillation and risk diagnosis
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Atrial fibrillation is the most common form of arrhythmia, accounting for
about one-third of arrhythmias. Risk of its onset increases sharply with aging, with 10% in the 80s
and 25% in the 90s. Since cardiogenic cerebral embolism, its major complication, is one of the
main causes of bedridden elderly people, it should give rise to serious social problems in our
country, a super-aging society. In order to solve the problems related to the prediction of the
therapeutic effect of atrial fibrillation from the viewpoints of both genetic and environmental
factors, in this study, we performed analyses that incorporate both genetic information and gene
expression one, to develop an algorithm that can predict responsiveness to the treatment.
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