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Elucidation of the onset mechanism of moyamoya disease by identifying pathway
abnormalities

Araki, Yoshio
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We extracted total RNA from microarterial samﬁles on the brain surface of
patients with moyamoya disease and non-moyamoya disease, and established a protocol for
comprehensive gene expression analysis using microarrays. A comparison of 11 cases of moyamoya
disease and 9 cases of non-moyamoya disease revealed that 88 expression-variable genes were
observed, and in pathway units, changes in genes involved in inflammation, immune response, gene
repair, and oxidative phosphorylation were observed. The reproducibility of the microarray results
was confirmed by performing quantitative PCR on the expression-variable genes. We believe that the
findings obtained this time will be an important stepping stone for further research in the future
in elucidating the pathophysiology of moyamoya disease.
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