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Next generation sequencing of a large pedigree with intracranial aneurysms
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Recent advances in sequencing technologies, in particular the next generation sequ
encing (NGS), have led us to focus on rare variant mapping together with a renewed interest in a familial
linkage analysis. In the present study, we successfully identified susceptibility genes for intracranial a
neurysms (IA) using NGS in combination with a linkage analysis of a large 1A pedigree. These susceptibilit
y genes were associated with molecular causes of atherosclerosis or polycystic kidney disease, both known
to be initiating IA formation.
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Nakaoka F, Tajima A, Yoneyama T, Kasuya H,

Mizutani T, Inoue 1: Gene expression
profiling reveals distinct molecular
signatures associated with the rupture of
intracranial aneurysm. Gene expression
profiles of intracranial aneurysms.
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