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Search for the causative gene in consanguineous families with Parkinson®s disease

Li, Yuanzhe
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This study identified 25 candidate variants for Parkinson’ s disease by
Genome-wide linkage analysis and whole-exome sequencing in four consanguineous families with Parkinson’ s
disease (FPD). We did not find any of the twenty-five candidate variants in 100 normal Japanese controls.
Then, 1 performed mutation analysis of the 25 candidate variants on 500 patients with FPD. However, we
did not detect any mutations. 1 still cannot conclude whether those 25 variants are the causative
mutations for FPD. Therefore, we need further investigations to identify the genes responsible for FPD.
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