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Genome-wide association study identifies common
variants at four loci as genetic risk factors for

Parkinson’s disease

Wataru Satake!~?, Yuko Nakabayashi'?, Ikuko Mizuta'*?, Yushi Hirota'"?, Chiyomi Ito!, Michiaki Kubo®,
Takahisa Kawaguchi?, Tatsuhiko Tsunoda*, Masahiko Watanabe’, Atsushi Takeda®, Hiroyuki TomiyamaZ,

Kenji Nakashima®, Kazuko Hasegawa®, Fumiya Obata!?, Takeo Yoshikawa'!, Hideshi Kawakami'?, Saburo Sakoda®,
Mitsutoshi Yamamoto!?, Nobutaka Hattori’, Miho Murata'4, Yusuke Nakamura®!’ & Tatsushi Todal*2
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Japanese GWAS indentified 4 PD-risks (PARK16, BST1, a-synuclein and LRRK?2)
with genomewide significance (Satake et al, Nature Genet 2009)
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Whole exome sequencing

using next-generation sequencer

Vo 4618 O 2009 10,1038 st 0854 rature
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Finding the missing heritability of complex
diseases

(Mano o-et al, Nature 2009)
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4. GATK Calling

1. Exon capture

Sureselect 50M/V4/V5

2. High throughput sequencing

Hiseq2000/2500

3. BWA Mapping




