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Parkinson's Disease. Movement Disorders, 2019, 34, 1333-1344.

Mitochondria function associated genes contribute to Parkinsond€™s Disease risk and later age at onset. 5.3 o5
Npj Parkinson's Disease, 2019, 5, 8. :

Moving beyond neurons: the role of cell type-specific gene regulation in Parkinsonad€™s disease
heritability. Npj Parkinson's Disease, 2019, 5, 6.

Parkinson's disease age at onset genomea€wide association study: Defining heritability, genetic loci, and

T:é€synuc|ein mechanisms. Movement Disorders, 2019, 34, 866-875. 3.9 258

Shared polygenic risk and causal inferences in amyotrophic lateral sclerosis. Annals of Neurology,

2019, 85, 470-481.

Efficacy of Exome-Targeted Capture Sequencing to Detect Mutations in Known Cerebellar Ataxia 9.0 93
Genes. JAMA Neurology, 2018, 75, 591. :



38

40

42

44

46

48

50

52

54

NABEC NORTH AMERICAN BRAIN

ARTICLE IF CITATIONS

Insufficient evidence for pathogenicity of SNCA His50GIn (H50Q) in Parkinson's disease. Neurobiology
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Genome-wide meta-analysis identifies six novel loci associated with habitual coffee consumption.

Molecular Psychiatry, 2015, 20, 647-656.

Mutations in the Matrin 3 gene cause familial amyotrophic lateral sclerosis. Nature Neuroscience, 14.8 398
2014, 17, 664-666. ’



74

76

78

80

82

84

86

88

90

NABEC NORTH AMERICAN BRAIN

ARTICLE IF CITATIONS
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