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Regulatory sites for splicing in human basal ganglia are enriched for disease-relevant information.

Nature Communications, 2020, 11, 1041. 12.8 22
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Mutations in the autoregulatory domain of 12a€¢ubulin 4a cause hereditary dystonia. Annals of
Neurology, 2013, 73, 546-553.

Fine-Mapping, Gene Expression and Splicing Analysis of the Disease Associated LRRK2 Locus. PLoS ONE, 95 45
2013, 8, e70724. )

Using genome-wide complex trait analysis to quantify 'missing heritability' in Parkinson's disease.
Human Molecular Genetics, 2012, 21, 4996-5009.

Common variants at 12q14 and 12q24 are associated with hippocampal volume. Nature Genetics, 2012, 914 219
44, 545-551. ’

Use of support vector machines for disease risk prediction in genome-wide association studies:

Concerns and opportunities. Human Mutation, 2012, 33, 1708-1718.

Identification of common variants associated with human hippocampal and intracranial volumes.

Nature Genetics, 2012, 44, 552-561. 214 594



56

58

60

62

64

66

68

70

DANIAH M TRABZUNI

ARTICLE IF CITATIONS
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