46

papers

51

all docs

257450

3,239 24
citations h-index
51 51
docs citations times ranked

254184
43

g-index

4102

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Identification of Genetic Factors that Modify Clinical Onset of Huntingtond€™s Disease. Cell, 2015, 162,
516-526.

Nrf2, a multid€ergan protector?. FASEB Journal, 2005, 19, 1061-1066. 0.5 468

CAG Repeat Not Polyglutamine Length Determines Timing of Huntington&€™s Disease Onset. Cell, 2019, 178,
887-900.e14.

HD CAG repeat implicates a dominant property of huntingtin in mitochondrial energy metabolism. 9.9 974
Human Molecular Genetics, 2005, 14, 2871-2880. ’

Permanent inactivation of Huntington's disease mutation by personalized allele-specific CRISPR/Cas9.
Human Molecular Genetics, 2016, 25, ddw286.

The HTT CAG-Expansion Mutation Determines Age at Death but Not Disease Duration in Huntington

Disease. American Journal of Human Genetics, 2016, 98, 287-298. 6.2 129
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