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33 A Transcriptome-Wide Association Study Identifies Candidate Susceptibility Genes for Pancreatic
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35 Tissueâ€•specific genetically regulated expression in lateâ€•onset Alzheimerâ€™s disease implicates risk genes
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36 Genetic architecture of host proteins involved in SARS-CoV-2 infection. Nature Communications, 2020,
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41 An analysis of genetically regulated gene expression across multiple tissues implicates novel gene
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43 A gene co-expression network-based analysis of multiple brain tissues reveals novel genes and
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66 Transcriptomic variation of pharmacogenes in multiple human tissues and lymphoblastoid cell lines.
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67 Variants in <i>WFS1</i> and Other Mendelian Deafness Genes Are Associated with Cisplatin-Associated
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Integrated analysis of genetic variation and gene expression reveals novel variant for increased
warfarin dose requirement in African Americans. Journal of Thrombosis and Haemostasis, 2017, 15,
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69 Comparison of Breast Cancer Molecular Features and Survival by African and European Ancestry in
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70 Clinical and Genome-Wide Analysis of Cisplatin-Induced Peripheral Neuropathy in Survivors of
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71 A Low-Frequency Inactivating <i>AKT2</i> Variant Enriched in the Finnish Population Is Associated
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72 Dynamic landscape and regulation of RNA editing in mammals. Nature, 2017, 550, 249-254. 13.7 495
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74 The impact of rare variation on gene expression across tissues. Nature, 2017, 550, 239-243. 13.7 229
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77 Co-expression networks reveal the tissue-specific regulation of transcription and splicing. Genome
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78 Evidence of selection on splicing-associated loci in human populations and relevance to disease loci
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79 The Relation Between Inflation in Type-I and Type-II Error Rate and Population Divergence in
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80 Differential expression of systemic inflammatory mediators in amputees with chronic residual limb
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25, ddw305.

1.4 50
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111 Linking the genetic architecture of cytosine modifications with human complex traits. Human
Molecular Genetics, 2014, 23, 5893-5905. 1.4 36
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Genetic variation associated with euphorigenic effects of <i>d</i> -amphetamine is associated with
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132 Genome-wide association study of Tourette's syndrome. Molecular Psychiatry, 2013, 18, 721-728. 4.1 161

133 Translating pharmacogenomics discoveries into the clinic: an implementation framework. Genome
Medicine, 2013, 5, 94. 3.6 6
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