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Genetic meta-analysis of diagnosed Alzheimera€™s disease identifies new risk loci and implicates Al2, tau,
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Rare coding variants in PLCG2, ABI3, and TREM2 implicate microglial-mediated innate immunity in 914 783
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Evidence for 28 genetic disorders discovered by combining healthcare and research data. Nature,
2020, 586, 757-762.

Making new genetic diagnoses with old data: iterative reanalysis and reporting from genome-wide

data in 1,133 families with developmental disorders. Genetics in Medicine, 2018, 20, 1216-1223. 24 255
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Missense variant in TREML2 protects against Alzheimer's disease. Neurobiology of Aging, 2014, 35,

1510.e19-1510.e26. 3.1 110

The epigenetic landscape of Alzheimer's disease. Nature Neuroscience, 2014, 17, 1138-1140.
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Recommendations for clinical interpretation of variants found in non-coding regions of the genome.
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Comparison of in silico strategies to prioritize rare genomic variants impacting RNA splicing for the
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Mendelian adult-onset leukodystrophy genes in Alzheimer's disease: critical influence of CSF1R and
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Exome sequencing identifies 2 novel presenilin 1 mutations (p.L166V and p.S230R) in British early-onset
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