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Whole-genome sequencing reveals that variants in the Interleukin 18 Receptor Accessory Protein 38€2UTR

protect against ALS. Nature Neuroscience, 2022, 25, 433-445. 14.8 16

Meta-analysis of genome-wide DNA methylation identifies shared associations across
neurodegenerative disorders. Genome Biology, 2021, 22, 90.
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Association of Variants in the <i>SPTLC1</i> Gene With Juvenile Amyotrophic Lateral Sclerosis. JAMA
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Genome-wide Meta-analysis Finds the ACSL5-ZDHHC6 Locus Is Associated with ALS and Links Weight
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Cross-reactive probes on lllumina DNA methylation arrays: a large study on ALS shows that a
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C9orf72 intermediate expansions of 244€“30 repeats are associated with ALS. Acta Neuropathologica 5.9 75
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Genomed€wide survey of copy number variants finds MAPT duplications in progressive supranuclear
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ALSgeneScanner: a pipeline for the analysis and interpretation of DNA sequencing data of ALS patients.
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Predicting the future of ALS: the impact of demographic change and potential new treatments on the
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Meta-analysis of pharmacogenetic interactions in amyotrophic lateral sclerosis clinical trials.
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Genome-wide association analyses identify new risk variants and the genetic architecture of
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