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ARTICLE IF CITATIONS

Genome-wide study of DNA methylation shows alterations in metabolic, inflammatory, and
cholesterol pathways in ALS. Science Translational Medicine, 2022, 14, eabj0264.

Meta-analysis of genome-wide DNA methylation identifies shared associations across

neurodegenerative disorders. Genome Biology, 2021, 22, 90. 8.8 49

Common and rare variant association analyses in amyotrophic lateral sclerosis identify 15 risk loci
with distinct genetic architectures and neuron-specific biology. Nature Genetics, 2021, 53, 1636-1648.

Genome-wide identification of genes regulating DNA methylation using genetic anchors for causal 8.8 97
inference. Genome Biology, 2020, 21, 220. :

Si$niﬁcant out-of-sample classification from methylation profile scoring for amyotrophic lateral
sclerosis. Npj Genomic Medicine, 2020, 5, 10.

Cross-reactive probes on lllumina DNA methylation arrays: a large study on ALS shows that a
cautionary approach is warranted in interpreting epigenome-wide association studies. NAR Genomics 3.2 13
and Bioinformatics, 2020, 2, Iqaal05.

omicsPrint: detection of data linkage errors in multiple omics studies. Bioinformatics, 2018, 34,

2142-2143.

Genome-wide identification of directed gene networks using large-scale population genomics data.

Nature Communications, 2018, 9, 3097. 12.8 18



