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Large-scale deep multi-layer analysis of Alzheimerd€™s disease brain reveals strong proteomic

disease-related changes not observed at the RNA level. Nature Neuroscience, 2022, 25, 213-225.

Inferring protein expression changes from mRNA in Alzheimera€™s dementia using deep neural networks.

Nature Communications, 2022, 13, 655. 12.8 29

Cortical proteins may provide motor resilience in older adults. Scientific Reports, 2021, 11, 11311.

Stem cell-derived neurons reflect features of protein networks, neuropathology, and cognitive 81 75
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A cortical immune network map identifies distinct microglial transcriptional programs associated
with 12-amyloid and Tau pathologies. Translational Psychiatry, 2021, 11, 50.

Largea€scale deep multia€hayer analysis of Alzheimera€™s disease brain reveals strong proteomic
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regions. Scientific Data, 2020, 7, 340. )

Meta-Analysis of the Alzheimera€™s Disease Human Brain Transcriptome and Functional Dissection in
Mouse Models. Cell Reports, 2020, 32, 107908.

Deconvolving the contributions of cell-type heterogeneity on cortical gene expression. PLoS

Computational Biology, 2020, 16, e1008120. 3.2 66

Identifying the molecular systems that influence cognitive resilience to Alzheimer's disease in
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Deep learning decodes the principles of differential gene expression. Nature Machine Intelligence,
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Gene expression and DNA methylation are extensively coordinated with MRI-based brain
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Microstructural changes in the brain mediate the association of AK4, IGFBP5, HSPB2, and ITPK1 with

cognitive decline. Neurobiology of Aging, 2019, 84, 17-25. 3.1 1

Using Transcriptomic Hidden Variables to Infer Context-Specific Genotype Effects in the Brain.
American Journal of Human Genetics, 2019, 105, 562-572.

Genetic risk for Alzheimera€™s dementia predicts motor deficits through multi-omic systems in older

adults. Translational Psychiatry, 2019, 9, 241. 4.8 1

Cognition may link cortical IGFBP5 levels with motor function in older adults. PLoS ONE, 2019, 14,
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Association of Cortical 12-Amyloid Protein in the Absence of Insoluble Deposits With Alzheimer Disease.
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Physical activity, common brain pathologies, and cognition in community-dwelling older adults.
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<i>APOE« [i> genotypes as a risk factor for aged€dependent accumulation of cerebrovascular disease in
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Association Between Quantitative Gait and Balance Measures and Total Daily Physical Activity in
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The Molecular and Neuropathological Consequences of Genetic Risk for Alzheimer's Dementia.
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Seasonal plasticity of cognition and related biological measures in adults with and without

Alzheimer disease: Analysis of multiple cohorts. PLoS Medicine, 2018, 15, e1002647. 8.4 42

A molecular network of the aging human brain provides insights into the pathology and cognitive
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Multi-omic Directed Networks Describe Features of Gene Regulation in Aged Brains and Expand the Set
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Polygenic analysis of inflammatory disease variants and effects on microglia in the aging brain.
Molecular Neurodegeneration, 2018, 13, 38.
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Targeted brain proteomics uncover multiple pathways to Alzheimer's dementia. Annals of Neurology,
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Association Between Brain Gene Expression, DNA Methylation, and Alteration of Ex Vivo Magnetic
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An xQTL map integrates the genetic architecture of the human brain's transcriptome and epigenome.
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APOE Tp4-TOMM40 a€7523 haplotypes and the risk of Alzheimera€™s disease in older Caucasian and African
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Supporting novel biomedical research via multilayer collaboration networks. Applied Network
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Genetic variants in Alzheimer disease 4€” molecular and brain network approaches. Nature Reviews
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Beyond modules and hubs: the potential of gene coexpression networks for investigating molecular
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Variants in triggering receptor expressed on myeloid cells 2 are associated with both behavioral
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