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Murine roseolovirus does not accelerate amyloid-12 pathology and human roseoloviruses are not
over-represented in Alzheimer disease brains. Molecular Neurodegeneration, 2022, 17, 10.

Multi-ancestry GWAS reveals excitotoxicity associated with outcome after ischaemic stroke. Brain, 76 15
2022, 145, 2394-2406. :

Circular RNA detection identifies circPSEN1 alterations in brain specific to autosomal dominant
Alzheimer's disease. Acta Neuropathologica Communications, 2022, 10, 29.

Alzheimer's disease alters oligodendrocytic glycolytic and ketolytic gene expression. Alzheimer's and 0.8 37
Dementia, 2021, 17, 1474-1486. ’

Meningeal lymphatics affect microglia responses and anti-Al2 immunotherapy. Nature, 2021, 593, 255-260.

Alzheimer's Disease Alters Oligodendrocytic Glycolytic and Ketolytic Gene Expression. FASEB Journal,
2021, 35,. 05 !

Genomic atlas of the proteome from brain, CSF and plasma prioritizes proteins implicated in
neurological disorders. Nature Neuroscience, 2021, 24, 1302-1312.

Neuronal VCP loss of function recapitulates FTLD-TDP pathology. Cell Reports, 2021, 36, 109399. 6.4 25

Profiling the metabolic landscape of AD. Alzheimer's and Dementia, 2021, 17, e050086.

Genome-wide scan of Alzheimer disease cohort identifies genetic loci associated with human brain

metabolite levels.. Alzheimer's and Dementia, 2021, 17 Suppl 3, e051756. 0.8 o

Functional exploration of AGFG2, a novel player in the pathology of Alzheimer disease.. Alzheimer's
and Dementia, 2021, 17 Suppl 3, e054240.

LMNA-mediated nucleoskeleton dysregulation in Alzheimer disease.. Alzheimer's and Dementia, 2021, 17 0.8 o
Suppl 3, e054396. )

Single nuclei RNA-sequencing of GWAS loci variant carriers elucidates cell-types and transcriptional
profile alterations associated with Alzheimer disease.. Alzheimer's and Dementia, 2021, 17 Suppl 3,
e054402.

Multi-omics approaches reveal a link between the MS4A gene loci, TREM2, and microglia function.. 0.8 o
Alzheimer's and Dementia, 2021, 17 Suppl 3, e054553. :

Stem cell models of primary tauopathies reveal defects in synaptic function.. Alzheimer's and
Dementia, 2021, 17 Suppl 3, e054566.

The TMEM106B FTLD-protective variant, rs1990621, is also associated with increased neuronal

proportion. Acta Neuropathologica, 2020, 139, 45-61. w7 51

Overlapping genetic architecture between Parkinson disease and melanoma. Acta Neuropathologica,

2020, 139, 347-364.

Functional genomic analyses uncover APOE-mediated regulationAofAbrain and cerebrospinal fluid

beta-amyloid levels in Parkinson disease. Acta Neuropathologica Communications, 2020, 8, 196. 52 8
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TREM2 activation on microglia promotes myelin debris clearance and remyelination in a model of

multiple sclerosis. Acta Neuropathologica, 2020, 140, 513-534.

Examination of the Effect of Rare Variants in TREM2, ABI3, and PLCG2 in LOAD Through Multiple

Phenotypes. Journal of Alzheimer's Disease, 2020, 77, 1469-1482. 2.6 18

CCL23: A Chemokine Associated with Progression from Mild Cognitive Impairment to Alzheimera€™s
Disease. Journal of Alzheimer's Disease, 2020, 73, 1585-1595.

A single-nuclei RNA sequencing study of Mendelian and sporadic AD in the human brain. Alzheimer's 6.2 131
Research and Therapy, 2019, 11, 71. )

The <i>MS4A<[i> gene cluster is a key modulator of soluble TREM2 and Alzheimera€™s disease risk. Science
Translational Medicine, 2019, 11, .

TREM2 brain transcript-specific studies in AD and TREM2 mutation carriers. Molecular
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Polygenic Risk Scores in Neurodegenerative Diseases: a Review. Current Genetic Medicine Reports,
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Analysis of whole genome-transcriptomic organization in brain to identify genes associated with
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An atlas of cortical circular RNA expression in Alzheimer disease brains demonstrates clinical and
pathological associations. Nature Neuroscience, 2019, 22, 1903-1912.

Assessment of the Genetic Architecture of Alzheimerd€™s Disease Risk in Rate of Memory Decline. Journal 06 45
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Polygenic risk score of sporadic lated€eonset Alzheimer's disease reveals a shared architecture with the
familial and earlya€enset forms. Alzheimer's and Dementia, 2018, 14, 205-214.

P23€405: NOMINATION OF NOVEL CANDIDATE GENES FOR FAMILIAL LATE ONSET ALZHEIMER DISEASE AFTER 0.8 o
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Integrative system biology analyses of CRISPR-edited iPSC-derived neurons and human brains reveal
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Evaluation of Gene-Based Family-Based Methods to Detect Novel Genes Associated With Familial Late

Onset Alzheimer Disease. Frontiers in Neuroscience, 2018, 12, 209. 2.8 21

Genetic variants associated with Alzheimera€™s disease confer different cerebral cortex cell-type
population structure. Genome Medicine, 2018, 10, 43.

Genome-wide association study identifies four novel loci associated with Alzheimerd€™s endophenotypes

and disease modifiers. Acta Neuropathologica, 2017, 133, 839-856. 77 199

CSF protein changes associated with hippocampal sclerosis risk gene variants highlight impact of

GRN/PGRN. Experimental Gerontology, 2017, 90, 83-89.

A common haplotype lowers PU.1 expression in myeloid cells and delays onset of Alzheimer's disease.
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