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Cell type-specific Alzheimer's disease polygenic risk scores are associated with distinct disease

processes in preclinical Alzheimer's disease.. Alzheimer's and Dementia, 2021, 17 Suppl 3, e055304. 04 0



20

22

24

26

28

30

32

34

36

ViLAS MENON

ARTICLE IF CITATIONS

Behavioral state coding by molecularly defined paraventricular hypothalamic cell type ensembles.
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Single cell RNA sequencing of human microglia uncovers a subset associated with Alzheimerd€™s disease.
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Extracting new insights from bulk transcriptomics. Nature Neuroscience, 2018, 21, 1142-1144.
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