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immunometabolic pathway perturbations. Aging Cell, 2022, 21, e13606. 6.7 23

Geometric structure guided model and algorithms for complete deconvolution of gene expression
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Meta-Analysis of the Alzheimera€™s Disease Human Brain Transcriptome and Functional Dissection in

Mouse Models. Cell Reports, 2020, 32, 107908. 64 199
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diseases. Alzheimer's and Dementia, 2018, 14, 352-366.
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Genome-wide pleiotropy analysis of neuropathological traits related to Alzheimera€™s disease.
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