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Deep Multilayer Brain Proteomics Identifies Molecular Networks in Alzheimera€™s Disease Progression.

Neuron, 2020, 105, 975-991.e7.

U1 small nuclear ribonucleoprotein complex and RNA splicing alterations in Alzheimerd€™s disease.
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Integrative Proteomics and Phosphoproteomics Profiling Reveals Dynamic Signaling Networks and
Bioenergetics Pathways Underlying T Cell Activation. Immunity, 2017, 46, 488-503.

Joint mouse&€“human phenome-wide association to test gene function and disease risk. Nature 12.8 190
Communications, 2016, 7, 10464. :

Partial loss of psychiatric risk gene Mir137 in mice causes repetitive behavior and impairs sociability
and learning via increased Pde10a. Nature Neuroscience, 2018, 21, 1689-1703.

JUMP: A Tag-based Database Search Tool for Peptide Identification with High Sensitivity and Accuracy.

Molecular and Cellular Proteomics, 2014, 13, 3663-3673. 3.8 117

Identification of Therapeutic Targets in Rhabdomyosarcoma through Integrated Genomic, Epigenomic,
and Proteomic Analyses. Cancer Cell, 2018, 34, 411-426.e19.

Integrated analysis of ultra-deep proteomes in cortex, cerebrospinal fluid and serum reveals a

mitochondrial signature in Alzheimera€™s disease. Molecular Neurodegeneration, 2020, 15, 43. 10.8 104

Proteomic landscape of Alzheimera€™s Disease: novel insights into pathogenesis and biomarker
discovery. Molecular Neurodegeneration, 2021, 16, 55.

Deep undepleted human serum proteome profiling toward biomarker discovery for Alzheimera€™s
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Combinatorial expression of GPCR isoforms affects signalling and drug responses. Nature, 2020, 587,
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Blocking an N-terminal acetylationd€“dependent protein interaction inhibits an E3 ligase. Nature
Chemical Biology, 2017, 13, 850-857.
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JUMPg: An Integrative Proteogenomics Pipeline Identifying Unannotated Proteins in Human Brain and
Cancer Cells. Journal of Proteome Research, 2016, 15, 2309-2320.

Systematic Optimization of Long Gradient Chromatography Mass Spectrometry for Deep Analysis of

Brain Proteome. Journal of Proteome Research, 2015, 14, 829-838. 3.7 1

Detection, Validation, and Downstream Analysis of Allelic Variation in Gene Expression. Genetics, 2010,
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Mouse Reference Genome: Major Implications for Neuroscience Research. Frontiers in Genetics, 2019, 2.3 56
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Refined phosphopeptide enrichment by phosphate additive and the analysis of human brain

phosphoproteome. Proteomics, 2015, 15, 500-507.

Deep multiomics profiling of brain tumors identifies signaling networks downstream of cancer

driver genes. Nature Communications, 2019, 10, 3718. 12.8 42

Quantitative Protein Analysis by Mass Spectrometry. Methods in Molecular Biology, 2015, 1278, 281-305.

Integrating transcriptome and metabolome reveals molecular networks involved in genetic and
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Insights into the changes in the proteome of Alzheimer disease elucidated by a meta-analysis. Scientific
Data, 2021, 8, 312.

Asymmetrical Macromolecular Complex Formation of Lysophosphatidic Acid Receptor 2 (LPA2)

Mediates Gradient Sensing in Fibroblasts. Journal of Biological Chemistry, 2014, 289, 35757-35769. 3.4 1

Deep Proteome Profiling by Isobaric Labeling, Extensive Liquid Chromatography, Mass Spectrometry,
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2020, 10, 190. :

Altered cGMP Dynamics at the Plasma Membrane Contribute to Diarrhea in Ulcerative Colitis.
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Genetic architecture of protein expression and its regulation in the mouse brain. BMC Genomics, 2021,
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