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A time-resolved multi-omic atlas of the developing mouse liver. Genome Research, 2020, 30, 263-275. 5.5 22

Proteomic Investigations of Transcription Factors Critical in Geniposide-Mediated Suppression of
Alcoholic Steatosis and in Overdose-Induced Hepatotoxicity on Liver in Rats. Journal of Proteome
Research, 2019, 18, 3821-3830.

Phosphoproteomics Enables Molecular Subtyping and Nomination of Kinase Candidates for Individual

Patients of Diffuse-Type Gastric Cancer. IScience, 2019, 22, 44-57. 41 16

Proteomics and Precision Medicine. Small Methods, 2019, 3, 1900075.

Transketolase (TKT) activity and nuclear localization promote hepatocellular carcinoma in a
metabolic and a non-metabolic manner. Journal of Experimental and Clinical Cancer Research, 2019, 38, 8.6 54
154,

An alternatively transcribed <i> <scp>TAZ<[scp> <[i> variant negatively regulates <scp>JAK</scp> a€.
<scp>STAT<[scp> signaling. EMBO Reports, 2019, 20, .

Allele-selective lowering of mutant HTT protein by HTT4€“LC3 linker compounds. Nature, 2019, 575, 5
203-209. 78 288
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