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Characterization of core fucosylation via sequential enzymatic treatments of intact glycopeptides
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Proteogenomic insights into the biology and treatment of HPV-negative head and neck squamous cell
carcinoma. Cancer Cell, 2021, 39, 361-379.e16.

Abstract 324: Unbiased proteomic and phosphoproteomic analysis identifies response signatures and
novel susceptibilities after combined MEK and mTOR inhibition in BRAFV600Emutant glioma. , 2021, , .

Defining candidate mRNA and protein EV biomarkers to discriminate ccRCC and pRCC from
non-malignant renal cells in vitro. Medical Oncology, 2021, 38, 105.
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Unbiased Proteomic and Phosphoproteomic Analysis Identifies Response Signatures and Novel
Susceptibilities After Combined MEK and mTOR Inhibition in BRAFV600E Mutant Glioma. Molecular and 3.8 5
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Glycans, Glycosite, and Intact Glycopeptide Analysis of N-Linked Glycoproteins Using Liquid Handling 6.5 97
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Glycoproteomics-based signatures for tumor subtyping and clinical outcome prediction of high-grade
serous ovarian cancer. Nature Communications, 2020, 11, 6139.

Proteomic approaches for characterizing renal cell carcinoma. Clinical Proteomics, 2020, 17, 28. 2.1 8

High-dimensional Cytometry (EXCYT) and Mass Spectrometry of Myeloid Infiltrate in Clinically
Localized Clear Cell Renal Cell Carcinoma Identifies Novel Potential Myeloid Targets for
Immunotherapy. Molecular and Cellular Proteomics, 2020, 19, 1850-1859.

Integrated Proteomic and Glycoproteomic Characterization of Human High-Grade Serous Ovarian 6.4 83
Carcinoma. Cell Reports, 2020, 33, 108276. )

Impact of Increased FUT8 Expression on the Extracellular Vesicle Proteome in Prostate Cancer Cells.

Journal of Proteome Research, 2020, 19, 2195-2205.

Protein Modifications Critical for Myonectin/Erythroferrone Secretion and Oligomer Assembly. 05 8
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A phosphorylation-wide sncRNA screen reveals Protein Functional Effector sncRNAs (pfeRNASs) in
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Ebp1 activates podoplanin expression and contributes to oral tumorigenesis. Oncogene, 2014, 33, 5.9 37
3839-3850. )

Lysine methylation is an endogenous post-translational modification of tau protein in human brain
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Novel dimensions of piRNAs in cancer. Cancer Letters, 2013, 336, 46-52. 7.2 107
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