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- Deep spatial proteomics reveals region-specific features of severe COVID-19-related pulmonary injury, Cell Rep., 2024, 43(2):113689.

» Multimodal single cell-resolved spatial proteomics reveals pancreatic tumor heterogeneity, bioRxiv, 2023, 565590.

» Mixed-mode ion exchange-based integrated proteomics technology for fast and deep plasma proteome profiling, J. Chromatogr. A, 2018, 1564:76-84.

» 3D-SISPROT: A simple and integrated spintip-based protein digestion and three-dimensional peptide fractionation technology for deep proteome profiling,
J. Chromatogr. A, 2017, 1498:207-214.

* Simple and integrated spintip-based technology applied for deep proteome profiling, Anal. Chem., 2016, 88(9):4864-71.



