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Early IFN-i+ signatures and persistent dysfunction are distinguishing features of NK cells in severe
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Visualizing Subcellular Enrichment of Clycogen in Live Cancer Cells by Stimulated Raman Scattering.
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melanoma cell line. Nature Communications, 2020, 11, 2345. 58 74

Sensitive Detection and Analysis of Neoantigen-Specific T Cell Populations from Tumors and Blood.
Cell Reports, 2019, 28, 2728-2738.e7.
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Integrated measurement of intracellular proteins and transcripts in single cells. Lab on A Chip, 2018,
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A Rinetic investigation of interacting, stimulated T cells identifies conditions for rapid functional
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Single-Cell Phosphoproteomics Resolves Adaptive Signaling Dynamics and Informs Targeted
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