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30 Rapid and site-specific deep phosphoproteome profiling by data-independent acquisition without the
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32 A Compact Quadrupole-Orbitrap Mass Spectrometer with FAIMS Interface Improves Proteome Coverage
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33 Quantitative proteomics characterization of acutely isolated primary adult rat cardiomyocytes and
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34 ZAKÎ± Recognizes Stalled Ribosomes through Partially Redundant Sensor Domains. Molecular Cell,
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Quantitative Proteomics of Human Heart Samples Collected In Vivo Reveal the Remodeled Protein
Landscape of Dilated Left Atrium Without Atrial Fibrillation. Molecular and Cellular Proteomics,
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37 Quantitative proteomics and single-nucleus transcriptomics of the sinus node elucidates the
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and Data-Dependent Mass Spectrometry. Analytical Chemistry, 2017, 89, 5949-5957. 3.2 27
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