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Turbocharging Discovery: Crafting a High-Speed, High-Efficiency Monolithic Column for Breakneck
Single-Cell Analysis
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start) to 1.3 (1/k0 end). Data analysis was conducted using Bruker Proteoscape (no MBR), approximately 0.2 sec. Peak full width at half maximum and additional peak

and triplicate injections were performed per concentration per column. Unique Proteins (A) information was calculated in Bruker Compass DataAnalysis software. DIA

and Unique Peptides identifications are reported. results were determined in DIA-NN 1.8.1.
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