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Introduction The SCoPE-MS Method For Multiplexed Single-Cell Proteomics Detection of TMTPro Complement lons in labeled Peptide STD Design of SCoPE-style Single Cell Standards

Single-Cell Proteomics has emerged as an extremely promising new field capable of unlocking the
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high-mass TMTc ions might provide sufficiently high-resolution measurement to enable their full Challenging Features of Single-Cell Proteomic LC-MS

Single shot LC-MS
o “All your eggs in one basket”: demands highest chromatographic resolution and extreme frugality

deconvolution.

Resolution and Quantification of Single Cell STD TMTProC lons
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