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( ) of peak areas (n=4 replicates) were less than 15% Figure 2. Example of HDMSE data: (A) Low-energy spectrum showing Table Il1l. Peak areas of 4 PHO peptides recorded for each LC/MS injection (16 LC/MS runs, 4 con- investigated (1-1000 nM).
across the entire concentration range investigated (0.1-100 the Pep 6 precursor ion; (B) high-energy fragmentation spectrum of the centrations tested, 4 replicate injections for each concentration). The relative standard deviation e The HS-MRM assay has great potential for
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