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Background and Unmet need

Application to PQ500 serial dilutions
Linear range and “MDF” Quantitative Threshold
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*65 minute data aquisition independent method. In brief, MS1: 120,000 resolution, scan range: 350-1400 m/z, DIA
scans: 15,000 resolution, 20 m/z window with 1 m/z overlap, precursor scan range: 400-900m/z.



