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Fig. 4 The 4D peak finding algorithm applies a smoothing algorithm and then
utilizes Gaussian fitting. It detects local maxima based on mz and 1/k0
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y reduce precursor candidates. Next, We apply an

ion model. After generating a library-free spectral library,
the subsequent analysis is identical to that of library-based data
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TIMS DIA-NN has been integrated into ProteoScape

We are working on a new algorithm to analyze
MidiaASEF data
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