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CE database generation: 26 human digest files timsControl  Python API, which allows real time — P ;
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evaluated against the default ion-mobility-based CE MS/MS  quality metrics showed  systematic default K0 miz miz & 1/KD Fig. 3 Comparison of fragment spectrum quality
Method improvements. These included: Fig. 2 Peptide and protein IDs 2D binning difference plot (50 x 50 bins) shows higher summed
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dependent CE optimization strategies were developed: 9 | | o Summary & Conclusion
a) an m/z based approach = and higher matched intensity (%).
b) an ion mobility based approach (1/K,), and Two-dimensional difference plots demonstrated (Fig 3 = Three charge dependent approaches for CE optimization for dda-PASEF have been investigated.

Top) consistent quality gains across the explored m/z

c) a combined m/z and ion mobility based approach. _ - . |
and ion mobility space. Manual inspection of

All strategies demonstrated a clear positive impact of incorporating precursor charge state into CE selection for DDA data acquisition.
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