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Figure 3: A Dilution series of peptides with Whisper 40SPD.
B Multiple injections of 250 and 500 pg runs using Whisper
40SPD. C dia-PASEF window scheme used for low sample
amount.

Conclusions

®* timsTOF SCP provides robust proteome coverage with
peptide loads in the range of 250 pg.

Figure 1: timsTOF SCP features a new ion
source geometry with additional higher
pressure vacuum stage resulting in a 4-5 x
increase in ion current while maintaining the
industry leading robustness of the timsTOF Pro.

Chemical noise

® Combination of timsTOF SCP with Whisper methods on the
Evosep One provide a robust and sensitive platform to
perform ultra low abundance proteomics.

Interest batch #1

Figure 2: TIMS (Trapped Ion Mobility Spectrometry)
accumulates and concentrates ions of a given mass and
mobility, while removing chemical noise, enabling an

increase in sensitivity and speed.
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