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= TIMS/CCS adds 4D selectivity and TIMS-cleaned MS/MS to reduce interference and boost confidence.
= PASEF on timsTOF maximizes ion usage via synchronized mobility separation + fast TOF detection for efficient depth/throughput.
= One platform, many modalities: dia-/prm-PASEF (discovery—validation), timSHIFT (chemoproteomics/ABPP), Slice-PASEF
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PASEF: Run Fast, Run Deep, Run Confident
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