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Evaluating performance factors of a targeted label-free protein
quantitation approach on an ultra-high resolution API-Qq-TOF
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Fig. 2: Distribution of intensity variations of 7334 peptides in 7 replicate
LC-MS runs. Two groups of the model system are considered. Concl usions
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Fig. 1: Label-free Quantitation Workflow: Peptide quantitation and identification are derived from different LC runs. This allows to Tab. 1: Regulation ratios of different BSA amounts in 100 ng E.Coli digest.

select optimal conditions (e.g. sample amount) for quantitation and identification. U H R_TOF
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