NIST XIC-Centric LC-MS/MS Analysis Workflow

How the “check” files are created and used
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Legend
“ " e MS1 = Survey scans (precursor ions)
Purpose of the “check” Files 1 MS2' = Tandem MS / MS/MS scans
These intermediate files preserve the evidence at each stage of the XIC-centric workflow so that XIC = Extracted lon Chromatogram
identifications can be validated, corrected (e.g., monoisotope re-picking), and reproducibly quantified. PSM = Peptide-Spectrum Match
) RT = Retention Time
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