Skyline MS1 Filtering for label-free quantification
targeting posttranslational modifications
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Development and Examples for MS1 Filtering Workflows
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MS1 Filtering and Relative Quantitation

Schilling, Rardin, MaclLean et al., MCP, 2012
Rardin et al., PNAS, 2013
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Data-dependent acquisitions (discovery
workflows) depend on dynamic sampling
of MS/MS spectra.

MS1 scans are truly data-independent and
can be used for relative quantification.
MS1 Filtering uses ion extracted
chromatograms of peptide precursor ions
for relative quantification

Easy interfacing in Skyline with other data
independent, targeted workflows,

i.e. MRM, MRM-HR (PRM), SWATH-MS2.
Interface with Panorama

DATA examples



E. coli acetylation regulation - Background and Workflow

MS Analysis
4x biological replicates of:

Pta AckA
acCoA @ ace + ATP
AWT &ckA )}{obB )}xothers...

acP: acetyl phosphate (chemical acetylation)
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(Kuhn, Schilling, Gibson, Wolfe et al., PlosOne 2014)



PHASE 1: Biomarker Discovery Using Conditioned Media from
Cancer Cell Lines to predict cancer-specific plasma glycosites candidates
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