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Spiked into a constant background: tryptic digests of S. cerevisiae

Choi et al., Journal of Proteome Research, 2017.

Detection of differentially abundant proteins in controlled mixture

◆ Three technical replicates per sample
◆ Thermo nLC 1000 system
◆ 110-min linear gradient 

◆ DDA profile mode in Orbitrap
◆ Data processing with Skyline

ABRF iPRG Study 2015



Targeted proteomics – various approaches
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Discovery to Targeted with Skyline

Got HYPOTHESIS!!
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Skyline interface for MS1 Filtering data  
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Statistical analysis by MSstats in R
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Differentially abundant proteins across conditions

7


	Slide Number 1
	Slide Number 2
	Slide Number 3
	Discovery to Targeted with Skyline
	Slide Number 5
	Statistical analysis by MSstats in R
	Differentially abundant proteins across conditions

