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METHODS CHROMATOGRAPHY MULTI-VARIATE STATISTICS

Data processing can be performed using TargetLynx or open source
software such as Skyline. Since lipids of the same class elute in discreet
bands, stable isotope lipid standards can used for more accurate
gauntification of endogenous lipids. Multi-variate statistics can be performed
on processed data using packages such as SIMCA-P+ (Umetrics) or

Over 2000 lipid species MRMs and a selection of
screening method application notes available for
download @ www.waters.com/LipidQuan
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