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ABSTRACT RESULTS Figure 2. MS/MS spectra of the M+2 isotope of phosphatidylglycerol PG (32:1) [M - H]- anions. Figure 4. MS/MS spectrum of the M+2 isotope of unlabeled cardiolipin CL(62:1) [M - H]- anions Figure 5. Effect of resolution settings on resolving deuterium and 3C isotopes. Examples are
Product ions LPA (16:0) and LPG (16:0) are shown in the zoom-in regions. and zoom-in regions of the FA (16:0) and LPA (16:0) product ions in unlabeled and labeled shown for the product ions displayed in Figure 4.
Figure 1. Identified lipids in E.coli LPA (16:0) LPG (16:0) samples.
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