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INTRODUCTION RESULTS AND DISCUSSION

To elucidate lipid biosynthesis pathways and find potential Overall, when using the Xevo G3 QTof instrument, there was a significant improvement of the precursor intensity for phospholipids (Cer, PC, PE, PG, PI, PS) was observed compared to previous generation instruments (Figure 2). The bar graphs in Figure 3 show there
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Xevo G3 QTof instrument.
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