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 DDA spectra acquired in ESI+ and ESI- mode for each lipid were analyzed to Figure 1. Structural characterization of PC 20:5/0:0 using OAD and CID MS/MS. DDA- Figure 2. Structural characterization of PC(18:2/0:0), PE(18:2/0:0), PC(18:2_18:2) and 
assign C=C double bond positions.

Figure 1. Structural characterization of PC 20:5/0:0 using OAD and CID MS/MS. DDA-
MS/MS acquired with simultaneous OAD and CID in ESI+ and ESI- on the precursor for this 

Figure 2. Structural characterization of PC(18:2/0:0), PE(18:2/0:0), PC(18:2_18:2) and 
PC(20:4_18:2) using DDA-MS/MS with simultaneous OAD and CID MS/MS in ESI+. CID assign C=C double bond positions.
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