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applied to provide double bond specific dissociation, enabling C=C position assignments. 
OAD MS/MS is an innovative technology, providing additional fragmentation to CID in 
positive and negative ion mode on the LCMS-9050 QTOF Mass Spectrometer. 

PC(18:2(n6,9)/18:2(n6,9)) and PC(20:4(5,8,11,14)_18:2(9,12)) were identified to the 
structural level. Examples of OAD spectral annotation are shown below in Figure 2.

In high resolution metabolomics analysis by LC-CID-MS/MS and DPiMS , patient PDAC 
serum samples were found to exhibit significantly different lipid profiles compared to healthy applied to provide double bond specific dissociation, enabling C=C position assignments. 
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positive and negative ion mode on the LCMS-9050 QTOF Mass Spectrometer. structural level. Examples of OAD spectral annotation are shown below in Figure 2. serum samples were found to exhibit significantly different lipid profiles compared to healthy 

serum controls. OAD-MS/MS has been applied to increase the certainty of lipid biomarker O High resolution OAD MS/MS was applied in positive and negative ion mode to provide  The OAD Radical Source generates neutral radicals such as O/OH/H radicals through serum controls. OAD-MS/MS has been applied to increase the certainty of lipid biomarker O O High resolution OAD MS/MS was applied in positive and negative ion mode to provide 
further confidence in lipid identification in a pancreatic adenocarcinoma biomarker study.

 The OAD Radical Source generates neutral radicals such as O/OH/H radicals through 
microwave discharge of raw material gases (water vapor and hydrogen gas) under identification by locating the position of the C=C double bonds that may relate to the ω PC(18:2(n-6,9)/0:0) O O OPfurther confidence in lipid identification in a pancreatic adenocarcinoma biomarker study. microwave discharge of raw material gases (water vapor and hydrogen gas) under identification by locating the position of the C=C double bonds that may relate to the 

biological mechanisms involved in pancreatic ductal adenocarcinoma.
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 The higher specificity of OAD simplifies the process of structural elucidation by 
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 LabSolutions Insight (Shimadzu Corporation) was used to process data.
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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.

 Lipids were identified according to the omega and delta nomenclature, counting 
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carbons from the methyl end or the carboxylic end of the fatty acyl, respectively.
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specific fragments are highlighted in blue and OAD specific fragments are highlighted in 
different colors to show the ions corresponding to each C=C double bond in the structure. carbons from the methyl end or the carboxylic end of the fatty acyl, respectively. highlighted in different colors to show the ions corresponding to each C=C double bond in The authors declare no competing financial interest.different colors to show the ions corresponding to each C=C double bond in the structure. 

the structure. The omega and delta nomenclature are given for each identification. The omega and delta nomenclature are given for each identification.the structure. The omega and delta nomenclature are given for each identification. The omega and delta nomenclature are given for each identification.


