
Shotgun Lipidomics of prostate cancer cells using ESI-MS 
Shimadzu 8050 and simplified data analysis by SimLipid software

Introduction
Lipidomics is a relatively recent omics field of research which includes complex lipidome analysis. It is an emerging field in
biomedical research as lipids play an important role in cell, tissue and organ physiology and have potential as biomarkers of
disease or treatment success. Shotgun lipidomics1 involves identification and quantification of lipids by direct infusion of
complex lipid samples into the mass spectrometer without any chromatographic separation. In 2017 prostate cancer is the
most commonly diagnosed cancer in Australia among males. It is estimated that the risk of a male being diagnosed with
prostate cancer by his 85th birthday will be 1 in 7.
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Summary
High throughput data analysis was performed by directly importing raw Shimadzu data files (.lcd
format) into SimLipid. Preliminary data analysis with Simlipid has shown some promising
functionalities for both qualitative and quantitative analysis. The statistical analysis revealed very good
correlation by PCA analysis and good stratification of different treatments .
Future work will include addition of class specific internal standards for absolute quantitation.
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Method

Import raw data from native file 
format (.lcd) into SimLipid 

software in batch mode

High throughput data analysis

Export SimLipid results into CSV file, and perform Statistical 
analysis using MetaboAnalyst software

MetaboAnalyst software

Good quality mass spectra obtained from different classes of lipids 
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Adapted from Matyash V et al. 2008
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