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. INTRODUCTION N OBJECTIVES

* Lung cancer is a very common cancer type with non-small cell lung » This biomarker is based on the metabolite profile of

* Optimization of a robust tH-NMR metabolomics protocol

cancer (NSCLC) representing 85% of all lung cancer patients. The blood plasma, which is analyzed by proton nuclear

: : . . . A » JEOL 400MHz spectrometer
main treatment for early-staged NSCLC patients is a surgical removal magnetic resonance (H-NMR) spectroscopy. To
of the tumor, but in 30-55% of the cases a disease relapse occurs. better understand and evaluate cancer-related

* Multivariate statistical analysis

> Smokers versus ex- and non-smokers

» Possible confounders Figure 1: JEOL 400MHz
spectrometer with autosampler

aberrations in biochemical pathways, the metabolite
e The Prolung study is a prospective, longitudinal study at peaks in the TH-NMR spectrum must be identified in
ZOL/UHasselt, which to predict therapy response by a metabolism- a correct and quantified manner.

K based biomarker. / K

. MATERIALS AND METHODS h

Optimization of the 1H-NMR protocol Multivariate statistical analysis
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. CONCLUSION N FUTURE GOALS

The optimization resulted in a robust *H-NMR metabolomics protocol for blood plasma. The multivariate statistical analysis has The next part for the optimization is the identification of the plasma metabolite
shown that a discrimination can be made between smokers and ex- or non-smokers based on the metabolite profile. Also, no peaks by performing spiking experiments. Afterwards, the final measurements
possible confounders in the smoking status model are found. of the plasma samples, collected from lung cancer patients during the Prolung

K / K study, need to be analysed. /
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