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global metabolomics and lipidomics in clinical settings
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INTRODUCTION

Non-adherence is common in clinical settings, leading to loss oftreatment response. In clinical practice this will
often prompt institution ofnew and often inferior treatments with higher risk of complications. In aclinical research
setting, the results will be biased and not based on realclinical effects but on the degree of participant adherence.
Methods ofdetecting non-adherence are often insufficient, and since adherence is usuallyexpected and based on a
signed agreement, non-adherence is usually not detected.\We here aim to reveal the extent of non-adherence in
clinical settings,and how the utilization of global metabolomics and lipidomics can detectnon-adherence at an early
stage. Early detection provides an opportunity tocorrect and reinstate adherence and effective patient treatment,
and to enableexclusion of study participants and samples that would otherwise contribute toloss of detection of PC 1
significant findings and improper conclusions.

METHODS

Sample preparation: Serum or plasma metabolites and lipids were
extracted by adding MeOH or IPA, respectively. Samples were then mixed
before centrifugation (10 min, 4 °C, 21 100 RCF), supernatant aliquots were
mixed to create the pooled quality control (PQC). Remaining supernatant
was placed in HPLC vials for analysis. Dried blood spots were prepared as
3.2 mm punches with 100 yL of 80% MeOH with 0.1% formic acid and mixed
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Another bright example shows the detected non-adherence to the
dietary regimen of the study (Fig. 2 and 3) and deviations from the
fasting schedule (Fig. 5). Lastly, we uncovered inaccurate clinical
iInformation for one patient, who was incorrectly reported as having

comparison group, later discovered to be due to dietary non-adherance.
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CONCLUSION
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