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Epigenome analysis of cancer metabolism for the development of new biomarkers in
esophageal cancer.
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First, for revealing the role of LSD1 in cancer metabolism, we evaluated two

major energy pathways by measuring the extracellular acidification rate (ECAR) and the oxygen
consumption rate (OCR) with an extracellular flux analyzer. LSD1 knockdown significantly suppressed
the invasive activity and glucose uptake of cancerous cells, reduced their ECAR and increased their
OCR and OCR/ECAR (Int J Cancer 2016). Second, we focused on Nrf2 which is a master transcription
regulator of stress responses. We found that metabolic reprogramming to glutathione metabolism, and
ROS detoxification b{ activation of Nrf2, enhanced cancer progression and led to poor clinical
outcome in esophageal cancer patients. The identification of new prognostic or predictive markers
for esophageal cancer could improve the use of risk-adapted treatment strategies and help to
stratify patients for drugs targeting these tumor characteristics in future clinical trials (Cancer
Lett 2016).
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