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Based on our previous transcriptome study of the liver obtained from
Japanese NASH (non-alcoholic steatohepatitis) subjects, we selected AKR1B15, a novel member
belonging to the same family as AKR1B10. Using human hepatocyte cell line HuH7, we found the Nrf2
activation significantly increased AKR1B15 expression, and this was mediated by direct binding of
Nrf2 to one ARE (Antioxidant Response Element) in the promotor region of this gene. This pathway is
distinct from AKR1B10 induction, suggesting complex pathophysiology of NASH.
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