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Elucidation of the link between glucose metabolism and gene expression of ELOVL2
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According to this study, the expression level of the ELOVL2 gene is affected
by the glucose concentration environment. It was shown that the DNA methylation of the promoter
region of ELOVL2 does not contribute to the change in gene expression, but that the novel non-coding
RNA, may be involved in the regulation of its expression, suggesting a new metabolic link between
glucose metabolism and the DHA, EPA synthesis pathway via AS-ELOVL2-mediated regulation of ELOVL2
gene expression.
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