2019 2021

Comprehensive genetic analysis of fatty liver gafts for marginal donor expansion

Ishii, Takeshi

3,100,000

RNA microarray

GTP NOS

GTP

We studied the chan?es in gene expression in hepatocytes following
inhibition of the hepatic artery in rats. Although there have been many studies on the simultaneous
inhibition of portal vein and hepatic artery blood flow, there have been no studies focusing on the
inhibition of hepatic artery blood flow alone. In this study, we performed a comprehensive gene
analysis using RNA microarray. The results showed that among the genes expressed by arterial
clamping, those in the GTP metabolic pathway varied widely, suggesting that they are likely to be
involved in ischemia-reperfusion injury. Since the GTP metabolic pathway is thought to contribute to
the generation of nitric oxide synthase NOS and thus to ischemia-reperfusion injury, our
experimental system is valid and further analysis is warranted.
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