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Abstract
The Comparison of CYP3A4 Gene Expression in HepaRG and

Hepatocyte-like cell after Incubate with Rifampicin
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The comparison of Cytochrome P450 genes expression in hepatocyte-like cell
derived from mesenchymal stem cell and hepatocellular carcinoma cell line (HepaRG)
after incubate with 0 or 20 pM rifampicin for 48 hours. The morphology of the cells was
observed to confirm the optimal dose and culture condition. Total mRNA from
hepatocyte cells was extracted and used as a template for cDNA synthesis. CYP450s
expressions were detected by amplifying cDNA with specific primers using real-time
PCR technique. Expression levels were calculated by threshold cycle (Ct) which
represents minimum number of PCR cycle that giving the maximum PCR efficiency. The
fold change of CYP450 (CYP3A4, CYP2D6, CYP2E1 and CYP2C9) was calculate from
AACt method and normalized with that of endogenous GAPDH and the corresponding
gene expression in HLCs and HepaRG cells. AACt was transformed into fold change
using formula: fold change = 2 AACt. The expressions of CYP3A4, CYP2D6, CYP2E1 and
CYP2C9 in HLCs were significantly increased to 2.90, 0.48, 0.33 and 0.18 folds
respectively. In HepaRG, the expressions were increased to 2.90, 0.51, 0.24 and 0.09
folds respectively after the induction with rifampicin. The upregulation of CYP450 level in
HLCs were similar to that HepaRG. These results suggest that hepatocyte-like cell
derived from human mesenchymal stem cell provide a valuable model for human drug
metabolism studies. Moreover, HLCs also have normal karyotype that can serve as a
remarkable tools for liver disease development which suitable than hepatocellular

carcinoma cell line.



