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Abstract

AIM: To study the biological function of a novel hepatitis B virus
core antigen binding protein C-12, and to analyze the gene ex-
pression profiles of HepG2 cell transfected with C-12 gene.

METHODS: C-12 gene was screened and identified by using
yeast two-hybrid system 3 technique. Full-length encoding
frame C-12 and its amino acid sequences was identified
using bioinformatics method and the recombined eukaryotic
expression plasmid pcDNA3.1(-)-C-12 was constructed.
cDNA microarray technology was employed to detect the
MRNA from HepG2 cells transfected with pcDNA3.1(-)-C-
12 and pcDNA3.1(-), respectively.

RESULTS: According to yeast two-hybrid screening and the
bioinformatics analysis results, C-12 cDNA sequence was
identified. Among 1152 genes, there were 17 differences,
of which 16 genes were upregulated and 1 gene were
downregulated in HepG2 cells transfected with C-12 protein
expression plasmid. These genes differentially regulated
by C-12 protein included human genes encoding proteins

involved in cell signal transduction, cell proliferation and
differentiation, and cell growth regulation.

CONCLUSION: Overexpression of C-12 affects the expression
profile of HepG2 cells. The results prove some clues for
further clarifying the molecular biology processes of hepa-
tocytes during the interaction between HBV core protein
and C-12.
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