WHEATILEL®

wcjd@wijgnet.com

59

TN SEIZYRS 20088E115285; 16(33): 3724-3728
ISSN 1009-3079 CN 14-1260/R

Bz AT 5% BASIC RESEARCH
HBV pre-X#t#tHepG24HR j5 £ R RIZEE K iF ik

S, SRERET, BER, £ 3, W E

[ L ks

HBV & & & %
TR A M Bk
A M E S
A&, 3 SR8 R
Jh . RE 5 AR
R JE, T
HBVA=# k. fg
KW AR E
HE, A2 LT A
My 5 A R
#. Y&, HBV
#89ORF B pre-X
WA IFIAGER
1248 % 69 IR N FF

W& FERE
x4, Ak, TR
EH K FmEE
BT ST

Yt x, AR, LB EAKXFH—WEERR LR LG
2B KR 030001

SKERRT, FIH, AE, LW AR E AR B AT BT AL 100015
i, 2006 FEERASM T, TBMERSHEIFRNE
IESIBEREAZR.

KA ARAFELTBM A, No. 30600524

& RIS RMDKEEANSGT; AFUIIZBhEB S KR
BHRVETEAN; BB DITHRLE =S RRITTAN; e SIEmREE
B, KRRl XER. TIERNETTR.

EiMEE: )%, 100015, HRMFABXRIVEESS, tRIBn
EERERIAFIET. cj@genetherapy.com.cn

E83%: 010-84322613

IWF5EHE: 2008-09-26 {BOIHEA: 2008-10-17

=ZHHEA: 2008-11-03 L& BhREHEA: 2008-11-28

Screening of genes
differentially expressed in
HepG2 cells transfected with
HBV pre-X

Yan-Yun Chai, Jin-Qian Zhang, Long-Feng Zhao,
Qi Wang, Jun Cheng

Yan-Yun Chai, Long-Feng Zhao, Infectious Diseases Division,
First Affiliated Hospital of Shanxi Medical University, Taiyuan
030001, Shanxi Province, China

Jin-Qian Zhang, Qi Wang, Jun Cheng, the Institution of In-
fectious Diseases, Beijing Ditan Hospital, Beijing 100015, China
Supported by: National Natural Science Foundation of
China, No. 30600524

Correspondence to: Dr. Jun Cheng, the Institution of
Infectious Diseases, Ditan Hospital in Beijing, Beijing
100015, China. cj@genetherapy.com.cn

Received: 2008-09-26 Revised: 2008-10-17

Accepted: 2008-11-03  Published online: 2008-11-28

Abstract

AIM: To detect the expression of HBV pre-X and
screen the different gene expression in HepG2
cells transfected with HBV pre-X using gene
chip technology.

METHODS: The expressive vector of pcDNA3.1-
myc-his-HBV pre-X was transfected into HepG2
cell line. The expression of HBV pre-X protein
was observed by western-blotting method.
c¢DNA microarray technique was applied to de-
tect the differentially expressed genes in HepG2
transfected either with pcDNA3.1-myc-his-HBV
pre-X or with pcDNA3.1-myc-his.

RESULTS: The expressive vector was confirmed

by restriction enzyme digestion. The expression
of HBV pre-X protein was confirmed by west-
ern-blotting method. High quality mRNA and
c¢DNA was prepared and successful microarray
screening was conducted. Based on the scanning
results, 200 genes were found to be up-regulated
and 62 genes down-regulated in HepG2 cell line
transfected with HBV pre-X.

CONCLUSION: cDNA microarray technology
is successfully used to screen the genes differen-
tially expressed in HepG2 cell line transfected
with HBV pre-X, which may bring some new
clues for studying the molecular biology mecha-
nism of hepatitis B virus with metabolic diseases.
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523 GenBank mBER Cy5/Cy3
1 NM_000209.1 Homo sapiens insulin promoter factor 1(IPF1) 2.045
2 BQ549626 Human insulinoma Homo sapiens cDNA clone 2.019
3 NM_018690 Homo sapiens apolipoprotein B48 receptor(apoB48R) 2.693
4 NM_005108.2 Homo sapiens xylulokinase homolog(H.influenzae)(xyIB) 2.043

® 2 REBERBNEEER

A= GenBank meEl Cy5/Cy3
1 NM_001506.1 Homo sapiens G protein—coupled receptor 32(GPR32) 0.318
2 NM_007193.3 Homo sapiens annexin AT0(ANXA10) 0.408
3 NM_000860.3 Homo sapiens hydroxyprostaglandin dehydrogenase 0.489
15—(NAD) (HPGD)
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PUHTIEESE . pcDNA3.1—-myc—his—HBV
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