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Abstract
AIM: To investigate the differentially expressed proteins

between liver cancer cell line HepG2 and normal cell
line LO2 cultured /n vifro using surface enhanced laser
desorption ionization (SELDI) protein array technology.

METHODS: The /n vifro cultured liver cancer cell line
HepG2 and normal cell line LO2 were harvested and then
split by cell lysate solution. The protein mass spectra of
the HepG2 and LO2 cells were detected by IMAC3 and
WCX2 based on SELDI protein array technology.

RESULTS: A total of 61 proteins were captured by
IMAC3 array, and 7 different peaks were found. Comp-
ared with those in the L0O2 cells, 3 differential proteins
were highly expressed, while 4 were lowly expressed
in the HepG2 cells. A total of 91 proteins were captured
by WCX2 array, and 14 differential peaks were found.
Among those differentially expressed proteins, 3 were
highly expressed, while 11 were lowly expressed in the
HepG2 cells.

CONCLUSION: SELDI protein array technology is con-
venient, highly sensitive, and repeatable in the detecti-
on of the differently expressed proteins between hepat-
ocarcinoma cells and normal hepatocytes.
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ential protein
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e BRI &k LT AP, WIRE A (AFP)2 H i
M 3t N FH PR AR 3590, ARAT5 AT 30% 1) JHH s £ % AF P2
FIPERGE, R, PR AN S, —Fhfaifa . P, MUt
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F IR AR ORI K T70.5%. DRI, SRR T g
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Mo MR AL SRR, A B AT, Db, REGERE
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1.1 A IEH T4 MR (L02)I B R SE L ke 4n i 12, JiF
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40 mmol/L Tris-HCI, pH 7.4)200 uL, 4°C il 17730 min,
14 000 g /250230 min. K H 37 f)Gene Spec V& AR 4>
T RGNE EIE M FIREE, PRI A I B
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GEL (0.5 mol/L NaCl, pH 7.0), Z¥% &5 min,
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FE I A TP ARk (K2), £ ERZEREAT, 7979 u
B U] A I B IMAC3 S WX 2 Ffts F fili 3k,



ISSN 1009-3079 CN 14-1260/R HRIEL)BRE

2005113288 85136 5221 2691

A 16001062510650106750 B 8308408508608700

10

20
75 15940.5+H

15
5 HepG2 10 HepG2
2.5 5

0 0

10 20
7.5 s

58 LO2

- 10 § LO2

2.5 l 15940.5+H 5 8492.44H

0 0 ﬂnﬂﬁﬂLm_m-lﬁ

16001062510650106750 8308408508608700

1 EOAEFEMEEHepG2ISRIX. A: 159405 ufE[]; B: 8492 4 u

=]

A 110501110011150 B 10000020004000600
o oBLban a0 10 100.1+H
.0+
20
Lo2 5 L02
20
0
4
20 0
3 HepG2 50 @ | 10100.1+4H  |HepG2
10 11 081.0+H
0 0
110501110011150 10000020004000600

B2 ZEOEFEFMEL02DERE. A: 11081.0 uFEH; B: 10 100.1 u

=]

3 1Mie
BAFA R —DNIERA. — ARk —Fh
IRFTFRIE I A FUR™. 8 (412 (proteomics) & iR
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WmRNA 5 N H IR 8 K I3 AT R IR
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ZEFRER AT, 7979 uiE AT [E I HIMAC3 KW CX2
RS e, AN RATEWCX2E i ERBLT7 945 uik
FIg 5Melle et al' e AL R BLT7 935 uiE A
W AR AT ] BB — AU,

ATART 595 76 HH B0 AR 4k 2 A7, 40 B N 1 B 1 A
A A e AR A AR N AR, A RT R add if v H
AT, TATEDE THBVE QA HHCC
SR S E R RIS B T 2 e Rk, SRR T 18
AN ZE MR . TATTHEAR T B R i 4 B bk 5 I 1)
FIBTE, RIL = FAA A LRI E 067 979 ufbJHE
Ik, XA g A VR e R R o WA B, R A
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TRATT R I I B 20 2Ry SV A 1 AR Db e TR 1
TS W A7 VB AE 1N FHAN B, B8 T2 2102 O 0 5 4 e
Fe AU AL T AN IR, i XS 8 (A ] RE O AR
ISR AR LT, v LT RN AT R BT H s ik
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