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Proteomic analysis of rat hepatocyte regeneration related proteins after liver resection

CHEN Yin, CHEN Ping, HE Zhong-lin, WANG Xiao-feng, HUAN Yong-wei ( Department of Hepatobiliary Surgery, Institute

of Surgery Research, Daping Hospital, Third Military Medical University, Chongqing 400042, China)

Abstract. Objective To screen proteins related with liver regeneration by studying the proteomic differ-
ence between the hepatocytes 6 h and 24 h after the 70% hepatotectmy and the normal ones. Methods Nine
male SD rats (weight 200 g) were selected and randomly divided into 3 groups: the control group, the 6 h
group and the 24 h group, each one with 3 rats. The rats 70% hepatectomy model was built. The hepatocytes
in the control group were immediately isolated from the rat liver and those in the 6 h group and 24 h group were
isolated after 6 h and 24 h respectively. We extracted the total proteins with cell lysis and anselyzed the pro-
teomic differences between the 3 groups. Results We found 47 different proteins and identified 42 of them.
Conclusion The results indicated that the proteins produced in the 24 h group are to a large extent identical
with those in the 6 h group and the control group, however, the proteins produced in the 6 h group are seldom
the same with those in the control group. This is because the hepatocytes in the 6 h group was in the start state
of liver regeneration while the hepatocytes in the 24 h not only produced proteins related to the liver regeneration
but also the proteins maintaining the normal physiological function of the hepatocytes.
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12¢ 070475  UDP-glucose 6-dehydrogenase

9be Q80XNO  D-beta-hydroxybutyrate dehydrogenase, mitochondrial precursor

10*¢  Q9Z1B7  Mitogen-activated protein kinase 13

11 Q9D517  1-acyl-sn-glycerol-3-phosphate acyltransferase gamma

14b 62425 NADH dehydrogenase [ ubiquinone ] 1 alpha subcomplex
subunit 4

32¢  Q8BWTI1 3-ketoacyl-CoA thiolase, mitochondrial (EC 2.3.1.16)

392¢  Q6VVW9 Cytochrome P450 2R1 (EC 1. 14. 14.-) ( Vitamin D 25-
hydroxylase )

402 P23589  Carbonic anhydrase 5A, mitochondrial precursor (EC 4.2.1.1)
( Carbonic anhydrase VA) ( Carbonate dehydratase VA )
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5ac QOWUHI1 Transmembrane protein 115
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24be Q8VBW6 Amyloid protein-binding protein 1
25b Q8K479 Complement Clq tumor necrosis factor-related protein 5
precursor
27be Q97121 Small inducible cytokine A8 precursor ( CCL8)
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29be Q63844 Mitogen-activated protein kinase 3
30be P50580 Proliferation-associated protein 1
33be Q9QXB9 Developmentally-regulated GTP-binding protein 2 (DRG 2)
34be Q9DAK2 Parkin coregulated gene protein homolog
36 Q8VCM5 RING finger protein Clorfl66 homolog
374¢ Q9CXD9 Leucine-rich repeat-containing protein 17 precursor
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Sulfotransferase 1A1 (EC 2.8.2.1)
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72¢ P97792  Coxsackievirus and adenovirus receptor homolog precursor
15be 035551
26" Q3UW31 Uncharacterized protein C110rf038 homolog precursor
35b¢ Q3TT38 Uncharacterized protein C60rfl06 homolog
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6) (Angiopoietin-related growth factor)
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