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Abstract

In this study, we used the cDNA
microarray technology to analysis gene
expression of hepatoprotective fraction
from Anoectochilus formosanus.(AFEF;
1.5 g/kg) on both chronic and acute
hepatitis  induced by carbon
tetrachloride (CCl4) in rats. We found
that AFEF suppressed the apoptosis
related gene expression in acute
hepatitis, and fibrosis related gene
expression in chronic hepatitis. These
results further confirmed that AFEF
possessed the hepatoprotective action.
In addition, toxicity study was carried
by administrating orally daily doses of

NSC91-2317-B-039-001
HFHRF 91L& 8

1p3x92&7" 31p

2 g/kg of the AFEF to male mice for 90
days. Then liver metabolism related
genes were also examined from AFEF
treated mice. AFEF did not effect the
gene expression of cytochrome P 450,
suggesting the chance of drug
interaction with AFEF via cytochrome
P 450 islow.

Key words: Anoectochilus formosanus,
hepatoprotection, cONA microarray

~dpd B p e

SRR U DSl o o
@*Eﬁﬁ’»#’;',__’ﬁ R I T w R )
A L R R = A
FVRE - LFF2 6 5 RGP pe
g@»éﬁpi%%’ﬂﬁéﬁﬁﬁ
iR E G R S8 A A R
HLenB 2 i e i P ITIE IS AR
i % 5 AFEF - AFEF £ 4 i%
SEIER o e BRI oy
Fo ¥t RS AT LIRS
o FLH R hk 2 ApE £ R
2 FIERHPPRF o Fpt W B
ey B 0 Flt AFEF ¥ ax gé_
AR BT T G LR A

g%;ﬁ’ﬁﬁﬁmﬁma%*
CDNA & FIHcHE 5| ariF o (- )RE B4R
3w & L (CClA)ts » fal+ 8 2 & 148
R R AR AR FEE A
AFEF &4t 5 ?@%N%%ﬂmam°
(z )z k5 AFEF 90 =
B AT 7l3¢‘=7§,‘kr1z\ AR L e



TR A R R

R S
35151%"?:&)’—&-3; N
NIA 15000 BLEEELF L F]f & o & & i
* 30 6 & B i mRNA R &
BRERE HHAREE T LAS
& Fls 27 RT-PCR #%k kig- 1

Fipe g o

rﬂ

(-) BEIFLSC IS CC4 &
¥ % AFEF(05~15
gkg)# p T kS - = AFEF #97%
ip ¥ GOT ~ GPT 3 jFagiv® o *n"”‘
B r’v’ﬁ;q Tdr L &~ Y
B0 ZEEFIRSBR Y ZE G ORI
e o 33‘1’”% AT pf‘%? LS 3
% 37 CCl4 [ Control 2 AFEF/ CCl4
AFRR 3 HART DA FE R4
#.— o Procallagen # Flendk 4% =2
AR B AT AP A Ky st A
10 By Bor AR R EFHF R
Wk A 0 Tt AFEF #f procallagen
sk F1 & TS LG B R IE Y o FRRE
ta BEEamie 513 T TGRb 4
PDGF =< ! ”a“ﬁ%‘ i &k mre G OVUR
EAE LR R S LY Ea
TGFb ¢ # "% j2% J v 7 MMP # {2
T @i R B it B o AFEF
o Fri] TGFbeh 31 - @ 3 4 MMP 9
Ao e PDGF th& iLF B o

¥oob o R 4E > HGF 2 MATlAm
¥ 4 ;L"f % > AFEF A 2 i # 2
HGF 2 MATIA ¢hik F14 5 > s &7
AFEF § - Zni@sFst i o i § 1% %
AFERLIPE T8 LT HFR
gaiy Moo 3 L& -

o 5H9

(=)

iT%

T ]

Lie- AP AFEF £ #5%
A IPFRER R A Tk
7 & S 4731 CCI4

e AR EV T
AFEF 2% - ‘g'.‘—% F‘T AFEF R B0
GOT ~ GPT 7§ 11 - & v CCl4 a3 F5g
EHHERAT - 8w TS P
55 ~pd Aenigp 22 51{,‘.97”@,%« ’
3 L
4 o AFEF #c "% X - 25 w2 k= Ap B
éﬂmz\‘ F(% =)o CCl4 g2 ¥ i@
iy It pEE o TR IRT " AFEF o0
P4 F e ipt A Flendk 3 - CCl4
32 e B e 13 3 G 4 TNFa -~
interleukin FRFHFRF PRELRD
AT RF b p gk chpE R
i 'ﬂ"AFEF*‘“"\imIF’*ﬁ
PESN I I f\;”ﬁ x5 A F LR T
zt,b"‘?ﬂ¥@§3:}’}7}§ ,\.itﬁ
i) ? FiE-hhHE

43 = b
—g-’lE'

() RENv S AFEF (2 gkog)
0 = 2 fpEIRAATFREY -
At g d 0 iR MIER
b =, ’d%g./'v—i =2 2:13 ° g;nﬁﬁfﬂﬁ«,%
TALP B (0 A2 2)F 60 B A
Bl 5 kgl en(ot @] 2t 05)F 126
B oo &2 (NP2 2 4 8 Edp b ek T 4
Bhrd = o A NS 4p 'é‘-ﬁ )
cytochrome PA50 H A F] & A X
AFEF £ # 4 3 ch @ 8 &~ &
cytochrome P450 i 3#+4p B 12 4 2_ FF
AT TR 7 g 121 o AFEF &t 3%
4 glutathione transferase =it * > &2 7%
H ﬂ}; BAFERRZ hiER o 8 g 2Rk

aa ﬁ? 4 A% 5 2 acetaminophen
mW—F A M 5 piEr BB R
glutathlonetransferase T 5 Moo

JF;V,'_EI—
JE o

iT

o3

Z— ~ AFEF % CCIA 4 7 4 ik 34 RE B9Fh 2 (1 970k 7] 4 TR chfl 28

Genes

CCl4/Con AFEF/CCI4




Col3al--procollagen, type II1, alpha 1 BGO086357 2.1 1.2

Tegfb2--transforming growth factor, bet BG067564 3.7 0.5
Mmp9--matrix metalloproteinase 9 0.2 39
Pdgfra--platelet derived growth factor BG078820 3.7 2.1
HK--Hgs--HGF-regulated tyrosine kinase 0.6 2.5
Matla--methionine adenosyltransferase BG086604 0.2 31

Con: control
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Genes CCl4/Con AFEF/CCl4

Apoptosis

Pdcd6--programmed cell death 6 BGO77957 2.4 0.4
Al120141--expressed sequence Al120141 BG078034 2.4 0.3
Pdcd7--programmed cell death protein 7 BG0667102 2.1 0.4
RIKEN cDNA 0610041G12 gene BG064850 2.0 0.4
Antioxidant

Sod1--superoxide dismutase 1, soluble BG074045 0.5 15
Casl--catalase 1 BG076235 0.7 13
Gpx2--glutathione peroxidase 2 BG084322 0.7 1.6
Gstol--glutathione S-transferase omega BG084006 0.6 1.2
(Gss--glutathione synthetase BG067069 11 12

Con: control
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Genes AFEF/CCl4

Energy/metabolism

Mgst3-microsomal glutathione S-transf BG088778  2.18

Tst-thiosulfate sulfurtransferase, mi BG074498 2.36
Mtch1-pendin-mitochondrial carrier ho BG087589 2.10
Xrn2-5'-3' exoribonuclease 2 BG065507  0.39
Gygl-glycogenin 1 BG070855 041
Tpp2-tripeptidyl peptidase 11 BG066807  0.49
Signal transduction

Ramp2-receptor (calcitonin) activity BGO77117  0.172
Totp-T-cell specific GTPase BG067921 0.26
Ly6a-lymphocyte antigen 6 complex, o BG072793  0.27



Igtp-interferon gammainduced GTPase BG076245 0.32
G3bp-2-pendin-Ras-GT Pase-activating pr BG065817  0.47
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