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HE . BH Wit ZEZBAAEIR A(MAGEAG) £ I 4 Jo % (HCC) AP R AR 5TE M % &,
ik RI20134F2 A—2016F10 A Hd B AREIGEATLH 12046 HCC B E AR E. oM X E 05k
WA, MBS, FIEEG(AFP) ., ME AR, SRR, TNMS#. A4k Child—Pugh 54 . HELHBE1E
A, R E & T FTR AT RN MAGEA6 #7 AMPK mRNA # & ik, % 95 4240 3 ik 4o
MAGEAG6 % & 8 &k, ARIEMT 5 4020 MAGEAG mRINA AR & ik 869 P14A, H HCC %% 5 4 MAGEA6 /K&
kA Fe g k4, R LR H NG RIRILAFIE, A B H 0 Kaplan—Meier £ W&k, KA —K S B E
Cox B2 5 %70 HCC & & TS 69 3 5 e B %, Pearson =2 # MAGEA6 mRNA 5 AMPK mRNA & ik #9748
*k, R BAL MAGEA6 mRNAAENEIAF, MAGEA6 AR MAGEA6 % & %k A SUL T R0 3
FREFME(P <0.05), MAGEAGIKE XY 5 A KM HCC B4 F8 . WA, AREL . »LFE . Child-
Pugh b, Z2FAR%HFEL(P>0.05), WALEAFP, B HZ. INMHSH, HELHEH T @b, 257
At FEL (P<0.05), MAGEAG & &k 44 B FAKTAREIA (P <0.05), — R S W& Cox @AM LR T
F, AFP [ HR=2.183(95% CI: 1.117, 4.267) ] . TNM %1 [ HR=2.203 (95% CI: 1.174, 4.133) ] . MAGEAG6
mMRNA [ HR=6.328(95% CI: 1,516, 26.404) | & %" HCC & Z )G t9 ik 5 AR B £ (P <0.05) . MyGaE
AMPK mRNA A8+ & 8 BAKT 72020 P <0.05), AMPK mRNA 5 MAGEA6 mRNA &£ 2 fiA8%(r =—0.680,
P=0.000), &t MAGEAGKBENmIRE T &AL, RHCCEEHEWAKRRE, L Tikilid AMPRZS
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Expression of melanoma-associated antigen A6 in hepatocellular
carcinoma and its relationship with prognosis*
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Abstract: Objective To explore the expression of melanoma-associated antigen A6 (MAGEAG6) in
hepatocellular carcinoma (HCC) tissues and its relationship with HCC prognosis. Methods A total of 120 HCC
patients treated in Hainan Provincial People's Hospital from February 2013 to October 2016 were enrolled. The
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clinical data including age, sex, history of alcohol consumption, alpha fetoprotein (AFP) level, diameter of tumor,
degree of tumor differentiation, TNM stage, Child-Pugh grade, and lymph node metastasis were recorded. The
mRNA expressions of MAGEA6 and AMPK were detected via qPCR, and the protein expression of MAGEA6 was
measured by immunohistochemistry (IHC). According to the median of the mRNA expression of MAGEA6 in HCC
tissues, HCC patients were divided into MAGEAG6 low-expression group and MAGEAG high-expression group. The
clinicopathological characteristics of HCC patients were compared between the two groups. Kaplan-Meier curves
were used to analyze the cumulative survival rates of patients in the two groups. The independent prognostic factors
of HCC were determined by multivariable Cox regression models. The correlation between MAGEA6 mRNA and
AMPK mRNA was analyzed by the Pearson method. Results The relative mRNA expression of MAGEAG, the
positive rate of MAGEAG®6, and the IHC score of MAGEAG® in tumor tissues of HCC patients were higher than those
in adjacent tissues (P < 0.05). There was no significant difference in age, sex, history of alcohol consumption, the
degree of tumor differentiation, and Child-Pugh grade between the MAGEAG6 low-expression group and MAGEA6
high-expression group (P > 0.05), while they differed in AFP level, diameter of tumor, TNM stage, and lymph node
metastasis (P < 0.05). The survival rate of MAGEAG6 high-expression group was lower than that of MAGEAG6 low-
expression group (P < 0.05). The multivariable Cox regression analysis revealed that AFP level [HAR =2.183 (95% CI:
1.117, 4.267) ], TNM stage [HAR =2.203 (95% CI: 1.174, 4.133) ], and mRNA expression of MAGEA6 [HAR =6.328
(95% CI: 1.516, 26.404) ] were independent risk factors for the prognosis of HCC patients (P < 0.05). The relative
mRNA expression of AMPK in tumor tissues was lower than that in the adjacent tissues (P < 0.05). The AMPK
mRNA level was negatively correlated with MAGEA6 mRNA level (r = -0.680, P = 0.000). Conclusions
MAGEAG6 gene is highly expressed in HCC, and represents a risk factor for HCC prognosis, which may be
associated with the AMPK signaling pathway.

Keywords: hepatocellular carcinoma; melanoma-associated antigen A6; AMP-activated protein kinase; prog-
nosis; clinicopathological characteristic; risk factor

ﬂ??ﬂiﬂ@%’ﬁ(hepatoceﬂular carcinoma, HCC ) J&—fir hE Rk, HEKRKESETEOWEERS . Wk
MELLYA A MR, e BRES 6 KRR WL LERERE SLE A OET . MAGEAT 7 W i 9 20 2 v 4%

E , S A BRI IE A S IE T B 5 2 KF AP, [
ST L E UL B —, BOEEREM . Rk
PEIFIE 43 M IF N IEAE 98 . HCC . 21 4EMUZ 8 B JiT )
4, Horb HCC (5 85% ~ 90%"!, 51 % HCC i
BLAE I R RS O RN N B SRS R e . i

AR . B E AR AT . AR AR i AR
PRARZS M RRAEY L) T o A A A
wIr. SR HCC B3 7212 Wi 5 b T e i, i

W1 WS O BAR . H AT HCC (09 116 R 12 W Fl
P bR &I, AR SR . BUR A
AR S ITAL A U .

F 9 P K % (melanoma-associated antigen
A, MAGEA) j& — KM drle £, & N MAGEA
1~uﬂﬂ%u¢%%&ﬁ, HAE Z2 A A i 21

YU RSP E R IA . W MAGEAI0#E R T B &
BE R RE, BRAWE K B AR Y.
MAGEA4 e -E /)N 240 B i 2 B rh 2R ik, Hd Rk
Joi . AL T KRR . MAGEA3 18 '8 5 41 41

62

ek RO, R R IR YT R R N 2
MAGEA2 7F it 9 40 i v sy 23k, O 4 32F 98 40 g A=
Ko {0, 2% 958 FH & Bt J5 A6 (melanoma—associated
antigen A6, MAGEAG6) J& T MAGE R IG I b1, J& Mg
P T —Bh R A R, AT S 5 L IR R A A
%,w%%wﬁ@ R e mEASTE

RO FERAE SR T s, AT (0 20 7 A
%%ﬁmm“oﬁﬁﬁmmﬁmmﬁﬁﬁﬁﬁﬁ
%S4, R MAGEA6 5: [Hl £ HCC P B i
P, B RAN (E AR DL i AN W . R
1% 16 B MU ( AMP-activated protein kinase, AMPK )
JE LR M Iz A TE G S g A A O Y B
ALE T R Y BE A, R i & R AR R
T 9T 45 R, MAGEA6 W] % AMPK {5 5
R EOE . RIEARFRAURTT MAGEA67E HCC
MRRE N SHENER, JFiE— P RR L EE
1298 VE FH B9 BLED Sy HOC F 36 97 R0 77 32 4
i



% 24 1)

FalsE, A ROTIRAR DGR A6 (eI 4 T i 2Rk K S BUS I 0C R

1 AR5AEE

Iife PR 53 44
PEHR 2013 4F 2 A —2016 4F 10 A #5754 N R BE
WA A BE R HCC #3120 BI1E R0 4 . ARBF5E
ZER AR ERSFMEZE, TS 540
55 1 BB W T i AR AR 0 H Y, T A R FERT
2B R E A
1.2 MANSHERIRE
121 #iatsfe DA HCC HANIG R £ B @4
s B4 22 o 40 i 2 66 12 O HCC B R 91 IR 612
Q3 R 4 A2 TR T B S B IR 9T S U IR T
@7 B K it 5 92 R 52 4
122 #Hmirg O/ IFHATACEEMNE ;@
LIIRA SN I [ = NI S o Y s QTN = B
Jiti 45 Th g AN 4 s @I T BE Child—Pugh € 2% ; ©®Z 1 5%
Wi LI 2 5 @ T i o W BR AR
1.3 FEMNFESIAHA
131 EBME -80C KA ( b ik 2% 4k MR
A FRAF) , ELx 800 fifg b5 {1 ( 3¢ [& Bio—Rad 23 7] ) ,
ABI7900HT fast PCR real-time system ( 3% [& Applied
Biosystems 23 ] ), 1 i 55 ( H AR BARE B 8w ) o
132 E&XA WA(LERHIIKEARL
F] ), AFP 7t K It 7] 8 b e R (R 1] e )
BRI RFE A B A ), TRIzol 32 71 ( 2 [ Invitrogen
7y #)) , PrimeSeript RT i 7 & . SYBR © Premix Ex
Taq ™ I ( H 4 TaKaRa 22 ) , 3% H,0, ( ¥ #5 R
Y RHECA BRZS A |, anti-MAGEAG6 (ab126656) | —
Pt L 2 B0 A TeG (ab6728) 1 [ 3 [ Abcam 23w, —
24 FLBX 8 % ( Diaminobenzidine , DAB) ( £ [ Amresco
YNGIDI
1.4 EIRFFRAKE

Gt Z ik H WA MR PO IR
(alpha—fetoprotein, AFP) | g H AR AL R L TNM
A3 I 6E Child—Pugh 43 2% Ik T 45 56 B8 55 I TR %
Bl H, AFP< 20 ng/mL N A1, AFP> 20 ng/mL N
FAPE . 4% Child-Pugh 5320 HCC B EH 438 A B 4%,
HCC & F ARG L EVECHCC 4148, [A] i BUHE HOC 40
21> 5 em WY IE LU 57 H L, POV VR T
AP, BT -80CUkA & .
1.5 EgBK S IR i 3a 46l AFP
K FHAFP 5 St 6 0 4t 00 6 B G 1E 22 3 550 G )

1.1

HCC 20 21 K958 55 4 40 rp AFP KB, h i 5 i% 5
6 fL , B AL A5 A R v B 14 b o 100 WL, 25
VAL, B4 2 4L, A B BH B 4% 50 L, A AL
IS0 L DU I 3, PR IR SR AR, 37 CIRE
30 min, HACE YRR T T8tk 5 0, T E Bl A
B 2559 100 pL (% FHALER AN ), 37°CHRE 30 min,
PR 5 U 40 B It L A VB 4% 50 WL, T4
R, 37°CHE F 15 min J5 f FH ELx 800 fif§ 47 {X 7%
450 nm 20 AT E H AT
1.6 SERREEEREEE KM MAGEAS I
AMPK mRNA KR i%

K 1 TRIzol 3% 77 N HCC 20 2 Fles 55 2 40 2 L
AL RNA . H PrimeSeript RT3 71 €065 &L RNA 5 58
cDNA, JEE 0 2 RNA KE S A e BE M4l i o fdi
SYBR @ Premix Ex Taq ™ Il 7£ ABI7900HT fast PCR
real—time system | #1752 B 2¢ 5 o 10 5 B g6 S
(quantitative real-time polymerase chain reaction, qRT—
PCR) o I 25f4 : 94 CHIAEE 10 min, 94°CAZ £ 45 s,
60°C iR K 45 s, 72°C I i1 45 s, 40 4> fF TR, DA
GAPDH N Z IR, R 274 P 45 S I &
SR A XS KO o 51 H B A TAEY T/
et 45 BRA FI A B, 51T F L3R 1,

#z1 gRT-PCRE|#1F5!

EIE7NS

#H H/hp

519751

MAGEA6 1E[]: 5'-AAAGGCAGAAATGCTGGGGAG-3'

mRNA JZIi): 5'-AGGCAGGTGGCAAAGATGTACAC-3" >

AMPK  1E[]: 5-TTCGGGAAAGTGAAGGTGGG-3'

mRNA [ Ji]: 5'-TCTCTCTGCGGATTTTCCCG-3' >
1E[1]: 5'-AGAAGGCTGGGGCTCATTTG-3'

GAPDH 54

JZ ) : 5'-AGGGGCCATCCACAGTCTTC-3'

1.7 SREALLZFEKN MAGEAG &AKIFKIX
TEA YR R FBRMER = D B R R &R -
YR AW s 02U 2% 1P AG MAGEAG 5 H 7E
HCC I8 2 2R 55 L 2Uh g 22800, i ok T
TS [ 5 A Jed AL R SR AU 2, A S U R T
P 2 R — 52 W 8 6 B 1) T A O S R A K R
5B TR 3% H,0, 48 BT R LA N
PE L A TR . BE S K 45 pm Y A5 anti-
MAGEA6 7£ 37°C %5/ T % & 2 h, PBS 2% tj i #h vk
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THOLEYI R I TEIR FBEE YA 1 h, PBS 1Pk,
B J5 U0 5 DAB R S 0 EORD , R AORS S g FE—
TE M B IR 2R T BOK K D) e TR L E L 7R
WAEE TS, 2 LR HAPR DL E e BER B
HEATRUE B R, 732 . MAGEAG6 22 T a3, 78
HEBR R S e A B 00, 22 S 3B T 8 o i B
DX 35ig H LR T P DAL 0 S A B R Ay B A L 7
5 G LEF (x200) FWREE . DY s B P o br
W MR E N 00 IRE AN 17, IR E [
2%, B AR 6 3 43 5 ) BH % 410 i B0 43 Bk v - G B 1
MK 043, 1% ~ 25% N 143, 25% ~ >50% K 253,
>50% ~ 75% H 345 ,>T5% F 45, &A=
5 LIP3 x BH A 4 M AT 53
1.8 A

K I 3 B R & Ay X HCC B8 35 B 1
54 o BE YT IF A6 I ] S B8 B8 IR ] 265 1 4F A B
3AMABEYI 1K, JE 4R 4D AT 1R, B4
T (overall survival, OS) 24 fB & H e £ 46 1 B B 5
Lk A s ]
1.9 SFitFEHE

Bl 43 M 2% FH SPSS 21.0 1 GraphPad Prism 8.0.1
Gt E o THECEER IR B L R (%) o, R
RS, T PR AR + R 22 (v 2 s) Fom ,
2 B ¢ K58 5 R A Kaplan—Meier 35 22 il A= 77 ith
2, B Log—rank x* £ 55 5 #H G 1 43 #1 H Pearson
s S PR 2R 1 40 BT H— 2 3R Cox MIEAREAY, P <
0.05 N ZEFAHGI L.

2 #R

21 MAGEA6EEZEHCC 2EMBEHRAT S
Fix

HCC f8 2 i 41 21 i 55 41 21 MAGEA6 mRNA
X 5 & B oA (1,506 +0.228) il (1.018 +

0.193) ., &t Kk, ZR A ZRITFE L (1=1792,P=
0.000) , i 983 2H 21 MAGEA6 mRNA #H%f ik & T
FEF S, K B 40 20 MAGEA6 mRNA X £ 1k
1Y AL, K HCC S35 70 S MAGEAG6 IR 4K 34 21 il
ARk .
2.2 EEHLAESMEHELAMAGEA6 EEARIELLE

HCC 8 20 41 MAGEAG6 25 1 2% 35 PH A 98 4], B
£ 22 1] 3 958 55 4L 44 MAGEAG6 %5 1 ¢ 35 FH A 14 4], B
PE 106 19, 28 x> Ko, 26 S A o775 L (x°=118.11,
P =0.000) , il J8 20 21 MAGEAG6 75 11 %635 FHPE R 55 T
PO A, R A4 i 55 L 2L MAGEAG & [ 3R ik
FE PT343 50 (6.77 £2.71) 43 F1(1.44 £ 0.68) 4,
LR, 2 %A G F R L (1=20.90, P =0.000) ,
Ji 95 20 21 MAGEA6 & 11 2 35 BH M 3 4 = F 0 5%
M,
2.3 MAGEA6 % i 5 HCC 2 & Iifs bk 5k I 45 1E HY
X&R

MAGEA6 Ik 3% ik 41 15 & & ik 41 HCC B % 1Y 4R
5 PRI RO L AR R B | Child—Pugh 73 2% LR
LR TGTHE L (P>0.05), WL AFP i
ELAR CTNM 70 0] Mk S5 B8 L, 22 R A Si it
BEX(P<0.05), WFE2,
2.4 MAGEA6%)iZHCC B2EREGFEDT

Bl TN, 47 )R HAE R DT A A E AT,
MAGEAG6 (5 ik 4146 T 35 1] , (R R dH AL T 12 431,
MAGEA6 75 3 15 21 AR 3% 35 41 0 2 £7 3 50 5l
41.67% F1 80.01% , 2 Log-rank x> 5 , 22 % 4 58 it
28 Y (%’=19.960, P =0.000) , MAGEAG 2 3% 35 4H /1
fERALTIRR AL . WE 1,
2.5 ®MHCC BETM/FHIML B EE

g4 36 2 KO MR IE A5 I HCC /Y R BEFE RS R
RIS LB BTN AR & R AR RS R
AFP | JiJ8 H 4% TNM 40 3 0k EL 45 56 B . MAGEA6

%2 MAGEAGRFIXEESRILEAHCC BEWIGKRFIBIFELLE: (n=60, )

AR R AFP Jihged ELAR
2] 531 B
<55% >55% el 7 < 20 ng/mL > 20 ng/mL <5cm >5cm
MAGEA6{EEEA 16 44 37/23 28 32 33 27 39 21
MAGEAG6 = 33k54H 21 39 41/19 33 27 21 39 22 38
X 18 0.977 0.586 0.834 4.848 9.636
PiE 0.323 0.444 0.361 0.028 0.002
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o524 1 PR, A5 MR R GO A6 TE T AN T A Feik K 5 TR 06 &
gixk2
- SRR TNM 4348 Child—Pugh%3%% ISR
: o w5 s 1341 /1) A% B4 o) J
MAGEA6fFEA 52 8 41 19 34 26 25 35
MAGEAG6 = 361k4H 47 13 28 32 39 21 40 20
15 1.443 5.763 0.874 7.552
P1H 0.230 0.016 0.350 0.006
00 F *F4 EIMHCC BEWER—M % E = Cox
< ; BERSHTSE
ﬁ ; . 95% CI
o 50 F EES P{H HR
=g — Rk TR R
= P FRiA AR 0.786 1.098 0.560 2.154
ot L 1 L ! P51 0.873 0.950 0.504 1.789
0 20 40 60 80
AFP 0.022 2.183 1.117 4267
I i)/ 5
o i A 0.163 1.559 0.836 2.909
1 MAGEAGIRFRIZHEBRIZHHCC BEWETFHLE
TNM 43+ 0.014 2203 1.174 4.133
mRNA 5 A28 &, 7 — R Z N & Cox B3 H7 . 45 N 0.936 1.027 0.531 1.987
R AR AR P AFP MR 42 TNM 4> MAGEA6 mRNA 0.011 6.328 1.516 26.404
MRS E G, AFP . TNM 43 . MAGEA6
15T
mRNA 23k & 52 HCC 8 & Wis i 0k 7 fa b6 I %
. L2
(P<0.05). W3 .4, ~ 10} 3.
- Tk
®3 WEE c os | oy
< o
2
e TRz =
00 1 1 1 1 ]
v HUR O A 00 05 10 15 20 25
X, AEE <554=0, >55%=1 MAGEAG mRNA
X, e #=0, % =1 B2 MAGEA6.5AMPK mRNA ik Ht8 %14
X, AFP <20 ng/mL=0, >20 ng/mlL=1
X, b Es A <5em=0, >5cem=1 3 iFig
X, TNM 43-44] [%=0, I . M%=1
X, e LR Fi=1.%=0 HCC /& 5 % WL ey o 28 9, 2 /5 809%™, HAE
X MAGEA6 mRNA PSS EERIEIE KRR HEA S 6, S EIESL T B A KL

~

2.6 AMPK mRNA 5 MAGEA6 mRNA 5 i% 9 18
eSS

figed 2 20 9 52 2H 40 AMPK mRNA AH X} 38 345 &

A3k (0722 +0.179) F1(1.021 £ 0.206) , £t ¥ 3,
LS HZ % E X (r=12.00, P=0.000) , fifr 58 20 21

AMPK mRNA X} 2 ik K T g 55 2141, Pearson A
F 43P R, AMPK mRNA 5 MAGEA6 mRNA ik &
A5 (r=—0.680, P=0.000) . VLK 2,

8.2% . VMEAVFZWIFCHRGE T HCC s BEHL ,
B HCC AN 5 2 B 56 PR OG0 1) 40 i 15 5 3l i A
PO LS AN | W Toll B 2 R 56, RAE
HCCIRIT LB Z 4G T ARG R 5 1
e 2E R TT R 4y TR 3R 7, EJE HCC R
OB, KW AHE , X FESmE kX
A%,

A HFFEHIE , AFP J2 H T2 W HCC & WA bR
A A S AR AR . A S
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it 30% HCC H 3 I3 AFP AL F 1F % K F , > 70%
HCC 3% 19 AFP 7K F- 55 T 20 ng/mL, T A 2218 14 %5
M IF 46 H 19 AFP Ol 10 ~ 500 ng/mlL, H: & 1k 5
1 000 ng/mL, A b AFP 7K °F- 5 HCC 3f G B & A4 3¢
PERY IR, 5 BEHE— 20 SR AT §E A9 HCC 15 AR
bR W) . MAGEA6 1 F A X Ytk I, 70 Tl
35 kDo MAGEA6 55 JiJ&3 4 e 3% J1 % UIAH ¢, M
MAGEA6 & [ AJ 41 i) i 8 28 K™, F o8 4 id
MAGEAG6 7] 1] |5 W5, A1 1 e B 08 1 e £ 20 B34,
MAGEAG 7¢ i Ji 98 v A7 %88 e 1 2 35 KFP7, H AR
B 4 40 /3 23K, MAGEAG [ 35 1k 3 1l S &%
#Z . MAGEA6 7] fE 5 HCC Y & R E VM, S
5 HCC T 41 Md vy A 3% 535080 AT Pk 4 4, D0
MAGEAG6 R 4146l [ Je8 20 Ji 1 8 V& T8 %, LA i 3%
fRZBHe M. AN, A5 R I, MAGEAG6 & —FJIF
i M bR B, AR R A R R, MR 4l 2
MAGEA6 mRNA AHXF ik 5 T o5 4. M e
AP0 I 52 MAGEA9 mRNA 78 F i 4 21 %63k F
HEM MAGEAQ HE A 7E 4 457 I 4 A (%) 3 e A v
FEHEZEEH . B 1B DI MAGEA3 W] 358 JiT
I A L XT Ab T 25 ) B RO . AR RS R
MAGEA6 mRNA X%} ik it 5 AFP 8 B 4% . TNM
I3 B RE RS AT S L

JHF9 FR A B BEAR TS AT SR B 2% , 5 e TS 1 A
RRZ, FEAREHENER MEAL KR 6T
K% . ML AFP CA199 Fil CEA /K- /£ i HCC 2
Wrbr &9, 75 HCC T PEAl A 522 09 I RAN 1A .
miR-889 i £ 1A W Fil/n HCC His A K, H 5 TNM 4>
W) AR S P, B Ah , HCC B h RRM2
FTCD | CYP2C9 45 22 5 3% ik Bk [ L 5 HCC #il 5 A
K NTF37E HCC W Ik 335, & HCC B 1 — il
SEHUJE R, R A I R E B HCC B
NCAPG Lt 5 A K #ilJ5 A X AW 58 % H B
) HCC & & 47 3 5 4E B9 B U7, & B MAGEAG6
mRNA [ R 3h 20 835 A fF R 0] K TR R IR 4, 42
ARG . JFH— M2 K% Cox [1H 5381 & M
MAGEA6 B 155 3R 3k J2& 52 HCC 835 #1457 1
B R 2 —, 3% A HCC Tl PF A B4t T8 = % 45

bro WHGFRIE , MAGEAG 2 — Fli I F e ME 1z
R, WEiﬂWWHﬁ%H*IJAMPK B R 0, A
PR OB 9 & B, miR—-448 3 oF B T M

MAGEA6 1 % 35 T 3% AMPK {5 538 B, DA i 4101 751
HCC 40 i 1) 3k A8 5 L 1 9 A= K L2 % iR 22 g
DAL AN o <7 N8 = 2 N S
AMPK mRNA ik, & HCC 4121 AMPK mRNA A %}
Tk B AL TS 44, H5 MAGEA6 mRNA &
ik 5O G, R 4 I MAGEAG T i 38 i #0 ifi
AMPK {5 53 [ 10 380 , 76 HCC R R 482 1EH -
Zx LT AR IR T T MAGEAG 7 i i
RIS N S UGS RO R L HE AR SR T
— AN [H] 25 MAGEAG6 9 R 35, T — 20 A gl 25 Wil
MAGEA6 Rk o H.44 A 53t 19 1911 B50R =514 550M
XFHE b AR FE AT LAt — 259 K R B AS &
FrIgZ bt  KMBL Y, DLt — 20 B i MAGEA6
XFHCC TS PEAG M E . AL, A58 00 20 A
HCC 21 21 AMPK mRNA 23k, #E Il MAGEAG6 ] fig i
1t AMPK 15 538 % 75 HCC R A2 i /E L Rk m]
AT 2 0 5 T AL, 2 —25 53 HF MAGEAG6 3%
M HCC £ 35 T 1 B AR AL ) o

%
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