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Abstract

AIM: To investigate the expression of DNA mis-
match repair genes hMLH1/hPMS2 and to ana-
lyze their clinical significance in gastric cancer.

METHODS: The expression of hMLH1/hPMS2
mRNAs in 40 specimens of gastric cancer and
cancer-adjacent mucosa tissue and 21 specimens
of chronic gastritis tissue was detected by real-
time fluorescent quantitative reverse transcrip-
tion-polymerase chain reaction (RT-PCR). The
human glyceraldehydes-3-phosphate dehydro-
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genase (hGAPDH) gene was used for normaliza-
tion of gene expression levels.

RESULTS: The level of hMLH1 mRNA in gas-
tric cancer was significantly higher than those
in cancer-adjacent mucosa tissue and chronic
gastritis tissue (7.23 = 11.91 vs 3.80 + 5.13 and
2.01 £ 1.25, respectively; both P < 0.05). The level
of hMLH1 mRNA was significantly higher in
cancer-adjacent mucosa tissue than in chronic
gastritis tissue (P < 0.05). The level of hPMS2
mRNA was significantly higher in gastric can-
cer and cancer-adjacent mucosa tissue than in
chronic gastritis tissue (0.43 = 0.35 and 0.55 *
0.39 vs 0.32 £ 0.15, respectively; both P < 0.05).
No significant difference was noted in the level
of hPMS2 mRNA between gastric cancer and
cancer-adjacent mucosa tissue. The expression
levels of AMLH1/hPMS2 mRNAs in gastric can-
cer showed no significant correlation with tumor
size, infiltration degree, and lymph node metas-
tasis. However, the expression level of hMLH1
mRNA was significantly higher in gastric cancer
with lymph node metastasis than in that without
lymph node metastasis (all P < 0.05).

CONCLUSION: The expression levels of hMLH1
/hPMS2 gene in gastric cancer and cancer-
adjacent mucosa tissue are abnormal when com-
pared with that in chronic gastritis. Abnormal
transcription of hMLH1/hPMS2 may be related
with the genesis of gastric cancer, but not in-
volved in the progression of the disease.

Key Words: hMLH1 mRNA; hPMS2 mRNA; Gastric
cancer; DNA mismatch repair gene; Real-time
fluorescent quantitative reverse transcription-poly-
merase chain reaction
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M H £ 2822hMLHI mRNAZhPMS2 mRNA
AT ZHKM, A ZBEER H b BB A B A R
(hGAPDH) % R A4 P&,

HR: FRALR. BFAR. BERFXAR
FThMLH1 mRNA# AT &2 55,2723 £
11.91, 3.80+5.13, 2.01+1.25, =2i4ak £ 7
HoitFELF = 3.272, HP = 0.042), B &
2042 P hMLHI mRNASEH 25 T L4 m
0, RFMRPLEENES TREE KAR P
#92-F (3P<0.05); &84 PhPMS2 mRNA#
T4 5 #1520.434+0.35, 0.55+0.39, 0.32
+0.15, 328485k 2 F A it 5 E SLEF = 3.349,
HP = 0.039), §EmMALLE % F ML PhPMS2
mRNAW A S 2R LG FEL, 25T
2R K LR P 6948 (39P<0.05). AhMLHI
mRNASZEA . LAC LS F EMER
bR EEF(3HP<0.05)%, EFmMER T
hMLH1 mRNA ZhPMS2 mRNAAG %48 % At
FBAAR, BERE. RELEEHBHTARX
(39P>0.05).
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9 i A VA0 R S LIRS MR 2 —, LR
HRFNFET: 2K WA R 2w, ik AR
SR ESE—ANW  2FE N 2RI A
H A B IS 52 5L [Fl (mismatch repair genes, MMR
genes) B E KA, B D0 40 I P A TG B 5k 1gF
TR, AT — AN A AR S gk
DN A C A& 52 48 1% UM R 5y K2 ARHF 5T R
SN 9 g FERT-PCRECAK WAEN B 855
FAS P E R 0 2P hMLH1 S hPMS2 mRNA ¢ AH

o RIENIRR, 820 TSR AR RN 7
AL,

1 #RRT3E

1.1 A4 2008-01/2008-0677 & K2 B 22 et @
= B AhRFF AR DI ERIK B 2 234001, 532941, 2
114, -6836-79( 118 60.5) %, REjAL
TR AT A I HURH R 55 2R, B o
RN >S5 cmf H R ILA L, Jorh kR ks
R, E4iTEE %236, B R216018 M
B R AR LA R AT P, Horp kR kS
K106, Z4aPEE R4, F11491, 21061, 46
31-76(CT-¥J4ERE50.19) % . K B if 21 23 1 i UK
URJGAET-70 “CUKHE £ F . A 3003 11 35 48 95 22
KYESAIESE. 514K FlfastPCR ¥ i+, hMLHI1 L
5% h5-TCTCAGGCCAGCAGAGTGAA-3',
N5 AS-TGTGTGAGCGCAAGGCTT-
TA-3', PCR™#I°493 bp; hPMS2_ L5141
5-GCACTGAGCGATGTCACCATT-3', Fiif5l
Y h5-TTCCTTATGGCGCACAGGTAGT-3',
PCR/WIKE A 171 bp; NS =R H e i
ZMi(hGAPDH) Bii5 149k 5-TCATGGGTGT-
GAACCATGAGAA-3', Fiif514%) 05 -GGCATG-
GACTGTGGTCATGAG-3', PCR™WIKJE A1 146
bp, ¥ B T AEY TRBARE R A E A .
hMLH1#TagManZ G E 7410 5 (FAM)-A
AACTCCTGGAAGTGGACTGTGGAACACA
T(TAMRA)-3', hPMS2[fJTagMan%¢ Y384 ¥
545" (FAM)-TATCCAGAAAACCCCCTAC
CCCCGC(TAMRA)-3', WZhGAPDH(/Taq-
Man2 e HREN 741 5 (FAM)-TCATCAGCAAT
GCCTCCTGCACCA(TAMRA)-3'¥ 44T
FEOE)A R AT A . MRNAFLE K 5865 &
RT-PCRIR G T 5 A=) THRECRIE) A R A
1.2 7 KHTRIzoIEH#HUEARNA. 10 pLi¥
e VAR FR: 5 X PrimeScript' " Buffer 2 pL,
PrimeScript™ RT Enzyme Mix [ 0.5 pL, Oligo
dT Primer 0.5 puL, Random 6 mers 0.5 uL, Total
RNA 2 pL, RNase Free dH,0 4.5 pL. W4k
f£: 37 °C 15 min, 85 °C 5 s, -20 ‘C{#4E4 1. 20
pL PCRJX W44 Z: Premix Ex Taq™ 10 uL, PCR
Forward Primer(6 umol/L)0.7 uL, PCR Reverse
Primer(6 umol/L)0.7 uL, % EHREH0.8 pL, A
HL(cDNA)2 pL, dH,0 5.8 puL. PCRY™ 1 414
95 C 10 minTiZ&; 95 °C 5's, 60 'C 30 s, $£40
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xR 1 FNABHEELALDhMLH, hPMS2 mRNAEXI= 2K (mean + SD) | BN

paxi:l n hMLHT mRNA FAB PE hPMS2 mRNA FBE PE
BEA 40 7.23+11.91 3.272 0.042 0.43+0.35 3.349 0.039
fEBH 40 3.80+5.13 0.55+0.39
12MEBIRAH 21 2.01+1.25 0.32+0.15
% 2 FABKRSHDOBEALMIH MRNAZS BKE
(mean + SD) (mean + SD)
IRERSE n hMLHImMRNAKEE  HE  PE GRS & n  hMLH2 mRNAKE  #E PE
BPEBAU ) \(em) BB R/) Mem)
>5 27 853+13.76 0.992 0.056 >5 27 033+028 2730 0292
<5 13 454+6.25 <5 13 0.63+0.39
RRE RHERE
RIEIN 34  827+1266 1.321 0.053 RIEIN 34  042+037 0.172 0.130
RIBEA 6 1.36+1.06 RIER 6  0.45+0.20
ISR MBS
= 32  855+1299 1.423 0.031 = 32  042+036  0.182 0.498
7 8 194+184 7 8  0.45x0.31

M. K LightCycler Real-Time PCRAXHH T
N V25 G, HHLightCycler Real-Time PCR
A Bl sk PO 2 I pr it H O CE. B
hGPADHF Ay A JE, A A3 DA (i RNA TR 56 3
PERITT SRR, 45 M5 AACE = (B CtAE-
N Z: BC LA - O FEFE ity C 22 (-5 LA 2 B Ct
BE), ARJE 2RI E MG FE S WI4EhMLH]
JhPMS2 mRNA ¥ 75 .

Bt AbFR K HISPSS11. 58 A B R Gr itk
T8 2% 534 hAMLH1 mRNA. hPMS2 mRNA
AN & Llmean = SD& /. el 51K H
BRI FR T ZE B e k5, LAP<0.058 22 1 48

EF=9E

2 BR
HALZ . A AR H i B e S
HLUHhMLHI mRNA. hPMS2 mRNAFI 5
LE, 2R

hMLH1 mRNA; & 75 B 2> 55 40
ZI>AEH BB AL, W HRYA
Gt X (t = 2.665, 2.669, 2.005, P = 0.010,
0.009, 0.042), 3Z1AH Lb 5 e vl 24 2 X (F41P<0.05).

hPMS2 mRNAF i 7E H A 2 5 9 55 4H R
iy E TR R R RAN, ERASR
THef R (e = 2.391, 2.555, P = 0.020, 0.013), {H.
B L2 5 55 2T hPMS2 mRNA 5 22
SFEG TR X (= 1.497, P = 0.138). 3414k
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mRNA. hPMS2 mRNA S 7E B i K 55 447
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7 B SRS 4 FhMLHL . hPM S23E [K 4%
SEHIN. hAMLH1. hPMS23E R AE 8 J g 557 41
SUNAE AT R BCER IR 9D, O A7
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