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HE . BH AFRAERER I G B id AR EBALERSE B B4 (CGB) mRNA AnA LT AR
BAEHFFHEF 1A (GnRH1) mRNA 69 £ AL, WIT LA A S BHSHMERX R, TR WTEIRE M
FONE G Bk I AT RS 6 T A AR A . TR RERIVSE T 89 52 PR A IR ca R % B B e 21 B F] B G
B, RBURK 1189 20 H B ek da 4o e 20 Bl AR AR A 3, RE G R TA AN R f, KR E L
ERAEER S (RT-PCR ) 0] 4 41383 &5 CGB A= GnRH1 mRNA &k K-F, 5475 PG -T41 44506
FIAF R A, BR EIREFWmIAN B B & fiE CGB A2 GnRH1 mRNA £ 7F%&, & FH4 34 ; CGB
mRNA &k 5 8 FF8 . RAMB XD W RIERA X, Bia &4, #4048 . BEa~#%% (FIGO)
W6 Ry BB FUGAR % 5 JEdki I oa o0t 5 B4 fo 7 GnRH1 mRNA &5 5 & F 58 ZRMB R, #4510
B ARAERR R, HiRALS . ER FIGO 2 HATEHE ., it k&R @I 5 &% i CGB fo
GnRH1 mRNA # k&, 55444016 KI54540 %, Bt CGB F= GnRH1 7T A8 5, A 34 J4R i 7r 20 I 7
TRt AT EEAS 09 F AR E

KEIE : ARERREMREE B A RS ERRE 1R SEFIROBERAR ; HIRER
40 JEL I

FESHZES . R737.33 XERFRIRAD - A

Correlations of serum CGB mRNA and GnRH1 mRNA
expressions with early blood metastasis of gestational
trophoblastic neoplasm

Li Li, Tao Li
(Department of Oncology, the Affiliated Hospital of Southwest Medical University,
Luzhou, Sichuan 646000, China)

Abstract: Objective To investigate the expression of human chorionic gonadotropin beta subunit (CGB)
mRNA and gonadotropin-releasing hormone type 1 (GnRH1) mRNA in the serum of the patients with gestational
trophoblastic tumor, and to explore the relationships of the expressions of CGB mRNA and GnRH1 mRNA with
metastasis, and the possible markers of early hematogenous metastasis. Methods Fifty-two pregnant women with
gestational trophoblastic tumor and 21 patients with hydatidiform mole were selected. Twenty normal pregnant
women and twenty non-pregnant women were selected as controls. Clinical data and peripheral blood of all
participants were collected. The serum levels of CGB mRNA and GnRH1 mRNA in the four groups were detected by
RT-PCR, and their relationships with clinical indicators of early metastasis were analyzed. Results The expressions
of CGB mRNA and GnRH1 mRNA in serum of the patients with gestational trophoblastic tumor were higher than

those of the other three groups. The expression of CGB mRNA was not related to age, tumor size, or previous
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pregnancy status, but was correlated with distant metastasis, number of metastatic foci, clinical FIGO stage and

prognosis. The expression of GnRH1 mRNA in the patients with gestational trophoblastic tumor was not related to

age, tumor size, number of metastatic foci or previous pregnancy status, but was related to distant metastasis, clinical

FIGO stage and prognosis. Conclusions Serum CGB mRNA and GnRH1 mRNA expressions increase in the patients

with gestational trophoblastic tumor and are correlated to metastasis-related clinical indicators. Therefore, CGB and

GnRH1 may be useful markers for assessing the early hematogenous metastasis of gestational trophoblastic tumor.

Keywords: human chorionic gonadotropin beta subunit; gonadotropin releasing hormone type 1; RT-PCR;

gestational trophoblastic neoplasm

UE R #% 5% 40 M9 W5 (gestational trophoblastic
disease, GTD) & — 41 2k J5 T W& i 85 37 40 I Y <
i, ARARA LU Hr A # 4R Chydatidiform mole,
HM ), ZPE# %R (invasive mole, IM ), WE8RIESL
BN (gestational choriocarcinoma, GCC) MKJAELER
RLEEFR AN PRE o MR PR A6 . IR B
58 P 5P 2 32 7 A e 9l S GE R My S U S A e e
7 ( gestational trophoblastic neoplasia, GTN ) GTN A
AR THENG . W SRR SR A, Hoh2y
60% FIFTHIZ NG ™o — LR A0 ML A BE ) S5 I
ERE, TEMRCPIERR, IRB) B AR HAB G, XL
PR 40 ( circulating tumor cell, CTC ) S MATHARS
Ve i e ) B PR 22— 1 DR A £ 2 A/ o
I ER I8 240 B P BE XS IPAL GTN B AT R . A6l
PN BTy S (AT

A g% & B {2 P IR ¥ % (human chorionic
gonadotropin, HCG) & o fl B 2 22 MKk HE LIk
M Eas S, B AEE HA Rk ™, ASB e
PERR# E B W (human chorionic gonadotropin beta
subunit, CGB ) VE & U Uk 2% 37 41 i b J8a b i ) 2 —,
KB T GIN i . Jr RO FBaE DT, A ZEfe
P R I B FE - (gonadotropin releasing hormone,
GnRH ) J2& i T M-+ R, Atk
FEEHERE Oy R EEAE . NIRRT 2 Bl A
GnRH1 Ml GnRH2, FEBRELRE . T B N . FLIRE
FIHTF BRI GnRHT KA KFTHE ™, JF HEUER
GnRHI1 152 (A S1150) 1T LA ) B9 5598 7~ 5 oA J
A, (BRI T . AR R T R
FF5r P A SR8 A= 15 CGB B ek 38 I [ it A7
GnRH1 KB 7,

A 5T R R S RS M BE SN
( transcription—polymerase chain reaction, RT-PCR) £
M GTN 3 1M CGB 1l GnRH1 mRNA FA1E5L, 4
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R AN 41 6] (78.8% ), Fir= 9B (17.3% ), &
PraElR 141 (1.9% ), A 14 (1.9% ),
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iR g 5
112 HMZ  GARRE . 124 B #H . 5%

ARSI A R R . HEERERE « B2 25
PRI 5 HAL R
113 ERdEdRZE ARRME - &l B -HCG 1 B
A 8 ~ 12 FIE W RO 2 . HEBRPRAE « BEAE
A R s 5 BRAA AR 5L
1.2 GTN Wi K FIGO 5353

MG B AR URFE (A4 3 4 i 2H 2L HE 25 LUJS B
T AR AR A PR ) B R AR AR
(GnBER I, M%), 456 BF G HCG /K
-, GTN B2 Wial LU E , SR AR A A I X 12
Wi AF AT . FIGO 734 = Ay SR AR [ PR i1
Bl Pp 2 (the International Federation of Gynecology and
Obstetrics, FIGO ) 2002 4745 Afi (457 B b v 2E A7 23401

FeBURERS ", 0 ~ 6 3 NIRSE, =7 e,
1.3 2 RNAREUK RT-PCR

RNA 2Bt %] £ RNAfast 200 g [ |5 2L
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YIEHE A BRAF, RT-PCR A5 & [Prime Seript ™ RT
reagent Kit ( Perfect Real Time ) | M real-time PCR ix
F & [SYBR® Premix Ex Taq ™ I (Tli RNaseH Plus ) |
B HEAEY TR (KRiE) ARAAE. CGBEIY)
( 1E [ 5'-AGCCAAAGACCGCTACG=3"; I 1] 5'-TG
AGGGGACAAGCTACCG-3" ), GnRHI1 514 (IE[M 5'-
GACCTGAAAGGACTCTGGA-3'; JZ[fi] 5'-CTTCTGGCC
CAATGGATTTA-3") " ¥ ¢y |1 5 39 A= M BB A7 B
INFEIA . % RNAfast 200 1568 45435 42 B it 45 s
RNA, Z55Mr BB TG, 0D260/0D280 # K6
MeRESh . B 500 ng i RNA AR, 4% RT-PCR iR
UL AT ) 3 5 SR N AR FR . RNA ZKCE A 27
Dy AN E
1.4 SFUHEFE

s R F SPSS 20.0 Gt 8, i vORAT
BIESDARABE + b2 (xxs) FoR, RH
Kruskal-Wallis H A%, 2[RI P P e gse i q K, i
BORRER BN, R x K3 ok Fisher B VI
2, P<0.05 hERAGI R

&R

21 GINZH. HM A. EEiTiRA N IEFIRA M
& CGB #1 GnRH1 mRNA Fix[ER

% 41 CGB mRNA. GnRH1 mRNA RT-PCR it #J
FAEIWIE 1. 2. 20 FIHEGEIRZ ML H CGB mRNA
FIPE, GnRHI mRNA &3k %/ 5 20 1] 1F & 4F ik 21
CGB mRNA 1 GAPDH mRNA #/bH353k ; 21 i) HM
ZHA1 52 5] GTN 2H CGB mRNA #1 GAPDH mRNA %3k
WA TR 4 A LT CGB mRNA Fik K -2
S FE L (H =9.748, P =0.005), 168 4 £H1f
W CGB mRNA Fik/KFAE, GTN AL IfiEH CGB
mRNA /K5 T HA 3 40, 4 2115 GnRHI mRNA 5%
KFEERAGIT#E X (H =6.522, P=0.018), i
B 4 411 GnRHI mRNA A7 EAE], GTN 41
75 GnRH1 mRNA KFTHeE, W 1.

2.2 GTN 4AMiE CGB mRNA kix 5I&KIEHRE

FRYE G RAE R P AFEIE | AT AR . B R KN
AR | R A ECE | IR . TSI R R
e AR LRI T CGB mRNA ik B Hl .
Hrt CGB mRNA Rik S54E WY | BRI R. & KIE
KANTEK (P >0.05); Simhbi%R% . HAAE0H . In

2

RO . FIGO FJEHHE (P <0.05). W3 2.
2.3 GTN ZMF GnRH1 mRNA Rix 5l Kigtx
FRPE G PRFEAR HAFES | BT AR R | e R IIR /N
NS . R AEE | IR . TSI S
S A AR 4 T GnRH1 mRNA 3Rk
T8, HA GnRH1 mRNA ik 548 . ATRIENR . %
KR RN BRI B H TG (P >0.05 ); HimibFE%s |
GRS . FIGO Filf5AHG (P <0.05). WLk 3.

1 2 3 4

500 bp
400 bp

300 bp
200 bp

100 bp

1. ARUEYRAH; 2. IEW DR 3. HM4H; 4: GTNAH
1 GnRH1 mRNA RT-PCR &% E

1 2 3 4

500 bp
400 bp
300 bp

200 bp

100 bp

1. ARUEYRA; 2. IEWEURA; 3. HM4l; 4: GTN 4
B 2 CGB mRNA RT-PCR &+ E

®1 £AMF CGBF GnRH1 mRNA Rik{ER
23 CGB mRNA GnRH1 mRNA
JE4EYREA (n=20) 0.00 + 0.00 0.01 +0.02
EHIEIRA (n=20) 0.56+0.21 0.33 +0.07
HM 41 (n=21) 2.72 £0.44 0.69 +0.12
GIN# (n=52) 4.18 £0.42 1.73£0.14
HA{H 9.748 6.522
P{E 0.005 0.018
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%* 2 GTNZAmF CGB mRNA RiZ5IGKIEFRIEX R

# 3 GTN 4IniE GnRH1 mRNA Rix 5l RIERHIX R

CGB mRNA 3k GnRH1 mRNA ik
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Bo BT, ERAHE A AR 2%, K

TN 4T B0 2% 75 40 92 4/ ) X A A e 240 B ) R G F 5
G Z, iR E O HRIE N> T ARG
A 4 HURRLAHE, WG IRGORH RSN E I, 4 4] RT-
PCR Kl 4% 2H % 174 CGB A1 GnRH1 mRNA #ik 1
B, Ay FT S AR SR A R RN A IR R S8
EFR, BRIEH S U O 06 75 A0 e 1t A 755 B8 I A L
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CGB JEA M3 A PR G SR 40 M 43 W A — ROl 2 11
A R E LR IR A1 A1 A 1 S CGB mRNA 235,
GTN 20 #h JE 1ifi vh CGB mRNA 5534 7K - %5 T HM 4
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