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i ZE:BHHN ®Wide@lAZ3B3UL3DAEZha@mENZ 1 24 L(STOHHE S 5555 T H
B 09 X, GF AT 5 mRNA Rk eh 48 % 7?;% WCSE 239 B F B G S A= 235 )4k B bk Sh R # Bk e,
Tagman 3% *F 11L-33 rs7025417 #= ST2 rs3821204 #4754 # , 3 82 & PCR #4a 1L-33 #= ST2 mRNA #§ & ik K
F. BER rs7025417 CC AR A CEL AR BALT T H S 9 LR R Ie[CC vs. TT: % OR95%CD =
0.54(0.33~0.90),P=0.020;C wvs. T: 9% OR(95%CI)=0.73(0.57~0.95),P=0.020], rs3821204 % &%
5o HskmERAt, IL-33f ST2 AT HBPHAMT 2L S5 A 4 0.001 0 F 0.020 0,8 B4k T 42955 &

By R A, A A 0.004 0 A 0.030 0(P=0.002 2 0.020), A8 XM 54 8 +7,1L-33 55 ST2 mRNA % ik

ZEMAG=0.52,P<C0.001), # 4 rs7025417CC 2 B & 5 & # % 5% B & F 1L-33 mRNA #Eid’%gli:g:ﬁ
0.000 2,8 BAK T rs7025417TT A BB 4 H(P=0.030), &Zig 1L-33 rs7025417 CC A B A T 48 18 1T 4K
1L-33 mRNA & ik i f BAK & 20 85 8 09 R KT,

KB THMSE; @£ 33; @it MLl 2AK; #Ak7TF PCR
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Association of interleukin 33 and its receptor STZ functional polymorphism
with cervical squamous cell carcinoma
TANG Rong , HUANG Juan
(Department of Obstetrics and Gynaecology sChengdu Women's and Children’s
Central Hospital ,Chengdu,Sichuan 610091 ,China)

Abstract ; Objective To explore the association of functional polymorphisms in interleukin-33 (IL.-33) and
interleukin-1 receptor like-1 (ST2) with the risk of cervical squamous cell carcinoma (CSCC) and analyze the
relationship between the polymorphisms and 11.-33/ST2 mRNA expression. Methods Venous blood samples
were collected from 239 CSCC patients and 235 healthy controls. The 11.-33 rs7025417 and ST2 rs3821204 pol-
ymorphisms were genotyped by Tagman assay. Relative expression levels of 11.-33 and ST2 mRNA were ana-
lyzed by quantitative real-time PCR. Results Both rs7025417 CC genotype and C allele reduced the risk of cer-
vical squamous cell carcinomal CC ws. TT:adjusted OR(95% CI)=0. 54(0. 33—0.90),P=0. 020;C wvs. T:ad-
justed OR(95%CI)=0. 73(0.57—0. 95), P=0. 020 ]. No significant association was observed between the
rs3821204 and CSCC risk. The relative expression of 11.-33 and ST2 mRNA in CSCC tissues was 0. 001 0 and
0.020 0,respectively, which was significantly lower than that in adjacent non-cancerous tissues (0. 004 0 and
0.030 0) (P=0.002 and 0. 020, respectively). The correlation analysis showed that I1.-33 was positively corre-
lated with ST2 expression(r=0. 52, P<C0. 001). Moreover, the expression of 11.-33 in cervical squamous cell
carcinoma patients with rs7025417CC genotype was 0. 000 2, which was significantly lower than that of
rs7025417TT genotype carriers (P=0. 030). Conclusion 1I.-33 rs7025417 CC genotype may reduce the risk of
cervical squamous cell carcinoma by reducing the expression of 11.-33 mRNA.

Key words: cervical squamous cell carcinoma; interleukin-33; interleukin-1 receptor like-1; polymor-

phism; quantitative real-time PCR
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B SO AE LoV TR I 9 A R 2 R S8 36 b 3
JE5 AL, 2018 4F, 2 ERJE B N LA 57. 0 J1 8 KW
Bil,31. 1 HAET Bt . FE R, 2014 45 F U B &
10,2 5 ALFET 3.0 TN, EHEN LIRS
NFLR R & (HPV) BB YA G, TR TR v
(IFEN-y) R —F0 40 i BB 7 72 D0 8 o0& b R 5
FREEMAIEMS, IFN-y Wi 5 A 40 i/ £ 33
(IL-33) [y 3k il i 5 HZ R A0 3R 1 2148
L(ST2) 54 2 5 Hi9m 15 AP0 R g b 24 . SCik
R TFEN-y fil TL-33 78 5 S8 Rk, SR M
ST2 mRNA 765 HiJ i) 3235 £ 3% K WHF 5L A .
AT 5T R F % 1) % BE 5 A T 1L-33/ST2 1 2 A4~
RETE 22 A 0 5 5 B B 1 AH OGP L 948 2 Ot e
PCR #: ] 1L-33 f1 ST2 mRNA 1 77 20 % 93 v i %
KBV IL-33.ST2 ZEM S HERBM LR,

1 BME5RHE

L1 — gkl ABEIE 4 # i0  JLE o B B
BEF PR 2 O s bl A AR B A R
MEFEAS SR 2013 4E 8 H & 2018 4F 4 H sk i 1
)L L BEBE 239 5] E ek g 2 E O 191 4D Fi 235
{51 A A At T L P O BR 2R A A #9060 12
Wi 2 B= B o BB 2. i B AL R R T AR I
(44.5£8.8) %, Xf MZH L R 4E % (44. 7£9. 2)
4o A E PR IE R 23 1995 AR I PR 43 W B XA
VR BT 4 . T W o B S0 R IR 75 s 1Tk
i o B B FL R 5 B A BE SRR BIGE R 1/3;5 T
R IR B i A BE R (B R LI 1/3 A (8
g1 B BUK S TCTRE s IV Ik b b e B 1 AR
) B EBHE T 1/3 F0 (80 51 B 3 FHUK 85
DiResic kb 5 % . gl b T 8 131 41, 11 #3 104
Y= s R Y T R R R P SR N R 3
o A4 ), T L5 5B H 191 . AT R = E
RSN E # KL 2~3 mL,EDTA $i#E, —20 C ykK4
WAras H . A 588 G 38 g DU N B S 34 R 04T
ITIRIT o HLbRAS R B T 1A 2o L 2 v BE B
55 191 Fy 256 9 A TR R R BT B AR AN . R E IR
35~69 % EH (51,048, 1%, mor kg 7 4.k
Sy A 30 . Ik 43 Ak B 95 18 5 I R 1 3 24 ],
G IR 1110 31 M) ; 45 bk T 45 5% B8 18 i, Ttk 45 7% %
37, BT B R AR AT AT B B 112
Wiy AR AL . Fa, R4 25 cm D
TG 1 968 55 AU S ke B VR RV RS BT — 80 °C
VKA I A7 25 H

1.2 {X# 50 DNA $2BOLH & [ KR A
SLD A RUPR S B 35 B ABIL 23 A, Trizol 51 [ 28
[ 9 BR R IR 28 E] L a3 e A ) & f SYBR Premix

Ex Taq 518 B 26 E WA R A A/ N EE Il
3% E Axygen 24 ], MR 55800 T 3 36
[ 2 2R G A JR 28 7], ABI7500 9% 5% 5 B PCR I H
EHEMNHEMRGEAA .

1.3 ZAA A LR 8 SCHk R, 10-33
rs7025417 REEY M AR A 1L-33 mRNA FI% [ 11
FE35 . FF 5 L PR A SR vE T ST2 3821204 C H1 G
A EE N 5 miR-202-3p W45 & J1 AR, 8 ST2 &
FIRY 28 R WYY, 56 F DLk s B, i # 1L-33
rs7025417 Fi1 ST2 rs3821204 LM HEFT0F5T . $EHL
HhJE M DNA , B8 134 i 48 40 43 06 0% B 1 & it » Tagman
vk xt 11-33 rs7025417 F1 ST2 rs3821204 £ 754
HEAT 43 . ABL 24 W) o P 067 s RS g 5 43 3 o C
31940410_20 F1 C_1226153_10,

1.4 5 RNA $HUM cDNA #ifE 3 B A S S
I RV 25 41 40, Trizol I 42 LA RNA, 4% B #54F B B
P BAR P BRNT : 29 50 mg AL H A 1 mL
Trizol, 3843 5)3% .4 °C 12 000 r/min B> 5 min, I A
200 L G A .4 °C 12 000 r/min B> 15 min, ¥ [ )2
IKAAFE 2 — A B B B0 L A 200 L S NGB
4 °C 12 000 r/min .0 10 min, & F &, il A1 mL
7500 LFE TR M 50 pL DEPC /K fff RNA,
Tl 8 A1 43 6 06 BE T R T Ass, /Asse HE AL DL B A2
RNA W EERAEE . B 1 pg B RNA 3 HIFEHLG ] P
B h cDNA , FL A 1 42 B8 330 5 5380 39) & 1 O 5 3F
1o RBARRN 20 pL, & 5 X B ZE ik 4 pL. RNA
AP 1 p Lo dNTP 2 p L, 357 S 1 L BEBLS |9
1 pLFI RNA 1 pg, W SR .25 °C 5 min,42 C
60 min,70 C 5 min.,

1.5 %% E & PCR 32l SYBRG %% J% & & PCR
R TL.-33 F1 ST2 mRNA TE 55 f4i] 5 5 fgf s A A< 1)
Fik., ZMCEL9-10 ] 519, 7 50 40 KL 1L-33 |
Wi :5'-ATC CCA ACA GAA GGC CAA AG-3/,11-33 F
.5 -CCA AAG GCA AAG CAC TCC AC-3';ST2 I
Wz :5'-GGA TTG AGG CCA CTC TGC TC-3',ST2 F
Ji#:5'-CCG CCT GCT CTT TCG TAT GT-3', gl
A (Bactin) fER KNS, EF:5-TTG CCG ACA
GGA TGC AGA A-3', Fift:5-GCC GAT CCA CAC
GGA GTA CT-3", 5|4y BUHR S A B A P HE R A
B F A . NHEE P EH T 10 pL R &R
2XSYBR Green 5 pL,10 pmol/L FiFHI T 751 ¥4
1 uL.cDNA 1 uL,RNA free 7k 2 pL. ABI7500 3%
E i PCRAY B & F 2 )5 :95 °C 5 min, 95 C
10 5,60 °C 34 s, 4k 40 MEFK ., BRI 3 ANE
FL i B B AR R RS R O e SR B A B E (Co)
K FH 220 0% H i 3L 1L-33 1 ST2 mRNA [ 48 4f
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Tk,
1.6 HiitshbB iz H] SPSS13. 0 #7481t 70 #r .
P DA X o e R TR (v o B TR | ST SN A i
BOPE DL R A g E R, IL-33 rs7025417, ST2
rs3821204 Z 75V 55 SRR 19 QR PE L ABCR T o
K% . LA OR F1 95 % CI 327 A X5 KRS » OR {E 28 4F- % FI
HPV J& %, [E PR 55 53 F 11-33/ST2 mRNA ik
KOG o3 A R AE B SR R 55 414U P A ARG Sk i L
3% | Mann-Whitney U ¥ 38 , 37 3517 Spearman #f ¢
P, P<<0.05 NZERAH G4 L.
2 & ES
2.1 11-33 rs7025417 f1 ST2 rs3821204 £ &AM 5%
i A 6 e TL-33 rs7025417 Fil ST2 rs3821204
22 A5 VEAE X BECZH R0 451 26 v 1) 4 A A3 AT A i i R
AR AL (rs7025417 i g2 y* = 2. 21,0, 33, P=
0.140,0. 570; rs3821204 {3 4 : 5* = 0. 38.0. 32, P=
0.540.0. 570), IL-33 rs7025417 F1 ST2 rs3821204
2 5 E SR I A OGP A LR 1, rs7025417
B CC FEPR AR C 45 37 3 PR 4 R AIG T 7 35 88 98 7Y
K955 K (CC ws. TT: #H % OR = 0. 54, 95% CI.;
0.33~0. 90, P=0. 020; C vs. T: % OR=0. 73,
95%CI:0.57~0.95,P=0.020), rs3821204 £ &k
B B 0 R TC K

x1 11.-33 rs7025417 F1 ST2 rs3821204 755

BIsE R E K
. Xof B4l AL 4 OR b
[»(%] [n(%] (95%CD
17025417
TT 67 (28.0) 82 (34.9) Z
CT 108 (45.2) 110 (46.8) 0.83 (0.55~1.27)  0.390
cC 64 (26.9) 43 (18.3) 0.54 (0.33~0.90)  0.020
T & 242 (50.6) 274 (58.3) LM
CEEfHER 236 (49.4) 196 (41.7) 0.73 (0.57~0.95)  0.020
13821204
GG 101 (42.3) 94 (40.0) ZIR
CG 112 (46.9) 106 (45.1) 1.02 (0.69~1.50)  0.930
CC 26 (10.9) 35 (14.9) 1.45 (0.81~2.60)  0.200
G & fFEHE 314 (65.7) 294 (62.6) Z M
CEf7 5 164 (34.3) 176 (37.4) 1.15 €0.88~1.50)  0.310

2.2 1L-33/ST2 mRNA 7EEFimhEE HT
11-33,ST2 mRNA 3% ik 5040 2 9F 28 0 A, P, 5K
P A A 8RR . B SR 414 TL-33 mRNA
FAXT IR R 0. 001 0, B S AIK T 98 55 41 23 1) A
FIR 0,004 0, 22 FHGI2EE L (P=0.002), iLE
1A, B S 2 21 ST2 mRNA [ A0 X 3R 6 &
0. 020 0, B A% 988 55 2 20 b (1 A 4 26 38 1 0. 030 0,

ZSAH G FE X (P=0.020), WLIE 1B, #R4EAFER .
B U > AR EE W PR 20 R L 245 B B A5 i PR
MEREAT W 2H 73 B » 45 R R L 11-33 Al STZ mRNA %
B BRI RRFAE TC W] AR SCE (P>0. 05) .
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rs7025417TT KL A 20 i, CT S AL 26 1], CC JE
BRI 9 ], ¥R rs7025417CC e PR BRI () B 35 i 93 HR
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1 L0 0 A T B A BT RS W RIB T R AR SE
ARUY CTFN-y EZ R T g, B 8% 5 45 4i
IS P 200 L I W O L R RS 2 bR A S A N A3 L B
g IFN-y mRNA 2ALR B L A2 0K
PO BB AR S BRIEZ A0 TEN-y i AT i 3
Ay Wh— e 20 L B F L TL-33, TL-33 J& F IL-1 K% .
S — P H A XCE DAY e I8 . TL-33 76 il 9
o LA R SRR VR b 4 JE kR L 2 f
9 MY FIk 18 UE AN B4R B T RSN . M, TL-33 TE 45
i 9 2 o Jge v EL A 9 3 TR % P D Ll a5 CD8
T 4T K 25 105 40 I 30 ) fijoggg A D R
A E SR B 1L-33 mRNA 35 B 8 K i
FHRMBRAAL A 15 B, A b Y K FE A & 50 HE Sk
B S5 F . A W5 s F 98t it PCR & 55 4 7
i b 1L-33 mRNA [y 3k, & B 41 41rp 1L-33
mRNA [ A X 2 38 8008 55 AU AR T 29 4 A, #2871
T1-33 757 % Hh & 45 5 s 55 i 1

1L-33 KA &l i 5 HZ Kk ST2 454 5
(19, ST2 H DA i B /Dy Bl R 4 1 9 20 2 TFN-y Rk
B R RO BT B — A 1E BMR Bl TEN-y 5
11.-33 #3k,1L-33 454 ST2,ST2 J2 i 3k X 3% IFN-
Y BIFE . A SCHR . R L& BUE S8 R ST2 3 H Kk
ALY B 5T R B . AR B SR OO BLE JUE b ST2
mRNA LK 8L, o T 11-33,ST2 St 6l B% Y
FEAE HEDN 25 A AR AE — 8 I I M . AR DG 23 7
TESE T %A, 45 B WoR L 11-33 5 ST2 &2 B EA ¢
KFR R 1IL-33 Fl ST2 v G B WM 2 5 5 #iE /Y
RERE,

ST 1L-33.ST2 55 i 19 56 & . WANG 20 4
i 11-33 rs7025417 CC P FEAR 1 B AR 19 2 0
SRS » C S5 R 38 3ok i 3R 5 5% S L o Myce 45 &
T B A 5 57 16 ME R TL-33 9 323k . WET 207 738
ST2 rs3821204 CC FH DK B i 1 JFF968 1) & 9 IXURS: - AT
AE i R 2 A i SR R PR K3 T ST2 iy 3Rik. #&
58] SCHR R L TL-33 . ST2 Z 21 5 5 FU AU 1 AH ¢
PEMRIE . AW ST I8 PR AT 08 A T1-33 rs7025417 Al
ST2 rs3821204 7E 239 i & S A 235 il g )3 2 M vh
()50 s KB rs7025417 CC Fe R Y FEAR T 8 890 8% 9
(8 5 9 RS, o SR AR F L AT R D TR A B 5 X LE A T T
rs7025417 Ml rs3821204 JLFH A 5 11.-33,ST2 mRNA
FIRWLZR KR rs7025417 CC F [ B By 51 % 9 18
& 1L-33 mRNA 7K B 5 BEAR 58 R 98 SOk b 4
B3 IR rs7025417 CC FRARE S0 98 22 98 XU
(AT A S R A T 1L-33 mRNA 35,
4 &

AR IR KR rs7025417 CC F A B ] G 58 2+

FEAIG TL-33 mRNA [ 3 1K 3 17 B AIK B 3900858 968 1) % 9
R, JF H TL-33 5 ST2 B RIKFIEIEMH XK R,
PR 11L-33,ST2 IF J i [l % v] BE 2 5 8 09 11 V6 A2
b AR X bR R T AT BE R S A B A
JT AL L A B T 58 S SR IR YT 7 0T s B
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