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T ey deeifE X A, ik RRFRINRLE MR ML BT RIE L 740, AL HEmEH (SW480,
SW620, HCT116, CaCo—2, LoVo., HT29) & % A% W £ & 4 ftk (FHC), % %)% B qRT-PCR A&
Western blotting #1 miR—93, Tspanl mRNA & Tspanl & @ F& ik, ILE T & R B 16 Kok AL e Rk
%5, Pearson i 4H miR—93 5 Tspanl mRINA #9485, KA TargetScan & GeneCard 3 AFTRN 7 F ) e &)
PEX R, R HEFAELE, miR-93 ELMBAL P EARIL (P <0.05), Tspanl mRNA &% & £ 4
WAL P F ik FH & (P <0.05);5 B9 AL Lk fn B4, miR—93 184 & tn itk 7 Rk AR (P <0.05),
Tspanl mRNA B % & 18 4 1 & f0 otk 7 Rk A& (P <0.05) ; miR—93 XA #45, e L4 RE, %
FE AR Z TNM o8 8% Ak kiE (P <0.05), Tspanl mRNA B A58 . #4545k oF3Em
MR & TNM 5B & F P& EE (P <0.05), Pearson 48K MHH 27, miR—93 5 Tspanl mRNA £k 2 fi
#% [r=—0.735 (95% CI : —0.855, —0.535), P =0.000], 415 8RN, miR—93 & Tspanl /£ 3-UTR R 7]
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Abstract: Objective To detect miR-93 and Tspanlexpression in colon cancer tissues and cells, and to observe

the significant in clinicopathological characteristics and the relationship between miR-93 and Tspanl. Methods

ek B < 2020-05-10
* FLATH . T8 ARBIERS (No : 2019-MS-211) ; W FHTTRHE BRI H (No : 18-014-4-75)
[ BI57E# | AW, E-mail : shigang@cancerhosp—In—cmu.com



#

21 /AL, 45 MicroRNA-93 J% Tspanl 7E45 35 P G 26k B H RO HLE X

Seventy-four paired samples of colon cancer tissues, para-cancer tissues, colon cancer cell lines (SW480, SW620,
HCTI116, CaCo-2, LoVo, HT29) and normal colon epithelium cells (FHC) were selected. MiR-93, Tspanl mRNA and
protein expression were detected by quantitative real-time polymerase chain reaction (QRT-PCR) and Western blotting
assay. The significant of miR-93, Tspanl mRNA with clinicopathological dates were observed. The relationship
between miR-93 and Tspanl was observed by Pearson rank test. The target regulation of miR-93 and Tspanl mRNA
were predicted by Target Scan and Gene Card. Results Compared with para-cancerous tissueses, expression of
miR-93 was lower in colon cancer tissues (P < 0.05), and expressions of Tspanl mRNA and protein were higher in
colon cancer tissues (P < 0.05). Compared with normal colon epithelia cells (FHC), expression of miR-93 was lower
in colon cancer cell lines (SW480, SW620, HCT116, CaCo-2, LoVo, HT29) (P < 0.05), and expressions of Tspanl
mRNA and protein were higher in colon cancer cell lines (P < 0.05). MiR-93 expression was low in metastasis (M1),
lymph node positive, blood vessel invsion positive or high TNM stage (P < 0.05). Tspanl mRNA expression was
high in metastasis positive (M1), lymph node positive, blood vessel invsion positive or high TNM stage (P < 0.05).
Pearson rank correlation analysis showed that miR-93 and Tspanl mRNA was correlated negatively [ = -0.735
(95% CI: -0.855, -0.535), P = 0.000]. Biological information software showed the targeted regulation between miR-93
and Tspanl in 3'-UTR region. Conclusions MiR-93 expression is low and Tspanl has high espression in colon

cancer. Targeted regulation is proved between miR-93 and Tspanl. They may be new biomarkers and predicted

factors for colon cancer.
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TEHL 2016 4F 5 H—2018 4F 4 A T EERI K
Jiges = B 45 EL I AR T S5 A AR TR AR Y R A 74 ),
BT ARARAS, AL35 45 B Ji 41 40 B Xof 17 A B 9
2 >5 em WY 57 A 20, N &5 I 9 40 i vk (SW480.,
SW620. HCT116, CaCo-2. LoVo, HT29) g H ' [E
Bl2EBe LA AR A s BE AN I oL, IR R A4S

J b R4tk (FHC) W H3EE ATCC Aw], T
BER 2 g 2= B PO LI B FRAG AR . Tspanl £
SeFEUARNS A 92 [ Sigma 2 F], BCA & & 54 Mk
g B A st R AR, 1 SRR &l A SR
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Abcom 23 ), All-in—One qPCR Mix i3 & J% MTT i 7
B AREFEAEYEARGRAA, 51 RETEA
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JiEE BEBEAR RS D1 2sHi A% (No : 20180336 ).
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1.2.1  Western blotting  BUZHZ sk 4k, WALk
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M, G ST ERE SR cDNA, BRAHFEA cDNA 74, K
Th G S, 4T PCR . $% 8 All-in—One qPCR
Mixc 328 771 0 058 P 08 B 5 R A 552 I s 00 o 7 348 7
Yro RH 270 AT iR £R
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Bl R F SPSS 21.0 e it ki, AE s B 2E 10
TEKAHK TargetScan M GeneCard, T FRILIIEL +
PRfEZE (xxs) R, WI4LLECH 5%, 24K
HERR R 250871, KH Pearson WA TAH M7,
P <0.05 AR A G L.
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Pk (SW480, SW620, HCT116, CaCo-2, LoVo, HT-29)
KOEH N&5l b difakk (FHC) HimRiEES A%
25 L (F=9.098, 4.576 F115.516, ¥ P=0.000). 5
1EH NG5 b R B bk Lb s, miR-93 78 A45 i 4t
MR FIRBHK (P <0.05); Tspanl mRNA TENZE s an
ik h 255558 (P <0.05) ; Tspanl & FA7E AN 254920
Mtk PR E (P<0.05), W3 1.
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LEENT PR
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HX (P<0.05), W#E2,
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W15 B ZF

% Pearson % miR-93 5 Tspanl mRNA HEATHH
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Tspanl 7E 3'-UTR X ] e B M e R, WA 2.
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KIgHHE P FRIE
1 miR-93. Tspan1 mRNA REREEFBALAREFHAFHNRIE
# 1 miR-93, Tspan1 mRNA REHAE ANEFEMAREGRER ANER ERARKRHRIE  (Xxxs)
€Iz SW480 SW620 HCT116 CaCo-2 LoVo HT-29 FHC
miR-93 0468 £0.199  0488=0.136  0.688+0.199  0403+0.046  0522+0217  0.494+0.168  1.287+0.142
Tspanl mRNA 1.140+ 0383  1203+0.147  0.928+0.201  0.866+0.298  0.696+0.154  1.024=0.151  0.399 = 0.049
Tspanl 16301 £4.516  19.314+3.068 18.602+2.945 15961 +2.952 15343+0.571 12.268+3.104  7.598+2.016
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I PG B A n miR-93 tIF P1H Tspanl mRNA 1/ FAG PAH
P51
5 40 0.314 + 0.208 0.576 + 0.290
1.732 0.088 1.531 0.130
5’8 34 0.242 +0.137 0.671 +0.233
ARG
< 60 % 42 0.273 +0.169 0.623 + 0.235
0.412 0.682 0.130 0.897
>60 % 32 0.291 +0.199 0.615+0.310
T o7
Te 4k g 42 0.272 +0.206 0.640 + 0.297
0.474 0.637 0.725 0.471
VEE =] 32 0.293 +0.146 0.594 + 0.226
i E AR
< 5cm 48 0.276 +0.172 0.623 +0.254
0.330 0.743 0.128 0.899
>5 cm 26 0.291 + 0.201 0.614 + 0.298
RIERE
T,.. T, 22 0.242 + 0.109 0.639 +0.161
1.204 0.233 0.392 0.696
T,. T, 52 0.298 + 0.203 0.612 +0.304
AR
N, 42 0.340 + 0.179 0.534 + 0.240
3.022 0.003 3.375 0.001
N,. N, 32 0.212+0.163 0.733 + 0.265
AR
M, 58 0.317 +0.180 0.561 +0.248
3.525 0.001 3.937 0.000
M, 16 0.149+0.116 0.833 + 0.235
1B
BE 38 0.330 +0.191 0.562 + 0.262
2.442 0.017 2.305 0.024
[AE 36 0.230 + 0.157 0.700 + 0.251
TNM 4334
. 1# 32 0.350 £ 0.213 0.524 + 0.290
2.995 0.004 3.165 0.002
m. Vi 42 0.229 +0.133 0.709 + 0.212
KRG
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=AY 18 0.251+0.171 0.505 +0.276
AR
mLoH 40 0.288 +0.197 0.625 +0.280
0.352 0.726 0.149 0.882
1% 34 0.273 + 0.164 0.634 + 0.247
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