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A PERREIN 9% (malignant pleural mesothelioma, MPM ) J&—FhJF &
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1.1 4IAERR G 557

N TE W T 5 ) Bz 40 MeT-5A RN I 1 M T ) Bz g 40 M ok
NCI-H2452, NCI-H2052 I i American Type Culture Collection ( ATCC,
Manassas, VA, USA ), MSTO-211H W4T [ER}E e SR FR ) 158 2% 51
SN . ¥ MeT-5A 4UERFRT&A 10%M64- 107 (FBS, Wisent) fY
M199 K55, NCI-H2452, NCI-H2052 F1 MSTO-211H 43 T54
10% 34 1155 ( FBS, Wisent ) RPMI-1640 E53%3F , 3-8 F 37°C .5%C02
IR SR, 6 3~4 KT —IR, HBI0E3E.
1.2 5O i PCR (qPCR ) Kl 40HE miR-345 Fik/KF

X MeT-5A . NCI-H2452, MSTO-211H LA K& NCI-H2052 4iifiti+h
miR-345 FKiKKFHEAFHRM . R A Trizol 7 & ( LifeTechnologies,
ThermoFisher, USA ) #& B UL B HE/R 4R 2 RNA (4, R

FH NanoDrop2000 #3536 EEE T ( Thermo, MA, USA) #&ill RNA ¥

15«



T EFRR

@ Universe
Scientific Publishing

TSR, FEIBUH KA S RNA JHE ReverTra Ace qPCR ¥ sk £ ik
AT FRDOLE R PCR UV . SR Z%F: 20C 10min, 42
C 50min, 75°C S5min, 4°C{FF, PCR W 4fF: iZEHE 95°C/10min,
PEFRLIE 95°C/10s . 60°C/20s, 72°C/10s, Ft 40 MFFR, FTARAE L
3w, G, FIH U6 bRiElL miR-345 BRI, FIFIARR 2
3 2744 HRAR N R IA R

L3 AW i

T2 5 1 [ 7 AR AR AE Boh D I R SE IR R A BE B ( Gene
Expression Omnibus, GEO, hitps: //www.ncbi.nlm.nih.gov/geo/ ) it T %
P SRS REARIER, B T4 GSE51024 BURAENAT IR LT,
R 4.1.2 FAPE limma A3 T # BRI 122 8K AT, 34T
HRFRZ TR, LlllogFCI>1, P {l<0.05 NAEiEEFRILHNR
iE 1t miRWalk Chitp: //mirwalk.umm.uni-heidelberg.de/ ) F3fi . TargetScan8.0
(https: /fwww.targetscan.org/vert_80/ ) 3 Fl miRDB 3 ( https: //mirdb.org/ )
Arif) miR-345 NHAEEER, 1525 5K BRI ORI RE R SC AR o R
TRVEH R AL G A matescape (htips: //metascape.org/gp/index html#/main/s
tepl ) HATUIREARE, P GO-BP ( Gene Ontology-Biological Process ) I
& KEGG ( Kyoto Encyclopedia of Genes and Genomes ) AT AE4N 44 1 14
BEPRI SR TR AN R AT
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FEA 1435 4~ ([ 2A), TargerScan8.0 $#7% miR-345 FUFEHA 3527 4,
miRwalk PI3GHER miR-345 FUEREHAT 59150 4, miRDB F3427R miR-345
TUHEEA 319 4, MUHEESCE, FkhmEIt 26 4~ (F 2B), 5514
MMP16. UNC13B. RAPGEFS, USP54, SNX30. KITLG ., TMEM139 . MXRAS .,
PTPRB. FAP, SLC2A5 ., SULF2, CPA4, GREMI, SORT1, ALCAM. CIGALTI,

TMEM204, RORA. TJP2. QKI. ARHGAP6. CCDC78, ZMAT3. SORBSI .
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FiktaH Express trend A Gene
AL Up-regulated genes MMP16., MXRA5., FAP, SLC2A5. SULF2, CPA4, GREM1., CIGALT1, ZMAT3

UNC13B. RAPGEF5, USP54, SNX30, KITLG, TMEM139, PTPRB., SORT1, ALCAM, TMEM204, RORA

FHZEH Down-regulated genes

TJP2, QKI. ARHGAP6., CCDC78. SORBSI,

Clorfl15

| |G0:0001944: vasculature development

G0:0034330: cell junction organization
G0:0010631: epithelial cell migration
G0:0007265: Ras protein signal transduction
G0:0030198: extracellular matrix organization
G0:0030855: epithelial cell differentiation

HJogl0(P)

3 B E AR

i T PRSP ERHT AR BRI 3, HE

BRGIKERGE AT (vasculature development ), NI IELH LT (cell
junction organization ). [ AfIiEH (epithelial cell migration ), Ras %[
{5545 (Ras protein signal transduction ). ZiHIFMNEFZI41 ( extracellular
matrix organization ), _|- FZ4i431L (epithelial cell differentiation ) 453372
31iFig
ARBFFEE X microRNA-345 (miR-345 ) 75 A i [ ] B g 240 o
14 3k

WATHRT, qPCR Z5H /R, =k MPM 4008 ( NCI-H2452 .
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TEARRBFGE A, FRATT A 2 15 B 2 oA O Hh T Mk ) 9 4
15 miR-345 4 KA 26 ANATRERY FIESER, Hod LIEER 9 4>, TRk

A 17 A (RARINER 1 R ), SRR 510 R r R/ AR LRkE, 55
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microRNA-345 RN SIS RGELE | MIEZHL . LR MiT® .

Ras A SHS . AMMIANE T LR 5 400050k & A B FE s U A
%,
ZE LR, il qPCR SEEA TN miR-345 F6iKKF-LL R AEDE
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MMP16. USP54 . KITLG . MXRAS, PTPRB. FAP, SLC2A5, SULF2, CPA4,
GREMI, SORTI,
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TMEM204 ., UNCI13B T i35k PRl 5 nal JHL 0 A b I ) s 9 A i v i) 235

17



T EFRR

@ Universe
Scientific Publishing

HEWERGAT . MHEEAL, EEAMLER . Ras ARG S5
AN AN E ST LV B ML SR AT C, AHHE RS L 0 5
—BIRABIGE . AT g BT TE A 18] SR 19 A Lt e B o
W SRR T

BE K

[1]Reid G, Johnson TG, van Zandwijk N. Manipulating microRNAs for
the Treatment of Malignant Pleural Mesothelioma: Past, Present and Future.
Front Oncol. 2020. 10: 105.

[2]Tolani B, Acevedo LA, Hoang NT, He B. Heterogeneous
Contributing Factors in MPM Disease Development and Progression :
Biological Advances and Clinical Implications. Int J] Mol Sci. 2018. 19 (1) .

[3]Lo Russo G, Tessari A, Capece M, et al. MicroRNAs for the Diagnosis
and Management of Malignant Pleural Mesothelioma: A Literature Review.
Front Oncol. 2018. 8: 650.

[4]Lee YS, Dutta A. MicroRNAs in cancer. Annu Rev Pathol. 2009. 4:
199-227.

51, £, Sk#, BHE. miR—345 76 AMALKE 20 060 35 74
AR, IAREZL A 201834 (06) : 828-832.

[61F AL, L&, By, kiB, A8 miR-345 ¥e@ifids TGM1
AP R AT S AT L. AR A B F R 2018.18 (18) : 3412-3419.

[7]Shen Z, Wang X, Yu X, ZhangY, Qin L. MMP16 promotes tumor
metastasis and indicates poor prognosis in hepatocellular carcinoma. Oncotarget.
2017.8 (42) : 72197-72204.

[8]Sun]JZ, Zhang JH, Li]JB, etal. MXRAD5 Is a Novel Immune—Related
Biomarker That Predicts Poor Prognosis in Glioma. Dis Markers. 2021. 2021 :
6680883.

[9]Kim GJ, Rhee H, Yoo JE, et al. Increased expression of CCN2,
epithelial membrane antigen, and fibroblast activation protein in hepatocellular
carcinoma with fibrous stroma showing aggressive behavior. PLoS One. 2014. 9

(8) : e105094.

[10]Weng Y, Fan X, Bai Y, et al. SLC2A5 promotes lung adenocarcinoma
cell growth and metastasis by enhancing fructose utilization. Cell Death Discov.
2018. 4: 38.

[11]Vicente CM, Lima MA, Nader HB, Toma L. SULF2 overexpression
positively regulates tumorigenicity of human prostate cancer cells. J Exp Clin

Cancer Res. 2015. 34 (1) : 25.

.18 ¢

[12]Shao Q, Zhang Z, Cao R, Zang H, Pei W, Sun T. CPA4 Promotes
EMT in Pancreatic Cancer via Stimulating PI3BK—AKT—-mTOR Signaling.
Onco Targets Ther. 2020. 13: 8567—8580.

[13]Gu Q, Luo Y, Chen C, Jiang D, Huang Q, Wang X. GREM1
overexpression inhibits proliferation , migration and angiogenesis of
osteosarcoma. Exp Cell Res. 2019. 384 (1) : 111619.

[14]Liu CH, Hu RH, Huang M]J, et al. C1GALT1 promotes invasive
phenotypes of hepatocellular carcinoma cells by modulating integrin 8 1
glycosylation and activity. PLoS One. 2014. 9 (8) : e94995.

[15]Fraile J]M, Campos—Iglesias D, Rodr i guez F, Espafiol Y, Freije JM.
The deubiquitinase USP54 is overexpressed in colorectal cancer stem cells and
promotes intestinal tumorigenesis. Oncotarget. 2016. 7 (46 ) : 74427-74434.

[16]Ling J, ZhangL, Chang A, etal. Overexpression of KITLG predicts
unfavorable clinical outcomes and promotes lymph node metastasis via the
JAK/STAT pathway in nasopharyngeal carcinoma. Lab Invest. 2022. 102( 11 ):
1257-1267.

[17]Weng X, Chen W, Hu W, et al. PTPRB promotes metastasis of
colorectal carcinoma via inducing epithelial-mesenchymal transition. Cell
Death Dis. 2019. 10 (5) : 352.

[18]Liang M, Yao W, Shi B, et al. Circular RNA hsa_circ_0110389
promotes gastric cancer progression through upregulating SORT1 via sponging
miR—127-5p and miR—136—5p. Cell Death Dis. 2021. 12 (7) : 639.

[19]Ma X, ChenH, LiL, YangF, Wu C, Tao K. CircGSK3B promotes
RORA expression and suppresses gastric cancer progression through the
prevention of EZH2 trans—inhibition. ] Exp Clin Cancer Res. 2021. 40( 1) : 330.

[20]Kim Y], Jung YD, Kim TO, Kim HS. Alu—related transcript of TJP2
gene as a marker for colorectal cancer. Gene. 2013. 524 (2) : 268-74.

[21] 2% RNA £46% G QKI @it #F 5% COX2 #7H) § 4 69 &
AR N pEL, Bk, 24 (02) , 2012

[22]Wu Y, Xu M, He R, Xu K, Ma Y. ARHGAP6 regulates the
proliferation, migration and invasion of lung cancer cells. Oncol Rep. 2019. 41

(4) : 2281-2888.

[23]Cho WC, Jang JE, Kim KH, Yoo BC, Ku JL. SORBSI serves a
metastatic role via suppression of AHNAK in colorectal cancer cell lines. Int J
Oncol. 2020. 56 (5) : 1140-1151.

VEEBA: FATIE (2002-) , 4, AAHE,



