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[HEZE] B - FiITE AR T LA RME 5 (protein arginine methyltransferase 5, PRMTS) 75l i (6 33 K Hox idss 40 M b5 . 3T
. RERAMMER. 7% - R GEALULFEDRN 73 %3 il L8 57 A 40 PRMTS (W335, 15 B I IGRERIEA TH G /4T o
FE it 95 20 il NCI-H1299 Hh Rl PRMTS J5 , i3k CCK8 Bl Transwell /N38 W8 PRMTS X RIS FE | iT RS FZ 22T BER S, % FH 4R
[ 5T B 320 R I b g A0 - ) FE B A AR AR DG R 11 (BB 685 1 . BB B FUREE S 7 SNATL) 9363k, A A ILEH 2 GEO (Gene
Expression Omnibus, F:[F#iAZES) MITCGA (The Cancer Genome Atlas, FEAEFEFHETE) 70508 PRMTS fERRE AN & . Wil
SUhRIE, IR a1 40 PRMTS Rk MR E BUS MO HR . R - AU AL IS R R, PRMTS £E il 4141
MR B FH R TR AL (P=0.000), FLAENE M~IVIAMZAEF 1~ (P=0.033), Fif PRMTS 5, NCI-H1299 434y, 1T
AR ZERE S T e, ESBANE Fkbin . B A 0 54 7 SNATL Z23k08/0 . TCGA B 2 i s Il e Bt 7% PRMTS TEiG4H 21
RGN B S T IR IS H PRMTS i3k B (8 8 SV AR BN (P=0.005), PRMTS (335 I 5 83 TC 52 R AR A28 AR
(P=0.028). Z51® + PRMTSYERRAI R A%, L iman gt sl . SR RIZ2%, PRMTS iy 28A FIHE AR R BUS A 56
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Expression of protein arginine methyltransferase 5 in lung cancer and its mechanism of promoting
lung cancer

ZHOU Bing-gian, HAN Li, CHEN Zhe-yi, CHEN Shi-yu, ZHENG Ying-xia
Department of Laboratory Medicine, Xinhua Hospital, Shanghai Jiao Tong University School of Medicine, Shanghai 200082, China

[Abstract] Objective:To investigate the expression of protein arginine methyltransferase 5 (PRMTS) in lung cancer and its effect on proliferation,
migration and invasion of lung cancer cells. Methods* Immunohistochemistry was used to detect the expression of PRMTS in 73 pairs of lung cancer
tissues and adjacent tissues, and its correlation with clinical characteristics of patients was analyzed. After PRMTS5 was down-regulated in lung cancer cell
line NCI-H1299, the effects of PRMTS5 on cell proliferation, migration and invasion were observed by CCKS8 assay and Transwell chamber, and the
expressions of E-cadherin, vimentin and transcription factor SNAI1 were detected by Western blotting. The expression of PRMTS in tumor cell lines and
lung cancer tissues was analyzed by using the Gene Expression Omnibus (GEO) and The Cancer Genome Atlas (TCGA) database, respectively, and the
relationship between the expression of PRMTS in tissues and the prognosis of lung cancer patients was further analyzed. Results:Immunohistochemistry
showed that the expression of PRMTS in lung cancer tissues was significantly higher than that in adjacent tissues (P=0.000), and the expression of
PRMTS in stage I-1V was higher than that in stage [—1I (P=0.033). After PRMTS5 down-regulation, the proliferation, migration and invasion ability of
NCI-H1299 cells decreased, the expression of E-cadherin increased and the expression of vimentin and SNAII decreased. The lung cancer sequencing
data of TCGA database showed that the expression of PRMTS in lung cancer tissues was significantly higher than that in normal lung tissues, and the lung
adenocarcinoma patients and the lung squamous cell carcinoma patients with higher expression of PRMTS5 had lower overall survival rate (P=0.005) and
relapse-free survival rate (P=0.028), respectively. Conclusion* PRMTS5 is highly expressed in lung cancer tissues, which can promote the proliferation,
migration and invasion of lung cancer cells. High expression of PRMTS is associated with poor prognosis of lung cancer.
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THIREGE, (HHSAEEFRIIAZ R, RIS
73% MR M 13% B BLARSGHESY Y BoR, REfRAR
FRITIE Ab P R AT 9K 2 6 S0 M s S8 B R L B R
I, WARR S St A . R A 56 o+ S L
FS R R T O T Y ETBERET

BOHK &AM RS BB S (protein arginine
methyltransferase 5, PRMTS) J&—f Il Y H JEAL RS il
REAS AL 4 2R 11 3 I 26 1 4 IO AS [RDRS R ke A= X R —
FHOE AR, W 2H B 1 408 20 3 1 X AR = Ak

(symmetric ~ di-methylation of histone4  arginine3,
H4R3me2s) . 41 8 1 3 45 2 M 8 (19 X Ak — B & fk
(symmetric  di-methylation  of  histone3  arginine8,

H3R8me2s), LAJAFERELA A% SEfm Am 7. SA 5
F W] PRMTS 76 fifide ™ Mo W FLiRs . BER
B LR A R I R, 78 PRMTS Al (B 7E
Jibgg i e A L R R R DGR o BN i e e RS AT AR
(AT IERIESE  BoR, PRMTS 26 18 it ist i e 4 ffd 4 < ke
Bt . bR AN - 18] 58 B 4% 4k (epithelial-mesenchymal
transition, EMT) 7EMRAER | RIZBMER S FET L
PEHBEIAE Y. ARG " % B PRMTS 2098 EMT i
P b E SR R, A R] F  JR RE 4N & A EMT
PEMG SR AN M I IR MR B R ). T, AR S
AW B AA N, K PRMTS e Il 4L 2P i 63k, 3
38 JoF AR A1 T A S 56 IE PRMTS Xof i 40 i B 5 . 12 %%
fRZBRETIMSEI , S BT H 5 B E A BUG R OCHE,
PRMTS5 1E Ry Jififi 16 S 7 HE AR A AR

1 ARSERE

1.1 Al8UE N RIBUBR 545 B

73 Xof G A W A 2L M i 55 2H U R e T
B AR IR A E . fE R EE T, HEE39 6.
LVE3AB], AR R 20~84 %

1.2 Bl gy be

MEER £ 3K 254G (Gene Expression Omnibus, GEO)
BHEZE (https: //www.ncbi.nlm.nih.gov/gds/) 1 F 8 40
M % A B4 45 (Cancer Cell Line Encyclopedia, CCLE)
Al GSE36139. iz Ml 4 7 917 P 41 it & 1) DNA
RAE | BN R MG @ APE DR 3L fF B . Il ucsc
Xena 05 F 4 (https://xenabrowser.net/datapages/) T 7%
Jiti #% 9% (lung adenocarcinoma, LUAD) FIffiffE (lung
squamous cell carcinoma, LUSC) ¥ ¥ 4iE Ft [F 41 & 3%
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(The Cancer Genome Atlas, TCGA) % %, if3k15
RNA M (RNA-seq) #i4fi; Hb, LUAD % &
T 517 B LUAD ZH 401 59 il 1F 5 2 2L P 5icds . LUSC
Bl TP T 502 61 LUSC 41ZUR 5141 1E 20 2 7 44
P& o K R4.0.3 431 PRMTS5 mRNA 1E | A& 2 Fft i 98 K2 1F
WA RIS, [FET, FREX Kaplan-Meier plotter £ &
J& (http://kmplot.com/) H i Zd , X PRMTS (193
ik 5 B S FEATAH DA A

1.3 AnffR 42 A 5

Jiti 98 41 B NCI-H1299, NCI-H460, HCC827. PC-9
FN il BT 4 401 s MRC-5 340 T v R 232 g L 80 % 5
YR ZE DL AR . 293T 4l AR S 00 25 DR A7«

PR (pH6.0) Hi & E W . 4 g 1 & H
(bovine serum albumin, BSA) . R AK YW . HFAK IR
RV . A . SR 2k AR & M DAB I 45 3
W TR L R A R A BRA F], RPMI-1640 15574 |
DMEM §5 383 . Ja4F M7 (fetal bovine serum, FBS) 3
W4T 3£ [ Gibco 2 Hl, FRHIVEN DI EcoR T FlBamH 1
RNA S 5% 51850 & W T H 4% Takara 23w, SEI 920 0E &
PCRIA | &1 T g X AE MR AT R A F], PCRIY)
HAETAY TR (B BMARAFSG M, PRMTS H
SCREPUR . EMT iR &0 T 36 R CST 2w, Lsh & H
(B-actin) W T RIE M2 e AL W RHE A IRA W, CCK8
R F A& T H AR R A2 58 0r, Transwell A1 Invasion />
ZE W F £ Corning /AR . PBSTZ R [ B2 EE %% il
(phosphate buffer saline, PBS) : Tween-20 =1 000 : 1] &
S AATHCH

1.4 Jiik

1.4 A4 ZUE B PRMTS ks R H 4
P A A 73 XA L 20 288 v PRMITS Y
ik, MK, BB PR BT WA, MK
2% Bk UK DU A0 PRMITS PR 0B . PRMTS 3k 3F
IIARHEIL R 1, BT =S 51T < LU BIPE oy . R EE, K
AR HE AR AT 1 B 4 DF 43 5 A8 3 A I R R A AT A DG
I3 W,

1.4.2 YffLRE3%  MRC-5. PC-9. 293T 40 Mg ¥4 % H &
10%FBS. 100 U/mL 7 % % fil 100 pg/mL & % & 1
DMEM ¥ 3% % 9k 17 5 & , NCI-H1299, NCI-H460,
HCC827 40 Jil 44 5% ] &% 10%FBS. 100 U/mL 7§ % % il
100 pg/mL 5575 Z 1 RPMI-1640 15 55l g AT 1 % . e a4
ML RS SR A5 37 °CL 5%CO, .
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Tab 1 PRMTS5 expression scoring criteria

(Western blotting) £l MRC-5, NCI-H1299, NCI-H460,
HCC827. Pc-9éH1H’@rPPRMT5 =S 7 i1 gl W S |
MR EE L, AR BRI B Tk . R B B

Intensity of
PRMTS expression

Proportion of

I~ Score
PRMTS5-positive cells

Negative 0 0 TPURE . B Odyssey ZLAMNSUR R GEHEA TR . A

Weakly positive 0-25% 1 B — $T 4 B -actin, PRMTS $ip & (H B& b 5] 4 4 1:

Moderately positive 25%-50% 2 1 000) s %%:ﬁiﬁ%g& Hﬁ{ﬂy‘j 1:5000,

Strongly positive 50%—75% 3 1.4.4 PRMT5-shRNA % )fz ﬁ ﬁﬁ % )ﬁ E E"J % j{J
o PRMTS, Wy Fpok I8 09 N\ o #8[6] PRMTS /) %1 % J¢ RNA

No stronger intensity 75%-100% 4

(short hairpin RNA, shRNA) ZER%FIRFSI 2.

&2 shRNA ZBZHERF
Tab 2 Oligonucleotide sequence of shiRNA

shRNA Sequence (5'—3")
NC-shRNA : GATCTGTTCTCCGAACGTGTCACGTTTCAAGAGAACGTGACACGTTCGGAGAATTTTTTC
: AATTCAAAAAATTCTCCGAACGTGTCACGTTCTCTTGAAACGTGACACGTTCGGAGAACA
PRMTS5-shRNA1 : GATCCGCCCAGTTTGAGATGCCTTATTTCAAGAGAATAAGGCATCTCAAACTGGGCTTTTTTG
: AATTCAAAAAAGCCCAGTTTGAGATGCCTTATTCTCTTGAAATAAGGCATCTCAAACTGGGCG
PRMTS5-shRNA2 : GATCCGGCTGACCTCCCATCTAATCATTCAAGAGATGATTAGATGGGAGGTCAGCCTTTTTTG
: AATTCAAAAAAGGCTGACCTCCCATCTAATCATCTCTTGAATGATTAGATGGGAGGTCAGCCG

PRMT5-shRNA3 : GATCCCCCATCCTCTTCCCTATTAAGCTTCCTGTCAGACTTAATAGGGAAGAGGATGGGTTTTTG

x ™ ® ™M ™ W m™ T

: AATTCAAAAACCCATCCTCTTCCCTATTAAGTCTGACAGGAAGCTTAATAGGGAAGAGGATGGGG

Note: NC—negative control.

1.4.5 PRMT5-shRNA 12 J5 75 @ 41 J ki #9 &8 1 T RURL A A0 B IS RO TR e, AR AS
PLenR-GPH # 4Kk [ i/ LRl (L) ARAHE] 1E 1.4.7

1899 7 R
P AR | BRE W BR PRMTS 40 bk 1 ~7 e HE

g TR, AU A T (green fluorescent
GFP) brid, 18T )5 Lo it e . FIH
EcoR 1 Fl BamH T PR P9 V) i sk Ak v Ak, i) 4
SHE 2% 2 v i BE R A% 1 R JT 41 48 A PLenR-GPH kA4 1t
EcoR 1 Fl BamH 1 {522 [, 4 PRMTS5-shRNA 1835 #
FL TR

1.4.6 1R EE e (0 AR 2 Y a0 K 4 A G 1) 40T
WL Al B ok [ {mé%ﬂﬁ (i) HRAH]
5 203T 4 A5 4L 10~12 h, 175 in A G e i g2t 70 412 0
BEYL 8 h, W HHTEE R SR ILARSE 5 48 h, AR E 18R

protein,

w R O A BT A T AR KT H1299 4 A L)
10° 4~/mL 2 T 6 L M, i B8 18 0 8 g B
(multiplicity of infection, MOI) =20 Jil A %5 & Jf: % fn
2.5 wg/mL SREENEHATIRGY . LSRR JE MR PRMTS 11
HI1299 AH itk Hige48 hm, Fot Wit ™ WME18 9%
TR R . B SR AR SR 5% 24 h s, BRI
RNA JF il 5 240 M 24 0% 25 1, SR TS % oi B S 901 58
i PCR (quantitative real-time PCR, qPCR) . Western
blotting K PRMTS W RECBR AR, HARD 3R 2 B B 43
BT, BIFIILER3,

%*3 qPCR3I¥FFI
Tab 3 Primer sequences for jPCR

Primer Forward (5°—3") Reverse (5°—3")
PRMTS CGATCAGACCTACTGCTGTCA CTCGGAGTTCCTGCGAATCT
B-actin CATGTACGTTGCTATCCAGGC CTCCTTAATGTCACGCACGAT
VIM GACGCCATCAACACCGAGTT CTTTGTCGTTGGTTAGCTGGT
SNAII TCGGAAGCCTAACTACAGCGA AGATGAGCATTGGCAGCGAG
CDH1 ATTTTTCCCTCGACACCCGAT TCCCAGGCGTAGACCAAGA

Note: VIM—vimentin; SNA//—snail family transcriptional repressor 1; CDHI—cadherin 1.

1.4.8 g IEFERE JI KM OKs 43 5 %% Y PRMTS-shRNA
FINC-shRNA (Y H1299 4R A L 5x10*4~/mL #:5h 2 96 FLk

1, 37°C. 5%CO, %M Foriliigt 12, 24, 48, 72 h,
5 16 5 FLIA 10 WL CCK8 IR, dkZE 45 5% 2 h )5 I
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BRI 5 4T AE 450 nm &b 4T 6

1.4.9 HMITER AR 2R JI KD K 53 59l 5% Ut PRMTS-
shRNA Fl NC-shRNA FJ H1299 2 fitd #iz 5% 10* A>/4L 43 51
A Transwell fl Invasion /NZEH, B 3 NR L. B/NE
AT EERT 700 wL & 10%FBS () RPMI-1640 14 24 FL,
Wb 8535 48 h, M54 4% 2 R W [ 2 10 min, PBS ¥
We3U, RAIEE YR g 5 30 min, 1] PBS V%
3, BAMPIRIRMERRBE I/ NENTRIIBEET
I an e, 188 T 0 8 IF 580 % 4 Transwell 71
Invasion/NE AL EEL, B3 AN AL B T34 ME 40 4G ER
MR . R2ERET .

1.4.10 EMT AHCH A B JLRE ARG e AR HOIRAS R
U B 29 9 5% Yt PRMTS5-shRNA F1 NC-shRNA (/) NCI-
H1299 4 ifL, 4% 5 RNA - Hil & A2, RH
Western blotting . qPCR il @i ¥x PRMTS J5 () EMT #H G #E
H [E45%5% M (E-cadherin) . JEEH (vimentin) F
BN F SNAIL] KHIER IR . qPCREIYFH W%

3, o VIM RN SNALL R % 3G 3K, CDHI 25 R4
WL . 8 AP0 42 35 B-actin, PRMT5 . E-cadherin .
vimentin FI1 SNAT1 ik (FHBELLBIA A 1 1000).

1.5 HilFnbr

¥ Ji] GraphPad Prism 8.0 %14/ XJ 58 B4l #4748 1143
Bro EmFRxes £R, R Student’s (G I IEA 74047
P<0.05 %R 25 HAGIH#E L.

2 BR

2.1 PRMTS { ik B g 55 4120 ity 43k

it 73 191 3 0 Bl SR 55 41 AU R AT s 4l Ak 2
AFE, 59 (E1) R PRMTS ZEffiE A 4 i 355k B 3%
fm TRESFAEL (P=0.000); BEJS, X PRMTS ik 58 E M
ANFNGEARFHER BRSPS 00T, 4559 (64) R PRMTS
TR T~V I ik m T T~ (P=0.033).

Adjacent tissue
05 ST o

Lung cancer tissue A B

PRMTS staining score/score

Adjacent tissue

Lung cancer tissue
Note: A. Staining results of PRMTS expression (x40). B. Statistical analysis of PRMTS5 expression. ©P=0.000, compared with adjacent tissues.

1 REALUFRNPRMTS EMERESARPHRE

Fig 1 Expression of PRMTS5 in lung cancer tissues and adjacent tissues by immunohistochemistry

%4 PRMTSHIREKESEEE ERFEBNX R

Tab 4 Relationship between the expression of PRMTS and the clinical features of lung cancer patients

Clinical feature Relative expression of PRMT5/score t value P value
Gender 0.191 0.849
Male (n=39) 6.21+3.00
Female (n=34) 6.08+2.84
Age 0.490 0.626
>60 year (n=36) 5.93+2.84
<60 year (n=37) 6.32+2.99
TNM stage 2.178 0.033
[-1I (n=51) 5.6542.75
M-IV (n=22) 7.24+3.01
Pathological grading 0.370 0.712
TI-T2 (n=61) 6.21+£3.01
T3-T4 (n=12) 5.86+2.45
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Continued Tab
Clinical feature Relative expression of PRMT5/score t value P value
Lymph node metastasis metastasis 0.884 0.379
Yes (n=35) 5.83+2.54
No (n=38) 6.43+3.21
Note: TNM—tumor node metastasis.
2.2 PRMTS (/i ML 2 v i 45k iKAKF ¥R T LUSC (P=0.034, P=0.028). FBfijm, R

CCLE U4 45 GSE36139 HrbA 3k [ 24 4[5 &k B 67 1Y Western blotting 4 1] MRC-5. NCI-H1299. NCI-H460.,
Jideg, ILO1TRRA RN R . XX 917 Rl 4 i R kAT HCC827. PC-O4iffirh PRMTS ik, 453 (F20) &
b, 4R (F2A. B) W% PRMTS mRNA 75 i 25 £ A5 MRC-5 4L, PRMTS el 4N £ rh s ik .
AR IR R 2Rk, FLAE LUAD AN AR filiges i 2

13- GSE36139

12

Relative expression of PRMTS5 mRNA
S =
(1]
H
[ T]
HT
{11
[ [
H H
b
HIH
|

@ S & & s @ 7S 5 ¥
& &}\ & S & %@é‘ 6\&0 '\%%o ‘&\eﬁ & \)4@ & @d & \Q},s & & & 6&0 & & & s
& TS T §F O T T o Y @ @
S F ¥ o & < & & & D
o‘pé\ ® &3'6 ¢ & \?& o&oo & & %&
Y’& &&' Qb\ ‘b-é
& 8 Qz?
e & &8
o
<
B C
13 & GGSE36139-lung cancer cell line
12l ” PRMTS ——— | 73000

Relative expression of PRMT5 mRNA
s =
N

Poactin | —— — W P —
S > > > N
ot oF &% 37 o 5
<} < & N -t
> < ]
8 : > & ¢ &
& &
K S 56& S e&b ~
s @Q & @Q o
SN & & &
o°° & > & >
Y}@ > q,\\o & anc:
& & &
<° >

Note: A. Expression of PRMTS5 mRNA in the different primary cancer cell lines in GSE36139. B. Expression of PRMT5 mRNA in different pathological types of lung cancer
cell lines in GSE36139. VP=0.034, P=0.028, compared with the squamous cell carcinoma. C. Expression of PRMTS5 in human embryonic lung fibroblasts and lung cancer
cells detected by Western blotting.

2 PRMT5ZES B HIRIE

Fig 2 Expression of PRMTS5 in various cancer cells

2.3 FRAAEHEBR PRMTS Al NRE (4 44 &t B PRMTS % 4l L 3% TolsE AR, IR % S qPCR . Western blotting

5. JERB R & GE ) M F PRMTS B mRNA FIFE 235, 4508 (3A. B) &R,
AW 3 i Y PRMT5-shRNA1. PRMTS5-shRNA?2 . 5%k YL NC-shRNA M b, 5 Y PRMTS5-shRNA3 J5 [) NCI-

PRMTS5-shRNA3 i %54 78 R PRMTS (OAIIEEE, TR H1299 4 ifg /7 PRMTS 35 HA S BAIG, R ki 4 iR B A
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TE R PRMTS (Y NCI-H1299 Zlfotk (Fe)mgescsed, %
PRMTS5-shRNA [ 25 PRMT5-shRNA3) .

S ] CCKS8 2 46 M %% U PRMTS5-shRNA 4 Jifd F1 54

2021, 41(8)

F NC-shRNA #H (¥ P=0.000) . * F Transwell /N & Fll
Invasion /)N 25 46 ) 5% Yt PRMTS5-shRNA 20 #1 NC-shRNA 2H
MR MR BRE S, 45 % (K 3D, E) Bnw,

NC-shRNA 4 fitd (3 5 e 1, 4559 (K13C) WoR, fEX;  PRMTS-shRNA 4140 il (i %% . 2 28 6k 1 #9{% T NC-
3:48. 72 hJi, PRMT5-shRNA 4140 MIAYIEFEARE I B EMX  shRNAZL (1 P=0.000).
A B C
S s - NC-shRNA
gg = 20 0 o PRMTS-ShRNA
£% 10 PRMTS | v w— — 73000 = 15
50 © g @
0 % 0.5 . 2 10
8 "‘ . B-actin | ey - -— | 000 S
3 5 e 1 Q05
RS IR ) QSR SR S <
%og,ﬂ 55@? s'§ eg\\@sys% s§ O N 48 72
& & NSRS & #
D
PRMTS5-shRNA S 1B
8
Boes v g 300 ——
2 g
.. : E 200 .
; -A ‘w o
g 100
: ~ S o
2 % s - 100m NC-shRNA ~ PRMTS-shRNA
PRMTS5-shRNA E
= £ 250
in £ 200
i p > 150
- 2 100 O
- £
> E 50
4 100 pm 8

NC-shRNA  PRMT5-shRNA

Note: A/B. Transfection efficiency of PRMT5-shRNAs in NCI-H1299 cells verified by qPCR (A) and Western blotting (B). YP=0.000, compared with NC-shRNA. C. Effect
of PRMT5-shRNA on the proliferation of NCI-H1299 cells detected by CCKS assay. 2 P=0.000, compared with NC-shRNA. D/E. Effects of PRMT5-shPRMTS5 on the

migration (D) and invasion (E) ability of NCI-H1299 cells (crystal violet staining, x100).

3 REX PRMTS X FifiJE 20 B NCI-H1299 BI85 T R A2 22 58 200

YP=0.000, compared with NC-shRNA.

Fig3 Effects of silencing PRMTS5 on proliferation, migration and invasion abilities of lung cancer cell NCI-H1299

2.4 TR N R PRMTS % EMT H G5 11 B LR

19 5% Wil

% FHl Western blotting 6 Il #4 % i B PRMTS 1) 48 Jifs
NCI-H1299 ' EMT AH X ik, 4558 (K4A) BoR
i % PRMTS J&5 E-cadherin (1) 26 35 7K 44 i1 . vimentin 1
SNAI (R K TR R A, SRR 5 55 S qPCR A&
FREARIEE (CDHI. SNAII, VIM) FikEoL, 45
R (K 4B) Wi RS HE P VIM R SNALL (13635 7KF
TFE, FAR MG CDHI (R K5KF-3 .

2.5 PRMTS5 mRNA {6l K 5 i 41 20 o 18 5 35 K 3L
385 5 UG WA ek
M UCSC Xena 4l F 5 F 2k TCGA ¥ ¥ JF , 15
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LUAD #1 LUSC [ RNA-seq £ #i% , Jf i i R iEF 2 #0r
PRMTS5 mRNA TEi% 2 Fh il S 1 # A 4Urf i) 3Rik . 45
(EI5A. B) %WsR, PRMTS mRNAEHﬂﬂﬁéﬁéﬂ EPE’H%&&EL
FEETIER 44 (3 P=0.000) . Ffi)5,
Meier plotter HH 22 X il #3412 - PRMTS5 mRNA E‘J%@L'ﬁ
filidig B BB TE (overall survival, OS) ¥, E KA1F
RFS) SREM AT 0T, 45
(K 5C, D) %78 PRMTS mRNA {5 35 i) LUAD (3 (1)
OS F A T PRMT5 mRNA {i£ % 5 B % (P=0.005) , Tfii
PRMTS mRNA 657K -5 LUSC B35 11 OS RISt
[l 5}, 5 PRMT5 mRNA ik % ik () LUSC /& 3 A Lt ,
PRMTS mRNA {5 #6155 1) RFS R (P=0.028) . 4k
M4~ , PRMTS ZR3k W3 055 il i R R I A 6

i Kaplan-

(relapse-free survival,
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NC-shRNA PRMT5-shRNA

o 000

Vimentin

SNAI1 29 000

E-cadherin 135 000

PRMTS 73 000

P-actin | D SE— > ()

1

DR T SR RS 5 12 P 2k BRI & Lo ebLm | 1015

Relative expression of PRMTS5 mRNA

2
=)

—_
wn

Ju—
(=3

o
W

] NC-shRNA
[ PRMT5-shRNA

PRMTS

VIM

SNAII

CDH1
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