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HEEAHATETEFEE LncRNA #2 ¥ il 25 i7 5=
2B & T 5 0 IR §H 25 49 B R T

WLl HRER,ITEX

HE BM RS AT E A I K B Al g
f5 RNA(LncRNA ) FUHAIN ik AR FUs Jday7 i 1. 753k

ZFAHIRA R AL limma” i HHAE K Cox M FIZ 4
1 Cox LB AXURS: 1A 23 A7 b4 gl T s KU RS 80, 1) 22 S %
H Kaplan-Meier ¥ 3EA, log-rank A5 96 22 5 I 35 1 T 5 5
R RERIGH 1o B AR Y 32 1038 TAERAAE 2T AR (AUC)
PEAFPEMY . i R £ “ pRRophetic” X 8 3 E 47 B 25 ¥4
PRI, i R 2 rms 7 T HIEE, IR A
BRI —SE e g, BRI SR 96 i PCR 346 U 7815 A7
PRRFRAKT- 257, ER HFRE 2 M 5EEHURER
HAFEE FHIE LncRNAs, 2 A~ 25 7 98 JE TS i (40 B
.20 MRTUS R N M T — A B ER A G
LncRNAs #4 J TG AR &g KU 1743 (1 8 35 19 AUC TEAIR,
WA AE AR A AT AR AR AR Y AUC TRV RS
0. 823 FERUESR AR 0. 722, 78 MK TCCA 25 &
0. 759 ARJRURS P53 A S8 35 TR Py 2 5cam il v B (1C, ) B
%, BURAETE 5 (P <0.000 1) &5l 4l 20U P VS (R 57 R
MERIE B E M TS AL, &t WE—1H8 k&
PRIZH AT E A G LncRNAs 2H B0 T 5 T00 XU A5 78 9 Jin
VIBSAIE . MeAh AR TR m] AT AR 245 4 i s . 455
JiRd 43 ( stage ) FINZ TR #E B0 A 2 — A B 2R 1A, %51 4R 1A
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PERRE 5 b 14 35 Jie K2 ARy T 25 Wit 24 A A 2 B AH
K, FE AR E M2 M — > B Z A HUS A R
A2, KIAEZM S RNA (long non-coding RNA , Ln-
cRNA) T EHOE O R EER T 200 nt, JF Hi% A
TR DIRE A H AR KL, LneRNA 16 2 Fh
AWt b R A AR R & LncRNA Y 5
W2 I8 0] RE 23 5 ) i A O 1 A, b R O R B
Bt P R A W g R D 3k DR AN R E
FHIEH) LncRNAs , FF-HZFITT K HAE 0N 83 B
DL AR S BRI R

1 HRE®

1.1 HRESAE N EE K 4 #E (The
Cancer Genome Atlas, TCGA ) %4 £ ( https ://portal.
gdc. cancer. gov/ ) HUEE 25 7 98 8 5 B I IR AR 2. e
ST v 3 A S0 R 4 2 A B
NS % F KA (Genome Reference Consortium Hu-
man Build 38, GRCH38) ( last-updated 2019-06 ) J{-if
b R ARG s 2H vl 1 D e HH R AT T R R
Ve T A LncRNA BRI AYRIR, SRk 45 433 1]
B BRI R 5T R 440 i 58 22 BERHAT LneRNA
FRBHE B EIE— L0, %1 1 B BIREHL
BTl 835 7 MR (n = 217) FIBRAIEA (n =
216) . TCGA i % v 45 i i J6 25 0l R A LR
fESEE IR 1 iR,

1.2 EFEHALRIEEMEX LncRNAs FJEE KT
PN G EE AT E PEAOC Y LncRNAs , #1577 —
AEEE RSP TncRNA 35 1% MR 4N i 28 48
AT ERESE AP TR R . O SRR B E
PRI AE Y R ;@ BH R 5 2 SRR
Bt ey ;B 1 25% I B FE e O EER AR
FaxE (genomic unstability, GU) ¥4, J5 25% M) L&
BE MR A E2 %E (genomic stability , GS) FEZH ;@)
KHIR A limma” | HLEL GU 411 GS 4 LncRNAs ()
Ik ,&ﬁlﬁﬂﬁjﬂ A Fold change) >2 E19
% <0.5 4R B (FDR) <0.05;& ¥153) 2=
5t 2% 1K LneRNAs & Xy 2 [H 20 A 3 € M A Sk 1Y
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®1 TCGA HiEEDRFEHERERKRIBEIFE (%) ]

IRRGER I LognES BIRTCGA i  PMHE
()
<70 94(54.97)  105(60.34)  199(57.68) 0.8121 0.367 5
=70 77(45.03)  69(39.66)  146(42.32)
PE
i 71(42.77)  86(48.04)  157(45.51) 0.7650 0.3818
B 95(57.23)  93(51.96)  188(54.49)
A
% 136(79.53)  134(77.01)  270(78.26) 0.1910 0.662 1
2 35(20.47)  40(22.99)  75(21.74)
Stageﬁ'}‘/ﬁ}q
I 28(16.37)  34(19.54)  62(17.97) 0.8965 0.8265
If 65(38.01)  62(35.63)  127(36.81)
1 52(30.41)  48(27.59)  100(28.99)
I\ 2(12.87)  24(13.79)  46(13.33)
NA 4(2.34) 6(3.45) 10(2.9)
M 434
MO 127(74.27)  132(75.86)  259(75.07) 0 1
M1 2(12.87)  24(13.79)  46(13.33)
NA 22(12.87) 18(10.34)  40(11.59)
W\
NO 99(57.89) 103(59.2)  202(58.55) 1.6370 0.441 1
NI 45(26.32)  37(21.26)  82(23.77)
N2 27(15.79)  34(19.54)  61(17.68)
T4+
Tl 4(2.34) 7(4.02) 11(3.19)  5.1870 0.268 6
™ 29(16.96)  32(18.39)  61(17.68)
T 123(71.93)  111(63.79)  234(67.83)
T4 14(8.19) 24(13.79)  38(11.01)
Tis 1(0.58) 0(0) 1(0.29)
LncRNAs" |

N T k2 IR M ) PR A AN R PR DG I
LncRNAs BYGEE: R £ sparcl” {ff T A R A
FaE PEAROC Y LncRNAs (1) 5 PR 3R 3k 455 X0 r A7 45
Fits fE A AT JE B I R R L R [
K2 B BRHF IR GBI E 257 A BA REXER,
W — 2D B0 1 2T b PR 2H A AR MEAH DG Y Lin-
cRNAs %€ (195 B
1.3 WEEZMHE #EdRTENEZ2RE Cox
L 8] DRSS [0 0 43 A 353 35 PR 4 AN P AH G LineR-
NAs 5 EEFAHZ B HR . il iRt i ]
K Z Cox 41T aRA5 11 AH G A BE R 20 A AR e P
AHICHY LncRNAs 5 AH G 1 25 PR 0 AN B2 e AR OC
) LncRNAs #9 A 275 5 Cox Fb i KUK [ )9 53 A
FEAEN A Pl @ U KUY A R R
IS AR T — A KU P4, BAR A AT

SEIR AR BE HCBUR R T4 = S Coof (Ln-

cRNA,) #* F&ik# (LncRNA,)
R fi1“ aftools” 12 5 Il 25 4 Fniak 36 45 19 50 P, i

T VR AT L 25 A A% R I XU 4 TPS3 1Y
G375 L AL, TCGA B . A FH YIRS Hh XU 3
G LA A T (B 43 01K I 2R 4R | 6 E A R
PRI TCGA 45 B i £ 5 R 43 A e XU 2L ARG DG
4,

i R £1“ pRRophetic” X =5 XU 2H 1Y H 35 E
TIPSR N TN . “ pRRophetic” -2 f FH &
LSk 355 1 A4 B8 3 X 245 4 | 2 B R 2 (1Cs, )
IR AT RAE ' BRI T
JEERE 25 W) AU S TR 4 24 (GDSC) Bl 1), fifi
R B rms #3773, IR H A 26 1R AR 1Y
—FHPEFEEL( C-index )

1.4 #RARE Uk 2020 4E 10 H—2021 4£ 10 H
LR R R A5 — B B Bt = 8 B X B B A BE—Jo
XATEE I ARTR AR A S 38 AR DBk 98 2L 8 B g
(e 57 L2 (B SN %% 2 ~ 3 em) , SE RN
RARAT BEHLEER 10 XF 17325

1.5 LRt EE R &84 K MK ( quantitative
real-timme polymerasechain reaction, qPCR ) & illl
AC115989. 1 71 AL096803. 3 BI R iE/KFE  H4 b
AR S R, TRIzol 57 & (B EFR
YR A PR A $EHCAL 210 RNA i R % 3
M & ( HA TaKaRa Bio A H]) ¥4 5% A . cDNA, %
H SYBR {7 ( H 4% TaKaRa Bio 23 A ) K i 4521
AC115989. 1 Fll AL096803. 3 [ AH N ik &, )W 7E
FEOLE = PCR X (K15 ABI7500, 5 H ABI A H]) |
T, A ¥ H EESgEE A RE R, NS
GAPDH /514 L7 51 8 5'-CATGTACGTTGCTA-
TCCAGGC-3", Fi#/¥ 51K 5'-CTCCTTAATGTCACG-
CACGAT-3"; AC115989. 1 5|91 ¥ 51 . LiiF 5'-GT-
TCTGTATCCAACCAGTGCAT-3', F i 5'-TCCTGAC-
AGTGAGGCAGCT-3"; AL096803. 3 M54 [ FF 51
$5'- GGGACCCAGAACAGATAGTCTT-3", N4
4 5'- CTTTCCTCTTTCAGGTGGTGC-3", K J] 2 -44¢
P15 AC115989. 1 il AL096803. 3 HYFIAKF .
1.6 it AE  (fi Kaplan-Meier 1155 A A
Iy 2 B A AT R AN A A A 2 R i 22 5 IRl
H log-rank AR 2ERESEF, JE o EEK
T ROC HHZ&TEAf 12 75 A5 78 % FR 3 B AR A7 0 1Y
TN EERL, W62 ] b AR FHIE S 40 WilCoxon 46 56
iM% PH,Z HE R Kruskal-Wallis f5%, £75
Ko A A5 B, Ll EG i H R (ver-
sion 4.0.3) 5¢ W, i GraphPad Prism 9. 5 {443
Braz it ot E i PCR BdiE, A P <0.05 N ZEFAH S
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2.1 ERFEAARTAEHERX LncRNAs FIEE ¥ TC-
GA B4 7% v 45 W 96 Fe & h (TCGA-COAD) 11102
ABFE SO FEH A AT ELL, 101 #BEE XN
FRARR e, WA Z B H“limma” R 22 547
Mriti5 2] 435 422 55 %388 LncRNAs (R 169 4,
LR 266 1) o B 25 A4S BUR R M /N T 20 A4S
LncRNAs E/R7ERE (8] 1) (X s 2 5 kik
%) LncRNAs #E17JC B RIS BT A7 433 2 45 i
BERN R TWARE (K 2A) A REZA R
SR EH 22 5 W3 (WAL LR FHAE S 8
WilCoxon ¥ 8635 P {H, P <0.000 1; /8 2B) ., #&
I, B 435 7KK LneRNAs 8 R FE R A
FE A LncRNAs,,

H T 2R R 1 BEHL AR E A 5K LneR-
NAs T2 5 04 SRR (0 FH R IR BRAH G 2 B 4
E 5 X2 LncRNAs JE8 351 mRNAs, B BH X &
H:P<0.001,r>0. 8,315 535 I~ 5 H AT E
FHIE LncRNAs (& f5) fr 23K 75 19 mRNAs (£064)
(K 3), 1 R f£1“clusterProfiler” X} iX 2% mRNAs i
17 KEGG #l GO & 543 Hr, R P {E /NI 30 4
EHEEE R (E 4) , XEILRIRN) mRNAs 5 505%
YRR , i SIS C R %Y
2.2 FEHEEIMME R Cox 4 HT e 22

A

AT S AH & B9 LneRNAs, H o AC115989.1 Fi
AL096803. 3 M4k 8 BUE BRI IR R AR
HFUE R fER R (E5) . TR Tk L i
JEHHOCH LncRNAs #4172 48 5 Cox LA XU [9115
T RAT— T KBS AR T L AR
ERIETG KU FES> = ACO16745. 2 # 0. 467555063
+ AC115989. 1 # — 0. 640420875 + AC138466.1 *
0.246904352 + AL035252.3 = 0.177208929 +
AL096803.3 * — 0.393895877 + AL132655.1 *
0.210712291 + AP003555. 1 * 0. 25031386 + HHLA3
— AS1 * 0. 177722417, 38 32 1] 25 48 38 XU 3 45
[ HRALE (1. 00730515533047 ) #4 VI Z5R4% , S0 ik 4 1l
AL TCGA BAFN ] 43 o XU 4 R XU 20, K-M i
LA IR XU 20 i k2 00 T XUB 4 (P R A
a4

JERIZ1 5T (GS)
2 pHEHAAFE(GU)

1
0

-2

E1 “limma”R 8% R 2HFEIERRER LncRNAs
e BRI ATRE (GS) 406 B AATRE (GU)

B
R A
’“‘37: A
e BIGS-like B9 GU-like s
1
0 msom%
-1 ﬁ
2 X
ey 2000
2 I
H 1000
&
0 1 1

GS-like GU-like

E2 REBHTEURBENERBERAAREEARTHHBEER
AR AT I B I I RS S 0 AR R SE N A AR FAE 2H (GU-like ) 5 £ (A8 RE A0 T DR 2H 4 58 4 ( GS-like ) 5 B o it (AR 5L IR 9 A8 4 4

K5 5 GS-like HOAE: ™" " " P <0.000 1
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® IncRNA ® mRNA

B3 BERFHEAXESTEESERAFRBEHEX
LncRNAs #£3%i%#) mRNAs
ZRA0 ;. LncRNA ; 21 {7, . mRNA

q value

0.01
0.02

0 5 10 15 20

q value

0.02
0.04
0.06
0.08

0 20 40 60

log-rank K4, €l 6) , YIZRME BoiE4E DL S TCGA
BAZ , B FAE AR A 21 TARHRRE (receiver op-
erating characteristic, ROC) [ # (area under curve,
AUC) B 0.7, X 57 1208 R T A RE 5 5+
N ¥ P IRAEIZ S AR R BT A R TR AN (]
(I R RFAE AT 43 2, QAR IS M5, Tk L 45 5 B AN
fifvigg o3, e A BITE AN ] 1) 73 2 R TR AR TH £
i RUF U BN B9 RE 1 (1 7) (P <0.05; P {H
K H log-rank K& %), AN, FE L5 i 44 98 5% 1E
LU qRT-PCR #E— 2L BiE AC115989. 1 Al
AL096803.3 ik, A F AC115989. 1 F1 AL096803. 3
TESS AR S AR 5 5T I, 5 T 2% 2R — 3L
(E18),

2.3 XBGHREVT N 45 B 9 2B & SR 10 o Bl = 1
TP53 K& AR H AR A Y i 7 5~ E ) g
JESERL P R ARG VNI ZRAE  BIEE AL TCGA
BAZ r v AP XURS: 2 =2 [6] TPS 3 58 AR A %6 LU ] 11 22 5%

0.04 0.06 0.08
GeneRatio

0.05 0.10
GeneRatio

E 4 R @#THXLE mRNAs #1T KEGG 1 GO E& 44
P {E /MBI 30 A B 42 B A (C(GO 40H7) 5C . D(KEGG 43#7T)
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A B

0 0.5 1.0 15 2.0
JR: B

5 BEZE Cox BEITEHXA LncRNAs
A B RIS TUE K LncRNAs UK PAE XU e, 3 LA R 2 A0 2R AR IR

I ZRSE LoaTIReS SATCGA
A il B = AL C = AL
B LA 4 B TR 2 B TR 2
1.00 1.00 1.00
0.75 0.75 0.75
E2 0.50 &2 0.50 £ 0.50
& & ﬁ
o b 025
0.25 P<0.001 0.25 P=0.017 P<0.001
[T TR T N TN TN SR N N T S I O T N T SO N N R RO R R | IS T Y Y T T T TN S RN S S |
0 123 45 6 7 8 9101112 0 123 45 6 78 9101112 0 123 45 6 7 8 9101112
AEAFIN T (4F) AAF I ) () AEAFIN T (4F)
& Hi £ High ri % Highrisk [221 161 94 46 21 14 7 6 4 4 2 2
et R R B I S m e 4 22011 2 lowrik [ 212 185 113 61 36 27 20 14 8 & 4 3 0
012 3 456 7 8 9101112 012 3 456 7 89101112 0123456‘789101112
HEAF I IR AT I TAICH) AT ()
D E F
1.0 F 1.0 F 1.0
0.8 08 0.8 |
w0 06 F w06 | w06
™ ¥ S
S04t 04| 04
02 02 02 F
AUC=0.823 AUC=0.722 AUC=0.759
1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
0 0.2 0.4 0.6 0.8 1.0 0 0.2 0.4 0.6 0.8 1.0 0 0.2 0.4 0.6 0.8 1.0
145 51 145 5 -5

6 FEEATNMERT
K-M 12 7% JE % S5 T F 3 1 U 22 5 (2T (LR A U AL, T €02k (R I KURL 4 ) < A DI 2688 B SR 4 € 4 TCGA BAS ; 45 75
B 135 SEBAEAFIBAR TSR ROC 12k D I 44 B J0ESE  F . S TCGA

RO KRR e WU AL T TPS3 JEN R R LU S R A e DR 2 AN R R DG B RS AE 28 2 [
BERTENEH, DURHC R R RZH KK, “pRRophetic” 53548 7% i AU 21 18 Xt 254
TEAE I —SA007 58 AR I FUBE RSSO ISR (1C,, ) B2 m TR (P <0.001) ,
TS VRAT 25 5 B N AR BB, IR DA KRS ZEL A 2 XU ) 25 R E S s (P 9)

(C)1994-2023 China Academic Journal Electronic Publishing House. All rights reserved.  http://www.cnki.net
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p
Aq 1.00 P<0.001 B ok ?]_00 D . oot
%0‘75 gms | P<0.001 Jﬁ%ms P<0.001 §°'75 '
Soul 2 Gl e S 2 S
puid R g 4 peid 025 L
L ———UT PR T N R Y B A R A B 1 I T N T T T T T | I T R T N B B R A1
0 123456789101112 0 1234567 89101112 0 123456789101112 0 1234567 89101112
) R GE FEAFI T (4 LEAFIR A (4F) EEAFIR ) (4F)
MUlE R8s B a08 8833 RGO B8 534343829438 BEUERUZ RS H528 110 AElmE N EAAsI &8 118
0 123456789101112 0 1234567 89101112 0 1234576789101112 0 789
AR () PEAZR ) (4F) AP I i
E F
100 © 1.00 © 1.00 P<0.001
Eors P=0.002 S 073 P=0.001 B 073
ﬁ 0.50 & 0.50 . wosor
T oas| Ho2s ._er Ho2s lfuk,
RIIIIIII 74:L||||||||||| d-||||||||||||
0 1 2 3 4 5 6 7 8 0 1234567 89101112 0 123456789101112 0 123456789101112
A T (R) CEAFI () ZEAFIN 1A (4F) 7 |uJ(¢)
I B R R BRbEmaEn s et R L RN RN BElEERB A
B 1 2 3 4 5 6 7 8 1234567 89101112 1234567 89101112 0 1234567891012
I HEAEIR RI(4F) HEAFI ] (FF) LEAE IR R] (4 LEAEIRR] ()
T - Peoon B7 BERRERRS REHBEETRENNRT
0 o Soof KM 124 7 6 DL 4 66 B B 2.5 A S
o5k o #Hoask Ly .
‘I&I T T T T N T N I | ‘Iﬁl [ T T T T T N A N | B;ﬁzﬁé\a’n)E;C:%Y%E,n%K;D;TNM ﬁ,ﬁ,ﬁj‘jlﬁﬂ,ﬂﬁ;E:TNM
0 1234567 809101112 0 1234567 89101112 T - ELHME . WA s T,
N EAREN ) SRR SHH TL T2 W F: B G R IR <70 4 H AT MBS 1
AT BB 5883583344 Ay MWBYBRL AL ] T . JIETT - . 2 ol T 4
o a3 ds 67901112 a5 e 7w o0tz TNMAMBIY IV IS ). TNM 3010y T3 2 T4 )5 20 6w KU 415
A AEIN 1] (4F) HEAEIN [ (4R) W AR XL 4
A B
4r 25
skskokok sfeskokosk
ik il
«]
H:”g 3b ﬁ 20 r
ey RG]
_‘—‘: uny
2 =
Z = 15t
% 2F =
c\' C’E
2 3 L
9__"’ § 1.0
S 2
< 1
< o5t
0 0
Ja g2 Jeid 55 LH A a2 i 52
E8 ¢RT-PCR #ilZ5FRRARFREEAR

A:AC115989. 1 AIXT AT ; B ACI15989. 1 AHXT ik &

A ZR4E(P<0.001)
100

75

S5

25

100

75

rH

& 50

25

0
e AU LGz 4

&9

**P<0.01," " P<0.001,

(C)1994-2023 China Academic Journal Electronic Publishing House. All rights reserved.

IS IEAE(P<0.001)

7 AU 2 ER IR 2L

5%

SAATCGA(P<0.001)

FRAIZUAR. * P <0.05, " *P<0.01,** *P<0.001,**** P <0.000 1

TG BV 43
100 Bl ¢
20 . = seskokok
75 s
Q 15F
X Tp53 #
& 50 W 5 Eg 10}
s | EL%S B
=
E st
25

0
[E e R IR 527

ERPARGZ o XU 2.

AR HBEF TP53 EFEREHLLH, “pRRophetic” EiE R T EE IC,,
LI R F I GRAE SO UEGE LI TCGA BAF = IR XU 21 22 18] TPS3 28 AR 4 % L f5i); B . WU J5 A AT 435 SR 4 Hed. * P <0.05,

TP <0.000 1

http://www.cnki.net
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R T AR [ I R B S 4%
G (IR 331 (stage ) HISE A A T — B (K
10A) , R ZPE IR L EXT THRE 1.3.5 4F
B AR AT RS T0 A R RS, i 8 2R IR 1) C-index
4.0.783,95% CI(0.735 ~0.832) ,P <0.000 1( [&l
10B) , ixFN L IEIX T 459 B35 5 AR A A7 B TS i
M RE S B FAE B L 2L B2~ R 1 (-] 10C)

3 itig

FEARF ST, %6 7 235 P g v 1 5 R 4 A A
K LncRNAs J 5 H LRI mRNAs , 38 13 X X 4
3RIK mRNA #1785 0T & B, iX 2L LneRNAs (1)
FEAE Y F T HE T BESE A 5 2N B 3 BE A A
WE R TR G AN LIRS PR AR M
Wi A SCHRHIE , Schrock et alt™™ %& 0 [ifrg 28 45 7%
A R T AR RE RN 25 T 98 S B R AR A (37 45,
[k (PD-1/L1) , [F] B BEA% 500 G0 588 33 97 ) g
PR R SR MRS G . RIE A TS
BRI T 22 0 B8 0 B IE , R J7 K6 36 4 7 5 FH 1 PN 5
AR SUNGREEAE B I IR ARE LR R E XS
(), PR IR IR 45 SR — e R BRI (5, &S
BERULEAS [R) I R RRAE 43 J2 vt ELA R A 1 780 0 &
B RSz R R g b T i — ik
AR R H 4 H 5 4% G 1Y) g 4310 ( stage)
S AT —ADINLE 25 L ELEARR C-index

A

sy

Jip R 2 341

TR 5

LM TINAE
VAR A A< T
SRR T
SERLEAF AR TN

#:0.783,95% CI(0.735 ~0.832), P < 0.000 1,
LinboChena et al """ (R T AELEFFE AUC 1 0. 741,
Joon-Hyop Lee et al VR AR R AR A AUC N
0.78, 1 Taohua Yue et al "' 2F BRI Jy 0. 72,
XU W XoF 45 7 i £ AR AR AE 0 100 T e T 22
ML e 1% 20 26 B2 A FI AT A I AS) 2 1) i J A
B Ay iR T 25— M E AR 5 e 1 ok
TRAE , Hh LUK 1 WE 5 51 2R A0 7 25 41 S B 5 1k
I7 05 SRBCE T SR, 5 DNA by igng
SR A ASHRFI I T4 DNA B Z L], 51 DNA $3#
B, BET A SR A JH - . Dennis et al'™ % 3
TP53 Y5845 7 R AE 5 240 e i Jeg 440 At 22 U460 it
L9PERRE N, W] TPS3 S48 A7 Bl T HE S DU it 24
FA, AU IE T ARG 3 194 1 T XU 2H AR
(4 TP53 5878 & HA W3 22 5 1, DR itk — 25 PF AR
P 2 18] % U5 245 ) 19 B0 . 5 Dennis et
al RIS AL, 7R 45 g P A RURS: I TPS3
GBS AR I S I T v DU 245 ) U . PRt
FE s PRI FH o A8 g2 190 950/ A5 R A o O 328 601 o
TR 2 i B B AR X 45 i i B B Ak
BIT T RAER L, BTG R0 A5
Bl TCGA Hcfa e i i) RRE A 1 11 235 1 s S8 A S
YE W T RS s v S R R AR E ARG 435 A4~
LncRNAs  #5d HI0UE T —> i 8 AR E
FH & LncRNAs #4) B ) 700 f5 T0000 JXUBS: A28 | 55 Ak | 1

oe}

1.0

o
o0

AR (%)

% 041
02 L L 1
0
0.6 0.7 0.8 0.9
S RE T
CloF
0.8 |
0.6
ﬁ
n 0.4 — 4EEYAUC=0.561
M,AUC=0.614
= YAUC0e37
02F = IO ass
— IR 73 1,AUC=0.741
— J AL, AUC=0.746
| — JUZE.AUC=0819

0 02 04 06 08 10
15575

E10 BEEESEEHMESIBEESHE—IIRE
AT (stage) 455 UG WS RS SR I 5 B ISR KN TR 1(40) 3 () 5 4F (&%) WY AAHER B A AL 225 €. ROC 73
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Construction of genomic instability-associated LncRNA models to

predict prognosis and cisplatin sensitivity in colon cancer patients
Tong Tong , Yang Yang , Yu Changjun , Fang Changyi
(Dept of Gastrointestinal Surgery, High-tech Campus, The First Affiliated Hospital of
Anhui Medical University, Hefei 230032)

Abstract Objective To explore whether the long-chain noncoding RNA associated with genomic instability in co-
lon cancer can predict clinical prognosis and therapeutic. Methods The R package "limma" was used for differen-
tial analysis, and the prognostic risk model was constructed by univariate Cox analysis and multivariate Cox propor-
tional risk regression analysis. The difference in prognosis was evaluated by Kaplan-Meier method, and the differ-
ence was significant by log-rank test. The efficiency of the prognostic model was evaluated using a time-dependent
area under the subject operating characteristic curve ( AUC). The R package “pRRophetic” was used to predict
the sensitivity of patients to anticancer drugs. R software package rms was used to build a line graph, and the con-
sistency index of the line graph was calculated. Real-time quantitative PCR was used to detect the difference in the
expression levels of prognostic protective factors. Results A total of 22 LncRNAs associated with genomic instabili-
ty in patients with prognosis were obtained, 2 were protective factors for prognosis in patients with colon cancer,
and 20 were risk factors for prognosis. A prognosis model composed of LncRNAs associated with genomic

instability was constructed, and patients with high risk scores had lower AUCs and shorter median survival. The
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five-year survival AUC predicted by the model was 0. 823 in the training set, 0.722 in the validation set, and

0.759 in the overall TCGA colon cancer patient population. Patients with low risk scores had lower half inhibitory

concentration (ICy,) of cisplatin and higher sensitivity (P <0.000 1). The expression of prognostic protective fac-

tors in colon cancer tissues was significantly lower than that in adjacent colon cancer tissues. Conclusion A prog-

nostic risk model composed of 8 LncRNAs associated with genomic instability was constructed and verified. In addi-

tion, the model can also predict cisplatin drug sensitivity. A histogram was constructed combining the tumor stage

and the prognosis model. The predictive ability of this graph for five-year survival of colon cancer patients is better

than that of traditional histopathological features and prognostic models constructed by predecessors.
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