12 BRI R0 5 39% 45 202449 J Mod Lab Med, Vol. 39, No. 5, Sept. 2024

PR ALZNH LncRNA TTN-AST J ff) 246 PR i 4 ik Y5
i A B Aok B 75 s R G PE IS

AdAE, A, REE (1 ERTEE 2y KA IR B B e R EE B ERRL, AR 610100
2. BCARTTHER X R EE B BEARL, BHR 610500 )

i E: BH AR AWBAL P K44 3E % RNA (long non-coding RNA, LncRNA ) TTN-AS1 = # % 5 31 2. 8
(squalene epoxidase, SQLE) #9&ik 5 s RymBAF LR TG AA XM, FFik LI 2018 1 A ~ 2020 4 1 A AR+ E 25
KFWBEIRL G 90 4] A MR & F AF R F., KA %K EE PCR & 2848 LncRNA TTN-AS1 &k, KA fE4
LALF AR M 2028 SQLE & 3& . 447 LncTTN-AS1, SQLE 5 A W% s s B AF ARG X £, KM #2547 LncRNA TTN-
AS1, SQLE * A W& Ut %k, COX @A ¥ AMmBETGMEA L., &R AMBEML T LncRNA TTN-AS]
(3.12£0.45) 482+ &% %, SQLE (71.11% ) @M i34 5 FEFAL (091+£0.12, 8.89% ) , £ZFAA%itT3ESL (1
7=45.156, 72.593, ¥ P <0.001) ., AMHEAL P LncRNA TTN-AS] 55 SQLE %k 2 E48% (7=0.589, P < 0.001) .
TNM 2 # [T#8. e 4445 55 20 22 Lnc RNA TTN-AS1 AR &5 & (4.26+0.52, 4.10+0.49 ) . SQLE ( 88.57%,
91.43% ) MHEZH T INM 58 1 ~ 141 (2.394£0.40, 60.00% ) . LAkE LB ZMEL (2501042, 58.18%) , £5F
ARG ESL (1//=8.409 ~ 19.211, 3 P<0.05) ., LncRNA TTN-ASI & % ik 8 Fefk F ik 20 = 5 & B F 55 4 50.00%
(22/44) #2 86.96% (40/46) , £ B A %+t & 3L (Log-rank y’=14.205, P=0.001) . SQLE ['a /28 fo [ PE 40 = 5 £
BHFEN R A 64.06% (41/64) F= 88.46% (23/26) , 25+ LA %5 % L (Logrank x'=6.291, P=0.012) . LncRNATTN-
AS1 % %&£ (HR=2.552, P=0.001) . SQLE e (HR=1.754, P=0.004) . TNM %-#1 Il #1 (HR=2.797, P=0.011) #=
B LA (HR=1.635, P=0.030) 2 AMBETEH R I EREE, &t AMBEMALF LncRNA TTN-AS1, SQLE &
KBAE, 5 ARG TNM 3R e E 8B h %, LifE MRS I BT ED .
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Correlation between the Expression of LncRNA TTN-AS1 and Squalene
Epoxidase in Rectal Cancer Tissue and Clinicopathological
Characteristics and Prognosis

FU Chaoying', HUANG Shiyue’, ZHANG Yunxia' ( 1.Department of Pathology, Longquan Hospital of Chengdu
University of Traditional Chinese Medicine, Chengdu 610100, China; 2.Department of Pathology, Chengdu Xindu
District People’s Hospital, Chengdu 610500, China )

Abstract: Objective To study the expression of long non-coding RNA(LncRNA TTN-AS1)TTN-AS1 and squalene epoxidase
(SQLE) in rectal cancer, and their correlation with clinicopathological characteristics and prognosis. Methods A total of 90
rectal cancer patients diagnosed and treated in Longquan Hospital of Chengdu University of Traditional Chinese Medicine from
January 2018 to January 2020 were selected as the research subjects. Fluorescence quantitative PCR was used to detect the
expression of LncRNA TTN-ASI in tissues. Immunohistochemistry was used to detect the expression of SQLE in tissues. The
relationship between LncRNA TTN-AS1, SQLE and clinicopathological characteristics of rectal cancer were compared. K-M
curve analysis was used to analyze the impact of LncRNA TTN-AS1 and SQLE on the prognosis of rectal cancer. COX
regression analysis was used to analyze factors affecting the prognosis of rectal cancer. Results The relative expression level of
Lnc RNA TTN-AS1 (3.12 + 0.45) and the positivity rate of SQLE (71.11%) protein in rectal cancer tissues were higher than
those in adjacent tissues ( 0.91 +0.12, 8.89% ) , and the differences were significant (¢/5’=45.156, 72.593, all P<0.001). The
expression of Lnc RNA TTN-AS1 was positively correlated with SQLE in rectal cancer tissue (7=0.589, P < 0.001). The relative
expressions of Lnc RNA TTN-AS1 (4.26 +0.52, 4.10+0.49), SQLE (88.57%, 91.43%) in tumor TNM
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stage IIT and lymph node metastasis were higher than those in tumor TNM stage I ~ II (2.39+0.40, 60.00% ) and tissues
without lymph node metastasis (2.50 + 0.42, 58.18% ) , and the differences were significant ( #/}°=8.409 ~ 19.211, all
P<0.05) . The 3-year survival rates of the LncTTN-AS1 high expression group and low expression group were 50.00% (22/44)
and 86.96% (40/46), respectively, and the difference between the curves was significant (Log-rank y*=14.205, P=0.001). The
3-year survival rates of the SQLE positive and negative groups were 64.06% (41/64) and 88.46% (23/26), respectively, and the
difference between the curves was significant (Log-rank y’=6.291, P=0.012). Lnc RNA TTN-AS1 high expression (HR=2.552,
P=0.001), SQLE positive (HR=1.754, P=0.004), tumor TNM stage III(HR=1.625, P=0.030), and lymph node metastasis were

(HR=2.797, P=0.011)independent risk factors for the prognosis of rectal cancer. Conclusion The increased expression of

LncRNA TTN-AS1 and SQLE in rectal cancer tissue are associated with TNM staging and lymph node metastasis, and both are

tumor marker for evaluating the prognosis of rectal cancer.

Keywords: rectal cancer; long non-coding RNA TTN-AS1; squalene epoxidase; clinicopathological characteristics
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Jifl, BET19.0 Ji M, B R R AR
AL, U AERE . T A R R, AR
EWRE2E Y, W RERS VA B BUR AR,
AT B G RIAT T 7 R . KaEIRgiY
RNA (long non coding RNA, Lnc RNA ) TTN-ASI
R KT 200 MZH R AAES RS RNA, FihtFE
R T AZEGL (AR X 2q31.2, 2 540085010 Fi2m
MO E A B AR ARGE, AN . IR
Jii S MRS H Lne RNA TTN-AS1 Rk, 2512
bR A L A M RS, SRV AE A R 2 W R S
M WAREY O fR IR A (squalene epox-
idase, SQLE) #ifib3EH (T 8q24.1, Fifiha (&0
B A b A B  , BRAS A AL A 2 I S A
2, 3WEMERE Y, MEEM, SQLE RENEfEE
o6 4 6 R o e G, BSOS i 0k % R AL T
YVEIE R, TENEAR . TR S Y e v R R A g
YEH . HHiE M+ LncRNA TTN-AS1, SQLE #
IR R PR S AN A o A SR 38 2 4G R i
#1 LncRNA TTN-AS1, SQLE W35, #HitWi#
Il RS 5 o
1 #MR5HE
1.1 AFRx % VR 2018 4E 1 A ~ 2020 4F 1 A
H B 2 KA IR B B2 R 1Y 90 ) B I ER A
PNBRIE: O¥WHEZ EEHRIAAR, R AR
SR EWE; QBhIEL . vigEE; OBEIRIK.
SCERE A B RETR R OB KR
B3D PN S o1 A [ R = S T i s A 2 31 vl
DIFIA I Je Bl WRAT e B A2 BB ;. @IF &
OE L FFRE . ESESER A ; QIR BHE ML
REFRMMs;, U URMEZLIN A2 b, B 5041,
P40 1 4RI 31 ~ 86 (63.19 + 6.25) % MRl A%
> 3cm B 39 4], < 3em HBH 514005 BE%
AR R 33 1], P AR AR B R 57 195 g
TNM 738: 1 ~ T 55 61, TS 35 #i;
IR B EE RS B 35 B, ARWFIRAEARBEE 2L

PRZE ot (b . LM202208011 ) o

12 BE5XA  QuantStudio SLHF %% E # PCR
24 (EEFEBRCAF ), B ( HARBMELTA
A, 845 DX31), 51K A FRIFE R, 2x
SRBR Green Master Premix 157 & ( _FiEEEEAY)
TRARAR, 795 LM-0949 ) , sl 4iib gy
iR & (L2l AR, 8% PV000) |,
H bt N SQLE — 4t ( 3£ [E Abcam A #, %5
ab203300) .

13 Fi&

1.3.1 #0141 LncRNA TTN-AS1 Z35K 0. BUCE W
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*x2 BREE COX EIFERH 4
ES T H B SE Wald P OR 95%Cl
AR =60 % vs < 60 % 0.242 0.113 2.502 0.340 1274 0.944 ~ 1.719
ezl Byt 0.168 0.131 1.645 0.428 1.183 0915 ~ 1.529
¥R ELAR >3emvs < 3em 0.159 0.140 1.290 0.568 1172 0.891 ~ 1.542
PR AR Ik vs ML 0.380 0252 2274 0.281 1.462 0.892 ~ 2.396
R A vs TG 0.476 0.163 8.527 0.000 1610 1.169 ~ 2.126
TNM /38 MHvs 1~ T 0.560 0.182 9.467 0.000 1.751 1225 ~ 2.501
LncRNA TTN-AS1 Rk vs K5k 0.610 0.174 12.290 0.000 1.840 1309 ~ 2.588
SOLE B vs B 0.572 0.168 11.592 0.000 1772 1275 ~ 2463
=3 £ FE COX [E)FHERI 4347
% B SE Wald P HR 95%Cl
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LncRNA TTN-AS1 F5#ik 0914 0.286 9.647 0.001 2.552 1420 ~ 4455
SQLE fHi: 0.564 0.232 6.675 0.004 1.754 1.125 ~ 2534
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