REEPHREF R

Journal of Tianjin Medical University

2526 % 5 1]
2020 49 A

Vol. 26, No. 5
Sep. 2020 445

XEHRS 1006-8147(2020)05-0445-06

ﬁ%fﬂiéﬁm RNA-FENDRR FERE it 8 2H 41 b By Rk
Rl R = X

AR, BIR,ERL,BiEE
(%@Eﬂjﬁ B TR BEMAPRANEL , R T WA R ANEMIF 5T BT, R 300211)

¥
L

HE BB k4% RNA-FENDRR /25 i 2827 P 89 A M DU R 5 IS s B 5 6 R TPUG 89 % 2 . J33% Ik 4E 50 41
(5B 28 4%, Al qRT-PCR #l FENDRR 89 & ik 8 ; FI AR f2 T24 5637 .EJ 4= 253]-BV 4 4 A I b tm e & P 3o e 2 &
EAKTF ., AP A T 5 AT FENDRR Ao & 516 RAFAE GG AR A1, R Kaplan—Meier 2 7 25,547 R ) Rk 20 8 309 £ KL, )
Log-rank ¥ % ¥ 40 8.5 a9 PB4 e A 5 5 2 7 58 . LncRNA-FENDRR 728 bt 7% 2042 P B 2 T 8 (1=7.222,P<0.000 1), 20 /&,
AP IhiEs R —8, L PSR a0 & 5637 A A T RAK(P<0.000 1), 48 X 547 A 3L FENDRR &4 K-F 5 842 R A
#(*=4.612,P<0.05), £ B M K I, IncRNA-FENDRR & & 5 20 & B 09 Mg 45 - A 5 & 2 5K T & Ak A (HR=3.17,95%
CI:1.37~7.32,P<0.05), %i£:IncRNA-FENDRR 2§02 7 25 T, BIK AL BRE B H W R R TG H £,

KEEIF M ; K4 4E % A5 RNA; FENDRR

RESES R737.14 XHRARERD A

Expression of long non—coding RNA FENDRR in human bladder cancer tissues and Clinical significance
WANG Yu-jie, SHEN Chong, GAO Shen, DA La,HU Hai-long

(Department of Urology, The Second Hospital , Tianjin Medical University, Tianjin Institute of Urology , Tianjin 300211, China )

Abstract Objective: To investigate the expression of long non—coding RNA-FENDRR(FOXF1 adjacent non—coding developmental
regulatory RNA) in bladder cancer(BCa) tissues and its relationship with prognosis of patients with BCa. Methods: A total of 50 bladder
cancer tissues were collected and qRT-PCR assay was performed to detected the expression of IncRNA-FENDRR, and its expression
levels were also verified in four bladder cancer cell lines including T24, 5637, EJ and 253J-BV. Chi-square test was performed to evaluate
the correlation between FENDRR expression and clinicopathological features of patients with BCa. Kaplan—Meier method and Log-rank
test were performed to determine the correlation between FENDRR expression and prognosis of BCa patients. Results: LncRNA-FENDRR
was significantly down-regulated in bladder cancer tissues (:=7.222,P<0.000 1).The results were consistent in bladder cancer cell lines,
among which the expression of IncRNA-FENDRR in cell line 5637 was the lowest (P<0.000 1). Correlation analysis showed that expression
levels of IncRNA-FENDRR were associated with the depth of invasion in patients(y’=4.612, P<0.05). Survival analysis revealed that the
tumor —specific survival rate of patients with low expression of IncRNA-FENDRR was significantly lower than that with high expression of
IncRNA-FENDRR (HR=3.17,95% CI:1.37-7.32, P<0.05). Conclusion: LncRNA-FENDRR is significantly down-regulated in bladder
cancer tissues and is associated with poor prognosis of bladder cancer patients.

Key words bladder cancer;long noncoding RNA ; FENDRR
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