2020 4
35 % 5 1

15 PR 26 PR A1 Bk 42 75
J Clin Urology (China)

« 371 -

35 eI U B9 mRNA 731 bR ic A T A R T

J &8

RAK KB

(HZE] BRI GBI TCGA B R 12 16 s b 4 U5 M1 2C I mRNA J3-F 4 , Ak g i b s A8 2 TR /9 150
BRI, F5E N TCGA B 4 v F B2 e 22 2 10 mRNA 225K 35 5048 #5417 TAL 20 OR1 43 20 )5 e 78 I 45 504 h
AT B K FR Cox 815 4387 F L T BLSR 9 £E 47 43 7 55 7 1k 3 0 5 I IO 988 91 )5 A A 38 10 38 A G 1 mRNA 47 7, 2R
Je i £ A8 i Cox 1A 43 47 257 3 F mRNA 43 F 3235535 (9 85 e 98 105 XU 37 43 A58 780, f J5 3l 3 ROC 43 BT 0 22
B P2 UG K B A S L IR 0 Kaplan-Meier 535 R log-rank 46 56 78 56 1F 405 4 A4 350 504 48 b 4>
T E TR KURE PF A, S5 R R T i N 3ET mRNA 4r 1 bR ic 0 55 b S5 KUK 3F 2 8580 L &k B 3 1 7
A mRNA G5 F5 10 009 15 I Ji ARG 3 43 450 78 17 T )11 2 4 s 30 TR 28090 o) v XU 3 43 5 2 5 A0 XU 37 43 S8 & 19 A
&N S E 2R — S WIREII 20X &2 PLX 7 A mRNA 20 T 76 iR & 2k L ok JR F U5 vl i & 5 &
BAEH, #518:7 D mRNA 4> FHRic 45 ZNF432, TNFRSF14,POLR3G . ZNF574 . LIPT1,AGER #1 ZRSR2, 3
FIX 7 A mRNA 3K AL HE Y KUK PF 43652 20 77 45 S 7 280 28 ) a0 FH 1 s e o A8 35 T A A7 301 T

[RgA] FEHE  7> 4RI BUR LA mRNA
doi:10. 13201/j. issn. 1001-1420. 2020. 05. 009
[(FES%ES] R737.14 [XEWEEHZ] A

Development of mRNA molecular marker and prediction model for

prognosis of bladder cancer

LI Wenxing"® ZHANG Yanli*"'

ZHOU Zhimin’®

PANG Yongbing"? ZHANG Yan'

(' Department of Diagnosis, Heze Medical College, Heze, Shandong, 274000, China; *Depart-
ment of Urology, Affiliated Hospital of Heze Medical College; *Center of Beijing Biomedical A-

nalysis, Tsinghua University; ‘School of Veterinary Medicine, Huazhong Agricultural Univer-

sity; °Department of Urology, Caoxian People's Hospital)

Corresponding author: ZHANG Yanli, E-mail: yanlizhangl12@mail. tsinghua. edu. cn

Abstract  Objective: To explore mRNA molecular markers related to bladder cancer prognosis through the

TCGA database, and construct a model for prognostic prediction of bladder cancer patients. Method: The mRNA

expression data of bladder cancer patients were downloaded from the TCGA database. After data preprocessing

and grouping, single factor Cox regression analysis and the likelihood-based survival analysis were used to identify

mRNA molecules significantly associated with bladder cancer survival in the training data. Then, through multi-

variate Cox regression analysis, a bladder cancer prognosis risk score model was built based on mRNA expression

profile. In addition, an optimal cut-off point of the classification of risk level in bladder cancer patients was calcu-

lated using ROC curve. Finally, Kaplan-Meier estimation method and log-rank test were used to verify the prog-

nostic risk score model in the validated data set and the whole data sets respectively. Result: We developed the

first mRNA-based prognosis risk score model for bladder cancer. When this model was applied either to the train-

ing set or to the validation sets, the patients with high risk of survival and patients with low risk were distinguish-

ed significantly. A further functional study found that these seven mRNA molecules may play an important role in

tumorigenesis, development and prognosis. Conclusion: The seven mRNA molecular markers including ZNF432,
TNFRSF14, POLR3G, ZNF574, LIPT1, AGER, and ZRSR2 can be used as novel biomarkers to predict the

prognosis and survival of bladder cancer patients.
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