s

Aug. 2025
No. 65

HEDERIR

)

2025 £ 8 H 2
5 65 H

RBM4 E B EREALNFHRIERIGKREX

EREL R L R 2
1LAETARERERAF T IR 2242005 20T R EHRLFIRESIE L IR
224005
[ Z)B8): KT RBM4 AR ERAL TR LRI KR EN . Fik: KA RT-gPCR & Western blot
EAEMNBEERFEE, EFRE L @MBARE@mIET RBM4 69 mRNA Ao & &K K-F; KA L& AR
P Fe & kA M S Y35 B B R A S Fe R O JE 4842 F RBM4 Atk Rk & 547 RBM4 &k 5 & F 15

RBFEFIEG R, R HETEE LR 904k Het-1A A8k, 5 #8245 & @ RBM4 49 mRNA &

KO KFHH IR IK. RBM4A E£JEF ML,
RBM4 %35 5058 K

JEM P AT RS A A 72.6% (77/106) . 36.8% (39/106) .
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AT . K H RT-qPCR A4 & 24217 RB
M4 mRNA Fik/KF. FREFE M E RNA J5,
A A s R G il 26 ¢cDNA; P cDNA
BEA#EAT PCR OB, Kl i RBM4 mRN
A Fik/KF. LL GAPDH NNZ, RNAKR 2
0 u L: SYBR Green Master Mix 10 pL,
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Expression and Clinical Significance of RBM4 in Esophageal Cancer Tissues

Cui Jianhua!, Chen Chong', Zhou Yang?

1. Department of Gastroenterology, Dongtai People's Hospital, Yancheng, Jiangsu 224200;

2. Medical College, Jiangsu Pharmaceutical Vocational College, Yancheng, Jiangsu 224005

Objective: To investigate the expression and clinical significance of RBM4 in esophageal

cancer tissues. Methods: RT-qPCR and Western blot were used to detect the mRNA and protein

expression levels of RBM4 in cancer and adjacent tissues, normal esophageal epithelial cells, and

esophageal cancer cells. Immunohistochemical staining was used to detect and compare the positive

expression rate of RBM4 in esophageal cancer tissues and adjacent normal tissues, and to analyze

the correlation between RBM4 positive expression and clinicopathological characteristics of

patients. Results: Compared with normal esophageal epithelial cell line Het-1A, the mRNA and

protein levels of RBM4 in five esophageal cancer cell lines were significantly lower. The positive

rates of RBM4 in adjacent tissues and cancer tissues were 72.6% (77/106) and 36.8% (39/106),

respectively. RBM4 expression was correlated with tumor size, differentiation degree, and T stage
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(P<0.05). Compared with patients in the RBM4-negative group, patients in the RBM4-positive

group had significantly better OS and DFS. Cox survival analysis showed that negative RBM4

expression was an independent risk factor affecting OS and DFS in esophageal cancer patients.

Conclusion: RBM4 expression is significantly reduced in esophageal cancer tissues, and its

expression is negatively correlated with lymph node metastasis, clinical stage, and tumor size in

esophageal cancer patients. It can serve as a reliable indicator for judging patient prognosis.
Key words: Esophageal cancer; RNA-binding motif protein 4; Prognosis; Clinical

characteristics



