55 37 B4 2 W) ** E E F Vol.37 No.2
2024 44 J Acta Medicinae Sinica Apr. 2024

DOI:10.19296/j.cnki.1008-2409.2024-02-015 . -L/l,_\' % .

+ ORIGINAL ARTICLE -

ETEWNBEREBIES T CI20RFI9 EIREFHREREE X

g ZEIR 35
CEEAR B 2 e — TR BH 2 e BB 26— BE g BE 2 =T b 2 S W9 AR B B 85 3R 33t BRFH 422000)

HME B B3 AEZHIEESI 12 5 F EIRT KA EIE 49( CI20RF49) f2 5L 5% 7 6 F ikt 0L 6 R & 5L
B BAEE G I, A FUIR IR Tr i Ao TG TR $-AE#T &%, ik 4% Oncomine 245 FE AN L% & i & (HPA)
Y 57 CI20RF49 L W F0 % G 2 SUIRSE R RV AL LR P 89 Rk 2 71, 2R J5 2 Kaplan-Meier Plotter ¢ 4% %
A CI20RF49 % ik KT 5 R B g% 3L 45 42 SUAR /% B % UG 09 48 % 1%, 5 /5 A A STRING %k ¥ & % #)
CI20RF49 ZAatE M & & M4 B, 5tid it KOBAS A 4 5 47 -F & #t47 KEGG sk 's £ 0. &R LRE T
CI20RFA49 #4 #35 & F EH MR, L% CI20RF49 mRNA Z £k B %69 % & A0 8] (0S) B K ik 43645 4 A
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Expression and significance of C/20RF49 in breast cancer based on Bioinformatic data

MA Qiang, LI Huijuan, LYU Yuncheng
(The medical Postgraduate Co-traning Base of Guilin Medical University-the First
Affiliated Hospital of Shaoyang College, Shaoyang 422000, China)

Abstract Objective To analyze the expression, clinical significance and interacting protein function of chromosome
12 open reading frame 49 ( CI20RF49) in breast cancer through online databases, and to provide a new approach
for the prevention, treatment and prognosis of breast cancer. Methods The Oncomine database and the Human
Protein Atlas (HPA) database were used to analyze the differential expression of CI20RF49 gene and protein in

breast cancer, and the Kaplan-Meier Plotter database was applied to analyze the correlation between CI20RF49
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expression levels and the prognosis of breast cancer patients with different pathological features, and finally the
STRING database was employed to map the CI20RF49-related reciprocal protein network and KEGG functional
enrichment analysis was performed in KOBAS bioanalysis platform to predict its biological function. Results
CI120RF49 expression was higher in breast cancer tissues than that in normal tissues. Overall survival time ( OS) and
distant metastasis-free survival time ( DMFS) were shorter in the breast cancer patients with hich CI20RF49 mRNA
expression than that in the breast cancer patients with low CI20RF49 mRNA expression, and the difference was
statistically significant ( P<0.05); CI120RF49 predicted poor DMFS prognosis in patients with Luminal B breast
cancer (P<0.05). The effect of CI20RF49 on poor DMFS prognosis of breast cancer was probably independent of
the expression profile of breast cancer receptor. These physiological processes such as NF-kB signaling pathway,
TCR signaling pathway and platelet activation were associated with CI20RF49-boosted breast cancer ( P<0.01,

Corrected-P<0.01) , promoted the progress of breast cancer. Conclusion C120RF49 is upregulated in breast cancer

tissues, and is important for the prognosis of breast cancer patients, which is worth the further study.

Keywords: chromosome 12 open reading frame 49 ; breast cancer; Bioinformatics
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