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The analyzation of miRNAs screening expression in esophageal squamous cell carcinoma
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Abstract: Objective We selected the esophageal squamous cell carcinoma cases with detailed clinical-patho-
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logical data and follow-up information. The miRNA expression profiles with miRNA microarray were investigated.

The expression of miRNAs screening was analyzed between lymph node metastasis group and non-metastasis

group. Methods 10 cases of fresh frozen samples of esophageal squamous cell carcinoma tissues and their normal

tissues were selected. miRNA microarray(miRCURY LNA ? microRNA chip. Exiqon company) was used to detect

differential expression of miRNAs. And the expression of miRNAs screening was analyzed. Real time quantitative

PCR was applied to verify the reliability of miRNA array results. The target genes were predicted through the da-

tabase of bioinformatics analysis. Results The expression of 40 miRNAs was different between lymph node me-

tastasis group and non-metastasis group. 22 of them were up-regulated,and 18 of them were down-regulated. After

clustering and PAM analysis and real-time RT-PCR technology demonstration,we screened out two kinds of tissue

specific expression of miRNAs(miRNA-612 and miRNA-583) between lymph node metastasis group and non-metas-

tasis group. miRNA-612 was obviously up-regulated and miRNA-583 obviously down-regulated. Conclusion The

miRNAs detected in the miRNA microarray analysis may be characteristic molecular markers for lymph node me-

tastasis of esophageal squamous cell carcinoma. And we can get better understanding of the miRNAs’ functions in

the development of esophageal squamous cell carcinomas,and go further in searching for relevant target molecule

of clinical diagnosis and treatment in esophageal squamous cell carcinomas.

Key words: Esophageal squamous cell carcinomas; Lymph node metastasis; MiRNA; MiRNA microarray; Real-

time RT-PCR
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