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Analysis of MicroRNA Species in Intrauterine Adhesion.
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Abstract Objective To analysis the miRNAs profile differentially expressed in human intrauterine adhesion (IUA) tissue and

normal uterus tissue. Methods We analyzed the role of differentially expressed miRNA and target genes in the pathogenesis of IUA.

Then the target genes were subjected to gene ontology and pathway analysis. The target miRNA was verified by polymerase chain reaction

method. Results A total of 26 miRNA species were differentially expressed in IUA tissue versus normal uterineus tissue. Of these, 17

miRNA was highly expressed and 9 miRNA was lightly minimally expressed in IUA tissue. The further analysis indicated the expression

level of miRNA was consistent with the results of gene chip. Conclusion Some miRNAs expressed differently between IUA patients and

normal women, suggesting that they may be involved in the pathogensis of IUA.

Key words Intrauterine adhesion; miRNA; Differently expression
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