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Identification and expression analysis of miRNA in the hypothalamus of
two duck breeds

CHEN Rong, YING Shi-jia, CHEN Zhe, YU Jian-ning
(Institute of Animal Science, Jiangsu Academy of Agricultural Sciences, Nanjing 210014, China)

Abstract: In order to identify miRNAs involved in the onset of sexual maturity in duck, small RNA libraries of the
hypothalamus of 105-day Liancheng duck and Cherry valley duck were respectively analyzed by Solexa technique according
to the development of their ovarian tissues. A total of 939 mature miRNAs were detected from two small RNA libraries and
among them 806 miRNAs were co-expressed. A total of 290 differentially expressed miRNAs were detected between the two
libraries, with 85 up-regulated miRNAs and 205 down-regulated miRNAs. The results of target gene prediction analysis
showed that more target genes were annotated into neuroactive ligand-receptor interaction, focal adhesion, MAPK signaling
pathway, and endocytosis so on. The result of quantitative PCR showed that there was a significant difference for the mRNA
expression of two differentially expressed miRNA targeted genes in the hypothalamus of two duck breeds.
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Table 1 Classification of small RNAs in the hypothalamus of two
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Fig.2 Identification and expression analysis of miRNAs in the hypothalamus of Liancheng duck and Cherry valley duck
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Fig.3 Quantitative PCR analysis of differentially expressed miRNAs( A) and their target genes(B) in the hypothalamus of two duck
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