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Abstract Objective To construct a eukaryotic expression vector of microRNA - 140(miR - 140 ) and detect its expression in rab-
bit articular chondrocytes in vitro. Methods MiR - 140 amplified from human genomic DNA isolated from whole blood was digested and
inserted into pBudCE4. 1 vector to generate pBudCE4.1 — miR - 140 eukaryotic expression vector. The nucleus localization signal linked
nucleic kinase substrate short peptide ( NNS) was conjugated to chitosan to form “CS, then M*CS was respectively combined with
pBudCE4. 1 - miR - 140 and pBudCE4. 1 vector to form "“*CS/pDNA complexes. “"*CS/pDNA complexes were transfected into primary
rabbit articular chondrocytes in vitro. The expression of mature miR — 140 was detected by using quantitative real — time PCR (qRT -
PCR). Results MiR - 140 was successfully cloned into pBudCE4. 1 vector confirmed by restriction enzyme digestion and plasmid se-
quencing. By qRT — PCR, the expression of miR — 140 was significantly increased by about 14.5 times in "> CS/pBudCE4. 1 — miR - 140
transfection group when compared with *CS/pBudCE4. 1 transfection control group (P <0.05). Conclusion The recombinant eukary-
otic expression vector pBudCE4. 1 — miR - 140 is successfully constructed. qRT — PCR results showed that the mature miR - 140 was ef-
fectively expressed in transient transfection of articular chondrocytes. The study lays a foundation for exploring the role of miR - 140 in the
repair of cartilage injury in the future.
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