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Cloning and constructing of Os-miR390 precursor gene
and transforming it into rice

LU Yu-zhu,FENG Zhen, BIAN Li-ying, LIANG Jian-sheng

(College of Bioscience and Biotechnology ,Yangzhou University ,Yangzhou , JiangSu 225009 ,China)

Abstract: [Objective] MicroRNAs are a class of about 21 — 23 nt, non-codding, and small RNA that
play important roles in the development of plants and animals. The roles of Os-miR390 may be related with
Auxin response. Here transgenic methods were used to explore the function of Os~-miR390 in rice. [Meth-
od) Using the molecular cloning methods to clone, construct the precursor of Os-miR390 and transform it
into rice. [Result)] The precursor DNA of Os-miR390 from rice genomic DNA was successfully amplified
and constructed under the Ubiquitin I constitutive promoter. Thereafter it was introduced into rice media-
ted by Agrobacterium and the positive transgenic plants were gained by PCR. [Conclusion) Although the
T, transgenic plants show a phenotype of yellow leaf,the roles of miR390 can be explored in-depth through
combining the research of the target genes after the traits of T, to T, have stablized.
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a. The stem-loop of Os-miR390 in database;b. The stem-loop of fragment amplified by PCR after transcription
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Fig.5 Identification and the phenotype of T, transgenic rice

A. PCR analysis of the total DNA from transgenic rice: M. Maker;0. Wildtype;

1—11. Lane represent the different T seedlings which resist to hygromycin;

B. The phenotype of Ty transgenic rice: Ty transgenic rice in left; Wild type in right
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