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Cloning and Construction of Plant Over-expression Vector
Containing AGL15 Gene in Arabidopsis thaliana
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Abstract: In order to explore its functions during the seed development, AGAMOUS-Likel5 (AGLI5)
gene in Arabidopsis thaliana was obtained by PCR technique and cloned into pMD20-T vector. The re-
combinant clone was detected by PCR technique and analyzed by the restriction enzyme,and the
full length of AGLI5 was sequenced. The results showed that the length of the clone sequence
was 807 bp. AGL15 gene in Arabidopsis thaliana was cloned into plant expression vector pCam-
bial301 in orientation,downstream of the promoter 35S. Double enzyme digestion results indicated
that the position and orientation of AGLI5 gene in pCambial301 were exactly right,and the plant
over-expression vector was constructed successfully.
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