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RNA Interference Vector Construction of BolSDG8 and Genetic Transformation of Arabidopsis thaliana
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Abstract  Arabidopsis SDG8 specifically regulates methylation of H3K36 on the flowering key gene FLC, to promote its transcriptional expres-
sion and inhibit early flowering in plants. BolSDG8 of Brassica oleracea is a homologous gene of SDG8 of Arabidopsis thaliana. By blasting, a
conserved sequence of 359 bp named BolSDG8-RNAi was selected via construction of RNA interference vector and genetic transformation into
wild-type Arabidopsis plants (Col-0), and obtained one transgenic plant with stable inheritance. Through phenotype observation of transgenic
plants in T, , and analysis of days to bolting and rosette leaves number, it was found that BolSDG8 RNAi transgenic plants in Arabidopsis
showed similar biological phenotypes to sdg8-2 mutants, weak and significantly early flowering, laying a foundation for further study of biologi-

cal function of BolSDGS.
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