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Fig. 1 Schematic diagram for construction of the RNAi vector
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Fig. 2 Colony PCR and identification of restriction enzyme for pRNAi-NtAN9
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Fig. 3 Detection of transgenic tobacco by PCR
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Fig.4 RNA inference of NtAN9 alters flower color

from pink to white in transgenic tobacco
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RNAi of NtAN9 Changing Flower Color of Transgenic Tobacco
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Abstract: The function of plant glutathione s-transferase (GST) is related to anthocyanin transport and accumulation. To identify

the function of a tobacco GST gene, NtANY9, the intron-containing RNAi vector of NtAN9 gene was constructed, and then was

transferred into tobacco by agrobacterium-mediated transformation of leaf discs. The analytic results for anthocyanin content and

qRT-PCR of NtAN9 gene in transgenic tobacco flower at developmental stage IV showed that the transcription level of NtAN9 was

decreased heavily and the accumulation of anthocyanin was blocked by RNAi of NtAN9 , which leaded to color-changing flower from

pink to white. Overall, the function of NtAN9 gene was directly related to flower coloration, and these results have laid a founda-

tion for the further study on anthocyanin transport and accumulation.

Key words: common tobacco; NtAN9 gene; anthocyanin transport; RNAi; flower color
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