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Abstract Based on the transcriptome data of Fagopyrum tataricum at flowering, a novel FibHLH3 (GenBank
accession number: KU296217) bHLH-like protein gene was amplified from Fagopyrum tataricum by using RT-PCR
and PCR techniques. Meanwhile, Fib HIL.H3 expression profiles was analyzed when tartary buckwheat at the stage of
germination was treated under abiotic stress. The result indicated that Ftb HLH3 was 1 273 bp in length, and open
reading frame of 957 bp encoding a protein of 318 amino acids residues. Sequence analysis showed that the
FtbHLH3 gene owned the characteristics of bHLH transcriptional factor known. Seen from the phylogenetic trees,
FtbHLH3 was gathered into the same cluster with other bHLH protein related to the stress resistance. The quant-
itative real-time PCR (qQRT-PCR) analysis indicated the Ftb HLH3 expression was increased persistently and obvio-
usly after UV-B radiation and 4°C cold treatment. Accordingly, FibHLH3 gene would be involved in the abiotic
stress response such as UV-B radiation and cold presumably.
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Figure 1 Amplification of Ftb HLH3 gene from F. tataricum
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