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Abstract: WRKY protein is a kind of plant specific transcription factor superfamily, and SPFI is the first cloned
WRKY gene from sweet potato ( Kokei No.14). Using Bioinformatics tools, the protein structure and function of SPF1 were
analyzed. SPF1 protein is rich in serine amino acids and contains two WRKY domains harbouring CX,CX,, HXH and CX,
CX,,HXH zinc finger structures respectively, finally forming four and five B-sheets. The WRKY domains in SPF1 of Kokei
No.14 and sweet potato ancestor Ipomoea trifida had highly conservative WRKYG (Q/K) K amino acid sequence, and C
terminus presented relatively lower conservation than N terminus did. Phylogenetic analysis revealed that the WRKY domain
in termini N and C belonged to two different branches. The two WRKY domains(204 ~445 aa) in SPF1 were located inside
of the protein three-dimensional structure where the non-hydrophilic target DNA was bound. As a transcription factor, SPF1

might be involved in the regulations of nuclear and chloroplast genes expression.
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