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Abstract: In transcription factor family, SBP is a specific group only found in plant. The genes in this family contain
a conservative nucleotide sequences namely DNA-binding domain, also called SBP-box, which encodes the SBP-
domain including 79 amino acid residues and is highly conservative. With homology alignment, all previously
known SBP from Arabidopsis, Oryza sativa and other plant species were blasted against the soybean genome
sequences to mining novel SBP TFs in soybean by a series of strict filtering criteria. In total, 44 members in
SBP TFs were identified and predicted. These transcription factors were predicted and verified to be involved
in soybean growth and development, adversity response, hormone response, resistance to mold response and

photosynthesis control process.
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