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Abstract; According to the EST sequences of the Suppression Subtractive Hybridization (SSH) ¢cDNA libraries, a soybean UspA
gene named by GmUspl was cloned from the soybean by RT-PCR. The complete ¢cDNA of GmUspl was 1 047 bp,it encoded a
peptide which contained 164 amino acid residues. The 495 bp CDS showed that it belonged to the universal stress protein( Us-
pA ) family , by using the BLASTp tool of NCBI database. Homology analysis showed GmUsp1 had the highest similarity with the
bean Vf_enod18,and it belonged to the group of UspA,which represented by the ATP-binging structure of the MJ-0577 protein
from Methanococcus jannaschii. It also had the similar protein secondary structure with MJ-0577. In the salt sensitive variety U-
nion and tolerant variety Wenfeng No. 7 ,the expression of GmUspl was induced by 250 mmol+L ™" NaCl,100 wmol-L ™" ABA
and 30% PEG-600 treatment,however,it had different response time and expression level. So GmUspl might be involved in
plant stress adaptation, it suggested that GmUspl may play a role in salt stress adaptation in soybean.
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Fig.3 Phylogenetic relationship of UspA superfamily proteins
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The black bars below the sequences indicate either residues that are facing adenine of ATP( A) ,phosphate of ATP(P)or
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ribose of ATP(R)or are located in the dimerization domain(D) as derived from the crystal structure of MJ-0577.

Fig.5 Multiple sequences alignment of the UspA domains of the UspA proteins
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