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Abstract: UV-B affected the growth and development of soybean, and caused a decline of yield. However, UV-B could pro-
mote the synthesis of flavonoids in soybean and enhance its resistance to insect pests. In this study, the characteristics of soy-
bean UV-B photoreceptor GmUVRS genes and their encoded proteins were systematically analyzed by bioinformatics methods.
The results showed that there were four GmUVRS proteins with different sizes in soybean. GmUVR8 which located in nucleus
were hydrophilic proteins. All GmUVRS8 proteins had several RCC1 domains, formed a complete or incomplete seven-bladed
B-propeller which similar with AtUVR8 protein. Four GmUVRS genes with different lengths and genome locations had the same
exons numbers and coding modes. Homologous sequence alignment showed that GmUVR8c was most homologues with AtU-
VR8. But the cluster analysis showed GmUVRS had its specificity. This study provides a theoretical basis for analysis of the
molecular mechanisms of soybean UV-B morphogenesis and GmUVRS genes functions in future.
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Table 1 The sequence information of GmUVRS proteins

HH AR BRI ST S5 HLRL

290 M A B IX

Prediction of subcellular  No. of transmembrane

Protein name No. of amino acids ~ Molecular weight/kD pl lealimation regions
GmUVR8a 482 52.1 5.67 MM 3
GmUVRS8D 437 39.2 5.69 AR 0
GmUVRS8¢ 474 50.8 5.57 URSIIN 0
GmUVRS8d 338 36.9 7.16 AR 0

*2 GmUVRS HBEREFIER
Table 2 The information of GmUVRS genes

FEH 2R TS Pt fhE L FEPIHK ORF K J&#
Gene name Gene ID Genome locations Length of gene/bp Length of ORF/bp
GmUVRS8a Glyma. 04G209600. 1 4 Sy K 8239 1449
GmUVRSb Glyma. 05G194400. 1 %5 YLk 6694 1314
GmUVRSc Glyma. 06G156400. 1 56 S YLk 10220 1425
GmUVRS8d Glyma. 08G002200. 1 8 Sy 6435 1017
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Fig. 1 The structures of GmUVRS genes
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