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Abstract
function is to regulate and control biological growth and cell differentiation. In this study, bioinformatics methods were used to systematically
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The SBP gene family which existed in the specificity of the plant corpus is a kind of important transcriptional factor and its main

analyze the sequence of A. thaliana SBP protein and build the phylogenetic tree for the sequence of A. thaliana SBP protein. The result of the
experiment shows that the family includes 30 members, which is distributed on four chromosomes intensively and are divided into three sub-
tribe. The biological function of A. thaliana SBP protein is a process of not only controlling biological growth and differentiation of cells, but
also regulating gene expression and glutathione catabolism and it also plays an important role in the copper ions transport membrane. In addi-
tion,a great number of protein sequences have molecular function-regulating and controlling the activity of transcription factors. The results of

this study provide important research basis for further functional analysis of A. thaliana SBP transcription factors.
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Table 1 Characteristics of SBP gene family in Arabidopsis thaliana

FEH 2R FER g AILREH LA
Gene name Gene 1D Amino acid number//aa PI
SPL8 AT1G02065. 1 333 8.88
SPL8 AT1G02065. 2 246 7.34
SPL14 AT1G20980. 1 1 035 8.47
SPL11 AT1G27360. 1 393 8.13
SPLI1 AT1G27360. 2 393 8.13
SPLI1 AT1G27360. 3 393 8.13
SPLI1 AT1G27360. 4 393 8.13
SPL10 AT1G27370. 1 396 7.87
SPL10 AT1G27370.2 396 7.87
SPL10 AT1G27370. 3 396 7.87
SPL10 AT1G27370. 4 396 7.87
SP14 AT1G53160. 1 174 10. 13
SP14 AT1G53160. 2 174 10. 13
SPL6 AT1G69170. 1 405 7.73
SPL16 AT1G76580. 1 988 8.57
SPL3 AT2G33810. 1 131 8.15
SPL9 AT2G42200. 1 375 8.22
SPL1 AT2G47070. 1 881 5.64
SPL5 AT3G15270. 1 181 10. 36
SPL15 AT3G57920. 1 354 8.99
SPL12 AT3G60030. 1 927 6.20
SPL7 AT5G18830. 1 801 6.78
SPL7 AT5G18830.2 801 6.78
SPL7 AT5G18830. 3 801 6.78
SPL.2 AT5G43270. 1 419 8.77
SPL2 AT5G43270.2 419 8.77
SPL2 AT5G43270. 3 419 8.77
SPL13 AT5G50570. 1 359 7.93
SPL13 AT5G50570. 2 359 7.93
SPL13 AT5G50670. 1 359 7.93
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Fig.1 Phylogenetic tree of Arabidopsis thaliana SBP gene family
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Fig.2 Protein sequence alignment of the conserved domain of Arabidopsis thaliana SBP transcription factor
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Table 2 Results of biological function enrichment regulated by Arabi-
dopsis thaliana SBP protein network
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Table 3 Results of molecular function enrichment regulated by Arabi-

dopsis thaliana SBP protein network
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