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Bioinformatics analysis of coding protein of AC2 gene
of Saudi tomato yellow leaf curl virus

ZHU Xiaolin, WEI Xiaohong *, WANG Baoqiang, FENG Yue, ZHAO Yaodong

( College of Life Science and Technology, Gansu Agricultural University , Lanzhou 730070, China )

Abstract;: This experiment aimed to analyze the structure and function of the transcriptional activator protein transcriptal
activator protein (TrAP) encoded by the AC2 gene of the Saudi tomato yellow leaf curl virus by bioinformatics. In this
study, primary structure, secondary structure, phosphate site, glycosylation site, tertiary structure and important
functions of the protein encoded by AC2 gene in tomato were predicted and analyzed by online software. Phylogenetic
trees were constructed by maximal likelihood method for the encoded protein sequences of AC2 genes from different
species for phylogenetic analysis. The results were as follows: The AC2 gene encoded a total of 135 amino acids in

tomato, and the encoded protein belonged to an unstable hydrophilic protein; The secondary structure was dominated by

W B HA: 2019-06-08

HEE&WH: HEHARP34(31560663) [ Supported by the National Natural Science Foundation of China (31560663) ],

YEZ B A R (1996-) , 5B Hl B B 855 4 WSS 7 10 ka4 A S AR B, (E-mail ) 2428498183 @ qq.com,
EEEE BN R AR S, RN SR A B S Sy A B IESE , (E-mail) weixh@ gsau.edu.cn,



1774 OO0 M W

40 %

random coil folding, with a ratio of 58.52%; The protein did not have a transmembrane domain, it belonged to non-

transmembrane protein and had no signal peptide; The 1-129 amino acid region of this protein was the Gemini_AL2

superfamily domain; The phylogenetics and plant taxonomy were basically the same, and the relationship between Saudi

tomato yellow leaf curl virus AC2 gene and the South African cassava is recent. The analysis of the structure and function

of the encoded protein provides a basis for further understanding of the AC2 geminivirus gene family, and provides a

feasible approach for tomato disease resistance in pest control.

Key words: Saudi tomato yellow leaf curl virus, AC2 gene, transcriptional activator protein, bioinformatics
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Fig. 2 Prediction results of TrAP protein of Saudi tomato yellow leaf curl virus
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Fig. 3 Prediction results of secondary structure of protein encoded by AC2 gene of Saudi tomato yellow leaf curl virus
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Fig. 4 Results of protein transmembrane region and signal peptide prediction
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Fig. 6 Results of domain prediction
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Fig. 8 Results of system evolution tree construction
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