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Abstract
protein BGRP1 gene of the larvae of the host insect Hepialus xiaojinensis. | Method ] The coding sequence of the BGRP1 gene of Hepialus larvae

[ Objective ] The study aimed to explore the structural characteristics and evolutionary relationship of the B-1, 3-glucan recognition

was cloned by PCR, and the physical and chemical characteristics and evolutionary analysis of BGRP1 protein were analyzed by Protparam,
NetPhos 2. 0 Server cDNA, MEHA and other methods. [ Result]The coding sequence of BGRP1 of the larvae of Hepialus xiaojinensis is 1 593
bp, which is inferred to encode a protein composed of 530 amino acids. This protein is a secreted protein, contains a signal peptide of 20 ami-
no acids and contains 2 functional domains, which probably combined with dextran. The analysis results of molecular phylogenetic tree showed
that the Lepidopteran insects BGRPs gene family was divided into 4 evolutionary branches. The evolution of BGRP1 of the larvae of Hepialus xi-
aojinensis is earlier than that of Hepialus pu, which lies between type T and T[. [ Conclusion] The study indicates that the protein has a do-
main that recognizes 3-1, 3-glucan, and may activate the phenolase-derived cascade system through serine phosphorylation to initiate immuni-

ty, which supply protein foundation for research the immune function of BGRP1.
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Table 1 Amino acid distribution of BGRP1

hiae IR e
No. Amino acid Ratio//%
1 Ala 4.5
2 Asp 5.5
3 Glu 6.2
4 Ile 6.0
5 Met 2.3
6 Tyr 3.0
7 Ser 8.9
8 Arg 5.1
9 Gly 1.7
10 Cys 7.5
11 Leu 7.5
12 Phe 6.2
13 Thr 5.3
14 Val 7.4
15 Asn 5.7
16 Gln 2.5
17 His 1.1
18 Lys 6.2
19 Pro 4.7
20 Trp4. 5 2.6
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