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Bioinformatics Analysis on Soybean Pathogenesis-related Protein( PR-5) and Its
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Abstract: Protein PR-5 of soybean is one of the PRs known as TLPs which exist in higher plants and can be induced to ex—
press by biotic and abiotic stress( including pathogenic microorganisms osmotic stress mechanical damage and phytohormone
etc. ) .

In present study the structure and function of gene Glyma01g42670.1 and its homologous protein were analyzed

through bioinformatics meanwhile 42 soybean TLPs protein sequences were collected to build a phylogenetic tree by software
Mega 4. 1
ma01g42670. 1 coded peptide with 240 amino acids and the protein was acidic and hydrophobic with pl 6. 26 which had typ—

and all the expression data of TLPs from website SoyBase were analyzed. The results showed: Gene Gly—

ical domain as TLP family. It had N-terminal signal peptide leading protein membrane transportation but without transmem—
brane helix structure and mainly existed in apoplast. It belonged to secreted proteins and inferred to have endoglucanase cata—
lytic activity. From the results of evaluation analysis gene Glyma01g42670. 1 was the orthologous gene of gene NP_192902. 1
from Arabidopsis which had the same function and the same origin. From the results of tissue differential analysis this gene
mainly expressed in roots and flowers. All the research helps to clarify the function and molecular mechanism of how TLPs
gene family did during the plant development.
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