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Prediction of secreted proteins of Fusarium oxysporum

based on whole genome sequence

Zhu Youpeng,Cai Wangyun, Han Changzhi

(The Key Laboratory of Forest Disaster Warning and Control of Yunnan Province,

College of biodiversity conservation and utilization,Southwest Forestry University, Kunming 650224 ,China)

Abstract: Fusarium oxysporum is a plant pathogen with soil habits as the main feature. It is widely distributed all over
the world and has a wide range of hosts. It can cause more than 100 kinds of root rot and stem rot of legumes,Solanaceae and
Cucurbitaceae. In some cases,even the plants will die,seriously affecting the yield and quality of the plants. At the same time,
at present,chemical agents such as metalaxyl, manganese zinc,carbendazim,and chlorothalonil are often used for the prevention
and treatment of the fungus. However,the control effect is not good,and it is urgent to develop a drug for the new target of the
fungus. Predecessors have already made clear that the secret proteins of plant pathogenic fungi play important roles in the
process of infecting and manipulating plants. However, there has been no report on secreted proteins in this bacterium. In this
study,based on the protein sequence of Fusarium oxysporum {. sp. lycopersici 4287 ,the secreted protein has a N-terminal sig-
nal peptide.no transmembrane domain,and no GPI anchor site. Based on the four major characteristics of protein secretion in
the extracellular, the bioinformatics online analysis program was used to identify 778 secreted proteins in the fungus,and the
characteristics of the above proteins were analyzed. The amino acid length of the above proteins was mainly concentrated in 101.
-400 aa,amino acid composition with G,T,S, A,signal peptide length is mainly concentrated in 16~21 aa, signal peptide amino
acid composition,especially P,S,A,T,G,signal The peptide cleavage site is of the TXT type. This study provides an important
theoretical basis for the further analysis of the secreted protein function of F. oxysporum and the development of new pharma-
ceutical targets.

Keywords: Fusarium oxysporum ; secreted protein; prediction; characteristics; bioinformatics analysis
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