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Biogenesis and functions of the peroxisome in phytopathogenic
fungi A review

Jiaoyu Wang', Xiaoyan Wu?, Xinfa Du', Rongyao Chai', Guochang Sun'"

(‘College of Bioscience and Engineering, South China University of Technology, Guangzhou 510006, China)
(*College of Light and Food, Analytical and Testing Center, South China University of
Technology, Guangzhou 510640, China)

Abstract: Peroxisome (P), a ubiquitous organelle in the eukaryotic cells, is involved in various important metabolic proc-
esses. Investigation of formation, proliferation and degradation of the peroxisome is an important part of study of organ-
elles biogenesis. So far, mechanism of the peroxisome biogenesis is not completely clear, although over 30 related genes
were identified and characterized. Filamentous fungus, a multi-cellular eukaryotic organism containing many plant
pathogens and economic species, holds great value of studying function and mechanism in the peroxisome biogenesis. The
peroxisome researches have been progressed in recent years quickly after availability of the genome data and development
of the fungal bio-techniques. Meanwhile greater interests have been demonstrated in area of the peroxisome biogenesis
and in its roles of pathogenicity of several phytopathogenic fungi. The summary of mechanism of the peroxisome bio-

genesis in filamentous fungi and relationship between peroxisome and pathogenicity were reviewed in this paper
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