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Fig. 1 The apocrine secretion of filamentous fungi
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Fig. 2 New peptide chain enters into endoplasmic reticalum through signal sequence
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Fig. 3 The processing and degradation of glycoproteins in the endoplasmic reticulum
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Research Progress on The Efficient Secretion Mechanism
of Extracellular Proteins in Filamentous Fungi’
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Abstract Filamentous fungi are efficient cell factories in producing industrial enzyme products as the efficiency
in extracellular proteins secretion. Most researches on extracellular proteins secretion in new century found that the
protein secretion pathway of filamentous fungi had an efficient secretion mechanism compared with other
eukaryotes'. In order to explore the efficient mechanism, this paper summarized the latest research progresses of
secretory pathway in filamentous fungi. The key proteins in the secretory pathway were selected to perform
sequence alignment and structure alignment. And the possible efficient secretion mechanism was put forward.
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