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Abstract: Filamentous fungi are important industrial microbes with excellent ability of protein
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expression and secretion. For example, Trichoderma reesei can produce its endogenouscellulase
with a titer of up to 100 g/L in industrial fermentation conditions. Currently, filamentous fungi
have been successfully used to express heterologous genes. However, compared with endoge-
nous gene expression,the expression of heterologous genes in filamentous fungi is often of low
efficiency. In order to increase the expression level of heterologous genes,one effective way is to
use strong promoters to drive gene transcription. In this paper, we discuss the progress of ge-

netic modification of the filamentous fungi promoters to improve transcription efficiency of en-

dogenous and heterologous genes.
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