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Introduction

Filamentous fungi are tremendously
useful production organisms [1][2], yet
very few basic parts, e.g. promoters, are
publically available in academia, iGEM or
industry... Until now!

We have designed a software tool that
can generate promoters for any given
organism - or multiple organisms, and
tested it in Aspergillus niger as a pro-
of-of-concept.
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Methods

The synthetic promoters were in-
serted on a test platform (B-

Ba K3046009) and evaluated in
A. niger. From this, the fluore-
scence of mCherry was measured
Lo quantify the expression of the
promoter.
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spp., and used this model to ge-
nerate the promoter sequen-
ces. Figure 8 displays the pro-
cess the program follows.

Fig 6: This heatmap visualizes the RNA-seq
data used[3], showing read counts at sta-
tionary and exponential phase and the
final selection of genes.
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with different strengths, which is shown in Figure 4. The pro-
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Fig 1: The pie charts illustrate the scarcity of
fungal promoters in the Registry compared
to the predominance of enzymes produced
by filamentous fungi.
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Fig 9: Overview of what the project gained from the different stakeholders.
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