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The kingdom of fungi is perceived as an unexplored reservoir for novel bioactive compounds 
that are mainly categorized as secondary metabolites. These molecules can be integrated in 
screening libraries for agricultural, pharmaceutical or food and feed applications. However, 
expression of genes required for production of these lead compounds in a heterologous 
organism suitable for large-scale production can be challenging. The scope of this PhD 
project was the construction of a secondary metabolite (SM) devoid Penicillium chrysogenum 
strain that can be used as generic host for insertion of interesting secondary metabolite 
gene clusters. To build this strain in a reasonable time, a more reliable genome editing tool 
was required. Chapter 1 introduces the transformation of filamentous fungi and approaches 
for genome editing with a focus on the RNA-guided DNA endonuclease Cas9. Furthermore, 
design principles for the expression of heterologous gene clusters will be discussed.
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Introduction 
Due to a dramatic increase in antibiotic resistance in the last 20 years, development and 
identification of new antibiotics remains an urgent and unmet need. However, a decreasing 
interest of pharmaceutical companies to invest in antibiotics research became obvious during 
the last 15 years1,2. Consequently, a joint EU-US taskforce for evaluating how to stimulate 
research into antibiotics was initiated in 20113. Besides financial benefits such as funding 
expensive phase III clinical trials partly by the public sector and lowering the requirements of 
the Food and Drug Administration (FDA) and European Medicines Agency (EMA) for market 
entries1, also research stimulation was included in the recommendations3. Amongst others, 
within the EU, this was realised within the 7th framework programme by funding projects 
that execute research in the field of antibiotic resistance mechanisms and identification of 
novel natural products. 

Such a project of the 7th framework programme was Quantfung (project reference 
607332), a Multi-Partner Initial Training Network (ITN) that started in October 2013. 
The objective of Quantfung was to apply combinations of fungal biology and synthetic 
biology for mining novel secondary metabolite biosynthetic gene clusters (BGCs) from 
filamentous fungi. Secondary metabolites produced by BGCs could not only be useful 
candidates for screening as antimicrobials but could also fit other applications in medicine, 
agriculuture and food and feed supplement applications4–6. 

Fungi as untapped source of natural products
The kingdom of fungi is considered to consist of 1.5 million species7. The produced 
specialized molecules of fungi may be an immensely rich source for new, naturally produced 
bioactive molecules8,9 that cannot be obtained through classical chemical synthesis10. These 
molecules are not required per se for survival of the producing organism but are beneficial 
for host infection, act as defense against foragers or provide an advantage in resource 
competition11,12 with other species thriving in the same environment. Fungal genomes 
usually contain genes for expression of different secondary metabolites (SMs) with mostly 
unknown function13,14. Moreover, some SMs may have a beneficial effect as pigments that 
protect from UV-induced mutations in spores15.

Fungal SMs are initially formed through condensation reactions of required primary 
building blocks which are assembled by large mega-enzymes such as polyketide synthases16 
(PKS), utilizing coenzyme-A coupled fatty-acid building blocks, non-ribosomal-peptide 
synthases17 (NRPS) requiring amino acids or terpence cyclases22 (TC), which utilize dimethylallyl 
diphosphate (DMAPP) and isopentenyl diphosphate (IPP) as precursor molecules. Since 
the enzymes involved in these reactions have a large, multi-domain structure with several 
conserved domains and sequence motifs, their presence in a genome can be detected by 
computational tools like AntiSmash19,20 or SMURF21. These bioinformatic methods serve as 
an anchor point for the presence of associated genes that form a biosynthetic gene cluster, 
containing all the necessary enzymes to synthetize a SM. Interesting possibilities arise 
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from these metabolite mining pipelines, e.g. about 1000 fungal genomes are going to be 
sequenced in the coming years by the Joint Genome Institute (JGI) 1000 fungal genomes 
project22 and several species of the genus Penicillium14 and Aspergillus23 were sequenced 
recently, offering the possibility to track the occurrence of BGCs across different species and 
isolates, which may reveal missing genes as already demonstrated for Aspergillus fumigatus24. 
However, it should be noted that the bioprospecting of cryptic fungal biosynthetic gene 
clusters (BGCs) should follow purpose-led rationales which can either be directed towards 
understanding the biological function of a SM in the producing organism or to discover 
SMs that suit a targeted application, i.e. in crop protection, food, feed or healthcare. 
For each application, it is mandatory to have a clear plan which molecular structure or 
physicochemical properties (molecule radius, molecular weight, charged groups) is required 
to narrow down the search space for BGC-derived products that are shortlisted for mining. 
This can be achieved by knowing the interacting molecules of an enzyme (i.e the substrate) 
or by performing protein-ligand docking simulations25 to obtain a lead structure which can 
be used as an initial scaffold that SM molecular structures can be compared to. Alternatively, 
structurally resolved SMs can always be included in a compound screening library that is 
tested for a specific effect for a defined application. 

Design principles for overexpression of biosynthetic gene clusters
In most cases, production of some SMs is highly dependent on the received stimulus and 
will be absent if the fungus does not require the product12,26. Consequently, most fungal 
isolates produce only a limited set of their SMs under laboratory conditions, necessitating 
the use of alternative stimuly to awaken biosynthetic gene clusters. Typical are screenings 
varying the used source of nitrogen27 or carbohydrate as well as stress conditions covering 
the depletion of enzyme cofactors such as iron28. Combining this knowledge with 
information gained from ongoing sequencing and annotating efforts of an increasing 
number of fungal genomes, will fill gaps in the “fungal secondary metabolome tree”  
(Figure 1) and ultimately allow identification of novel SM BGCs. The decisionmaking about 
which uncharacterized BGC to study can also be based on clustering BGC core genes 
together with SM structure and is remarkably useful to map the produced SM to the BGC 
core gene to identify and prioritize distinct or related BGCs for heterologous expression29. 
A systematic archiving of information about producing organisms and the BGC of a SM in 
a unified format is realized by the the Minimum Information about a Biosynthetic Gene 
Cluster (MIBiG) specification database30.

Further, having access to multiple genomes containing the same BGC might also enable 
scientists to perform a more rational selection of silent but functional BGC candidates that can 
produce secondary metabolites when expressed in a heterologous host (Figure 1). A recent 
study24 in A. fumigatus identified several gene clusters with point mutations in the core 
genes of a BGC and the encoded core BGCs of industrially used Penicillium chrysogenum 
strains31 also contain point mutations that would hamper successful compound production 
when resorting to this strains as origin of the respective core enzyme. 
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Figure 1. Schematic identification and heterologous expression of a BGC producing a secondary 
metabolite of interest. Red arrows present efforts that can lead to better understanding of BGC diversity 
and evolution. a) Strain isolation as an initial start to compound discovery should be accompanied 
by genome sequencing in order to obtain an overview of the genomic landscape facilitating BGC 
identification. b) Molecular structures can either be identified (de novo) using fractionation and NMR or 
by extensive MS/MS analysis and comparison to sample libraries using molecular networking to obtain 
coarse structural fingerprints. c) BGC mining of sequenced genomes is leading to a predicted cluster of 
enzymes showing typical protein domains for natural product synthesis and various BGC core genes. d) 
Predicting enzymes involved in synthesis of a compound can assist in delineating the required enzymes 
for production of an identified compound. e) Selected genes required for production of the target 
molecule are refractored to be compatible with the heterologous expression host by exchanging 
the promoter to a host-compatible version, adjusting the codon usage and removing introns, when 
necessary. f ) Increasing numbers of sequenced strains can be searched for similar BGCs to gain 
more insights into potential mutations and evolutionary events leading to the failure of compound 
production in closely related strains
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These observations underpin that BGC mining can be a high-risk endeavour. Multiple 

errors can arise due to the evolutionary trajectory of a BGC, rendering it nonfunctional without 
the possibility to identify the root cause due to the lack of a similar cluster in another species 
or due to errors stemming from automated genome annotation pipelines (ORF annotation 
and splicing prediction errors). These errors cannot be debugged with transcriptome 
data when the cluster in focus is silent. Consequently, a heterologous expression strategy 
needs to be able to accommodate quick changes in the DNA constructs tested, preferably 
allowing direct integration of multiple DNA parts that can be redistributed or replaced by 
modified parts build with the knowledge gained after a first design-build-test-learn cycle  
(Figure 1). Yet, the current status of genetic part integration into filamentous fungi build with 
the paradigms of synthetic biology32 in mind is promising, with success of integrating three 
parts into three distinct loci enabled by the use of targetable nucleases33 and eight parts into 
a single loci (Chapter four of this thesis), however still underexeeding the recombineering of 
more than 14 diverse parts with short overlaps in Sacchromyces cerevisiae as demonstrated in 
the HEX system34 for heterologous expression of fungal PKS-based BGCs. It would be worth 
to further examine the upper boundary of co-transformable parts in filamentous fungi to be 
on par with single-celled fungi (yeasts) and to increase usage of synthetic DNA fragments 
with adapted codon usage and removal of unwanted features of the nucleic acid sequence 
(i.e. restriction enzyme sites).

Typically for heterologous expression of pathways in filamentous fungi is the application 
of combinatorial cloning methods like GoldenBraid35 or MoClo36, which are based on iterative 
use of type-II restriction enzymes utilized for construction of expression cassettes. The desired 
host for heterologous expression should have a selection of characterized promoters which 
allows facile building and subsequent integration of multiple ORFs with a fixed or tunable 
expression output (Figure 1). The benefit of this strategy is twofold: on one hand, it reduces 
risk of spontaneous loop-out of introduced parts where similar sequences are used multiple 
times, especially when the produced SM can exert severe stress to the host organism. This 
genetic instability is in fact frequently exploited for forced removal of the acetamidase 
gene amdS by using the toxic metabolite 5-fluoroacetamide37,38 but is highly unwanted in 
long-term cultivations or expanding culture volumes in upstream processing of cultivations 
without the means to inhibit product formation in place. On the other hand, application of 
well characterized promoters allows the fine-tuning of enzyme amounts in the cell, which 
might be required to achieve optimal pathway performance.

Amongst fungal model organisms like Aspergillus nidulans, Neuraspora crassa, Trichoderma 
reesii, P. chrysogenum is a filamentous fungus with a selection of characterized constitutive 
promoters39, yet there are a few publications describing inducible systems for filamentous 
fungi based on the addition of small molecule-based inducers such as xylose40, arabinose41, 
starch42, doxycycline43 or ethanol44. Unfortunately, most of these systems do not fully 
characterize the inducible system in a comparable fashion (i.e., the assay used for output 
quantification varies substantially and the dynamic range of a promoter is seldomly accessed 
completely) for filamentous fungi in general. Future work in the domain of filamentous fungi 
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should therefore aim on a consensus how to judge the performance of a promoter to allow 
better outcome prediction of promoter activity. 

Heneghan et. al45 could still resort to repeated usage of the amyB promoter to express 
the four known and well-characterized genes tenA, tenB, tenC and tenS from Beauveria 
bassiana to heterologously produce the SM tenellin in A. oryzae using time-cosuming 
subcloning. However, the expression of larger clusters with entire refactoring of the cluster 
remains a challenge and will likely require more promoters to be characterized. A recently 
introduced tool for bacteria that allows systematic expression optimization if up to 12 
genes is the Escherichia coli Marionette system46, combining 12 small-molecule inducible 
promoters to determine optimal pathway performance without the need to repeated 
promoter swapping. Notably, also the choice of genomic locus for integration of expression 
cassettes might have an impact as demonstrated for A. niger47 due to different chromatin 
accessibility and chromosomal condensation status. Importantly, the performance of each 
promoter usually holds only true for one organism and importing a promoter to another 
organism (i.e. when required for host onboarding of an interesting species) might give 
entirely different outcomes. 

Rantasalo and coworkers therefore developed a generic, synthetic expression system 
(SES)48 that is capable of achieving similar performance in different fungal hosts. 

Upcoming research projects dealing with pathway integration and characterization 
into a filamentous fungal host can already resort on a solid foundation for integration 
and expression of heterologous genes. However, for successful compound identification, 
researchers are highly encouraged to take advantage of and give support to untargeted 
metabolomics data sharing platforms such as the Global Natural Products Social Molecular 
Networking (GNPS)49 website. These databases can facilitate can facilitate identification 
of produced compounds through molecular networking between publicly available raw 
data and own samples as recently demonstrated for identification of fungisporin-related 
molecules in Penicillium nordicum50.

Transformation of filamentous fungi
State-of-the-art genome editing in P. chrysogenum is done mostly via homologous 
recombination of large pieces of DNA that needs to contain a selectable marker51, flanked 
by homologous sequences for targeted insertion into the fungal genome. Delivery of these 
genomic integration cassettes is achieved via different routes, amongst them breakdown 
of the fungal cell wall by lytic enzymes and PEG-mediated DNA-uptake into the osmotically 
stabilized protoplasts52, agrobacterium-mediated delivery53, electroporation and biolistic 
approaches54. In the following section, a more detailed description of the procedures used 
for preparation and transformation of fungal protoplast will be given.

In order to obtain protoplasts from filamentous fungi, the fungal cell wall55,56 needs to be 
removed to obtain single cells and to allow passage of the DNA through the cell membrane 
(Figure 2). The fungal cell wall is structured highly different between fungal species yet is 
constituted primarily from three polymerized units: chitin, α- and ß-glucans but can also 
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Figure 2. Transformation workflow and time demand for generating a single-site genome-edited 
filamentous fungi. a) Scheme for a protoplast-based fungal transformation. Mycelium is harvested 
and incubated with cell-wall lysing enzymes, allowing the uptake of a selectable donor DNA through 
the cell membrane in the presence of high PEG concentrations. DNA-containing protoplasts are 
selected on regeneration plates, sufficiently suppressing the growth of not-transformed protoplasts. 
Obtained colonies are subjected to diagnostic PCR and subsequent purification steps b) Estimated time 
for obtaining pure fungal clones suitable for experimental testing. Repeated spore isolation and colony 
PCR is required to ensure only propagation of positive clones and purge background. If AMA-plasmids 
do not contain an essential gene or a selectable marker, they will not be propagated via spores and  
are hence lost.

be decorated with arabinan, galactomannan, mannoproteins and other integrated proteins. 
The degradation of the cell wall is performed with a mixture of hydrolytic enzymes (Glucanex, 
Yatalase, Driselase) sourced from microorganism genus of Trichoderma or Corynebacterium, 
containing various chitinases, chitobiases and β-1,3-glucanase able to degrade fungal or 
plant cell walls.  During protoplast formation protoplasts are maintained in a liquid medium 
containing osmotic stabilizers such as salts or sorbitol to avoid bursting of protoplasts.  
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Similarly to eukaryotic cells, a cryoprotectant preventing ice crystal formation such as 
polyvinylpyrrolidone 40 can be added to the osmotically stabilized protoplasts and allows 
storage of protoplasts for several weeks at -80°C57.

The delivery of donor DNA into the protoplasts is performed by addition of a high 
concentration of polyethyleneglycol (PEG), presumably evoking a distortion of the cell 
membrane and forcing the negatively charged DNA in contact with the cell membrane. DNA 
delivery into fungal protoplasts and import of the DNA into the nucleus is achieved with 
sufficient efficiency as shown with the delivery of AMA-plasmids that can be maintained 
in fungi, reaching a much higher frequency of colonies on regeneration plates compared 
to a donor DNA which requires integration into the genome58,59. This points at strikingly 
different activities of DNA repair and surveillance mechanisms in filamentous fungi and 
S. cerevisiae, the benchmarking organism for homologous recombination efficiency 
in the fungal kingdom of life. After recovery of protoplasts on osmotically stabilized 
solid medium, the presence of the introduced donor DNA is verified by PCR diagnostics. 
Additionally, the frequent utilization of dominant selection markers (amdS, ble, hph, ergA) in 
Penicillium and the relative low number of successful transformed protoplasts (usually below 
1%) in combination with rapid expansion of hyphae from transformants leads to frequent 
escape-growth of non-transformed protoplasts that require multiple rounds of purification 
to ensure that genetically pure strains are obtained (Figure 2b).

Moreover, removal of the introduced selection marker (via LoxP/Cre system or by 
counterselection) requires several weeks and slows down genetic engineering of filamentous 
fungi. As of 2014, no evidence in literature exists for a system that allows multiplexing or 
a faster read-out of transformation results. To summarize, the systems available for genetic 
engineering in P. chrysogenum and other fungi at this time did not allow a fast strain 
construction which would be favourable to speed up the heterologous expression of several 
genes of interest.

Genome editing approaches of interest for filamentous fungi
Genome editing tools60 can be defined as techniques that use various means of interaction 
with the DNA present in an organism to specifically alter it by exchanging nucleotides. 
Applications for genome editing tools range from gene function studies by means of targeted 
gene knockouts to mutational studies, for instance to improve the catalytic active domain 
of an enzyme, to production host engineering in biotechnology involving multiple targets 
in the genome. Genome editing requires recognition of a specific stretch of nucleotides by 
a protein (that may act as a carrier for a complementary oligonucleotide sequence in some 
cases) which can perform manipulations on the DNA itself or is recruiting other DNA-active 
proteins that perform a specific, at best programmable task. Genome editing tools can be 
categorized by the number of nucleotides which are required for recognition of the target 
site and the usual size of the introduced modification. The genome editing tools available 
for filamentous fungi are selectable integration cassettes, Restriction enzyme-mediated 
integration (REMI)61, the LoxP/Cre system, Zinc Finger Nucleases (ZNF), Transcription 
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activator-like effector nucleases (TALEN) or approaches based on clustered regularly 
interspaced short palindromic repeats (CRISPR)60 (Figure 3). Of the named tools, the TALEN 
approach allows highly flexible targeting of the fused nuclease (often FokI, cleavage motif 
5’-GGATG-3’) to a site specidied by 15 to 20 basepairs. The disadvantage of TALEN systems is 
the need to design a new protein for each targeting sequence62, leading to a large reduction 
in targeting flexibility.

Whereas a plethora of tools and technologies for targeted altering of genome sequences 
was published in the last decade for well-established model organisms, only few proof-
of-principle publications can be found for filamentous fungi on the use of the LoxP/Cre 
system63–66. The LoxP/Cre system requires the presence of loxP recombination sites inside 
the genome which needs to be introduced via an integration cassette if not present in 
the host genome. While LoxP sites allow facile removal or inversion of genetic elements such 
as selection markers, they can lead to loss of genome stability when present in multiple 
copies. This approach is succesfully exploited for generation of improved yeast strains67 but 
requires substantial remodelling of the entire yeast genome, hence requiring a large amount 
of upfront preparation before executing an experiment.

Because the CRISPR system offers a high flexibility with little adaption effort required for 
new targets compared to the approaches described briefly before, the following section will 
focus on the underlying mechanism of the targetable nuclease Cas9.

Functional mechanism of the RNA-guided DNA endonuclease 
Cas9
Clustered regularly interspaced short palindromic repeats (CRISPR) were discovered first in E. 
coli68 in 1987. The occurrence of CRISPR-associated-genes (Cas) in prokaryotic organism was 
systematically described in 200269 and the hypothesis that CRISPR/Cas serves as a resistance 
mechanism of bacteria against phage invasion was revealed in 2007 for Staphylococcus 
pneumoniae70. Since then, the mechanism of CRISPR/Cas systems has been elucidated.

CRISPR systems incorporate multiple short (20 40 bp) DNA fragments, termed protospacers 
in between short palindromic repeats in the CRISPR array. These arrays are transcribed by 
a type III RNA polymerase and further processed into CRISPR RNA (crRNA) by associated 
Cas-genes. Stabilized by a trans-acting CRISPR-RNA (tracrRNA), the crRNA recruits multiple 
proteins to form the Cas complex71 or for type II CRISPR systems, the crRNA is recognized by 
single RNA-dependent endonuclease Cas972. It was first shown in E. coli73 that these RNA-
loaded proteins can recognize the complementary sequences to the crRNA in the DNA of 
an invading phage if this sequence follows a short DNA motif, the protospacer-adjacent 
motif (PAM) which is –NGG for Staphylococcus pyogenes74,75. Upon recognition of the target 
sequence, a double strand break is induced in the DNA which can then be either repaired 
by the non-homologous-end-joining pathway (NHEJ) that may cause frameshift mutations 
or insertion/deletions (INDELS) or homology-directed repair (HDR) systems become active. 
The efficiency of correct integration events in filamentous fungi via HDR is increased by 
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Figure 3. Schematic overview of genome editing tools and their interaction with the DNA. a) 
A selectable donor DNA is the simplest approach to introduce a desired DNA sequence, relying entirely 
on the organism’s ability to either randomly or targeted introduce a piece of DNA to a genomic site. 
b) REMI uses restriction enzymes with few cut sites inside a genome to generate a DNA-damage stress 
response, thereby facilitating integration of donor DNA at specified and random locations. c) The LoxP/
Cre system can be used to excise a selection marker or any other cargo from a donor DNA but can 
lead to chromosomal rearrangements when multiple LoxP sites are present. d) ZNF/TALEN utilize DNA 
binding domains that can be targeted to a specific DNA sequence, thereby bringing the FokI nuclease 
in close proximity to the cutting motif. Application of TALENs is slowed by the need to redesign 
the DNA binding domain for each target. e) RNA-dependent endonucleases are loaded with a small 
RNA molecule which specifies the DNA sequence to be cutted, greatly simplifying the efforts to target 
different sites in the genome.
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deletion of the Ku70 protein homolog HdfA76,77, which is required for recognizing double 
strand (DSB) breaks and induces the non-homologous end-joining pathway. 

These findings made CRISPR/Cas9 interesting as a genome editing tool, because INDELS 
might cause frame-shift mutations or premature stop-codons which can lead to expression 
of a wrong amino acid sequence in the encoded protein or the earlier termination of 
transcription. Thus, by using NHEJ, gene silencing is possible whereas HDR allows a higher 
efficiency of introducing a donor DNA at the target locus. These donor DNA oligonucleotides 
can be used to introduce changes in the DNA that lead to point mutations or can even be 
used to introduce large genomic fragments. Furthermore, CRISPR/Cas9 does only require 
an sgRNA that matches the 20 nucleotides following the protospacer adjacent motif (PAM) 
in the genome to recognize the DNA, so no foreign DNA sequences must be introduced 
for genome editing. These features stimulated development of CRISPR/Cas9 based tools 
that further improved the Cas9 function. It was shown that a fusion of crRNA and tracrRNA, 
the so-called single-guide RNA (sgRNA)78 is also accepted by Cas9, facilitating simplification 
of the components required for the Cas9 system to be active. Moreover, other targetable 
nucleases such as Cas12a/Cpf179,80 were identified that broadened the targetable nucleotide 
motifs within genomes. Soon after this, the “CRISPR-craze” started where it was demonstrated 
that CRISPR/Cas9 was well suited for genome editing in yeast81, mice82, fruit fly83, human 
cell lines84, rice85, tobacco86 and bacteria87. Also, varieties of Cas9 proteins were created 
such as nickases that cleave only one strand of the DNA and reduce activity of the NHEJ 
pathway or fusions of catalytic inactive Cas9 (dCas9) to FokI nuclease88. These FokI-fusions 
have a reduced off-target effect89 because FokI nuclease will only cleave the DNA if the two 
dCas9 proteins linked to it will recognize both their targets in close proximity correctly. Also 
multiplexing of the system for up to three targets sites simultaneously was shown to be 
possible in S. cerevisiae90. 

However, it became obvious that careful sgRNA design and selection of CRISPR/Cas9 
targets is important as the system can have off-target effects and may cleave at sequences 
that are almost similar to the sgRNA91. Systematic probing of the succeptibility of Cas9 to 
cause these unwanted side-effects, so-called off-target mutations, pointed towards several 
nucleotide positions in the protospacer motif that are contributing to a lesser extent to 
the specifity of Cas974,92. This sparked a series of inventions to circumvent these problematic 
observations, including appropriate detection methods for off-targets such as Digenome-
Seq93, a plethora of tools that are able to predict off-targets into the target organisms 
genome94–96 and structure-guided modifications to reduce off-target cutting97,98. Nonetheless, 
delivery of the Cas9 protein and the sgRNA in a balanced way remains important to avoid 
off-target effects and reduce the toxicity of Cas9 which is observed in some species. 

Mostly, expression of the sgRNA and the Cas9 protein is realized via host specific 
vectors81,90 which require the availability of a functional polymerase III-promoter in front of 
the sgRNA expression cassette to express the sgRNA in the nucleus. Recently, it has been 
demonstrated that also self-splicing ribozymes can be fused to sgRNA99, thereby omitting 
the need for a polymerase III-promoter. If the expressed Cas9 protein is equipped with 
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a nuclear localization signal (NLS) it will be targeted to the nucleus after binding the sgRNA 
in the cytoplasm. Alternative approaches rely on stable integration of the Cas9 expression 
system100,101. Also the possibility to deliver only a pulse of Cas9 protein and sgRNA to 
the recipient organism has recently been shown102 for mammalian cell lines by using 
cell penetrating peptides or by packaging of sgRNA and Cas9 into liposomes103. By using 
combinations of sgRNA and a donor DNA, it was also shown that targeted introduction of 
point mutations is possible to i.e. fix a cancer mutation in mice hepatocytes82.

Within the ascomycete and basidiomycete fungi, CRISPR systems were established 
beginning in 2015, and have been demonstrated to work in 41 different fungal species until 
the end of 2018 (reviewed in Schuster et al.104). As soon as the hurdle of protoplast preparation 
for a fungal species is overcome and a set of working selection markers and promoters are 
known, a researcher can now resort to test different strategies of marker-assisted or marker-
free genome editing. While Cas9 is frequently delivered encoded on a donor DNA or on 
a AMA1 plasmid, we could also demonstrate that protoplasts of Penicillium chrysogenum 
are able to take incorporate the 160 kDa Cas9 ribonucleoparticles105 likely due to membrane 
perturbation during PEG-mediated DNA delivery. The applicability of protein delivery to 
fungal protoplasts was demonstrated before with the 38 kDa Cre recombinase 65 in A. oryzae. 
The sgRNA can either be directly delivered as a RNA molecule alongside the Cas9 expression 
construct or on a separate plasmid or donor DNA fragment104. These combinations of 
Cas9 and sgRNA delivery suggest that donor DNA elements and sgRNA molecules inside 
a fungal protoplast seem to be equally stable as in mammalian cells where an increase in 
Cas9 induced mutations is observed106 only after several hours owed to the transport of 
DNA fragments to the nucleus, transcription of mRNA and translation of Cas9 protein. Given 
the challenging purification of filamentous fungi clones for testing, the greatest benefit 
of applying a targetable nuclease is the possibility to target multiple genetic loci, thereby 
greatly reducing the time to a final strain. Multiplexing of up to 3 different genomic loci 
was demonstrated for 11 different filamentous fungi104 with editing efficiency of a triple 
modifications usually well below 40%, suggesting that the probability of taking up multiple 
DNA elements into a single protoplast is lower than taking up only a single fragment, hence 
the uptake of all required parts becomes the critical mechanism for efficient multiplexing.

To summarize, the CRISPR/Cas9 system is a tool for multiple purposes where gene 
deletion/gene silencing by NHEJ as well as specific introduction of point mutations or 
insertions via HDR were the most important applications for this research project. 
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Host strains and metabolic engineering for secondary 
metabolite production
The term generic is defined as “relating to a class or group of things; not specific” and means 
in general being applicable for multiple purposes. Established filamentous fungi relevant 
to industry derive mainly from the genus Aspergillus, Penicillium and Trichoderma107–109. 
These are considered excellent secretors of proteins and small metabolites such as citric 
acid or penicillin. However, Trichoderma and Aspergillus spp. show a strongly separated 
product spectrum when compared to Penicillium107. Production of a wide panel of native and 
recombinant proteins110–112 and compounds of the primary metabolism such as citric acid or 
gluconic acid113,114 is economically feasible using Aspergillii spp. such as A. niger, A. awamori 
and A. terreus. Cellulases required for e.g raw material treatment in bioethanol production 
are produced in Trichoderma spp115. 

In contrast, various compounds of the secondary metabolism, primarily ß-lactam 
antibiotics, are produced in ton-scales annually with P. chrysogenum and Acremonium 
chrysogenum116. Therefore, P. chrysogenum will be used for expression of SMs clusters in this 
PhD project because production of ß-lactams was extensively studied117–119 and it is considered 
an established production host or chassis organism (as termed in synthetic biology) with 
a low level of excreted proteins. Industrial ß-lactam producing P. chrysogenum strains were 
traditionally developed by repeated mutagenic treatments31,120 and subsequent selection 
of the high yield or producers or other strain characteristics (morphology, pigmentation, 
impurity reduction). High penicillin producing industrial strains have accumulated multiple 
point mutations per treatment, and this has impaired production of other, native SMs while 
optimizing the metabolic fluxes in the cell to higher ß-lactam titers121. Understanding which 
mutations are required for efficient production of ß-lactams will be important to generate 
leads for genetic engineering of P. chrysogenum to produce different SMs. 

A generic P. chrysogenum host strain to produce SMs should at first have some good 
growth and fermentation characteristics. When grown in liquid culture, it is important that 
this strain grows with a dispersed morphology to allow good mixing of the fermentation broth 
and no oxygen and nutrient gradients which usually occur during pellet growth. A dispersed 
morphology is usually prefferred for protein expression122,123 but it remainst to be seen if this 
always guaranties a high yield of secondary metabolites. Moreover, a reduced wall growth 
in culture vessels is important to ensure a homogenous broth and allows to parallel strain 
screening in 24-well plates or parallel bioreactor systems with a low culture volume. It is 
also important to select a strain of P. chrysogenum that has not a strong bias in amino acid 
metabolism. Because isopenicillin N is build up from the amino acids L-cysteine and L-valine, 
high penicillin-production strains could also have accumulated mutations in the pathways 
of these amino acids. Since production of a wide panel of secondary metabolites should 
be possible with a generic P. chrysogenum strain the amino acid-metabolism should remain 
flexible to produce any amino acid that could be produced in the wild type P. chrysogenum 
NRRL 1951124. 
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More than 40 NRPS and PKS genes were identified in the genome-sequenced strain 

P. chrysogenum Wisc54-125513. In industrial production strains, these genes are already 
silenced to some extent due to classical strain improvement31. However, it could happen 
that some of the still active but dormant BGCs might show activity if the metabolic fluxes 
are directed different than usually during penicillin production. Inactivation of the strongly 
expressed genes is then required to omit competition for cellular resources. The absence 
of other SMs will also make the downstream processing of secondary metabolites easier, 
avoiding co-extraction of metabolites that behave similar. 

Another requirement for a generic SM producing strain is also related to the product 
which should be produced. Depending on the source of the SM cluster that should be 
expressed, the presence of cellular compartments such as microbodies or peroxisomes 
might be required. This can help to stabilize product intermediates and could lead to an 
increased yield. It will also be important to determine if a heterologous SM requires a specific 
transporter for secretion out of the fungal cell or even for uptake into cellular compartments. 
In this respect, specific knowledge about the need for transport is often lacking with  
SM pathways. 

Once a desired BGC has been selected for heterologous production and its precursor 
metabolites are known, one can start to intervene in the primary metabolism to redirect 
the fluxes towards sufficient precursor supply as reviewed by Nielsen et. al125. Typically, this 
becomes necessary when production of the desired compound is limited by the availability 
of precursor molecules, such as amino acids or CoA-conjugated molecules. This can 
be addressed by introducing additional gene copies or alternative synthesis routes to 
the required building block. Since the field of metabolic engineering itself is extremely 
broad, it will not be attempted to provide an in-depth discussion about this topic here. 
The interested reader is referred to a recent review by Nielsen and Keasling126. Whenever 
possible, the engineering choices for any organism should be tested with assistance of 
a metabolic model (i.e. using the RAVEN toolbox127 for P. chrysogenum) that can deliver 
predictions of the cellular flux rebalancing when interventions in the primary metabolism 
will become necessary. Of note here is that the increased production of cellular primary 
metabolites might also induce a cellular feedback that can counteract the engineering effort 
to increase yield by for instance negatively impacting growth rates.

Taken together, possible improvements on the host strain for production are manifold 
and can be implemented whenever the product titer needs to be increased further.

The benefit of SM BGC is the uniqueness of their final and intermediate products, 
making it important to ensure sufficient supply of precursor metabolites and identification 
of enzymes involved in unspecific side reactions leading to product degradation as the first 
optimization steps, since the produced compounds are unlikely to feed in many other 
metabolic pathways.
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Scope of the thesis
Despite their important role in industry, genetic engineering of filamentous fungi yet lacks 
an extensive toolbox with the same functionality as that for S. cerevisiae or E. coli. Adaption of 
existing methods for genetic engineering from the latter organisms must continue in order 
to speed up construction of fungal strains with novel features. Furthermore, control over 
timing and expression level of several genes requires further research to identify promoters 
and tunable expression systems for better temporal control of heterologous protein 
expression, and to circumvent growth defects or stress-induced population heterogeneity 
that can cause yield loss when scaling cultivations. This thesis therefore explores new tools 
and principles to faster engineer Penicillium chrysogenum and to develop a platform strain 
for heterologous expression of secondary metabolites. 

Chapter 1 introduces the functional mechanism of the RNA-guided DNA endonuclease Cas9 
and the strategies applied to implement this targetable endonuclease in various fungal 
hosts. Furthermore, design principles for the overexpression of heterologous gene clusters 
and considerations for pre-cursor and cofactor supply will be discussed.

Chapter 2 describes the development of a Cas9 ribonucleoprotein-based transformation 
method for P. chrysogenum that improves gene deletions and construction of overexpression 
strains by considerably shortening the homology lenght required on the donor DNA for 
homologous recombination.

Chapter 3 identifies the polyketide synthetase responsible for the biosynthesis of Calbistrin 
in Penicillium decumbens through a joint effort of biosynthetic pathway mining and gene 
deletions using the tool developed in Chapter 2.

Chapter 4 utilizes the Cas9 ribonucleoprotein tool to delete genes involved in 
the biosynthesis of the secondary metabolites Chrysogine, Roquefortin and Fungisporin 
to create a clean host strain with reduced secondary metabolite payload. The obtained 
strain was characterized for changes of intracellular amino acid levels in glucose limited 
chemostats and transcriptome data were compared against a panel of penicillin-production 
strains. Furthermore, the polyketide synthethase PKS17 and the penicillin biosynthetic gene 
cluster were re-introduced to examine the performance of the newly developed platform 
strain for secondary metabolite production. Finally, the biosynthetic gene cluster required 
for the synthesis of Calbistrin identified in Chapter 3 was transplanted into the engineered 
P. chrysogenum strain and product titers were compared to the native host.

Lastly, Chapter 5 summarizes the development of an aldehyde-inducible promoter for 
Penicillium chrysogenum based on the alcR transcription factor and reports its performance 
for overexpression of the penicillin biosynthetic gene cluster from a polycistronic expression 
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construct. Furthermore, a strategy for fast selection of gain-of-function mutants in liquid 
culture using the hisB gene as an auxotrophy marker and the impact of the ornithin-
decarboxylase degradation tag on the stability of DsRed is investigated.



Genome editing and metabolic engineering of filamentous fungi

24

1
References
1. Cooper, M. a; Shlaes, D. Fix the Antibiotics 

Pipeline. Nature 2011, 472 (7341), 32. 
https://doi.org/10.1038/472032a.

2. Shlaes, D. M. Antibiotics: The Perfect Storm; 2010. 
https://doi.org/10.1007/978-90-481-9057-7.

3. Carlet, J.; Pulcini, C.; Piddock, L. J. V. 
Antibiotic Resistance: A Geopolitical Issue. 
Clin. Microbiol. Infect. 2014, 20 (10), 949–953. 
https://doi.org/10.1111/1469-0691.12767.

4. Schardl, C. L.; Panaccione, D. G.; Tudzynski, P. 
Ergot Alkaloids--Biology and Molecular Biology. 
Alkaloids. Chem. Biol. 2006, 63 (06), 45–86. https://
doi.org/10.1016/S1099-4831(06)63002-2.

5. Kato, T.; Park, E. Y. Riboflavin Production by Ashbya 
Gossypii. Biotechnol. Lett. 2012, 34, 611–618. 
https://doi.org/10.1007/s10529-011-0833-z.

6. Manzoni, M.; Rollini, M. Biosynthesis and 
Biotechnological Production of Statins by 
Filamentous Fungi and Application of These 
Cholesterol-Lowering Drugs. Appl. Microbiol. 
Biotechnol. 2002, 58, 555–564. https://doi.
org/10.1007/s00253-002-0932-9.

7. Hawksworth, D. L. The Fungal Dimension of 
Biodiversity: Magnitude, Significance, and 
Conservation. Mycol. Res. 1991, 95 (6), 641–655. 
https://doi.org/10.1016/S0953-7562(09)80810-1.

8. Keller, N. P.; Turner, G.; Bennett, J. W. Fungal 
Secondary Metabolism - from Biochemistry 
to Genomics. Nat. Rev. Microbiol. 2005, 3 (12), 
937–947. https://doi.org/10.1038/nrmicro1286.

9. Kück, U.; Bloemendal, S.; Teichert, I. Putting 
Fungi to Work: Harvesting a Cornucopia 
of Drugs, Toxins, and Antibiotics. PLoS 
Pathog. 2014, 10 (3), e1003950. https://doi.
org/10.1371/journal.ppat.1003950.

10. Ertl, P.; Schuhmann, T. A Systematic 
Cheminformatics Analysis of Functional 
Groups Occurring in Natural Products. J. Nat. 
Prod. 2019, acs.jnatprod.8b01022. https://
doi.org/10.1021/acs.jnatprod.8b01022.

11. Raffa, N.; Keller, N. P. A Call to Arms: 
Mustering Secondary Metabolites for 
Success and Survival of an Opportunistic 
Pathogen. PLOS Pathog. 2019, 15 (4), 
e1007606. https://doi.org/10.1371/journal.
ppat.1007606.

12. Keller, N. P. Fungal Secondary Metabolism: 
Regulation, Function and Drug Discovery. 
Nat. Rev. Microbiol. 2019, 17 (3), 167–180. 
https://doi.org/10.1038/s41579-018-0121-1.

13. van den Berg, M. a; Albang, R.; Albermann, 
K.; Badger, J. H.; Daran, J.-M.; Driessen, A. 
J. M.; Garcia-Estrada, C.; Fedorova, N. D.; 
Harris, D. M.; Heijne, W. H. M.; et al. Genome 
Sequencing and Analysis of the Filamentous 
Fungus Penicillium Chrysogenum. Nat. 
Biotechnol. 2008, 26 (10), 1161–1168. 
https://doi.org/10.1038/nbt.1498.

14. Nielsen, J. C.; Grijseels, S.; Prigent, S.; Ji, 
B.; Dainat, J.; Nielsen, K. F.; Frisvad, J. C.; 
Workman, M.; Nielsen, J. Global Analysis 
of Biosynthetic Gene Clusters Reveals 
Vast Potential of Secondary Metabolite 
Production in Penicillium Species. Nat. 
Microbiol. 2017, 2. https://doi.org/10.1038/
nmicrobiol.2017.44.

15. Langfelder, K.; Streibel, M.; Jahn, B.; Haase, 
G.; Brakhage, A. A. Biosynthesis of Fungal 
Melanins and Their Importance for Human 
Pathogenic Fungi. Fungal Genet. Biol. 2003, 
38 (2), 143–158. https://doi.org/10.1016/
S1087-1845(02)00526-1.

16. Cox, R. J. Polyketides, Proteins and Genes 
in Fungi: Programmed Nano-Machines 
Begin to Reveal Their Secrets. Org. Biomol. 
Chem. 2007, 5 (13), 2010–2026. https://doi.
org/10.1039/b704420h.

17. Marahiel, M. a. Working Outside 
the Protein-Synthesis Rules: Insights into 
Non-Ribosomal Peptide Synthesis. J. Pept. 
Sci. 2009, 15 (12), 799–807. https://doi.
org/10.1002/psc.1183.

18. Quin, M. B.; Flynn, C. M.; Schmidt-dannert, 
C. Traversing the Fungal Terpenome. Nat. 
Prod. Rep. 2014, 31, 1449–1473. https://doi.
org/10.1039/C4NP00075G.

19. Weber, T.; Blin, K.; Duddela, S.; Krug, D.; Kim, 
H. U.; Bruccoleri, R.; Lee, S. Y.; Fischbach, M. a.; 
Müller, R.; Wohlleben, W.; et al. AntiSMASH 
3.0—a Comprehensive Resource for 
the Genome Mining of Biosynthetic Gene 



Genome editing and metabolic engineering of filamentous fungi

25

1
Clusters. Nucleic Acids Res. 2015, 43, W237–
W243. https://doi.org/10.1093/nar/gkv437.

20. Blin, K.; Medema, M. H.; Kottmann, R.; Lee, 
S. Y.; Weber, T. The AntiSMASH Database, 
a Comprehensive Database of Microbial 
Secondary Metabolite Biosynthetic Gene 
Clusters. Nucleic Acids Res. 2017, 45 (D1), D555–
D559. https://doi.org/10.1093/nar/gkw960.

21. Khaldi, N.; Seifuddin, F. T.; Turner, G.; Haft, 
D.; Nierman, W. C.; Wolfe, K. H.; Fedorova, 
N. D. SMURF: Genomic Mapping of Fungal 
Secondary Metabolite Clusters. Fungal 
Genet. Biol. 2010, 47 (9), 736–741. https://
doi.org/10.1016/j.fgb.2010.06.003.

22. Grigoriev, I. V; Nikitin, R.; Haridas, S.; Kuo, A.; 
Ohm, R.; Otillar, R.; Riley, R.; Salamov, A.; Zhao, 
X.; Korzeniewski, F.; et al. MycoCosm Portal: 
Gearing up for 1000 Fungal Genomes. Nucleic 
Acids Res. 2014, 42 (Database issue), D699-704. 
https://doi.org/10.1093/nar/gkt1183.

23. Vesth, T. C.; Nybo, J. L.; Theobald, S.; Frisvad, J. 
C.; Larsen, T. O.; Nielsen, K. F.; Hoof, J. B.; Brandl, 
J.; Salamov, A.; Riley, R.; et al. Investigation 
of Inter- and Intraspecies Variation through 
Genome Sequencing of Aspergillus Section 
Nigri. Nat. Genet. 2018, 50 (12), 1688–1695.  
https://doi.org/10.1038/s41588-018-0246-1.

24. Lind, A. L.; Wisecaver, J. H.; Lameiras, C.; 
Wiemann, P.; Palmer, J. M.; Keller, N. P.; 
Rodrigues, F.; Goldman, G. H.; Rokas, A. 
Drivers of Genetic Diversity in Secondary 
Metabolic Gene Clusters within a Fungal 
Species. PLoS Biol. 2017, 15 (11), 1–26. https://
doi.org/10.1371/journal.pbio.2003583.

25. Pagadala, N. S.; Syed, K.; Tuszynski, 
J. Software for Molecular Docking: 
A Review. Biophys. Rev. 2017, 9 (2), 91–102.  
https://doi.org/10.1007/s12551-016-0247-1.

26. Brakhage, A. A. Regulation of Fungal 
Secondary Metabolism. Nat. Rev. Microbiol. 
2013, 11 (1), 21–32. https://doi.org/10.1038/
nrmicro2916.

27. Tudzynski, B. Nitrogen Regulation of Fungal 
Secondary Metabolism in Fungi. Front. 
Microbiol. 2014, 5 (NOV), 1–15. https://doi.
org/10.3389/fmicb.2014.00656.

28. Chen, M.; Liu, Q.; Gao, S.-S.; Young, A. E.; 
Jacobsen, S. E.; Tang, Y. Genome Mining 
and Biosynthesis of a Polyketide from 
a Biofertilizer Fungus That Can Facilitate 
Reductive Iron Assimilation in Plant. Proc. 
Natl. Acad. Sci. 2019, 201819998. https://doi.
org/10.1073/pnas.1819998116.

29. Li, Y. F.; Tsai, K. J. S.; Harvey, C. J. B.; Li, J. 
J.; Ary, B. E.; Berlew, E. E.; Boehman, B. L.; 
Findley, D. M.; Friant, A. G.; Gardner, C. A.; 
et al. Comprehensive Curation and Analysis 
of Fungal Biosynthetic Gene Clusters 
of Published Natural Products. Fungal 
Genet. Biol. 2016, 89, 18–28. https://doi.
org/10.1016/j.fgb.2016.01.012.

30. Medema, M. H. The Minimum Information 
about a Biosynthetic Gene Cluster (MIBiG) 
Specification. Nat. Chem. Biol. 2015, revised 
ve (September), 625–631. https://doi.
org/10.1038/nchembio.1890.

31. Salo, O. V.; Ries, M.; Medema, M. H.; 
Lankhorst, P. P.; Vreeken, R. J.; Bovenberg, R. 
A. L.; Driessen, A. J. M.; Backus, M.; Stauffer, 
J.; Berg, M.; et al. Genomic Mutational 
Analysis of the Impact of the Classical 
Strain Improvement Program on β–Lactam 
Producing Penicillium Chrysogenum. BMC 
Genomics 2015, 16 (1), 937. https://doi.
org/10.1186/s12864-015-2154-4.

32. Smanski, M. J.; Zhou, H.; Claesen, J.; Shen, 
B.; Fischbach, M. A.; Voigt, C. A. Synthetic 
Biology to Access and Expand Nature’s 
Chemical Diversity. Nat. Rev. Microbiol. 2016, 
14 (3), 135–149. https://doi.org/10.1038/
nrmicro.2015.24.

33. Kuivanen, J.; Korja, V.; Holmström, S.; 
Richard, P. Development of Microtiter Plate 
Scale CRISPR/Cas9 Transformation Method 
for Aspergillus Niger Based on in Vitro 
Assembled Ribonucleoprotein Complexes. 
Fungal Biol. Biotechnol. 2019, 6 (1), 1–12. 
https://doi.org/10.1186/s40694-019-0066-9.

34. Harvey, C. J. B.; Tang, M.; Schlecht, U.; 
Horecka, J.; Fischer, C. R.; Lin, H. C.; Li, J.; 
Naughton, B.; Cherry, J.; Miranda, M.; et al. 
HEx: A Heterologous Expression Platform for 
the Discovery of Fungal Natural Products. 



Genome editing and metabolic engineering of filamentous fungi

26

1
Sci. Adv. 2018, 4 (4). https://doi.org/10.1126/
sciadv.aar5459.

35. Sarrion-Perdigones, A.; Falconi, E. E.; 
Zandalinas, S. I.; Ju??rez, P.; Fern??ndez-
del-Carmen, A.; Granell, A.; Orzaez, D. 
GoldenBraid: An Iterative Cloning System for 
Standardized Assembly of Reusable Genetic 
Modules. PLoS One 2011, 6 (7). https://doi.
org/10.1371/journal.pone.0021622.

36. Weber, E.; Engler, C.; Gruetzner, R.; Werner, 
S.; Marillonnet, S. A Modular Cloning System 
for Standardized Assembly of Multigene 
Constructs. PLoS One 2011, 6 (2). https://doi.
org/10.1371/journal.pone.0016765.

37. Foster, A. J.; Martin-Urdiroz, M.; Yan, X.; Wright, 
H. S.; Soanes, D. M.; Talbot, N. J. CRISPR-Cas9 
Ribonucleoprotein-Mediated Co-Editing and 
Counterselection in the Rice Blast Fungus. 
Sci. Rep. 2018, 8 (1), 1–12. https://doi.
org/10.1038/s41598-018-32702-w.

38. Wise, A. A.; Liu, Z.; Binns, A. N. Three Methods 
for the Introduction of Foreign DNA into 
Agrobacterium. 343.

39. Polli, F.; Meijrink, B.; Bovenberg, R. A. L.; 
Driessen, A. J. M. New Promoters for Strain 
Engineering of Penicillium Chrysogenum. 
Fungal Genet. Biol. 2016, 89, 62–71. https://
doi.org/10.1016/j.fgb.2015.12.003.

40. de Graaff, L. H.; van den Broeck, H. C.; van Ooijen, 
A. J.; Visser, J. Regulation of the Xylanase-
Encoding XlnA Gene of Aspergillus Tubigensis. 
Mol. Microbiol. 1994, 12 (3), 479–490.

41. Flipphi, M. J. A.; Visser, J.; van der Veen, P.; 
de Graaff, L. H. Arabinase Gene Expression 
in Aspergillus Niger: Indications for 
Coordinated Regulation. Microbiology 
1994, 140 (10), 2673–2682. https://doi.
org/10.1099/00221287-140-10-2673.

42. GOMI, K.; AKENO, T.; MINETOKI, T.; OZEKI, 
K.; KUMAGAI, C.; OKAZAKI, N.; IIMURA, Y. 
Molecular Cloning and Characterization of 
a Transcriptional Activator Gene, AmyR , 
Involved in the Amylolytic Gene Expression 
in Aspergillus Oryzae. Biosci. Biotechnol. 
Biochem. 2000, 64 (4), 816–827. https://doi.
org/10.1271/bbb.64.816.

43. Meyer, V.; Wanka, F.; van Gent, J.; 
Arentshorst, M.; van den Hondel, C. a M. 
J. J.; Ram, A. F. J. Fungal Gene Expression 
on Demand: An Inducible, Tunable, and 
Metabolism-Independent Expression 
System for Aspergillus Niger. Appl. Environ. 
Microbiol. 2011, 77 (9), 2975–2983. https://
doi.org/10.1128/AEM.02740-10.

44. Flipphi, M.; Mathieu, M.; Cirpus, I.; Panozzo, 
C.; Felenbok, B. Regulation of the Aldehyde 
Dehydrogenase Gene (AldA) and Its Role 
in the Control of the Coinducer Level 
Necessary for Induction of the Ethanol 
Utilization Pathway in Aspergillus Nidulans. 
J. Biol. Chem. 2001, 276 (10), 6950–6958. 
https://doi.org/10.1074/jbc.M005769200.

45. Heneghan, M. N.; Yakasai, A. A.; Halo, L. 
M.; Song, Z.; Bailey, A. M.; Simpson, T. J.; 
Cox, R. J.; Lazarus, C. M. First Heterologous 
Reconstruction of a Complete Functional 
Fungal Biosynthetic Multigene Cluster. 
ChemBioChem 2010, 11 (11), 1508–1512. 
https://doi.org/10.1002/cbic.201000259.

46. Meyer, A. J.; Segall-Shapiro, T. H.; Glassey, 
E.; Zhang, J.; Voigt, C. A. Escherichia Coli 
“Marionette” Strains with 12 Highly Optimized 
Small-Molecule Sensors. Nat. Chem. Biol. 2018. 
https://doi.org/10.1038/s41589-018-0168-3.

47. Schäpe, P.; Mj, K.; Baumann, B.; Gutschmann, 
B.; Jung, S.; Nitsche, B.; Schütze, T.; Cairns, T.; 
Meyer, V. Updating Genome Annotation for 
the Microbial Cell Factory Aspergillus Niger 
Using Gene Co-Expression Networks. 2018.

48. Rantasalo, A.; Kuivanen, J.; Penttilä, M.; Jäntti, 
J.; Mojzita, D. Article A Synthetic Toolkit for 
Complex Genetic Circuit Engineering in 
S . Cerevisiae. 2018, No. May. https://doi.
org/10.1021/acssynbio.8b00076.

49. Wang, M.; Carver, J. J.; Phelan, V. V.; Sanchez, 
L. M.; Garg, N.; Peng, Y.; Nguyen, D. D.; 
Watrous, J.; Kapono, C. A.; Luzzatto-Knaan, 
T.; et al. Sharing and Community Curation of 
Mass Spectrometry Data with Global Natural 
Products Social Molecular Networking. Nat. 
Biotechnol. 2016, 34 (8), 828–837. https://
doi.org/10.1038/nbt.3597.

50. Hautbergue, T.; Jamin, E. L.; Costantino, R.; 
Tadrist, S.; Tabet, J.; Debrauwer, L.; Oswald, I. 



Genome editing and metabolic engineering of filamentous fungi

27

1
P.; Puel, O. Combination of Isotope Labeling 
and Molecular Networking of Tandem Mass 
Spectrometry Data to Reveal 69 Unknown 
Metabolites Produced by Penicillium Nordicum 
a Toxalim ( Research Centre in Food Toxicology ), 
Université de Toulouse , INRA , ENVT , INP-. 2019. 
https://doi.org/10.1021/acs.analchem.9b01634.

51. Jiang, D.; Zhu, W.; Wang, Y.; Sun, C.; Zhang, 
K.-Q.; Yang, J. Molecular Tools for Functional 
Genomics in Filamentous Fungi: Recent 
Advances and New Strategies. Biotechnol. 
Adv. 2013, 31 (8), 1562–1574. https://doi.
org/10.1016/j.biotechadv.2013.08.005.

52. van Hartingsveldt, W.; Mattern, I. E.; van 
Zeijl, C. M. J.; Pouwels, P. H.; van den Hondel, 
C. a. M. J. J. Development of a Homologous 
Transformation System for Aspergillus 
Niger Based on the PyrG Gene. Mol. Gen. 
Genet. MGG 1987, 206 (1), 71–75. https://
doi.org/10.1007/BF00326538.

53. de Groot, M. J. A.; Bundock, P.; Hooykaas, P. 
J. .; Beijersbergen, A. G. M. Agrobacterium 
Tumefaciens-Mediated Transformation of 
Filamentous Fungi. Nat. Biotechnol. 1998, 16 (9), 
839–842. https://doi.org/10.1038/nbt0998-839.

54. Rivera, A. L.; Magaña-Ortíz, D.; Gómez-Lim, 
M.; Fernández, F.; Loske, A. M. Physical 
Methods for Genetic Transformation of 
Fungi and Yeast. Phys. Life Rev. 2014, 11 
(2), 184–203. https://doi.org/10.1016/j.
plrev.2014.01.007.

55. Gow, N. A. R.; Latge, J.; Munro, C. A. The Fungal 
Cell Wall: Structure, Biosynthesis, and 
Function. 2018. https://doi.org/10.1128/
microbiolspec.FUNK-0035-2016.

56. Kang, X.; Kirui, A.; Muszy, A.; Widanage, M. 
C. D.; Azadi, P.; Wang, P.; Mentink-vigier, F.; 
Wang, T.; Chen, A. Molecular Architecture 
of Fungal Cell Walls Revealed by Solid-
State NMR. No. 2018, 1–12. https://doi.
org/10.1038/s41467-018-05199-0.

57. Eidtmann,  a.; Schauz, K. Cryopreservation of 
Protoplasts from Sporidia of Ustilago Maydis. 
Mycol. Res. 1992, 96 (4), 318–320. https://doi.
org/10.1016/S0953-7562(09)80945-3.

58. Bañuelos, O.; Naranjo, L.; Casqueiro, J.; 
Gutiérrez, S.; Martín, J. F. Co-Transformation 

with Autonomous Replicating and 
Integrative Plasmids in Penicillium 
Chrysogenum Is Highly Efficient and Leads 
in Some Cases to Rescue of the Intact 
Integrative Plasmid. Fungal Genet. Biol. 
2003, 40, 83–92. https://doi.org/10.1016/
S1087-1845(03)00081-1.

59. Fierro, F.; Kosalková, K.; Gutiérrez, S.; Martin, 
J. F. Autonomously Replicating Plasmids 
Carrying the AMA1 Region in Penicillium 
Chrysogenum. Curr. Genet. 1996, 29, 482–489.

60. Cheng, J. K.; Alper, H. S. The Genome 
Editing Toolbox: A Spectrum of Approaches 
for Targeted Modification. Curr. Opin. 
Biotechnol. 2014, 30C, 87–94. https://doi.
org/10.1016/j.copbio.2014.06.005.

61. Bölker, M.; Böhnert, H. U.; Braun, K. H.; Görl, 
J.; Kahmann, R. Tagging Pathogenicity 
Genes InUstilago Maydis by Restriction 
Enzyme-Mediated Integration (REMI). MGG 
Mol. Gen. Genet. 1995, 248 (5), 547–552. 
https://doi.org/10.1007/BF02423450.

62. Bogdanove, A. J.; Voytas, D. F. TAL Effectors: 
Customizable Proteins for DNA Targeting. 
Science (80-. ). 2011, 333 (6051), 1843–1846. 
https://doi.org/10.1126/science.1204094.

63. Box, P. O. Aspergillus Niger Strain 
Construction : To a Faster , More Efficient 
and Marker-Free Knockout Method Using 
Cre-LoxP System Gene Deletion. 2011, 1–20.

64. Florea, S.; Andreeva, K.; Machado, C.; 
Mirabito, P. M.; Schardl, C. L. Elimination 
of Marker Genes from Transformed 
Filamentous Fungi by Unselected Transient 
Transfection with a Cre-Expressing Plasmid. 
Fungal Genet. Biol. 2009, 46 (10), 721–730. 
https://doi.org/10.1016/j.fgb.2009.06.010.

65. Mizutani, O.; Masaki, K.; Gomi, K.; Iefuji, 
H. Modified Cre-LoxP Recombination in 
Aspergillus Oryzae by Direct Introduction of 
Cre Recombinase for Marker Gene Rescue. 
Appl. Environ. Microbiol. 2012, 78 (12), 4126–
4133. https://doi.org/10.1128/AEM.00080-12.

66. Zhang, D.-X.; Lu, H.-L.; Liao, X.; St Leger, 
R. J.; Nuss, D. L. Simple and Efficient 
Recycling of Fungal Selectable Marker 
Genes with the Cre-LoxP Recombination 



Genome editing and metabolic engineering of filamentous fungi

28

1
System via Anastomosis. Fungal Genet. Biol. 
2013, 61, 1–8. https://doi.org/10.1016/j.
fgb.2013.08.013.

67. Blount, B. A.; Gowers, G. O. F.; Ho, J. C. H.; 
Ledesma-Amaro, R.; Jovicevic, D.; McKiernan, 
R. M.; Xie, Z. X.; Li, B. Z.; Yuan, Y. J.; Ellis, 
T. Rapid Host Strain Improvement by in 
Vivo Rearrangement of a Synthetic Yeast 
Chromosome. Nat. Commun. 2018, 9 (1). 
https://doi.org/10.1038/s41467-018-03143-w.

68. Ishino, Y.; Shinagawa, H.; Makino, K.; 
Amemura, M.; Nakata, A. Nucleotide 
Sequence of the Iap Gene , Responsible for 
Alkaline Phosphatase Isozyme Conversion 
in Escherichia Coli , and Identification of 
the Gene Product. 1987, 5429–5433.

69. Jansen, R.; Embden, J. D. a. Van; Gaastra, W.; 
Schouls, L. M. Identification of Genes That Are 
Associated with DNA Repeats in Prokaryotes. 
Mol. Microbiol. 2002, 43 (6), 1565–1575. https://
doi.org/10.1046/j.1365-2958.2002.02839.x.

70. Barrangou, R.; Fremaux, C.; Deveau, H.; 
Richards, M.; Boyaval, P.; Moineau, S.; Romero, 
D. a; Horvath, P. CRISPR Provides Acquired 
Resistance against Viruses in Prokaryotes. 
Science 2007, 315 (5819), 1709–1712. https://
doi.org/10.1126/science.1138140.

71. Makarova, K. S.; Brouns, S. J. J.; Horvath, 
P.; Sas, D. F.; Wolf, Y. I. Evolution and 
Classification of the CRISPR-Cas Systems. 
2012, 9 (6), 467–477. https://doi.
org/10.1038/nrmicro2577.Evolution.

72. Nishimasu, H.; Ran, F. A.; Hsu, P. D.; Konermann, 
S.; Shehata, S. I.; Dohmae, N.; Ishitani, R.; 
Zhang, F.; Nureki, O. Crystal Structure of 
Cas9 in Complex with Guide RNA and Target 
DNA. Cell 2014, 156 (5), 935–949. https://doi.
org/10.1016/j.cell.2014.02.001.

73. Brouns, S. J. J.; Jore, M. M.; Lundgren, M.; 
Westra, E. R.; Slijkhuis, R. J. H.; Snijders, A. P. 
L.; Dickman, M. J.; Makarova, K. S.; Koonin, E. 
V; van der Oost, J. Small CRISPR RNAs Guide 
Antiviral Defense in Prokaryotes. Science 
2008, 321 (5891), 960–964. https://doi.
org/10.1126/science.1159689.

74. Sternberg, S. H.; Redding, S.; Jinek, M.; 
Greene, E. C.; Doudna, J. a. DNA Interrogation 

by the CRISPR RNA-Guided Endonuclease 
Cas9. Nature 2014, 507 (7490), 62–67. 
https://doi.org/10.1038/nature13011.

75. Anders, C.; Niewoehner, O.; Duerst, A.; Jinek, 
M. Structural Basis of PAM-Dependent Target 
DNA Recognition by the Cas9 Endonuclease. 
Nature 2014, 513 (7519), 569–573. https://
doi.org/10.1038/nature13579.

76. Snoek, I. S. I.; van der Krogt, Z. a; Touw, H.; 
Kerkman, R.; Pronk, J. T.; Bovenberg, R. a L.; van 
den Berg, M. a; Daran, J. M. Construction of an 
HdfA Penicillium Chrysogenum Strain Impaired 
in Non-Homologous End-Joining and Analysis 
of Its Potential for Functional Analysis Studies. 
Fungal Genet. Biol. 2009, 46 (5), 418–426. 
https://doi.org/10.1016/j.fgb.2009.02.008.

77. Meyer, V.; Arentshorst, M.; El-Ghezal, A.; Drews, 
A.-C.; Kooistra, R.; van den Hondel, C. a M. J. J.; 
Ram, A. F. J. Highly Efficient Gene Targeting 
in the Aspergillus Niger KusA Mutant. J. 
Biotechnol. 2007, 128 (4), 770–775. https://
doi.org/10.1016/j.jbiotec.2006.12.021.

78. Jinek, M.; Chylinski, K.; Fonfara, I.; Hauer, M.; 
Doudna, J. a; Charpentier, E. A Programmable 
Dual-RNA-Guided DNA Endonuclease 
in Adaptive Bacterial Immunity. Science 
2012, 337 (6096), 816–821. https://doi.
org/10.1126/science.1225829.

79. Swiat, M. A.; Dashko, S.; Den Ridder, M.; 
Wijsman, M.; Van Der Oost, J.; Daran, J. 
M.; Daran-Lapujade, P. FnCpf1: A Novel 
and Efficient Genome Editing Tool for 
Saccharomyces Cerevisiae. Nucleic Acids 
Res. 2017, 45 (21), 12585–12598. https://doi.
org/10.1093/nar/gkx1007.

80. Zetsche, B.; Gootenberg, J. S.; Abudayyeh, 
O. O.; Slaymaker, I. M.; Makarova, K. S.; 
Essletzbichler, P.; Volz, S. E.; Joung, J.; Van Der 
Oost, J.; Regev, A.; et al. Cpf1 Is a Single RNA-
Guided Endonuclease of a Class 2 CRISPR-
Cas System. Cell 2015, 163 (3), 759–771. 
https://doi.org/10.1016/j.cell.2015.09.038.

81. DiCarlo, J. E.; Norville, J. E.; Mali, P.; Rios, X.; 
Aach, J.; Church, G. M. Genome Engineering in 
Saccharomyces Cerevisiae Using CRISPR-Cas 
Systems. Nucleic Acids Res. 2013, 41 (7), 4336–
4343. https://doi.org/10.1093/nar/gkt135.



Genome editing and metabolic engineering of filamentous fungi

29

1
82. Yin, H.; Xue, W.; Chen, S.; Bogorad, R. L.; 

Benedetti, E.; Grompe, M.; Koteliansky, V.; 
Sharp, P. a; Jacks, T.; Anderson, D. G. Genome 
Editing with Cas9 in Adult Mice Corrects 
a Disease Mutation and Phenotype. Nat. 
Biotechnol. 2014, 32 (6), 551–553. https://
doi.org/10.1038/nbt.2884.

83. Bassett, A. R.; Tibbit, C.; Ponting, C. P.; Liu, 
J.-L. Highly Efficient Targeted Mutagenesis 
of Drosophila with the CRISPR/Cas9 System. 
Cell Rep. 2014, 6 (6), 1178–1179. https://doi.
org/10.1016/j.celrep.2014.03.017.

84. Mali, P.; Yang, L.; Esvelt, K. M.; Aach, J.; Guell, 
M.; DiCarlo, J. E.; Norville, J. E.; Church, G. M. 
RNA-Guided Human Genome Engineering 
via Cas9. Science 2013, 339 (6121), 823–826. 
https://doi.org/10.1126/science.1232033.

85. Miao, J.; Guo, D.; Zhang, J.; Huang, Q.; Qin, G.; 
Zhang, X.; Wan, J.; Gu, H.; Qu, L.-J. Targeted 
Mutagenesis in Rice Using CRISPR-Cas 
System. Cell Res. 2013, 23 (10), 1233–1236. 
https://doi.org/10.1038/cr.2013.123.

86. Gao, J.; Wang, G.; Ma, S.; Xie, X.; Wu, X.; Zhang, 
X.; Wu, Y.; Zhao, P.; Xia, Q. CRISPR/Cas9-
Mediated Targeted Mutagenesis in Nicotiana 
Tabacum. Plant Mol. Biol. 2014. https://doi.
org/10.1007/s11103-014-0263-0.

87. Jiang, W.; Bikard, D.; Cox, D.; Zhang, F.; 
Marraffini, L. a. RNA-Guided Editing of 
Bacterial Genomes Using CRISPR-Cas 
Systems. Nat. Biotechnol. 2013, 31 (3), 
233–239. https://doi.org/10.1038/nbt.2508.

88. Tsai, S. Q.; Wyvekens, N.; Khayter, C.; Foden, 
J. a; Thapar, V.; Reyon, D.; Goodwin, M. J.; 
Aryee, M. J.; Joung, J. K. Dimeric CRISPR RNA-
Guided FokI Nucleases for Highly Specific 
Genome Editing. Nat. Biotechnol. 2014, 32 (6), 
569–576. https://doi.org/10.1038/nbt.2908.

89. Guilinger, J. P.; Thompson, D. B.; Liu, D. R. 
Fusion of Catalytically Inactive Cas9 to FokI 
Nuclease Improves the Specificity of Genome 
Modification. Nat. Biotechnol. 2014, 32 (6), 
577–582. https://doi.org/10.1038/nbt.2909.

90. Bao, Z.; Xiao, H.; Liang, J.; Zhang, L.; Xiong, 
X.; Sun, N.; Si, T.; Zhao, H. Homology-
Integrated CRISPR − Cas (HI-CRISPR) System 

for One-Step Multigene Disruption in 
Saccharomyces Cerevisiae. 2014.

91. Wu, X.; Scott, D. a; Kriz, A. J.; Chiu, A. C.; Hsu, 
P. D.; Dadon, D. B.; Cheng, A. W.; Trevino, A. E.; 
Konermann, S.; Chen, S.; et al. Genome-Wide 
Binding of the CRISPR Endonuclease Cas9 in 
Mammalian Cells. Nat. Biotechnol. 2014, 32 (7), 
670–676. https://doi.org/10.1038/nbt.2889.

92. Sternberg, S. H.; LaFrance, B.; Kaplan, M.; 
Doudna, J. a. Conformational Control of 
DNA Target Cleavage by CRISPR–Cas9. 
Nature 2015, 527 (7576), 110–113. https://
doi.org/10.1038/nature15544.

93. Kim, D.; Bae, S.; Park, J.; Kim, E.; Kim, S.; Yu, H. 
R.; Hwang, J.; Kim, J. I.; Kim, J. S. Digenome-
Seq: Genome-Wide Profiling of CRISPR-
Cas9 off-Target Effects in Human Cells. Nat 
Methods 2015, 12 (3), 237–243, 1 p following 
243. https://doi.org/10.1038/nmeth.3284.

94. Bae, S.; Park, J.; Kim, J. S. Cas-OFFinder: A Fast 
and Versatile Algorithm That Searches for 
Potential off-Target Sites of Cas9 RNA-
Guided Endonucleases. Bioinformatics 
2014, 30 (10), 1473–1475. https://doi.
org/10.1093/bioinformatics/btu048.

95. Stemmer, M.; Thumberger, T.; del Sol Keyer, M.; 
Wittbrodt, J.; Mateo, J. L. CCTop: An Intuitive, 
Flexible and Reliable CRISPR/Cas9 Target 
Prediction Tool. PLoS One 2015, 10, e0124633. 
https://doi.org/10.1371/journal.pone.0124633.

96. Labuhn, M.; Adams, F. F.; Ng, M.; Knoess, 
S.; Schambach, A.; Charpentier, E. M.; 
Schwarzer, A.; Mateo, J. L.; Klusmann, 
J.-H.; Heckl, D. Refined SgRNA Efficacy 
Prediction Improves Large- and Small-Scale 
CRISPR–Cas9 Applications. Nucleic Acids 
Res. 2017, No. December, 1–11. https://doi.
org/10.1093/nar/gkx1268.

97. Kleinstiver, B. P.; Pattanayak, V.; Prew, M. S.; 
Tsai, S. Q.; Nguyen, N. T.; Zheng, Z.; Joung, J. 
K. High-Fidelity CRISPR-Cas9 Nucleases with 
No Detectable Genome-Wide off-Target 
Effects. Nature 2016, 529 (7587), 490–495. 
https://doi.org/10.1038/nature16526.

98. Kleinstiver, B. P.; Sousa, A. A.; Walton, R. T.; 
Tak, Y. E.; Hsu, J. Y.; Clement, K.; Welch, M. M.; 
Horng, J. E.; Malagon-Lopez, J.; Scarfò, I.; et 



Genome editing and metabolic engineering of filamentous fungi

30

1
al. Engineered CRISPR–Cas12a Variants with 
Increased Activities and Improved Targeting 
Ranges for Gene, Epigenetic and Base 
Editing. Nat. Biotechnol. 2019, 1. https://doi.
org/10.1038/s41587-018-0011-0.

99. Gao, Y.; Zhao, Y. Self-Processing of Ribozyme-
Flanked RNAs into Guide RNAs in Vitro and in 
Vivo for CRISPR-Mediated Genome Editing. 
J. Integr. Plant Biol. 2014, 56 (4), 343–349. 
https://doi.org/10.1111/jipb.12152.

100. Yang, M.; Zhang, L.; Stevens, J.; Gibson, G. 
CRISPR/Cas9 Mediated Generation of Stable 
Chondrocyte Cell Lines with Targeted 
Gene Knockouts; Analysis of an Aggrecan 
Knockout Cell Line. Bone 2014, 69, 118–125. 
https://doi.org/10.1016/j.bone.2014.09.005.

101. Ji, W.; Lee, D.; Wong, E.; Dadlani, P.; Dinh, D.; 
Huang, V.; Heineike, B.; Ramasubramanian, 
A.; Stevens, T.; Helmke, K. J. Speci Fi c Gene 
Repression by CRISPRi System Transferred 
through Bacterial Conjugation. 2014, 5, 9–11.

102. Ramakrishna, S.; Kwaku Dad, A.-B.; Beloor, 
J.; Gopalappa, R.; Lee, S.-K.; Kim, H. Gene 
Disruption by Cell-Penetrating Peptide-
Mediated Delivery of Cas9 Protein and Guide 
RNA. Genome Res. 2014, 24 (6), 1020–1027. 
https://doi.org/10.1101/gr.171264.113.

103. Zuris, J. a; Thompson, D. B.; Shu, Y.; Guilinger, 
J. P.; Bessen, J. L.; Hu, J. H.; Maeder, M. L.; 
Joung, J. K.; Chen, Z.-Y.; Liu, D. R. Cationic 
Lipid-Mediated Delivery of Proteins Enables 
Efficient Protein-Based Genome Editing in 
Vitro and in Vivo. Nat. Biotechnol. 2014, 33 
(1). https://doi.org/10.1038/nbt.3081.

104. Schuster, M.; Kahmann, R. CRISPR-Cas9 
Genome Editing Approaches in Filamentous 
Fungi and Oomycetes. Fungal Genet. Biol. 
2019, No. April. https://doi.org/10.1016/j.
fgb.2019.04.016.

105. Pohl, C.; Kiel, J. A. K. W.; Driessen, A. J. M.; 
Bovenberg, R. A. L.; Nygård, Y. CRISPR/Cas9 Based 
Genome Editing of Penicillium Chrysogenum. 
ACS Synth. Biol. 2016, 5 (7), 754–764. https://doi.
org/10.1021/acssynbio.6b00082.

106. Zuris, J. a; Thompson, D. B.; Shu, Y.; Guilinger, 
J. P.; Bessen, J. L.; Hu, J. H.; Maeder, M. L.; 
Joung, J. K.; Chen, Z.-Y.; Liu, D. R. Cationic 

Lipid-Mediated Delivery of Proteins Enables 
Efficient Protein-Based Genome Editing 
in Vitro and in Vivo. Nat. Biotechnol. 2014. 
https://doi.org/10.1038/nbt.3081.

107. Ward, O. P. Production of Recombinant 
Proteins by Filamentous Fungi. Biotechnol. 
Adv. 2012, 30 (5), 1119–1139. https://doi.
org/10.1016/j.biotechadv.2011.09.012.

108. Su, X.; Schmitz, G.; Zhang, M.; Mackie, R. I.; 
Cann, I. K. O. Heterologous Gene Expression in 
Filamentous Fungi.; Elsevier, 2012; Vol. 81. https://
doi.org/10.1016/B978-0-12-394382-8.00001-0.

109. Keränen, S.; Penttilä, M. Production of 
Recombinant Proteins in the Filamentous 
Fungus Trichoderma Reesei. Curr. Opin. 
Biotechnol. 1995, 6, 534–537. https://doi.
org/10.1016/0958-1669(95)80088-3.

110. Meyer, V.; Wu, B.; Ram, A. F. J. Aspergillus as 
a Multi-Purpose Cell Factory : Current Status 
and Perspectives. 2011, 469–476. https://
doi.org/10.1007/s10529-010-0473-8.

111. James, E.; van Zyl, W.; van Zyl, P.; Görgens, 
J. Recombinant Hepatitis B Surface 
Antigen Production in Aspergillus Niger: 
Evaluating the Strategy of Gene Fusion 
to Native Glucoamylase. Appl. Microbiol. 
Biotechnol. 2012, 96 (2), 385–394. https://
doi.org/10.1007/s00253-012-4191-0.

112. Wiebe, M. G.; Karandikar, A.; Robson, G. D.; 
Trinci, A. P. J.; Candia, J. F.; Trappe, S.; Wallis, 
G.; Rinas, U.; Derkx, P. M. F.; Madrid, S. M.; 
et al. Production of Tissue Plasminogen 
Activator ( t-PA ) in Aspergillus Niger. 2001.

113. Pel, H. J.; de Winde, J. H.; Archer, D. B.; Dyer, 
P. S.; Hofmann, G.; Schaap, P. J.; Turner, G.; 
de Vries, R. P.; Albang, R.; Albermann, K.; 
et al. Genome Sequencing and Analysis of 
the Versatile Cell Factory Aspergillus Niger 
CBS 513.88. Nat. Biotechnol. 2007, 25 (2), 
221–231. https://doi.org/10.1038/nbt1282.

114. Magnuson, J.; Lasure, L. Organic Acid 
Production by Filamentous Fungi. In Advances 
in Fungal Biotechnology for Industry, Agriculture, 
and Medicine SE  - 12; Tkacz, J., Lange, L., Eds.; 
Springer US, 2004; pp 307–340. https://doi.
org/10.1007/978-1-4419-8859-1_12.



Genome editing and metabolic engineering of filamentous fungi

31

1
115. Sukumaran, R. K.; Singhania, R. R.; Pandey, 

A. Microbial Cellulases - Production, 
Applications and Challenges. J. Sci. Ind. Res. 
(India). 2005, 64 (November), 832–844.

116. Elander, R. P. Industrial Production of 
Beta-Lactam Antibiotics. Appl. Microbiol. 
Biotechnol. 2003, 61 (5–6), 385–392. https://
doi.org/10.1007/s00253-003-1274-y.

117. Kiel, J. a K. W.; van den Berg, M. a; Fusetti, F.; 
Poolman, B.; Bovenberg, R. a L.; Veenhuis, M.; 
van der Klei, I. J. Matching the Proteome to 
the Genome: The Microbody of Penicillin-
Producing Penicillium Chrysogenum Cells. 
Funct. Integr. Genomics 2009, 9 (2), 167–184. 
https://doi.org/10.1007/s10142-009-0110-6.

118. Nijland, J. G.; Ebbendorf, B.; Woszczynska, 
M.; Boer, R.; Bovenberg, R. a L.; Driessen, A. 
J. M. Nonlinear Biosynthetic Gene Cluster 
Dose Effect on Penicillin Production by 
Penicillium Chrysogenum. Appl. Environ. 
Microbiol. 2010, 76 (21), 7109–7115. https://
doi.org/10.1128/AEM.01702-10.

119. van den Berg, M. a; Westerlaken, I.; 
Leeflang, C.; Kerkman, R.; Bovenberg, R. a L. 
Functional Characterization of the Penicillin 
Biosynthetic Gene Cluster of Penicillium 
Chrysogenum Wisconsin54-1255. Fungal 
Genet. Biol. 2007, 44 (9), 830–844. https://
doi.org/10.1016/j.fgb.2007.03.008.

120. Barreiro, C.; Martín, J. F.; García-Estrada, C. 
Proteomics Shows New Faces for the Old 
Penicillin Producer Penicillium Chrysogenum. 
J. Biomed. Biotechnol. 2012, 2012, 105109. 
https://doi.org/10.1155/2012/105109.

121. van den Berg, M. A. Impact of the Penicillium 
Chrysogenum Genome on Industrial 
Production of Metabolites. Appl. Microbiol. 

Biotechnol. 2011, 92 (1), 45–53. https://doi.
org/10.1007/s00253-011-3476-z.

122. Driouch, H.; Sommer, B.; Wittmann, C. 
Morphology Engineering of Aspergillus 
Niger for Improved Enzyme Production. 
Biotechnol. Bioeng. 2010, 105 (6), 1058–
1068. https://doi.org/10.1002/bit.22614.

123. Krull, R.; Cordes, C.; Horn, H.; Kampen, 
I.; Kwade, A.; Neu, T. R.; Nörtemann, B. 
Morphology of Filamentous Fungi: Linking 
Cellular Biology to Process Engineering 
Using Aspergillus Niger. Adv. Biochem. Eng. 
Biotechnol. 2010, 121, 1–21. https://doi.
org/10.1007/10_2009_60.

124. Jami, M.-S.; Barreiro, C.; García-Estrada, 
C.; Martín, J.-F. Proteome Analysis of 
the Penicillin Producer Penicillium 
Chrysogenum: Characterization of Protein 
Changes during the Industrial Strain 
Improvement. Mol. Cell. Proteomics 2010, 
9 (6), 1182–1198. https://doi.org/10.1074/
mcp.M900327-MCP200.

125. Nielsen, J. C.; Nielsen, J. Development of Fungal 
Cell Factories for the Production of Secondary 
Metabolites : Linking Genomics and Metabolism. 
Synth. Syst. Biotechnol. 2017, 2 (1), 5–12. https://
doi.org/10.1016/j.synbio.2017.02.002.

126. Nielsen, J.; Keasling, J. D. Engineering Cellular 
Metabolism. Cell 2016, 164 (6), 1185–1197. 
https://doi.org/10.1016/j.cell.2016.02.004.

127. Agren, R.; Liu, L.; Shoaie, S.; Vongsangnak, W.; 
Nookaew, I.; Nielsen, J. The RAVEN Toolbox 
and Its Use for Generating a Genome-
Scale Metabolic Model for Penicillium 
Chrysogenum. PLoS Comput. Biol. 2013, 
9 (3), e1002980. https://doi.org/10.1371/
journal.pcbi.1002980.




	Chapter 1

