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APPLIED GENETICS AND MOLECULAR BIOTECHNOLOGY
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Abstract
Plant biomass, once reduced to its composite sugars, can be converted to fuel substitutes. One means of overcoming the
recalcitrance of lignocellulose is pretreatment followed by enzymatic hydrolysis. However, currently available commercial
enzyme cocktails are inhibited in the presence of residual pretreatment chemicals. Recent studies have identified a number of
cellulolytic enzymes from bacteria that are tolerant to pretreatment chemicals such as ionic liquids. The challenge now is
generation of these enzymes in copious amounts, an arena where fungal organisms such as Aspergillus niger have proven
efficient. Fungal host strains still need to be engineered to increase production titers of heterologous protein over native enzymes,
which has been a difficult task. Here, we developed a forward genetics screen coupled with whole-genome resequencing to
identify specific lesions responsible for a protein hyper-production phenotype in A. niger. This strategy successfully identified
novel targets, including a low-affinity glucose transporter, MstC, whose deletion significantly improved secretion of recombinant
proteins driven by a glucoamylase promoter.

Keywords Aspergillus niger . Heterologous protein expression . Forwardmutagenesis .Whole-genome resequencing .MstC

Introduction

Biofuels and bio-based chemicals derived from lignocel-
lulose are promising alternatives to traditional petroleum-
originating fuels and chemicals. The plant cell wall is a
complex assembly of cellulose, hemicellulose, lignin, pec-
tin, and proteins (Somerville et al. 2004). Breaking down
this heterogeneous substrate into its constituent monomers
and oligomers requires a combination of physical, chemi-
cal, and/or biological deconstruction methods. A variety of
chemical pretreatment methods have been explored, in-
cluding acids, bases, solvents, and oxidation (Silveira
et al. 2015). For the subsequent enzymatic hydrolysis
steps to be both economically and environmentally viable,
it is necessary to identify proteins that can remain active in
the presence of residual pretreatment chemicals. It is also
imperative that these enzymes can be produced economi-
cally and at a large scale.
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Ionic liquid (IL) solvents show great promise as a method
for biomass pretreatment (Yu et al. 2016). There has been a
concerted effort to identify cellulose cocktail components that
are IL-tolerant as current commercial mixtures are not. For
example, a number of cellulolytic enzymes with thermophilic
and IL-tolerant characteristics were identified from a
switchgrass-degrading bacterial community (Gladden et al.
2011). However, many of the species producing these en-
zymes are not easily cultured. The predicted cellulolytic bac-
terial enzymes were produced either in vitro or from
Escherichia coli in order to characterize their activity over a
range of temperature, pH, and IL concentration (Gladden et al.
2014). In order to produce these enzymes at a larger scale, it
was decided to clone these sequences into the fungal host,
Aspergillus niger (Campen et al. 2017).

Filamentous fungi are commonly used for the commercial
production of chemicals and enzymes. The ability of A. niger to
grow aerobically over a wide range of both temperatures and
pHs has repeatedly proved advantageous in industrial settings
(Schuster et al. 2002; Oliveira et al. 2011). In addition, the
organism is non-pathogenic and does not produce the myco-
toxins that are common in some other related fungal species. It
is therefore categorized as GRAS (generally recognized as safe)
by the US Food and Drug Administration, meaning that sub-
stances generated using A. niger are considered harmless as
food additives (Schuster et al. 2002; van Dijck et al. 2003).
Because of its established use in industry, numerous large-
scale fermentation protocols for A. niger exist. Finally,
A. niger has a well-developed molecular toolbox, including
various auxotrophic and antifungal resistance markers, a fully
sequenced genome, and various transformation protocols, thus
making it conducive to genetic manipulation.

We used a forward mutagenesis strategy to identify potential
means of enhancing heterologous enzyme production inA. niger.
A strain engineered to produce one of the IL-tolerant bacterialβ-
glucosidases (BGs) was subjected to chemical mutagenesis and
the resulting strains screened for increased enzyme production.
Subsequent whole-genome resequencing of a dozen hyper-
production mutants found hundreds of genetic lesions, and bio-
informatics analysis revealed several loci potentially associated
with heterologous enzymehyper-production, including those that
appear to be specific to the heterologous protein expression con-
struct used. One of the identified loci was annotated as a low-
affinity glucose transporter, mstC. We show that the deletion of
mstC improves the heterologous enzyme production driven by a
glucoamylase promoter (PglaA) by fourfold.

Materials and methods

Reagents and strains

Unless otherwise indicated, all reagents were obtained from
Sigma (St. Louis, MO USA). The A. niger strains used
throughout this study are listed in Table 1. For general main-
tenance, A. niger strains were cultured on slants of Potato/
Dextrose (PD) Agar and incubated at 30 °C for 3 days to allow
for hyphal growth and spore formation.

The J03 strain was generated when 11414 (from the
American Type Culture Collection; Manassas, VA USA) was
transformedwith vector containing a codon-optimized sequence
for a BG from Thermobaculum terrenum (J03) (Gladden et al.
2014; NCBI GenBank Accession: KY014126), driven by the
A. niger PglaA and followed by the Aspergillus nidulans

Table 1 Strains used in this study
Name Genotype Source

WT 11414 ATCC

GFP 11414 PglaA-GFP-TtrpC/hphA Campen et al. 2017

A5IL97 1.1 11414 PglaA-A5IL97-TtrpC/hphA Campen et al. 2017

J03 11414 PglaA-J03-TtrpC/hphA Campen et al. 2017

J03 ΔmstC 11414 PglaA-J03-TtrpC/hphA ΔmstC/ptrA This study

11414 pyrG− 11414 pyrG− Chiang et al. 2011

ΔglaA/PglaA-A5 11414 pyrG− ΔkusA/AfpyrG
ΔglaA/PglaA-A5IL97-TtrpC/hphA

Campen et al. 2017

ΔglaA/PgpdA-A5 11414 pyrG− ΔkusA/AfpyrG
ΔglaA/PgpdA-A5IL97-TtrpC/hphA

Campen et al. 2017

ΔglaA/Pecm33-A5 11414 pyrG− ΔkusA/AfpyrG
ΔglaA/Pecm33-A5IL97-TtrpC/hphA

Campen et al. 2017

ΔglaA/PglaA-A5 ΔmstC 11414 pyrG− ΔkusA/AfpyrG
ΔglaA/PglaA-A5IL97-TtrpC/hphA ΔmstC/ptrA

This study

ΔglaA/PgpdA-A5 ΔmstC 11414 pyrG− ΔkusA/AfpyrG
ΔglaA/PgpdA-A5IL97-TtrpC/hphA ΔmstC/ptrA

This study

ΔglaA/Pecm33-A5 ΔmstC 11414 pyrG− ΔkusA/AfpyrG
ΔglaA/Pecm33-A5IL97-TtrpC/hphA ΔmstC/ptrA

This study
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tryptophan biosynthesis terminator (TtrpC) (the expression con-
struct is detailed in (Campen et al. 2017)). A similar plasmid
expressing the green fluorescent protein (GFP) in place of the
J03 sequence was used to produce the strain GFP.

The construction of strains with a BG from Thermotoga
petrophila (A5) (Park et al. 2012) under the control of various
promotors is detailed in Campen et al. (2017). Briefly, the
Aspergillus fumigatus pyrG (AfpyrG) was used to replace the
native kusA locus in a 11414 pyrG− strain (Chiang et al. 2011).
This strain was subsequently transformedwith a vector contain-
ing the PglaA-A5-TtrpC construct described above flanked by
1 kb of sequence 5′ and 3′ to the native glaA locus, allowing
for targeted integration. In variations of this procedure, the A5
sequence was preceded by promoter sequences from either the
A. niger glyceraldehyde-3-phosphate dehydrogenase or extra-
cellular matrix loci (PgpdA or Pecm33, respectively).

Generation of the mstC sugar transporter deletion strains—
ΔmstC, ΔglaA/PglaA-A5 ΔmstC, ΔglaA/PgpdA-A5 ΔmstC, and
ΔglaA/Pecm33-A5 ΔmstC strains—is described below.

Mutagenesis and primary plate screening

Spores were harvested from PD Agar slant tubes of J03 using a
sterile solution of 0.02% (v/v) Tween-20. In a final volume of
0.5 mL, the spores were combined with 400 ng/mL 4-
nitroquinoline 1-oxide (4-NQO; concentration empirically de-
termined to result in a ~ 90% kill rate) and incubated on a
shaker set at 200 rpm at 37 °C for 30 min. An equal volume
of 5% (v/v) sodium thiosulfate was added to inactivate the 4-
NQO before plating the spores on BG Screening Agar (20 g
peptone, 8 g ammonium sulfate, 10 g ox-bile, and 15 g agar
were added to 800 mL ddH2O and autoclaved; after autoclav-
ing, 200 mL of a sterile 50% (w/v) maltose solution, 1 g esculin
dissolved in methanol, and 5 mL of a sterile 10% (w/v) ferric
citrate solution was added). The plates were incubated at 30 °C
for 3 days before evaluating the esculin hydrolysis halos around
the colonies in comparison with colonies from untreated J03
spores. Mutated colonies with increased halos compared to the
parent were picked and transferred to slants of PD Agar.

Secondary liquid culture screening

To evaluate the BG production of the A. niger mutant strains
in liquid culture, 1 × 106 spores/mL were first inoculated into
5 mL of CSL Medium (100 g corn steep liquor (50% (w/v)
solids), 50 g fructose, 10 g glucose, 1 g sodium phosphate,
0.5 g magnesium sulfate, and 0.05 ml Antifoam 204 were
added to 760 mL ddH20, the pH adjusted to 5.8, and
autoclaved; after autoclaving, 240 mL of a sterile 50% (w/v)
maltose solution was added) in 60-mL glass culture tubes. The
tubes were incubated in a shaker set at 200 rpm at 30 °C for
48 h to generate fungal biomass. An aliquot of 0.5 mL of
culture was then transferred into 5 mL of HMM Medium

(120 g maltose, 70 g sodium citrate (tribasic dihydrate), 15 g
ammonium sulfate, 1 g sodium phosphate, 1 g magnesium
sulfate (anhydrous), and 3 g SC Complete Media (Sunrise
Science; San Diego, CA USA) were added to 1 L ddH20,
the pH adjusted to 6.2, and filter-sterilized) in 60-mL glass
culture tubes. The tubes were incubated in a shaker set at
200 rpm at 30 °C for 120 h. Cell-free aliquots of the resulting
culture supernatants were harvested using a 0.45 μm nylon
centrifugal filter (VWR; Radnor, PA USA).

Aliquots from the culture supernatants were assayed for
total secreted protein using the Bradford Protein Assay Kit
(Bio-Rad; Hercules, CA USA). The BG activity in each sam-
ple was evaluated by combining 10 μL of culture supernatant
with 90 μL of reaction mix (80 mM MES Buffer (pH 6.5),
5 mM 4-nitrophenyl-β-D-glucopyranoside (pNPG), plus
or minus 10% (v/v) of the ionic liquid 1-ethyl-3-
methylimidazolium acetate ([C2mim]OAc)). The reactions
were incubated at 65 °C for 30 min before being quenched
with 100 μL 2% (w/v) sodium carbonate. The absorbance of
100 μL aliquots of the pNPG reactions was read at 410 nm.

Characterization of mutant strains

A. niger strains were first inoculated at 1 × 106 spores/mL into
50 mL CSL Medium in 250-mL glass flasks and then sub-
cultured at 5 mL into 50 mL HMMMedium in 250-mL glass
flasks in triplicate for each strain. Cell-free samples of the
resulting culture supernatants were harvested and assayed
for total protein and BG activity as outlined above. In addition,
the fungal biomass from each culture was harvested by
decanting the culture through a single layer of Miracloth
(EMD Millipore; Billerica, MA USA), pressing away the
moisture, and then lyophilizing before weighing.

Sequencing and bioinformatics analyses of mutants

Genomic DNA was prepared for sequencing by grinding ~
0.5 g lyophilized fungal biomass to a fine powder and com-
b in ing i t wi th 15 mL CTAB Buffe r (2% (w /v )
hexadecyltrimethylammonium bromide, 100 mM Tris-HCl
(pH 8), 20 mM EDTA (pH 8), and 1.4 M NaCl); the sample
was vortexed to mix and then incubated at 57 °C for 2 h
with occasional vortexing. An equal volume 25:24:1
phenol:chloroform:isoamyl alcohol was added to the sample,
vortexed to mix, and then centrifuged at 4 °C for 10 min at
10,000 rcf. The resulting supernatant was extracted a second
time with 5 mL 25:24:1 phenol:chloroform:isoamyl alcohol.
Nucleic acids were precipitated by adding one volume 2-
propanol to the resulting supernatant and centrifuging at
4 °C for 10 min at 4500 rcf. The resulting pellet was washed
with 70% (v/v) ethanol, allowed to air-dry, and then incubated
at 65 °C in 1 mL sterile ddH2O to resuspend. To remove
RNA, 2 μL 200 mg/mL RNase A (Thermo Fisher
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Scientific; Waltham, MA USA) was added and the sample
incubated at 37 °C for 2 h. The sample was extracted a final
time with 1 mL 25:24:1 phenol:chloroform:isoamyl alcohol,
and the DNA precipitated with the same 2-propanol and 70%
(v/v) ethanol method as above before resuspending in 0.5 mL
sterile ddH2O.

DNA libraries were produced at the Joint Genome Institute
(JGI) and sequenced by the Illumina paired-end sequencing
method using MiSeq 2 × 150 bp (~ 30× coverage) or HiSeq
2 × 100 bp (~ 100× coverage). The sequence data have been
deposited with the NCBI BioProject database under the fol-
lowing accession numbers: PRJNA249619 (J03),
PRJNA249388 (J03 1.1), PRJNA249608 (J03 1.2),
PRJNA249607 (J03 1.6), PRJNA249612 (J03 1.7),
PRJNA249480 (J03 1.10), PRJNA249613 (J03 2.8),
PRJNA249614 (J03 4.3), PRJNA259122 (J03 6.3),
PRJNA259125 (J03 7.2), PRJNA259124 (J03 7.4),
PRJNA259128 (J03 8.2), and PRJNA259127 (J03 8.3). The
sequenced reads were mapped to the reference genome se-
quence of A. niger strain ATCC 1015 v4.0 (http://genome.
jgi.doe.gov/Aspni7/Aspni7.home.html), augmented with the
sequence of the transformation plasmid containing J03,
using BWA-MEM (Li 2014). Mapped reads were sorted by
coordinate using SAMtools (Li et al. 2009), and duplicate
reads were marked using Picard Tools (http://broadinstitute.
github.io/picard).

Variant calling for single nucleotide polymorphisms and
insertions/deletions was performed using a combination of
BCFtools (Li 2011) or GATK tools (McKenna et al. 2010).
Using BCFtools, variants calling and genotyping were done
for each chromosome using multiple samples and merged.
Using GATK, variants were called for each sample by
GATK HaplotypeCaller, and joint genotyping of multiple
samples was performed using GATK GenotypeGVCFs.
Variants called by BCFtools were filtered using VCFtools,
and variants called by GATK were filtered using GATK
VariantFiltration. Filtered variants were annotated using the
VariantAnnotation package in R (Obenchain et al. 2014).
Structural variations such as insertion, deletion, or duplication
of relatively large segments were identified using Pindel (Ye
et al. 2009), BreakDancer (Chen et al. 2009), Delly (Rausch
et al. 2012), or Lumpy (Layer et al. 2014).

Deletion of sugar transporter

For targeted deletion of the MstC sugar transporter, a plasmid
containing the Aspergillus oryzae pyrithiamine resistance
(ptrA) sequence (Kubodera et al. 2000), in a reverse orienta-
tion and flanked by ~ 1 kb sequence upstream and down-
stream of the mstC locus, was synthesized (GenScript;
Piscataway, NJ USA). The deletion construct was amplified
by PCR and then transformed into the J03, ΔglaA/PglaA-A5,
ΔglaA/PgpdA-A5, and ΔglaA/Pecm33-A5 strains similar to the

protocol described by Yang et al. (2014). Briefly, 5 ×
105 spores/mL were inoculated into 100 mLyeast extract/pep-
tone/dextrose (YPD) medium in a 250-mL glass flask and
incubated in a shaker set at 150 rpm at 30 °C for 16 h. The
culture was filtered through a single layer of sterilized
Miracloth: mycelia retained on the Miracloth were thoroughly
rinsed with sterile ddH2O and then transferred to a 250-mL
glass flask containing 40 mL Protoplasting Buffer (0.6 M am-
monium sulfate, 50 mM maleic acid, and 30 mg/mL
VinoTaste Pro (Novozymes; Davis, CA USA) in ddH2O, the
pH adjusted to 5.5, and filter-sterilized). The digesting
mycelia were incubated in a shaker set at 70 rpm at 30 °C
for 4–6 h. The culture was filtered through a single layer of
sterilized Miracloth, and the resulting flow-through was cen-
trifuged for 10 min at 800 rcf. The resulting pellet was washed
twice with 25 mL ST Solution (1 M sorbitol in 50 mM Tris
(pH 8.0), filter-sterilized) and once with 10 mL STC Solution
(1 M sorbitol and 50 mM calcium chloride in 50 mM Tris
(pH 8.0)), centrifuging for 10 min at 800 rcf. The protoplast
pellet was resuspended in STC Solution to a concentration of
1.2 × 107 protoplasts/mL and then combined with one-quarter
volume PEG Solution (40% (w/v) polyethylene glycol 4000,
1 M sorbitol, and 50 mM calcium chloride in 50 mM Tris
(pH 8.0), filter-sterilized); to this, dimethyl sulfoxide was
added at 7% of the final volume. The purified deletion con-
struct PCR product was added at 1–10 μg per 100 μL proto-
plast suspension and incubated on ice for 15 min; 1 mL PEG
Solution was added and incubated at room temperature for
15 min. Next, 10 mL thiamine-minus sorbitol medium
(10 g/L glucose, nitrate salts (6 g/L sodium nitrate, 0.52 g/L
potassium chloride, 0.52 g/L magnesium sulfate heptahydrate,
and 1.52 g/L potassium dihydrogen phosphate (Pontecorvo
et al. 1953)), trace elements (2.25 mg/L zinc sulfate
heptahydrate, 11 mg/L boric acid, 5 mg/L manganese chloride
tetrahydrate, 5 mg/L iron sulfate heptahydrate, 1.7 mg/L co-
balt chloride hexahydrate, 1.6 g/L copper sulfate
pentahydrate, 0.085 mg/L ammonium molybdate dihydrate,
and 50 mg/L tetrasodium ethylenediaminetetraacetic acid
(Barratt et al. 1965)), thiamine-minus vitamin stock solution
(1 mg/L each of biotin, nicotinic acid, p-aminobenzoic acid,
pyridoxine, and riboflavin (Barratt et al. 1965)), and 1 M sor-
bitol in ddH2O, autoclaved to sterilize) was added and incu-
bated in a shaker set at 80 rpm at 30 °C for 1 h. The sample
was then centrifuged for 15 min at 800 rcf, and the resulting
pellet resuspended in 12 mL pyrithiamine sorbitol agar (10 g/
L glucose, nitrate salts, trace elements, thiamine-minus vita-
min stock solution, 1 M sorbitol, 18 g/L agar, and 0.1 μg/mL
pyrithiamine hydrobromide in ddH2O, autoclaved to sterilize)
before plating; an overlay of 12 mL pyrithiamine sorbitol agar
was applied, and the plate incubated at 30 °C for 3–5 days.

Pyrithiamine-resistant colonies were transferred to PD
Agar slants. Spores were inoculated into 3 mL YPD
Medium in 15-mL culture tubes and incubated in a shaker
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set at 200 rpm at 30 °C for 2–3 days. Fungal biomass was
harvested using a 0.45-μm nylon centrifugal filter, and geno-
mic DNA was prepared using the ZR fungal/bacterial DNA
MiniPrep kit (Zymo Research; Irvine, CA USA). The strains
were screened by PCR using primer pairs targeted within and
flanking the ΔmstC construct to identify those strains where
the ptrA sequence had replaced the mstC locus.

Protein gel electrophoresis

Aliquots of cell-free culture supernatant prepared from CSL
Medium and HMM Medium enzyme induction cultures of
A. nigerwere combined with Laemmli sample buffer and heat-
ed to 99 °C for 10 min. Samples were then loaded on a 12% or
8–16% gradient Mini-Protean TGX Precast Gel (Bio-Rad;
Hercules, CA USA) and run at a constant voltage.
Coomassie staining was performed using GelCode Blue
Stain Reagent (Thermo Fisher Scientific;Waltham,MAUSA).

Results

Mutagenesis screen

The A. niger strain ATCC 11414 (WT) was engineered to
produce a BG from the bacterium T. terrenum, generating the
strain J03. This enzyme was previously identified in a screen
for thermophilic cellulose-degrading enzymes capable of func-
tioning in the presence of the IL 1-ethyl-3-methylimidazolium
acetate ([C2mim][OAc]) (Gladden et al. 2014). The fungal
expression construct was designed using enzyme sequence
codon-optimized to the genome of A. niger, driven by the
A. niger PglaA, and followed by a terminator from one of the
A. nidulans TtrpC (Campen et al. 2017). The A. niger J03 strain
generated BG activity at moderately elevated levels compared
to the parent (Fig. 1a) without significant change in the overall
amount of protein secreted (Fig. 1b). It was possible to distin-
guish the activities of any native A. niger BG present in the
culture supernatant samples from the heterologous bacterial
enzyme through the inclusion of IL in the enzymatic assays:
while the BG activity of both WTand a GFP control strain are
reduced to background levels in the presence of IL, the BG
activity associated with IL tolerant BG from T. terrenum (J03)
in the J03 strain is unaffected (Supplemental Fig. S1B). A
forward mutagenesis screen was designed using the J03 strain
in an effort to identify loci that could enhance heterologous
protein production.

Before carrying out the mutagenesis, a plate-based
means of detecting secreted BG production was developed.
First, a panel of colorimetric and fluorescent substrates was
tested, including 5-bromo-4-chloro-3-indolyl β-D-
glucopyranoside (X-Glc), esculin in combination with fer-
ric citrate, indoxyl β-D-glucoside, 4-methylumbelliferyl

β-D-glucopyranoside (MUGlc), and resorufin β-D-
glucopyranoside. Culture supernatant from either J03 or
the GFP control strain was spotted onto minimal media
plates with these substrates infused into the agar: all but
the indoxyl β-D-glucoside was found to allow for halo
formation. However, when conidial spores from the same
two strains were spread on the plates, only those containing
X-Glc or esculin produced halos around the resulting col-
onies. Next, we found that a solid medium containing high
levels of peptone and maltose produced the desired expres-
sion of recombinant BG from J03 while repressing the
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Fig. 1 Growth of WT, GFP, J03, and J03-derivative strains in inducing
culture conditions (CSL➔HMM). a β-glucosidase activity in culture su-
pernatant as measured using the described pNPG assay: addition of ionic
liquid [C2mim]OAc to reactions allows for distinction between native and
heterologous enzymes. Enzyme activity (millimolar equivalents) was
normalized to dry weight of fungal biomass (g). The addition of ionic
liquid to the reactions allows for distinction between native and heterol-
ogous enzyme activity. b Total secreted protein as measured by Bradford
assay (μg/μL) and normalized to dry weight of fungal biomass (g). Data
drawn from biological replicates (n = 3); error bars indicate standard
deviation
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native BG secretion in the WT parent and GFP control
strains. Finally, three colony-restricting compounds were
tested: the detergent Triton X-100, the IL [C2mim][OAc],
and ox-bile. Triton X-100 was effective in reducing colony
size, but not at allowing for distinction between positive
and negative (J03 and GFP, respectively) control strains
while [C2mim][OAc] did not sufficiently restrict colony
size, though it was effective at reducing native BG activity.
Ox-bile (1% w/v) was chosen for the mutagenesis screen,
as it was most effective at limiting colony size while still
allowing for clear BG halo formation.

Once a means of screening for BG hyper-secretors was
optimized, conidia from the J03 strain were mutagenized
using 4-NQO to introduce point mutations in the genome
and then spread onto plates with esculin, maltose, and ox-
bile as detailed in the BMaterials and methods^ section. The
spores were screened for large halo formation around colo-
nies, and stocks were made of those colonies with dark halo
diameters exceeding that of the J03 parent strain. These strains
were subsequently tested for BG activity by growing the strain
in first small (5 mL) and then large (50 mL) liquid cultures and
testing the supernatant using the substrate pNPG to confirm
the BG hyper-secretion phenotype.

Mutagenesis of conidia from J03 generated 12 mutant
strains with consistently increased BG activity relative to the
parent strain. These strains were categorized according to their
ability to generate native and/or heterologous BG (Table 2).
J03-derivative strains that maintained increased BG activity in

the presence of 10% (v/v) [C2mim][OAc] were categorized as
strains over-producing the heterologous J03 BG (HET),
whereas native BG hyper-production mutants showed no IL-
tolerance (NAT). Of the 12 mutants, 10 had increased J03
enzyme activity, while two were native BG hyper-producers
(strains J03 4.3 and J03 6.3). Of note were those strains that
showed reductions of up to ~ 50% BG activity in the presence
of IL but did not reduce the activity to background as seen
with the NATstrains. These strains—J03 1.2, J03 2.8, J03 7.4,
and J03 8.3—were categorized as containing both elevated
native and heterologous BG production (BOTH) relative to
the parent. A representative of each phenotypic category can
be seen in Fig. 1.

Sequencing of hyper-production mutant strains

To identify the genomic lesions responsible for the hyper-
production phenotypes observed in the mutants, DNA was
prepared from the 12 mutant J03-derivative strains as well as
the parent strain J03 and WT. Genomic DNAwas sequenced
by the JGI and subsequently analyzed for mutations. Bcftools
called 1727 variants and GATK called 1844 variants across all
strains, and 1694 and 1326 variants passed fixed threshold
filters, respectively. Among these, 962 variants called by both
Bcftools and GATK were retained and subjected to annota-
tion. Single nucleotide polymorphisms (SNPs) and small
insertion/deletion (indel) calls were annotated using the fil-
tered gene models of A. niger strain ATCC 1015 v4.0

Table 2 Total protein production,
β-glucosidase activity, and
heterologous vs native enzyme
production of J03-derivative
strains

Fold secreted
total proteina

Fold secreted
β-glucosidase activityb

Secreted β-glucosidase
activity phenotypec

J03 1.0 1.0 –

J03 1.1 2.4 5.2 Heterologous

J03 1.2 3.7 63.3 Both

J03 1.6 2.2 4.6 Heterologous

J03 1.7 1.5 3.0 Heterologous

J03 1.10 1.0 2.0 Heterologous

J03 2.8 3.9 111.0 Both

J03 4.3 3.4 98.0 Native

J03 6.3 2.4 5.2 Native

J03 7.2 2.4 5.0 Heterologous

J03 7.4 4.1 95.8 Both

J03 8.2 2.4 4.3 Heterologous

J03 8.3 3.4 22.3 Both

a Secreted total protein was determined using Bradford assay and then normalized to dry weight of fungal biomass
b Secreted β-glucosidase activity was determined using a pNPG assay and then normalized to dry weight of
fungal biomass
c Secreted β-glucosidase activity was evaluated in the absence or presence of 10% [C2mim]OAc. Changes of <
10%were considered to be primarily producing the J03 enzyme, the heterologous bacterial BG; changes of > 75%
were primarily producing native BG of A. niger; changes of 30–60% were producing both heterologous and
native BG
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(Aspni7 from the JGI). Variants in the coding regions, 5′UTR,
3′ UTR, and splice sites (overlapping the first or last two
nucleotides of an intron) were annotated first, followed by
variants in the promoter region (500 bp upstream and 30 bp
downstream of the transcription start site). Larger structural
variants were visually inspected and manually annotated.
Synonymous mutations in the coding region and variants
present in the J03 parent strain were excluded from further
analysis. The results of this analysis are presented in Fig. 2.

Of the six HET strains, five contained mutations (five mis-
sense and one insertion of ~ 9 kb sequence) within the coding
region of Transcript ID 1121897, annotated as the low-affinity
glucose transporter MstC (Supplemental Fig. S2). The one
HET hyper-producer strains that does not have a mutation in
mstC, J03 1.10, has a mutation in the promoter region of
Transcript ID 1167209, a predicted amino acid transporter;
this same promoter region was found to have a different mu-
tation in one of the BOTH strains, J03 1.2.

All four of the BOTH strains have mutations (three inde-
pendent nonsense and one frameshift) in Transcript ID
1020757, the DNA-binding carbon catabolite repression tran-
scription factor CreA. Two of the BOTH strains (J03 7.4 and
J03 8.3) have point mutations in either the coding or promoter
region of Transcript ID 1209131, annotated as an unstudied
fungal-specific transcription factor, while another pair (J03 2.8
and J03 7.4) have mutations in either the coding or promoter
region of Transcript ID 1156486, a trehalose-6-phosphate syn-
thase (TpsA), part of the trehalose synthesis pathway.

Finally, the two NAT strains have mutations in either the
coding region or a splice site of Transcript ID 1094021, the
amylase cluster transcriptional regulator AmyR. One of the
NAT strains (J03 4.3) and one of the BOTH strains (J03 2.8)
have mutations in either the 5′ UTR or coding region of
Transcript ID 1169228, annotated as a Ypt/Rab GTPase-
activating protein involved in intracellular vesicle transport.
Interestingly, J03 4.3 and J03 2.8 are the two highest BG
producers among the J03-derivative strains, with J03 4.3 far
outperforming the other NAT strain, J03 6.3 (Table 2).

Targeted deletion of mstC locus

In order to establish an association between the identified loci
and hyper-production of heterologous enzyme, deletion of the
mstC locus was pursued. Initially, themstC locus was targeted
for deletion in the same J03 background that the mutagenesis
screen had been performed in. Analysis of the BG activity of a
J03 ΔmstC strain (Fig. 3) found elevated levels of BG com-
pared to the parental J03 strain and that this activity persisted
in the presence of IL, indicating it was the heterologous J03
protein as opposed to any native enzyme that was responsible
for the increase in activity. As can be seen in Supplemental
Fig. S3, proteins found in the culture supernatants of both
wild-type mstC and ΔmstC strains yielded a similar banding
pattern when examined by SDS-PAGE though the bands are
more intense in the J03 ΔmstC strain, reflective of the total
secreted protein levels for these samples (Fig. 3b).

We next explored whether the increased enzyme produc-
tion in the absence of mstC was specific to the heterologous
expression construct present in the original J03 strain. For this,
strains in which the native glaA locus had been replaced by a
bacterial BG from Thermotoga petrophila, A5 (Park et al.
2012), under control of one of several different promoters
were utilized: ΔglaA/PglaA-A5, ΔglaA/PgpdA-A5, and ΔglaA/
Pecm33-A5 (see BMaterials and methods^ section for descrip-
tion of assembly). These strains differ from the J03 ΔmstC
strain in four respects: (1) expression of a distinct heterolo-
gous enzyme; (2) targeted as opposed to random integration of
the expression construct; (3) deletion of the native glaA locus;
and (4) use of additional constitutive promoters (PgpdA and
Pecm33) were tested. As can be seen in Fig. 4, the three different
promoters allow for a small range of A5-associated BG activ-
ity (ΔglaA/PglaA-A5 > ΔglaA/PgpdA-A5 > ΔglaA/Pecm33-A5).
An additional strain expressing A5 (strain A5IL97 1.1) using
the same construct as the original J03 was also utilized for this
comparison. Deletion of the native mstC locus in these back-
grounds clearly resulted in a fourfold increase in heterologous
BG activity in the ΔglaA/PglaA-A5 strain but negligible

J03 1.1 
J03 1.6 
J03 1.7 
J03 1.10 
J03 7.2 
J03 8.2 

J03 1.2 
J03 2.8 
J03 7.4 
J03 8.3 

J03 4.3 
J03 6.3 

Heterologous Both Native 
Secreted BG activity 

1121897 
1167209 
1094021 
1121086 
1169228 
1172414 

42026 
1020757 
1209131 
1109185 
1156486 

Transcript 
ID 

MFS monosaccharide transporter, MstC  
Amino acid transporter  
Amylase cluster transcriptional regulator, AmyR  
Putative RNA modifying enzyme 
Rab GTPase-activating protein  
Putative nonribosomal peptide synthetase 
Hypothetical protein 
DNA-binding protein, CreA  
Putative transcription factor 
Putative nonribosomal peptide synthetase 
Trehalose phosphate synthase subunit 

Predicted function 

Mutation type: 
5'UTR 
Frameshift 

Nonsense 
Nonsynonymous 

Promoter 
Splice site 
Insertion 

Fig. 2 Mutations in J03-
derivative strains associated with
hyper-production of heterologous
and/or native BG. Transcript ID
references filtered the gene
models of A. niger strain ATCC
1015 v4.0 (Aspni7 from the JGI);
predicted function is based on
nearest homolog or presence of
conserved domains after BlastP
analysis
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differences in the ΔglaA/PgpdA-A5 and ΔglaA/Pecm33-A5 back-
grounds. Interestingly, both the ΔglaA/PgpdA-A5 ΔmstC and
ΔglaA/Pecm33-A5 ΔmstC strains show significantly increased
total protein secretion compared to ΔglaA/PglaA-A5 ΔmstC
(see Fig. 4B and Supplemental Fig. S4) even though any
change in A5 expression compared to the parent strain is min-
imal. Although the impact of ΔmstC on protein production is
apparently restricted to those heterologous loci placed behind
the glaA promoter, it does not seem to be limited to a particular
protein sequence as both the J03 and A5 enzyme activities
could be elevated.

Discussion

A. niger is frequently used for the industrial production of
chemicals and proteins (Meyer et al. 2015). In the above study,
we sought to identify means for enhancing the production of

secreted heterologous proteins in this fungal host. To this end,
we mutagenized a strain of A. niger engineered to secrete a
bacterial BG enzyme (J03) and used an agar plate-based
screen to identify isolates with improved BG activity com-
pared to the parent strain. Mutant strains that continued to
demonstrate consistently elevated enzyme activity in liquid
culture were analyzed to distinguish between those strains
producing the desired heterologous BG (HET strains) and
those that were over-producing a native BG (NAT strains)
(Table 2). Unexpectedly, this also led to the identification of
a third phenotype: strains that were successfully hyper-
secreting both the heterologous and native BG enzymes
(BOTH strains).

The genome sequence of 12 mutant strains—six HET, four
BOTH, two NAT—were compared to the parent J03 strain as
well as the WT strain. The most common mutations in each
phenotypic category were MstC (a low-affinity glucose trans-
porter) for the HET strains, CreA (a transcription factor with
roles in carbon catabolite repression) for the BOTH strains,
and AmyR (a transcription factor that regulates the amylase
cluster) for the NAT strains (Fig. 2). Sequence analysis also
identified several other loci with possible ties to protein hyper-
production that are shared between the phenotypic categories.
The results are interesting both for those affected loci that are
shared across phenotype categories and those that are unique.

Here, we have demonstrated that the absence of MstC
clearly results in increased production of proteins behind the
glaA promoter (Figs. 3 and 4). A member of the major facil-
itator superfamily, MstC is thought to be a low-affinity glu-
cose transporter (Jorgensen et al. 2007). Transcriptional evi-
dence initially indicated expression of mstC was associated
with higher glucose concentrations in the culture medium
(Jorgensen et al. 2007), but more recent studies showed that
protein levels of MstC are relatively abundant and indepen-
dent of the glucose concentration (Sloothaak et al. 2015). A
mutant strain of Saccharomyces cerevisiae deficient in sugar
transport can be complemented with MstC to support growth
on fructose, galactose, glucose, and mannose (de Vries et al.
2017). It is well-established that the glaA promoter is induced
by maltose, glucose, and other starch-related compounds
(Fowler et al. 1990; Ganzlin and Rinas 2008). That mutation
of mstC results in increased expression of genes under PglaA
could indicate that MstC is involved in nutrient signaling as a
transceptor. Initially characterized in Saccharomyces,
transceptors have amino acid similarity to—and may function
as—transporters, but also act as signal-transducing receptors
involved in sensing nutrient availability (Diallinas 2017; dos
Reis et al. 2017; Ozcan et al. 1996). One possible explanation
for the impact of ΔmstC on PglaA-controlled proteins is that
mstC encodes (or its deletion induces) a transceptor involved
in signaling levels of maltose, glucose, or a combination of the
two. When the potential signaling pathway is disrupted, the
fungus senses an incorrect maltose or glucose level that may
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induce rather than repress the secretion of glucoamylase and
potentially other secreted enzymes.

It is accepted that CreA regulates BG activity in aspergilli
(Lee et al. 1996) and that inhibition of CreA results in the
secretion of native cellulolytic enzymes on non-inducing
sugars (Ruijter and Visser 1997). Thus, it is not surprising that
all four J03-derived BOTH strains have mutations in CreA
(Table 2) and increased native BG activity. Inhibition of
CreA is not known to elevate expression of glaA through its
native promoter (Nakamura et al. 2006) and therefore would
not be expected to regulate the PglaA-driven heterologous BG
constructs used here. However, during characterization of the
A. nidulans ortholog of MstC (AnMstE), expression of this
low-affinity glucose transporter was significantly reduced in
CreA-depressed mutants grown in the presence of repressing
carbon sources (Forment et al. 2006). If the creAmutations in

the BOTH strains are causing a decrease in MstC, this may
explain the increased levels of heterologous BG activity seen
in these strains. This provides an interesting connection be-
tween the most commonly impacted loci in the J03-derivative
HET and BOTH strains (mstC and creA, respectively).

The NAT-categorized strains, J03 4.3 and 6.3, were each
found to have mutations in the amyR locus. AmyR is known
to regulate production of amylolytic enzymes (Kowalczyk
et al. 2014) but has also been linked to the production of native
BG in A. niger. Disruption of amyR was shown to reduce the
activity of BG, while overexpression of amyR led to increased
BG activity (van Kuyk et al. 2012). Given that the two NAT
strains exhibited elevated native BG activity compared to the
parent strain, the mutations associated with amyR in these
strains may enhance its expression or activity. The high BG
activity of NATstrain J03 4.3 is more similar to that of the four
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BOTH strains than the other NATstrain (Table 2). J03 4.3 and
the BOTH strain J03 2.8 each had a mutation in a locus iden-
tified as a Ypt/Rab GTPase-activating protein. Proteins in this
family are typically involved in intracellular vesicle trafficking
(Lipatova et al. 2015). It is possible that mutations in this locus
in J03 2.8 and 4.3 resulted in increased secretory capabilities
of the strains, whether it was the native or heterologous BG.

In the future, it would be valuable to identify the sugar
that is being transported and/or sensed by MstC and thus
responsible for providing the native suppressive effect of
this protein. It would also be worthwhile to investigate
some of the loci that were shared between different pheno-
typic categories. For example, the only HET strain that did
not have identifiable mutations in the mstC locus, J03 1.10,
has a mutation in a possible amino acid transporter; this
same locus was also found to have a mutation in the BOTH
strain J03 1.2. It would be interesting to see what impact
the deletion or overexpression of this locus has on heterol-
ogous enzyme production in A. niger. Similarly, mutations
in the Ypt/Rab GTPase-activating protein found in BOTH
strain J03 2.8 and NAT strain J03 4.3 might further in-
crease production of heterologous BG if introduced into
one HET strain backgrounds. Together, these studies
would add further to our understanding of heterologous
protein production in A. niger.

Acknowledgements This research was funded by the DOE Joint
BioEnergy Institute (http://www.jbei.org) supported by the US
Department of Energy, Office of Science, Office of Biological and
Environmental Research, through contract DE-AC02-05CH11231 be-
tween Lawrence Berkeley National Laboratory and the US Department
of Energy. The work conducted by the US Department of Energy Joint
Genome Institute, a DOE Office of Science User Facility, is supported by
the Office of Science of the USDepartment of Energy under Contract No.
DE-AC02-05CH11231. The US government retains, and the publisher,
by accepting the article for publication, acknowledges that the US gov-
ernment retains a non-exclusive, paid-up, irrevocable, worldwide license
to publish or reproduce the published form of this manuscript, or allow
others to do so, for US government purposes. The authors thank Andrew
Pitman for the assistance with technical editing.

Funding This study was funded by the US Department of Energy, Office
of Science, Office of Biological and Environmental Research.

Compliance with ethical standards

Conflict of interest The authors declare that they have no conflict
of interest.

Ethical approval This article does not contain any studies with human
participants or animals performed by any of the authors.

Open Access This article is distributed under the terms of the Creative
Commons At t r ibut ion 4 .0 In te rna t ional License (h t tp : / /
creativecommons.org/licenses/by/4.0/), which permits unrestricted use,
distribution, and reproduction in any medium, provided you give
appropriate credit to the original author(s) and the source, provide a link
to the Creative Commons license, and indicate if changes were made.

References

Barratt RW, Johnson GB, OgataWN (1965)Wild-type and mutant stocks
of Aspergillus nidulans. Genetics 52(1):233–246

CampenSA, Lynn J, Sibert SJ, Srikrishnan S, Phatale P, FeldmanT,Guenther
JM, Singer SW, Adams PD, Sale KL, Simmons BA, Baker SE,
Magnuson JK, Gladden JM (2017) Characterization of heterologously
expressed bacterial thermophilic cellulases in Aspergillus niger. PLoS
One. https://doi.org/10.1371/journal.pone.0189604

Chen K, Wallis JW, McLellan MD, Larson DE, Kalicki JM, Pohl CS,
McGrath SD, Wendl MC, Zhang Q, Locke DP, Shi X, Fulton RS,
Ley TJ, Wilson RK, Ding L, Mardis ER (2009) BreakDancer: an algo-
rithm for high-resolution mapping of genomic structural variation. Nat
Methods 6(9):677–681. https://doi.org/10.1038/nmeth.1363

Chiang YM, Meyer KM, Praseuth M, Baker SE, Bruno KS, Wang CC
(2011) Characterization of a polyketide synthase in Aspergillus
niger whose product is a precursor for both dihydroxynaphthalene
(DHN) melanin and naphtho-gamma-pyrone. Fungal Genet Biol
48(4):430–437. https://doi.org/10.1016/j.fgb.2010.12.001

de Vries RP, Riley R, Wiebenga A, Aguilar-Osorio G, Amillis S, Uchima
CA, Anderluh G, Asadollahi M, Askin M, Barry K, Battaglia E,
Bayram Ö, Benocci T, Braus-Stromeyer SA, Caldana C, Cánovas
D, Cerqueira GC, Chen F, Chen W, Choi C, Clum A, dos Santos
RAC, Damásio AR, Diallinas G, Emri T, Fekete E, Flipphi M,
Freyberg S, Gallo A, Gournas C, Habgood R, Hainaut M, Harispe
ML, Henrissat B, Hildén KS, Hope R, Hossain A, Karabika E,
Karaffa L, Karányi Z, Krasevec N, Kuo A, Kusch H, LaButti K,
Lagendijk EL, Lapidus A, Levasseur A, Lindquist E, Lipzen A,
Logrieco AF, MacCabe A, Mäkelä MR, Malavazi I, Melin P,
Meyer V, Mielnichuk N, Miskei M, Molnár AP, Mulé G, Ngan
CY, Orejas M, Orosz E, Ouedraogo JP, Overkamp KM, Park HS,
Perrone G, Piumi F, Punt PJ, Ram AF, Ramón A, Rauscher S,
Record E, Riaño-Pachón DM, Robert V, Röhrig J, Ruller R,
Salamov A, Salih NS, Samson RA, Sándor E, Sanguinetti M,
Schütze T, Sepčić K, Shelest E, Sherlock G, Sophianopoulou V,
Squina FM, Sun H, Susca A, Todd RB, Tsang A, Unkles SE, van
de Wiele N, van Rossen-Uffink D, Oliveira JV, Vesth TC, Visser J,
Yu JH, Zhou M, Andersen MR, Archer DB, Baker SE, Benoit I,
Brakhage AA, Braus GH, Fischer R, Frisvad JC, Goldman GH,
Houbraken J, Oakley B, Pócsi I, Scazzocchio C, Seiboth B,
vanKuyk PA, Wortman J, Dyer PS, Grigoriev IV (2017)
Comparative genomics reveals high biological diversity and specific
adaptations in the industrially and medically important fungal genus
Aspergillus. Genome Biol 18(1):28. https://doi.org/10.1186/s13059-
017-1151-0

Diallinas G (2017) Transceptors as a functional link of transporters and
receptors. Microb Cell 4(3):69–73. https://doi.org/10.15698/
mic2017.03.560

dos Reis TF, Nitsche BM, de Lima PB, de Assis LJ, Mellado L, Harris
SD, Meyer V, Dos Santos RA, Riano-Pachon DM, Ries LN,
Goldman GH (2017) The low affinity glucose transporter HxtB is
also involved in glucose signalling and metabolism in Aspergillus
nidulans. Sci Rep 7:45073. https://doi.org/10.1038/srep45073

Forment JV, Flipphi M, Ramon D, Ventura L, Maccabe AP (2006)
Identification of the mstE gene encoding a glucose-inducible, low
affinity glucose transporter in Aspergillus nidulans. J Biol Chem
281(13):8339–8346. https://doi.org/10.1074/jbc.M508198200

Fowler T, Berka RM, Ward M (1990) Regulation of the glaA gene of
Aspergillus niger. Curr Genet 18(6):537–545. https://doi.org/10.
1007/BF00327025

Ganzlin M, Rinas U (2008) In-depth analysis of the Aspergillus
niger glucoamylase (glaA) promoter performance using high-
throughput screening and controlled bioreactor cultivation tech-
niques. J Biotechnol 135(3):266–271. https://doi.org/10.1016/j.
jbiotec.2008.04.005

1806 Appl Microbiol Biotechnol (2018) 102:1797–1807

http://www.jbei.org
https://doi.org/10.1371/journal.pone.0189604
https://doi.org/10.1038/nmeth.1363
https://doi.org/10.1016/j.fgb.2010.12.001
https://doi.org/10.1186/s13059-017-1151-0
https://doi.org/10.1186/s13059-017-1151-0
https://doi.org/10.15698/mic2017.03.560
https://doi.org/10.15698/mic2017.03.560
https://doi.org/10.1038/srep45073
https://doi.org/10.1074/jbc.M508198200
https://doi.org/10.1007/BF00327025
https://doi.org/10.1007/BF00327025
https://doi.org/10.1016/j.jbiotec.2008.04.005
https://doi.org/10.1016/j.jbiotec.2008.04.005


Gladden JM, Allgaier M, Miller CS, Hazen TC, VanderGheynst JS,
Hugenholtz P, Simmons BA, Singer SW (2011) Glycoside hydro-
lase activities of thermophilic bacterial consortia adapted to switch-
grass. Appl Environ Microbiol 77(16):5804–5812. https://doi.org/
10.1128/AEM.00032-11

Gladden JM, Park JI, Bergmann J, Reyes-Ortiz V, D’haeseleer P, Quirino
BF, Sale KL, Simmons BA, Singer SW (2014) Discovery and char-
acterization of ionic liquid-tolerant thermophilic cellulases from a
switchgrass-adapted microbial community. Biotechnol Biofuels
7(1):15. https://doi.org/10.1186/1754-6834-7-15

Jorgensen TR, vanKuyk PA, Poulsen BR, Ruijter GJ, Visser J, Iversen JJ
(2007) Glucose uptake and growth of glucose-limited chemostat
cultures of Aspergillus niger and a disruptant lacking MstA, a
high-affinity glucose transporter. Microbiology 153(Pt 6):1963–
1973. https://doi.org/10.1099/mic.0.2006/005090-0

Kowalczyk JE, Benoit I, de Vries RP (2014) Regulation of plant biomass
utilization in Aspergillus. AdvApplMicrobiol 88:31–56. https://doi.
org/10.1016/B978-0-12-800260-5.00002-4

Kubodera T, Yamashita N, Nishimura A (2000) Pyrithiamine resis-
tance gene (ptrA) of Aspergillus oryzae: cloning, characteriza-
tion and application as a dominant selectable marker for trans-
formation. Biosci Biotechnol Biochem 64(7):1416–1421.
https://doi.org/10.1271/bbb.64.1416

Layer RM, Chiang C, Quinlan AR, Hall IM (2014) LUMPY: a probabi-
listic framework for structural variant discovery. Genome Biol
15(6):R84. https://doi.org/10.1186/gb-2014-15-6-r84

Lee J, Kwon K-S, Hah Y (1996) Regulation of β-glucosidase biosynthe-
sis in Aspergillus nidulans. FEMS Microbiol Lett 135(1):79–84.
https://doi.org/10.1111/j.1574-6968.1996.tb07969

Li H (2011) A statistical framework for SNP calling, mutation discovery,
association mapping and population genetical parameter estimation
from sequencing data. Bioinformatics 27(21):2987–2993. https://
doi.org/10.1093/bioinformatics/btr509

Li H (2014) Toward better understanding of artifacts in variant calling
from high-coverage samples. Bioinformatics 30(20):2843–2851.
https://doi.org/10.1093/bioinformatics/btu356

Li H, Handsaker B, Wysoker A, Fennell T, Ruan J, Homer N, Marth G,
Abecasis G, Durbin R, 1000 Genome Project Data Processing
Subgroup (2009) The sequence alignment/map format and
SAMtools. Bioinformatics 25(16):2078–2079. https://doi.org/10.
1093/bioinformatics/btp352

Lipatova Z, Hain AU, Nazarko VY, Segev N (2015) Ypt/Rab GTPases:
principles learned from yeast. Crit Rev Biochem Mol 50(3):203–
211. https://doi.org/10.3109/10409238.2015.1014023

McKenna A, Hanna M, Banks E, Sivachenko A, Cibulskis K, Kernytsky
A, Garimella K, Altshuler D, Gabriel S, Daly M, DePristo MA
(2010) The Genome Analysis Toolkit: a MapReduce framework
for analyzing next-generation DNA sequencing data. Genome Res
20(9):1297–1303. https://doi.org/10.1101/gr.107524.110

Meyer V, Fiedler M, Nitsche B, King R (2015) The cell factory
Aspergillus enters the big data era: opportunities and challenges
for optimising product formation. In: Krull R, Bley T (eds)
Filaments in bioprocesses. Springer International Publishing,
Cham, pp 91–132. https://doi.org/10.1007/10_2014_297

Nakamura T, Maeda Y, Tanoue N, Makita T, Kato M, Kobayashi T
(2006) Expression profile of amylolytic genes in Aspergillus
nidulans. Biosci Biotechnol Biochem 70(10):2363–2370. https://
doi.org/10.1271/bbb.50694

Obenchain V, Lawrence M, Carey V, Gogarten S, Shannon P, Morgan M
(2014) VariantAnnotation: a Bioconductor package for exploration
and annotation of genetic variants. Bioinformatics 30(14):2076–
2078. https://doi.org/10.1093/bioinformatics/btu168

Oliveira C, Guimaraes PM, Domingues L (2011) Recombinant microbial
systems for improved beta-galactosidase production and

biotechnological applications. Biotechnol Adv 29(6):600–609.
https://doi.org/10.1016/j.biotechadv.2011.03.008

Ozcan S, Dover J, Rosenwald AG, Wölfl S, Johnston M (1996) Two
glucose transporters in Saccharomyces cerevisiae are glucose sen-
sors that generate a signal for induction of gene expression. Proc
Natl Acad Sci USA 93(22):12428–12432. https://doi.org/10.1073/
pnas.93.22.12428

Park JI, Steen EJ, Burd H, Evans SS, Redding-Johnson AM, Batth T,
Benke PI, D’Haeseleer P, Sun N, Sale KL, Keasling JD, Lee TS,
Petzold CJ, Mukhopadhyay A, Singer SW, Simmons BA, Gladden
JM (2012) A thermophilic ionic liquid-tolerant cellulase cocktail for
the production of cellulosic biofuels. PLoSOne 7(5):e37010. https://
doi.org/10.1371/journal.pone.0037010

Pontecorvo G, Roper JA, Chemmons LM, Macdonald KD, Bufton AWJ
(1953) The genetics of Aspergillus nidulans. Adv Genet:141–238

Rausch T, Zichner T, Schlattl A, Stütz AM, Benes V, Korbel JO (2012)
DELLY: structural variant discovery by integrated paired-end and
split-read analysis. Bioinformatics 28(18):i333–i339. https://doi.
org/10.1093/bioinformatics/bts378

Ruijter GJ, Visser J (1997) Carbon repression in Aspergilli. FEMS
Microbiol Lett 151(2):103–114. https://doi.org/10.1111/j.1574-
6968.1997.tb12557.x

Schuster E, Dunn-Coleman N, Frisvad JC, Van Dijck PW (2002) On the
safety of Aspergillus niger—a review. Appl Microbiol Biotechnol
59(4–5):426–435. https://doi.org/10.1007/s00253-002-1032-6

Silveira MHL, Morais AR, da Costa Lopes AMC, Olekszyszen DN,
Bogel-Łukasik R, Andreaus J, Pereira Ramos L (2015) Current pre-
treatment technologies for the development of cellulosic ethanol and
biorefineries. ChemSusChem 8(20):3366–3390. https://doi.org/10.
1002/cssc.201500282

Sloothaak J, Odoni DI, de Graaff LH, Martins Dos Santos VAP, Schaap
PJ, Tamayo-Ramos JA (2015) Aspergillus niger membrane-
associated proteome analysis for the identification of glucose trans-
porters. Biotechnol Biofuels 8(1):150. https://doi.org/10.1186/
s13068-015-0317-9

Somerville C, Bauer S, Brininstool G, Facette M, Hamann T, Milne J,
Osborne E, Paredez A, Persson S, Raab T, Vorwerk S, Youngs H
(2004) Toward a systems approach to understanding plant cell
walls. Science 306(5705):2206–2211. https://doi.org/10.1126/
science.1102765

van Dijck PWM, Selten GCM, Hempenius RA (2003) On the safety of a
new generation of DSM Aspergillus niger enzyme production
strains. Regul Toxicol Pharmacol 38(1):27–35. https://doi.org/10.
1016/s0273-2300(03)00049-7

van Kuyk PA, Benen JAE, Wösten HAB, Visser J, de Vries RP (2012) A
broader role for AmyR in Aspergillus niger: regulation of the
utilisation of D-glucose or D-galactose containing oligo- and poly-
saccharides. Appl Microbiol Biotechnol 93(1):285–293. https://doi.
org/10.1007/s00253-011-3550-6

Yang L, Lübeck M, Lübeck PS (2014) Deletion of glucose oxidase
changes the pattern of organic acid production in Aspergillus
carbonarius. AMB Express 4(1):54. https://doi.org/10.1186/
s13568-014-0054-7

Ye K, Schulz MH, Long Q, Apweiler R, Ning Z (2009) Pindel: a pattern
growth approach to detect break points of large deletions and medi-
um sized insertions from paired-end short reads. Bioinformatics
25(21):2865–2871. https://doi.org/10.1093/bioinformatics/btp394

Yu C, Simmons BA, Singer SW, Thelen MP, VanderGheynst JS
(2016) Ionic liquid-tolerant microorganisms and microbial com-
munities for lignocellulose conversion to bioproducts. Appl
Microbiol Biotechnol 100(24):10237–10249. https://doi.org/
10.1007/s00253-016-7955-0

Appl Microbiol Biotechnol (2018) 102:1797–1807 1807

https://doi.org/10.1128/AEM.00032-11
https://doi.org/10.1128/AEM.00032-11
https://doi.org/10.1186/1754-6834-7-15
https://doi.org/10.1099/mic.0.2006/005090-0
https://doi.org/10.1016/B978-0-12-800260-5.00002-4
https://doi.org/10.1016/B978-0-12-800260-5.00002-4
https://doi.org/10.1271/bbb.64.1416
https://doi.org/10.1186/gb-2014-15-6-r84
https://doi.org/10.1111/j.1574-6968.1996.tb07969
https://doi.org/10.1093/bioinformatics/btr509
https://doi.org/10.1093/bioinformatics/btr509
https://doi.org/10.1093/bioinformatics/btu356
https://doi.org/10.1093/bioinformatics/btp352
https://doi.org/10.1093/bioinformatics/btp352
https://doi.org/10.3109/10409238.2015.1014023
https://doi.org/10.1101/gr.107524.110
https://doi.org/10.1007/10_2014_297
https://doi.org/10.1271/bbb.50694
https://doi.org/10.1271/bbb.50694
https://doi.org/10.1093/bioinformatics/btu168
https://doi.org/10.1016/j.biotechadv.2011.03.008
https://doi.org/10.1073/pnas.93.22.12428
https://doi.org/10.1073/pnas.93.22.12428
https://doi.org/10.1371/journal.pone.0037010
https://doi.org/10.1371/journal.pone.0037010
https://doi.org/10.1093/bioinformatics/bts378
https://doi.org/10.1093/bioinformatics/bts378
https://doi.org/10.1111/j.1574-6968.1997.tb12557.x
https://doi.org/10.1111/j.1574-6968.1997.tb12557.x
https://doi.org/10.1007/s00253-002-1032-6
https://doi.org/10.1002/cssc.201500282
https://doi.org/10.1002/cssc.201500282
https://doi.org/10.1186/s13068-015-0317-9
https://doi.org/10.1186/s13068-015-0317-9
https://doi.org/10.1126/science.1102765
https://doi.org/10.1126/science.1102765
https://doi.org/10.1016/s0273-2300(03)00049-7
https://doi.org/10.1016/s0273-2300(03)00049-7
https://doi.org/10.1007/s00253-011-3550-6
https://doi.org/10.1007/s00253-011-3550-6
https://doi.org/10.1186/s13568-014-0054-7
https://doi.org/10.1186/s13568-014-0054-7
https://doi.org/10.1093/bioinformatics/btp394
https://doi.org/10.1007/s00253-016-7955-0
https://doi.org/10.1007/s00253-016-7955-0

	Forward...
	Abstract
	Introduction
	Materials and methods
	Reagents and strains
	Mutagenesis and primary plate screening
	Secondary liquid culture screening
	Characterization of mutant strains
	Sequencing and bioinformatics analyses of mutants
	Deletion of sugar transporter
	Protein gel electrophoresis

	Results
	Mutagenesis screen
	Sequencing of hyper-production mutant strains
	Targeted deletion of mstC locus

	Discussion
	References




