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Abstract 

Background: Lytic polysaccharide monooxygenases (LPMOs) are copper-dependent redox enzymes that cleave 
recalcitrant biopolymers such as cellulose, chitin, starch and hemicelluloses. Although LPMOs receive ample interest 
in industry and academia, their reaction mechanism is not yet fully understood. Recent studies showed that  H2O2 is 
a more efficient cosubstrate for the enzyme than  O2, which could greatly affect the utilization of LPMOs in industrial 
settings.

Results: We probe the reactivity of LPMO9C from the cellulose-degrading fungus Neurospora crassa with a turbidi-
metric assay using phosphoric acid-swollen cellulose (PASC) as substrate and  H2O2 as a cosubstrate. The measure-
ments were also followed by continuous electrochemical  H2O2 detection and LPMO reaction products were analysed 
by mass spectrometry. Different systems for the in situ generation of  H2O2 and for the reduction of LPMO’s active-site 
copper were employed, including glucose oxidase, cellobiose dehydrogenase, and the routinely used reductant 
ascorbate.

Conclusions: We found for all systems that the supply of  H2O2 limited LPMO’s cellulose depolymerization activity, 
which supports the function of  H2O2 as the relevant cosubstrate. The turbidimetric assay allowed rapid determination 
of LPMO activity on a cellulosic substrate without the need for time-consuming and instrumentally elaborate analysis 
methods.
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Background
LPMOs (CAZy AA9–11, 13–16) are copper-dependent 
redox enzymes that employ a redox reaction to cleave 
and decrystallize recalcitrant biopolymers [1, 2]. LPMO 
activity has been demonstrated in biomass-degrading 
bacteria [3], fungi [4] and, as of recently, also in fire-
brat (Thermobia domestica) [5], insect poxvirus [6] and 

the fern Tectaria macrodonta [7]. The substrate scope 
of LPMOs includes cellulose [8], in some cases soluble 
cello-oligosaccharides [9], chitin [3], starch [10] and vari-
ous hemicelluloses [9, 11–13].

Since their discovery in 2010 [3], LPMOs have received 
ample attention in basic and applied research due to their 
synergistic interaction with hydrolytic enzymes [14, 15]. 
However, the insoluble nature of their substrates com-
plicates the use of routine biochemical analysis methods, 
which typically require homogenous conditions. Further-
more, LPMOs depend on a steady supply of electrons and 
a cosubstrate while generating a complex array of oxida-
tion products that necessitate specialized equipment for 
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analysis. As a result, key questions on the LPMO catalytic 
cycle and kinetics, including the cosubstrate preference, 
await experimental clarification [16].

Despite their widespread distribution and their diverse 
substrate specificities, all known LPMOs share a highly 
conserved active site which includes a dyad of histidines 
coordinating a single Cu(II) atom [4, 17]. LPMO requires 
an external electron donor and an oxygen-containing 
cosubstrate for catalysis [16]. In fungi, electron-donating 
systems for LPMOs include a variety of phenols released 
during lignocellulose degradation [18, 19]. The fungal fla-
vocytochrome cellobiose dehydrogenase (CDH) directly 
reduces the copper centre of LPMOs [20, 21]. Synergies 
with other fungal redox enzymes such as polyphenol oxi-
dases [22], laccases [23] or oxidoreductases of the GMC-
oxidoreductase family [24] were previously shown to 
provide a range of potential electron-donating systems 
for LPMOs through the release or recycling of phenolic 
lignin breakdown products. Potential electron-donating 
systems in other organisms, e.g. in bacteria or insects, 
await identification.

Reduced LPMOs are reported to utilize either  O2 [3, 
25] or  H2O2 [26] as a cosubstrate, resulting in a monoox-
ygenase or peroxygenase reaction, respectively. The out-
come of both reactions is the regioselective insertion of 
an oxygen atom at the C1 [4] or C4 [9] carbon of the gly-
cosidic linkage, which destabilizes and breaks the bond 
[17, 27]. Recent kinetic studies of bacterial [26, 28] and 
fungal LPMOs [29] showed that turnover numbers with 
 H2O2 as cosubstrate exceeded those obtained with  O2 by 
two orders of magnitude. A drawback of the peroxyge-
nase reaction is the susceptibility of LPMOs for oxidative 
damage in the absence of substrate, or at high  H2O2 con-
centrations [26, 30]. It was argued that the lower turnover 
with  O2 could protect LPMO from such oxidation reac-
tions and thus extend the operational stability to longer 
time-scales [29]. Despite several studies [4, 25, 26, 28, 
29], it is still disputed whether  O2 or  H2O2 is preferred 
as cosubstrate in a natural environment. Here, it is worth 
noting that a number of GMC-oxidoreductases secreted 
by fungi also provide a steady  H2O2 supply required for 
peroxidases involved in biomass degradation [31]. This 
includes CDH, which was shown to possess a weak oxi-
dase activity [32] that can provide sufficient amounts of 
 H2O2 for LPMO catalysis [33].

Typically, activity measurements for LPMOs rely on 
the identification of soluble, oxidized oligosaccharides, 
which are liberated by the LPMO [34]. Such studies are 
complicated by the array of possible oxidation prod-
ucts and the lack of suitable standards (e.g. C4-oxidized 
oligosaccharides). If C4-oxidizing LPMOs are used in 
combination with CDH, also doubly oxidized products 
occur, since CDH efficiently oxidizes the reducing end of 

soluble oligosaccharides [9]. Such analyses also miss the 
introduced carboxylic groups, resulting in aldonic acids 
in the insoluble fraction of the substrate, which make 
up a considerable fraction of the total reaction prod-
ucts (see e.g. [33]). Kuusk et al. [28] previously reported 
a detailed kinetic analysis of the chitin-active, bacterial 
LPMO CBP21 using 14C-labelled chitin. This procedure 
allowed for the sensitive detection of reaction products 
independent of their oxidation. A recently introduced 
activity assay for LPMOs is based on the colourimetric  
detection of a pyrocatechol violet–Ni2+ complex, which 
enabled quantifying the number of aldonic acids on 
the substrate generated by LPMO [35]. A drawback of 
this procedure is the inability to detect the activity of 
C4-oxidizing LPMOs, which do not introduce aldonic 
acids into the substrate. In homogenous solution, LPMO 
activity can be readily detected based on the quantifica-
tion of  H2O2 released in a futile side reaction that occurs 
in the absence of substrate [9, 36]. LPMOs also oxidize 
2,6-dimethoxyphenol in the presence of peroxide and 
reducing equivalents, which results in the formation of 
the dimerization product coerulignone that can be quan-
tified spectroscopically [37]. While these homogeneous 
assays may be used as a proxy for LPMO activity, they 
do not allow analysing reaction kinetics with native, het-
erogeneous LPMO substrates. To date, there is still the 
need for universal and easy-to-apply methods that enable 
measuring the time-dependent LPMO activity without 
specialized equipment.

Here, we employ a turbidimetric assay using a cellu-
lose solution to examine the peroxygenase activity of the  
fungal, C4-oxidizing LPMO9C from the model fungus 
Neurospora crassa.

Results
LPMO activity monitored by a turbidimetric assay
Turbidimetry has been recently employed to screen the 
cellulolytic activity of a fungal LPMO towards phos-
phoric acid-swollen cellulose (PASC), which represents 
a disordered, amorphous form of cellulose. This screen-
ing assay measured the decrease in the optical density of 
the substrate after a defined incubation time of 360 min 
at 50 °C in microwell plates [38]. Here, we adapt this pro-
cedure into a continuous, turbidimetric assay to measure 
the time-dependent conversion of PASC by a cellulose-
active LPMO.

Initially, we established the relation between PASC con-
centration and the loss of transmitted light intensity. The 
optical attenuation was linear up to a concentration of 
1.4 mg mL−1 PASC (Fig. 1a). These measurements were 
performed under constant stirring to prevent the settling 
of particles in the suspension. In the standard assay, we 
employed a concentration of PASC (0.8  mg  mL−1) that 
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provided a stable baseline and a low background signal 
from the light scattering of larger substrate particles in 
the suspension. The molar concentration of PASC was 
24.7 µM assuming an average chain length of 200 glucose 
units [39]. However, the particle distribution of PASC 
is not homogenous, which affects the depolymerization 
kinetics as discussed later. The reaction was started by 
injecting an LPMO-containing stock solution, which also 
contained the reducing agent. In experiments using  H2O2 
as the cosubstrate, the stock solution was added before 

addition of the  H2O2. The optical density of the PASC 
suspension was continuously monitored at a wavelength 
of 620 nm, which was previously used for the turbidimet-
ric measurement of cellulase activity [40].

Binding of LPMO to PASC
In the following experiments, we employed LPMO9C 
from Neurospora crassa (NcLPMO9C; UniProt acces-
sion number Q7SHI8), which is active on cellulose, 
hemicelluloses and soluble oligosaccharides [9, 11, 41]. 

Fig. 1 Activity of LPMO with ascorbate as reductant. a Calibration curve showing the relation between PASC concentration and the turbidity. 
Assays were performed in 50 mM sodium phosphate buffer, pH 6.0, at 30 °C. The equation for the linear range (0–1.4 mg mL−1 PASC) is given. b 
Time-dependent turbidity changes of a 0.8 mg mL−1 PASC solution incubated with various LPMO concentrations in the presence (solid lines) and 
absence (dashed lines) of 1 mM ascorbate. LPMO concentrations are specified above the traces. LPMO and ascorbate were added simultaneously 
to the assay (black arrows). Traces are vertically shifted by the same increment for better visibility. The extent of the catalytic reaction is indicated by 
an arrow above the graphs. c Absorbance changes observed in b upon titration of LPMO to PASC in the presence (blue triangles) or absence (black 
circles) of ascorbate. Dashed lines indicate the addition of LPMO to a buffer solution without PASC in the presence (blue triangles) or absence (black 
circles) of 1 mM ascorbate. Note that the curves coincide because no apparent changes in optical density were observed. d Degradation of PASC 
by LPMO measured in an anaerobic glove box. PASC (0.6 mg mL−1) was mixed with 3 µM NcLPMO9C in the absence (green curve) or presence of 
2 mM ascorbate (dark and light red curves). For comparison, the experiment was performed under the same conditions (3 µM LPMO and 2 mM 
ascorbate) under aerobic conditions (dark and light blue curves). A control containing only PASC (0.6 mg mL−1) is shown as a black curve. Note 
that for technical reasons a different photometer had to be used for this experiment. The equation for the linear range of the calibration curve 
(0–1 mg mL−1 PASC) was 1.16x + 0.03. The black arrow indicates the addition of LPMO and/or ascorbate. e Reaction rates determined from the 
initial slopes of the reactions shown in b (blue triangles) and f (black circles). f Reaction of LPMO (3 µM) with various concentrations of ascorbate 
(solid lines). The arrows indicate the addition of LPMO and ascorbate concentrations are specified above the traces. Identical reactions carried out in 
the presence of catalase (2000 U mL−1) are indicated as colour-coded dashed lines
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This LPMO contains a family 1 carbohydrate-binding 
module (CBM1) which is fused to the catalytic domain 
via a lengthy linker peptide of 82 amino acids. In the 
first set of experiments, we employed 1  mM ascorbate, 
which is a commonly used concentration in LPMO con-
version assays. The assay was started after 240  s by the 
addition of a relatively high concentration of LPMO 
(3 µM) to achieve a fast assay. Unexpectedly, this led to 
an instant increase in optical density within the mixing 
time (Fig.  1b). For both the reduced and the oxidized 
NcLPMO9C, the optical density increased linearly with 
the enzyme concentration, but the observed increase 
was approximately three times higher for the reduced 
LPMO (Fig.  1c). The same increase in optical density 
was also observed when mixing ascorbate and LPMO 
under anaerobic conditions, demonstrating that this 
phase represents a non-catalytic reaction (Fig. 1d). Con-
trol experiments in the absence of PASC did not show 
detectable absorbance changes for all employed LPMO 
concentrations.

The fact that the reduced LPMO showed a higher 
increase in optical density than its oxidized form under 
both aerobic and anaerobic conditions suggests that the 
rapid initial increase in optical density is due to improved 
substrate binding. Previous binding experiments demon-
strated a higher substrate affinity of NcLPMO9C to PASC 
when the active site was in the reduced state [42]. In this 
study, the presence of ascorbate increased both the bind-
ing affinity and the binding capacity to PASC approxi-
mately twice [42]. A similar observation was made for the 
binding of LPMO9E from Myceliophthora thermophila 
to soluble oligosaccharides [43]. The binding of different 
substrate chains by the catalytic domain and the CBM1 
under reducing conditions may lead to a “cross-linking” 
of PASC fibres and may thereby increase the optical 
density.

Ascorbate‑driven LPMO activity
Following the initial, very rapid increase in optical den-
sity, a second phase showing an attenuation of the signal 
was observed in assays containing LPMO and ascor-
bate (Fig.  1b). The decrease in optical density indicates 
the degradation of the PASC by the LPMO. To confirm 
catalysis, we mixed NcLPMO9C with ascorbate in an 
anaerobic glove box (Fig. 1d) in the absence of any oxy-
gen species. We observed the first phase of the reaction 
(binding of the LPMO to PASC), but found that the sec-
ond, catalytic phase was completely suppressed. In the 
following, LPMO activity is expressed as the relative 
change in optical density per min. The rates were cal-
culated from the linear slopes of the catalytic phase to 
avoid substrate depletion at the end of the experiment. 
An important and unexpected observation from these 

experiments is that almost similar reaction rates were 
obtained for different LPMO concentrations (Fig. 1e, blue 
triangles). The observed uncoupling of catalyst concen-
tration and reaction rate—a fourfold increase of enzyme 
concentration correlated to a 25% increase of the activ-
ity—points towards a rate-limiting factor in the over-
all reaction. One reason could be the concentration of 
the reductant ascorbate, which was applied in a 1  mM 
concentration. We, therefore, varied the ascorbate con-
centration for 3  µM NcLPMO9C (Fig.  1f ). Initial rates 
calculated from these batch conversions demonstrated 
a strong correlation between activity and ascorbate con-
centration (Fig.  1e, black circles). A previous study that 
employed the bacterial SmLPMO10A and chitin as the 
substrate showed a clear dependency of the LPMO reac-
tion rate on the reductant concentration, with an appar-
ent KM for ascorbate of 2  µM [44]. However, it is also 
well documented that ascorbate can reduce  O2 to  H2O2 
under commonly employed reaction conditions [24, 28]. 
Thus, providing a higher ascorbate concentration in the 
assays is likely to release higher amounts of  H2O2, which 
can act as a cosubstrate for LPMO. To test whether the 
availability of  H2O2 was the rate-limiting factor in the 
measurements, we replicated the activity assays in the 
presence of catalase (final concentration: 2000 U mL−1 at 
pH 6) to scavenge most of the formed  H2O2. Under these 
conditions, we still observed the initial increase in opti-
cal density upon addition of LPMO, indicating that sub-
strate binding of the LPMO was not compromised by the 
catalase. However, the subsequent catalytic reaction was 
clearly, but not fully suppressed in the presence of cata-
lase (Fig. 1f, dashed lines).

Interaction of NcLPMO9C with NcCDHIIA
We also initiated LPMO activity with cellobiose dehy-
drogenase (CDH), which is a proposed native interac-
tion partner of LPMOs in wood-decaying fungi [20, 24]. 
CDHs oxidize cellobiose or soluble cello-oligosaccharides 
in an FAD-dependent reaction and reduce the LPMO 
active site via a dedicated, flexible cytochrome domain 
[21]. Reduced CDHs also have a low, FAD-dependent 
oxidase activity [45, 46], which can support LPMO activ-
ity through the slow release of  H2O2 [33]. We used NcC-
DHIIA (UniProt accession number Q7RXM0), the main 
secreted CDH in N. crassa [47], to activate NcLPMO9C 
in the PASC turbidity assays (Fig.  2a). The activity of 
LPMO in this reaction setup was strictly dependent on 
the presence of cellobiose as CDH substrate (Additional 
file  1: Figure S1). NcCDHIIA in combination with cel-
lobiose induced moderate LPMO activity, which was 
dependent on the applied NcCDHIIA concentration. 
The observed rates were approximately one order of 
magnitude lower than those obtained with ascorbate as 
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LPMO-reductant (Figs. 2b vs 1e). Catalase (2000 U mL−1) 
completely inhibited the reaction at a low, 0.5  µM con-
centration of NcCDHIIA, while at higher concentrations 
a weak LPMO activity was observed, possibly reflect-
ing the incomplete  H2O2 removal by the catalase. The 
obvious inhibition of the turbidimetric PASC assay by 
catalase at low CDH concentrations indicates that  H2O2 
was predominantly used as cosubstrate by NcLPMO9C. 
Since both NcLPMO9C and NcCDHIIA feature a CBM1 
that binds to cellulose, the spatial proximity of the two 
enzymes during catalysis, which is required for the elec-
tron transfer between both enzymes, may also provide 
a locally increased  H2O2 concentration in the vicinity of 
the heterogeneous substrate.

To further probe the effect of  H2O2 on CDH-driven 
LPMO activity, we used commercial glucose oxidase 
(GOX) from Aspergillus niger for the in situ generation of 
 H2O2. GOX in combination with glucose and LPMO did 
not lead to changes in the optical density (Fig. 2c), dem-
onstrating that an LPMO-specific reductant is required 
to induce activity. For LPMO reduction a low, 0.5  µM 
concentration of NcCDHIIA in combination with 10 mM 
cellobiose was added. Under these conditions, the addi-
tion of GOX led to a rate enhancement that depended 
on the applied GOX activity and, therefore, also on the 
amount of produced  H2O2. At high GOX activities, a fast, 
initial attenuation of the optical density was followed 
by a slower phase of signal decay. This indicates a rapid 
deactivation of NcLPMO9C at high GOX concentrations, 
possibly due to  H2O2-induced oxidation of the copper-
coordinating amino acids [26]. Such deactivation effects 

were recently observed for a bacterial LPMO, which was 
rapidly deactivated when the  H2O2 supply exceeded the 
enzyme’s capability to convert the cosubstrate [33]. The 
pronounced rate acceleration upon addition of GOX 
in the presence of a low, 0.5  µM concentration of NcC-
DHIIA indicated that not the availability of reducing 
equivalents, but the  H2O2 concentration was the rate-
limiting factor in these reactions.

To verify that the observed increase in activity upon 
 H2O2 addition detected by turbidimetry corresponds 
to the formation of oxidized oligosaccharide products, 
MALDI-MS measurements were performed on the sol-
uble fraction of the reaction mixtures. The formation of 
products was followed in reactions containing PASC, 
LPMO, CDH and lactose and in related reactions 
spiked several times with  H2O2 during the course of 
the incubation (Fig. 3). C4 oxidized products, which are 
typical products of the NcLPMO9C reaction [9], were 
detected in the form of sodium adducts of C4 ketones 
and geminal diols. Small amounts of native (unoxi-
dized) oligosaccharides, e.g. Glc3, Glc4 and Glc5, were 
also present in control samples containing only PASC, 
CDH and lactose. Such products may also occur during 
the LPMO action due to a weak hydrolytic background 
[48]. While absolute quantitation cannot be achieved 
by MALDI-MS, the changes in the ratio of unoxidized 
and oxidized oligosaccharides between the individual 
conditions clearly indicated the boosting effect of  H2O2 
on the action of NcLPMO9C (Fig. 3b–d).

The high resolving power and high mass accuracy of 
the FT-ICR MS allowed us to unambiguously assign 

Fig. 2 LPMO activity in the presence of CDH and glucose oxidase. a Solid lines indicate the time-dependent absorbance changes of a 0.8 mg mL−1 
PASC solution in presence of 3 µM LPMO and 0.5, 1.0 or 3.0 µM NcCDHIIA. Reactions were carried out in 50 mM potassium phosphate buffer, 
pH 6.0. The same reactions were carried out in presence of 2000 U mL−1 catalase (colour-coded dashed lines). Traces were vertically shifted for 
better visibility. b Reaction rates of PASC degradation of the reactions shown in a. c LPMO activity in the presence of 0.5 µM NcCDHIIA and various 
indicated activities of glucose oxidase (GOX). The volumetric activity of GOX was determined as described in the “Methods” section. All samples 
contained 10 mM glucose and 10 mM lactose as a substrate for GOX and CDH, respectively, and were carried out at 30 °C in 50 mM sodium 
phosphate buffer, pH 6.0. In control experiments, NcCDHIIA (grey dashed line) or GOX (black line) were avoided
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different carbohydrate molecules and their adduct 
state. For example, we were able to clearly distinguish 
between Glc(n)(K+) and Glc(n)Gemdiol(Na+) adducts, 
which differ only by 0.02  Da. The mass measurements 
can also provide indirect proof whether the LPMO gen-
erates C1 or C4 oxidized products. C1 oxidation leads 
to the formation of sugar lactones, which undergo con-
version into aldonic acids. The acidic products are then 
preferentially detected in the form of salt (sodium or 
potassium), charged by an additional alkali metal cation 
 (Na+ or  K+) [27, 34]. On the other hand, C4 oxidizing 
LPMOs create keto/gemdiol forms, which are not form-
ing salts and are present only as single alkali metal cat-
ion charged masses. Since we have not detected aldonic 

acids in any of the reaction mixtures and only detected 
gemdiols, we can conclude that the NcLPMO9C indeed 
generated C4 oxidation products.

The peroxygenase reactivity of LPMO
To determine the  H2O2 consumption rate by LPMO, we 
tested the reactivity of NcLPMO9C with  H2O2 by titrat-
ing aliquots of  H2O2 to reactions containing 0.8 mg mL−1 
PASC, 3 µM LPMO and 2 mM ascorbate. In these experi-
ments,  H2O2 was added to the reaction every 90 s using 
three different concentrations (20, 40 or 80 µM per addi-
tion). The total change in the reaction volume due to 
the addition of  H2O2 was less than 3% in all assays. The 
addition of  H2O2 to reduced LPMO caused an immediate 

Fig. 3 MALDI-MS analysis of oxidized oligosaccharide products. Reactions containing 10 mg mL−1 PASC, 3 µM LPMO, 0.1 µM CDH, 1 mM lactose 
and  H2O2 (120 µM final concentration added in four batches of 30 µM over 30 min) were analysed under different conditions using MALDI-MS. 
a Overview of selected parts of the MALDI-MS spectra obtained from samples containing all components (PASC, CDH, lactose, LPMO and  H2O2) 
showing various oligosaccharide products. b–d Details of selected product spectra under four conditions: PASC with oxidized LPMO (black 
line), PASC with oxidized LPMO and  H2O2 (blue line), PASC with CDH, lactose and LPMO (green line) and PASC with CDH, lactose, LPMO and 
 H2O2 (red line). Addition of  H2O2 led to a notable, relative increase in C4-oxidized products compared to the unoxidized forms of the analysed 
oligosaccharides. All oligosaccharides and their oxidized products were detected as sodium or potassium adducts. Shown are also the theoretical 
monoisotopic masses of all analysed reaction products. Peaks with no labels are matrix adducts or other, non-carbohydrate based, background 
signals
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decrease in optical density, which points towards a fast 
consumption of  H2O2. This reaction was much faster 
than the reference reaction without  H2O2 (Fig.  4a). The 
substrate conversion rate could not be determined 
because it was as fast or faster than the mixing time of 
the cuvette (ca. 10 s). However, doubling the amount of 
added  H2O2 also doubled the observed change in optical 
density. For all titrations, approximately 350–400 µM of 
 H2O2 was required to reach maximal observable changes, 
corresponding to approximately 0.2 units of optical den-
sity. Addition of  H2O2 or LPMO beyond this lower limit 
did not induce further changes in the optical density of 
the PASC suspension. Control experiments in which 
either LPMO or reductant were omitted did not show 
any changes in the optical density of the PASC suspen-
sion (Additional file 1: Figure S2). Likewise, the titration 
of  H2O2 to oxidized NcLPMO9C had no observable effect 
on the optical density of the PASC (Additional file 1: Fig-
ure S2).

To correlate the observed substrate degradation with 
the cosubstrate consumption, we followed the deple-
tion of  H2O2 using electrochemical detection of  H2O2 
(Fig. 4b). These assays were carried out at a larger volume 
of 12 mL in a stirred electrochemical cell to avoid exceed-
ing consumption of  H2O2 by the electrode. Titration of 
40 µM  H2O2 to reactions containing only PASC or only 
LPMO showed a stable,  H2O2 concentration-dependent 
decrease of the measured current. The addition of  H2O2 
to oxidized LPMO resulted in slightly lower currents, 

indicating  H2O2 depletion through a background reac-
tion. Under these conditions, no turbidimetric changes 
of PASC were observed (Additional file  1: Figure S2) 
showing that this futile reaction did not induce observ-
able catalytic events. The addition of  H2O2 to reactions 
containing 2  mM ascorbate (Fig.  4b, magenta line) led 
to a slow depletion of  H2O2, possibly via reduction of 
the  H2O2 [49, 50]. Upon titration of  H2O2 to a reaction 
containing ascorbate, LPMO and PASC, no detectable 
increase in the  H2O2 concentration was observed, show-
ing that  H2O2 was rapidly consumed in this experiment 
(Fig. 4b, red line). This is a clear indication that the con-
sumption of the cosubstrate by the system occurred 
within the response time of the electrochemical sensor, 
which was approximately 3  s. After 9  H2O2 additions, 
corresponding to a total added  H2O2 concentration of 
360 µM, a built-up of  H2O2 was observed. This concen-
tration coincides with the required  H2O2 concentra-
tion that induced maximal changes in optical density of 
PASC in degradation assays carried out under compara-
ble conditions (Fig. 4a, red line). Doubling the concentra-
tion of added  H2O2 to 80 µM per addition (Fig. 4b, blue 
line) resulted in notable signal spikes after 4–5 additions 
(320–400 µM), which compares well to the experiments 
shown in Fig.  4a which employed the same  H2O2 addi-
tion rate. Taken together, these experiments demon-
strate fast consumption of  H2O2 by an LPMO-dependent 
reaction and connect the observed absorbance changes 
to the consumption of  H2O2. The visual change that 

Fig. 4 Effect of  H2O2 on the degradation of PASC by LPMO. a Sequential titration of 20 µM (green line), 40 µM (red line) or 80 µM (blue line)  H2O2 
to a solution containing 0.8 mg mL−1 PASC, 3 µM LPMO and 2 mM ascorbate. The background reaction of LPMO in the presence (black line) or 
absence (grey line) of 2 mM ascorbate. b Time-dependent, electrochemical measurement of  H2O2. All reactions were carried out at a volume of 
12 mL under constant stirring at 30 °C and contained 0.8 mg mL−1 PASC in 50 mM sodium phosphate buffer, pH 6.0. Vertical dotted lines indicate 
the addition of fresh  H2O2 which was added approximately every 90 s in aliquots of 40 µM. Shown is the addition of  H2O2 to PASC (black line); 
PASC and 3 µM LPMO (green line); PASC and 2 mM ascorbate (magenta line); PASC, 2 mM ascorbate and 3 µM LPMO (red line). In an additional 
experiment, PASC, 2 mM ascorbate and 3 µM LPMO was supplemented with 80 µM  H2O2 per addition (blue line). c Degradation of 0.8 mg mL−1 
PASC by 3 µL LPMO.  H2O2 (40 µM) was sequentially added to the samples every 90 s in presence or absence of 2 mM ascorbate. The total amount of 
added  H2O2 was 400 µM
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accompanied the degradation of PASC by LPMO upon 
titration with 40 µM  H2O2 is shown in Fig. 4c. The images 
suggest that, to a large extent, NcLPMO9C preferentially 
targeted finely dispersed, amorphous PASC while bigger 
particles remained largely intact at the end of the reac-
tion. The heterogeneity of the substrate may also explain 
why the reaction levelled off at a certain optical density.

Substrate binding of LPMO during  H2O2‑mediated PASC 
degradation
To gain further insight into the binding of LPMO to 
PASC, we monitored the fraction of free NcLPMO9C 
during the titration of reduced LPMO with 10 aliquots 
of 40  µM  H2O2. Samples of 50  µL were regularly with-
drawn from this reaction and the supernatants analysed 
by SDS-PAGE after centrifugation (Fig.  5a). Incubation 
of LPMO with PASC in absence of reductant reduced 
the concentration of soluble LPMO by 50%, indicating 
binding of the other 50% of LPMO to the substrate. Addi-
tion of ascorbate to this reaction instantly increased the 
fraction of bound enzyme to 71%. This compares well to 
the observed changes in optical density in Fig. 1b, which 
showed a higher signal change for the reduced LPMO 
when compared to the oxidized enzyme. The fraction 
of free enzyme gradually increased upon titration with 
 H2O2 (Fig.  5a). Quantitative assessment of PASC by 
weight determination (Fig. 5b) showed that notable sub-
strate degradation occurred only in samples containing 
ascorbate together with LPMO. Addition of  H2O2 to this 
mixture led to a notably higher PASC degradation than 
observed in the presence of ascorbate alone. In this reac-
tion, approximately 20% of the PASC initially present in 
the assay was solubilized by the LPMO. In the same reac-
tion, the optical density of PASC decreased by ca. 45% 
(from 0.47 to 0.21 optical density at 620 nm). Thus, part 
of the observed absorbance changes may be a result of 
PASC modification rather than solubilization, e.g. via the 
introduction of oxidized ends, or the release of insolu-
ble oligomers. Results obtained from bacterial or fun-
gal LPMOs previously showed that only approximately 
50% of the total introduced oxidized ends were found 
on soluble oligomers, while the remaining modifications 
occurred on the insoluble fraction [33].

Discussion
A growing body of evidence demonstrates that LPMOs 
use  H2O2 as cosubstrate with a much higher catalytic 
efficiency than  O2 [26, 28, 44, 51]. While the cosubstrate 
preference of LPMOs in their native environments is still 
debated [29] the efficient peroxygenase reactivity may be 
beneficial in industrial settings to achieve faster biomass 
depolymerization [52].

Fig. 5 Binding of NcLPMO9C to PASC and substrate degradation 
during  H2O2-mediated PASC degradation. a SDS-PAGE analysis 
of supernatants obtained from titration of reduced NcLPMO9C 
with aliquots of 40 µM  H2O2 (Fig. 4a, red line). Three µM LPMO was 
incubated for 10 min in buffer solution (“-PASC”) or together with 
0.8 mg mL−1 PASC (“+PASC”). To the latter reaction mix, ascorbate 
was added to a final concentration of 2 mM (“+PASC/AscA”), and 
titration with  H2O2 in aliquots of 40 µM was performed. The intensity 
(in %) denotes the intensities of the bands relative to those of 
NcLPMO9C incubated in buffer solution. Intensities were calculated 
with the Image Lab Software Suite (BioRad). All reactions were carried 
out in 50 mM potassium phosphate buffer, pH 6.0. The SDS-PAGE 
analysis was repeated twice with the error being within 5%. b Weight 
determination of PASC in different control experiments. The total 
concentration of  H2O2 added to the samples was 400 µM, which was 
added in aliquots of 40 µM every 90 s (as shown in Fig. 4a, red line). 
All assays were performed in 3 mL quartz cuvettes at 30 °C and under 
constant stirring. For each data point shown, 2 reactions containing 
2.5 mL of sample solution were pooled, centrifuged and washed 
twice with deionized water. The dry weight of PASC in each reaction 
mix was determined after drying the sample at 55 °C to a constant 
weight (ca. 16 h of incubation)
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The activity of LPMOs is typically assessed in the pres-
ence of an about 1 mM concentration of ascorbate, which 
reduces the active-site copper and initiates the oxidative 
degradation of the substrate. Several recent publications, 
however, raised the question whether the observed activ-
ity is due to an  O2-dependent monooxygenase reaction, 
or, at least partially, depends on the  H2O2 that is slowly 
released by the reaction of oxygen with the reductant 
ascorbate [26, 31, 44]. In addition, reduced LPMOs in 
solution may also release low  H2O2 concentrations via 
an uncoupling reaction [36]. Results obtained with the 
turbidimetric assay support an  H2O2-dependent LPMO 
activity. First, we observed that the rate of NcLPMO9C 
increased linearly with the concentration of ascorbate. 
While we cannot exclude experimentally that the assays 
may not have been carried out under saturating ascorbate 
concentrations, a recent study showed that the bacterial 
LPMO10A from Serratia marcescens had an apparent 
KM-value of 2 µM for ascorbate [44]. Even if the KM-value 
of NcLPMO9C for ascorbate would be 50-times higher, 
the high 0.5–6  mM ascorbate concentration present in 
our assays should still provide sufficiently saturating con-
ditions to achieve maximal turnover. The reduction of 
the active site by ascorbate is not the rate-limiting step 
in the overall LPMO reaction at high ascorbate concen-
trations [53] and providing more reducing equivalents 
should not exert a boosting effect on the LPMO cataly-
sis. From experiments with the  H2O2 scavenger catalase, 
we conclude that the  H2O2 generated from the oxida-
tion reaction of  O2 by ascorbate is preferentially used as 
cosubstrate by the NcLPMO9C for the degradation of 
the cellulose substrate. Stability measurements of ascor-
bate conducted under the same reaction conditions used 
in this study (50 mM phosphate buffer, pH 6, and 30 °C) 
showed that a concentration of 1 mM ascorbate depleted 
within 100  min of incubation (Figure S10 in Ref. [24]), 
forming  H2O2 and dehydroascorbic acid as the degrada-
tion products.

We also found that the reaction of LPMO with 
the native electron donor cellobiose dehydrogenase 
depended on the presence of  H2O2. The CDH/LPMO 
system was sensitive to the presence of catalase, which is 
in good agreement with a previous report showing that a 
CDH variant with enhanced oxygen reactivity was more 
efficient in initiating the activity of a bacterial LPMO 
[33]. In this study, the measured LPMO reaction rates 
corresponded to the rate of  H2O2 formation by CDH, 
while the electron transfer from CDH to LPMO was not 
rate-limiting. Here, we confirm and extend this observa-
tion by demonstrating that the same effects occur when 
using a CDH together with an LPMO from the same 

organism (N. crassa) during the degradation of a cellu-
losic substrate. Experiments using a low amount (0.5 µM) 
of CDH showed that the LPMO reaction rate could be 
tuned by the addition of glucose oxidase/glucose, indicat-
ing that reductive activation of the LPMO by CDH was 
not rate-limiting.

Also, it should be noted that the high CDH concen-
trations (0.5–3  µM) employed in our assays aimed at 
visualizing degradation effects within the assay time of 
~ 30  min, but may not reflect conditions encountered 
in vivo. Quantitative secretome analysis of the fungus N. 
crassa previously showed that NcCDHIIA constituted 
only a minor fraction of the proteins detected under cel-
lulolytic conditions (2.4% or 0.28  µmol  g−1 secretome) 
[54]. In comparison, the 3 LPMOs identified in this study 
together made up 14.6% of the total secretome, corre-
sponding to 5.23 µmol g−1 secretome. This indicates that 
a 15- to 20-fold lower concentration of CDH is used by 
the fungus to support LPMO activity.

Overall, the herein used assay procedure allows a rapid 
determination of LPMO activity under heterogeneous 
conditions. We reason that the limits of our assay were 
largely determined by substrate depletion due to the 
modification or depolymerization of PASC. Conversion 
experiments carried out at different  H2O2 feeding rates 
all converged at a similar optical density (Fig. 4a). How-
ever, the addition of fresh PASC, ascorbate or  H2O2 at the 
end of the assays (after addition of 400 µM  H2O2) did not 
induce notable absorbance changes of the PASC solution 
(Additional file 1: Figure S3). We, therefore, conclude that 
a limitation of binding sites on PASC and oxidative dam-
age of the unbound LPMO [26] are the limiting factors of 
this assay procedure.

Conclusions
Lytic polysaccharide monooxygenases employ a unique 
redox mechanism to degrade recalcitrant polysaccha-
rides. To date, there is still an ongoing dispute whether 
 O2 or  H2O2 is the preferred cosubstrate of the enzyme. 
Using different reducing systems, including the native 
reductase cellobiose dehydrogenase, we here show 
that the depolymerization of a cellulosic substrate by  
NcLPMO9C depends on the supply of  H2O2. Further-
more, we introduce an easy-to-apply assay for lytic poly-
saccharide monooxygenases that employs an insoluble 
cellulose substrate.

Methods
Enzymes and chemicals
Cellobiose dehydrogenase IIA (CDHIIA) and lytic 
polysaccharide monooxygenase 9C (LPMO9C) from  
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N. crassa were recombinantly produced in Pichia pas-
toris X-33 cells as previously reported [55]. Purifica-
tion was done by sequential hydrophobic interaction 
chromatography (HIC) and anion exchange chroma-
tography (AIEX) [36, 55]. The purity of the enzymes 
was verified by SDS-PAGE and activity assays.

CDH activity was measured spectrophotometrically 
by monitoring the reduction of the FAD-dependent 
electron acceptor dichlorophenol indophenol (DCIP, 
ε520 = 6.8 mM−1 cm−1) or the heme b-dependent chro-
mogen cytochrome c (cyt c, ε550 = 19.6  mM−1  cm−1). 
Assays had a total volume of 1  mL and contained 
30  mM lactose as CDH substrate along with 300  µM 
DCIP or 20 µM cyt c in 50 mM potassium phosphate 
buffer, pH 6.0. One unit of CDH activity was defined 
as the amount of enzyme that reduced 1  µmol of the 
electron acceptor per min under the given assay 
conditions.

Catalase from Corynebacterium glutamicum and 
FAD-dependent glucose oxidase from A. niger were 
obtained from Sigma Aldrich and used without addi-
tional purification. Catalase activity was assayed by 
monitoring the decrease of 40  mM  H2O2 at a wave-
length of 240  nm (ε240 = 43.6  M−1  cm−1 [56]). Assays 
had a total volume of 1  mL and were performed at 
30  °C in 50  mM potassium phosphate buffer, pH 6.0. 
One unit of catalase activity was defined as the amount 
of enzyme consuming 1 μmol  H2O2 per min.

Glucose oxidase activity was assayed with a peroxi-
dase-coupled assay using ABTS [2,2′-azinobis(3-eth-
ylbenzthiazolinesulfonic acid)] (ɛ420 = 36  mM−1  cm−1) 
as the chromogenic substrate. Assays had a total vol-
ume of 1  mL and contained 10  mM glucose, 10  mM 
ABTS and 7 U mL−1 horseradish peroxidase II (Sigma 
Aldrich) in 50  mM potassium phosphate buffer, pH 
6.0. One unit of glucose oxidase activity was defined as 
the amount of enzyme necessary for the generation of 
1 μmol of  H2O2 per min.

Preparation of phosphoric acid‑swollen cellulose (PASC)
Phosphoric acid-swollen cellulose (PASC) was prepared 
by dissolving 8  g of microcrystalline cellulose (20–
160  µm) in 200  mL of ice-cold 85% (v/v) phosphoric 
acid. The solution was stirred for 1  h at 4  °C. After 
removing undissolved cellulose, 1.8  L of ice-cold HQ-
water was added to induce the precipitation of PASC. 
The precipitate was washed on a vacuum pump with 
deionized water (ca. 2.0  L), with 2  L of a 2  M sodium 
bicarbonate solution and finally with 50  mM potas-
sium phosphate buffer, pH 6.0, until a constant pH was 
measured. Before utilization, PASC was homogenized 
with a disperser (Ultra Turrax, Ika).

Turbidimetric measurement of PASC and determination 
of LPMO activity
LPMO activity was measured based on the decrease of 
the optical density of a PASC suspension upon degrada-
tion [40]. The optical density of PASC was determined 
at 620  nm using a temperature-controlled, single-beam 
UV–visible spectrophotometer (U-3000, Hitachi) with 
a built-in magnetic stirrer. The measurement setup con-
sisted of a quartz cuvette with 3  mL volume contain-
ing a 6  mm cross-shaped magnetic stirrer. The cuvette 
was filled with 2.5 mL of the PASC suspension and was 
placed in a temperature-controlled UV–Vis spectrom-
eter (Hitachi U-3000). The stirrer speed was set to an 
angular frequency of approximately 50  rad  s−1 and the 
PASC suspension was equilibrated within the instru-
ment for 10  min at 30  °C. The time to achieve uniform 
mixing in the cuvette was approximately 10  s. The lin-
ear relation between the PASC concentration and its 
optical density at 620  nm was verified between 0 and 
1.4 mg PASC mL−1 (Fig. 1a). Standard activity assays con-
tained 0.8 mg mL−1 PASC and 3 µM of LPMO. Reducing 
agents for LPMO were ascorbate, or NcCDHIIA together 
with 10  mM cellobiose. All assays were performed at 
30 °C unless stated otherwise. Control experiments were 
performed by adding only ascorbate or NcLPMO9C to 
PASC. The activity was assessed based on the initial, lin-
ear decrease in optical density by fitting the data to a lin-
ear equation. PASC degradation experiments in absence 
of oxygen were performed in an anaerobic glove box 
(Whitley DG250, Don Whitley Scientific) which was 
continuously flushed with a nitrogen/hydrogen mixture 
(99:1). Residual oxygen traces were removed by a palla-
dium catalyst and the generated water vapour captured 
by silica gel. Measurements were performed on an Agi-
lent 8453 UV–visible spectrophotometer equipped with 
a magnetic stirrer. During all measurements, the temper-
ature inside the glove box was maintained at 25 ± 1 °C by 
an external thermostat.

Matrix‑assisted laser desorption/ionization mass 
spectrometry (MALDI‑MS) analysis
MALDI-MS analysis was performed on a Bruker SolariX 
15T FT-ICR mass spectrometer. PASC was washed 
two times with 250  mM sodium acetate, centrifuged at 
2000×g for three minutes, and resuspended in 25  mM 
TRIS, pH 6.0, at a concentration of 10  mg  mL−1. NcC-
DHIIA (0.1 µM), lactose (1 mM) and NcLPMO9C (3 µM) 
were added to a total reaction volume of 500  µL. The 
reaction mixture was incubated for 30 min at 30 °C under 
constant shaking.  H2O2 was added to a concentration of 
30 µM (5 µL of a 3 mM  H2O2 stock solution) at the start 
of the incubation and after 10, 20 and 30  min resulting 
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in a total added concentration of 120  µM  H2O2 at the 
end of the experiment. Samples were taken at the end of 
the incubation, desalted using a porous graphitic carbon 
resin (HyperCarb, Thermo Fisher Scientific) in a pipette 
tip (washed with water and eluted with 50% ACN) and 
were spotted (1.5 µL) on a MALDI plate in a 10, 20 and 
60 µg µL−1 DHB matrix in 30% ACN (1.5 µL). Measured 
values are a sum of 1500 laser shots randomly distrib-
uted across the sample spot. Results are only shown for 
20 µg µL−1 matrix that yielded the highest intensities of 
the products.

Electrochemical measurements
Chronoamperometric measurements were performed in 
a water-jacketed electrochemical cell filled with 12 mL of 
sample solution connected to a water bath (Julabo F12, 
Germany) using an Autolab PGSTAT204 potentiostat 
(Metrohm, Netherlands). A standard three-electrode 
configuration employed a platinum disk microelectrode 
with a diameter of 100 μm as the working electrode, an 
Ag/AgCl electrode as the reference electrode and a plati-
num coiled wire as the auxiliary electrode (BAS Inc.). 
Prior to all measurements, the phosphate buffer solu-
tion (50  mM, pH 6.0) containing 0.8  mg  mL−1 PASC, 
2  mM ascorbate and 3  µM NcLPMO9C was degassed 
by bubbling with nitrogen for 20  min and subsequently 
protected by applying a nitrogen atmosphere during the 
whole measurements. A potential of − 0.15 V was applied 
to detect  H2O2. When the background current reached 
a stable signal, the freshly prepared and degassed  H2O2 
sample was injected into the PASC suspension through 
an FEP tube (diameter 0.15  mm) connected to a 1-mL 
syringe (SGE Analytical Science). All measurements were 
conducted at 30.0 ± 0.2  °C and a magnetic stirrer oper-
ated at an angular frequency of approximately 50 rad s−1 
provided convective transport. The data were collected at 
0.5 s−1 and corrected for the background current.

Supplementary information
Supplementary information accompanies this paper at https ://doi.
org/10.1186/s1306 8-020-01673 -4.

Additional file 1: Figure S1. Incubation of 3 µM LPMO and 0.8 mg mL−1 
PASC with CDH at concentrations of 0.5 µM (red) 1 µM (blue) or 3 µM 
(green) in absence of cellobiose. Black line: 3 µM CDH and 10 mM cel-
lobiose in absence of LPMO. All reactions were carried out under constant 
stirring at 30 °C in 50 mM sodium phosphate buffer, pH 6.0. Figure S2. 
Titration of oxidized LPMO (3 µM) and 0.8 mg mL−1 PASC with 20 µM 
(green), 40 µM (red) or 80 µM (blue)  H2O2 (solid lines). Dashed, coloured 
lines show the titration of 2 mM ascorbate and 0.8 mg mL−1 PASC with 
20 µM (green), 40 µM (red) or 80 µM (blue)  H2O2. The vertical dashed lines 
indicate the addition of  H2O2. The arrow indicates the addition of LPMO 
(solid lines) or 2 mM ascorbate (dashed lines). All reactions were carried 
out under constant stirring at 30 °C in 50 mM sodium phosphate buffer, 
pH 6.0. Figure S3. Titration of LPMO (3 µM) and 0.8 mg mL−1 PASC with 
40 µM  H2O2. The vertical dashed lines indicate the addition of  H2O2. The 

arrow indicates the addition of fresh PASC which was either added alone 
(green line) or simultaneously with 1 mM ascorbate (AscA, black line). The 
blue line indicates the addition of ascorbate (1 mM). All reactions were 
carried out under constant stirring at 30 °C in 50 mM sodium phosphate 
buffer, pH 6.0.

Abbreviations
LPMO: Lytic polysaccharide monooxygenase; CDH: Cellobiose dehydrogenase; 
CBM: Carbohydrate-binding module; PASC: Phosphoric acid-swollen cellulose; 
ANS: 8-Anilinonaphthalene-1-sulfonic acid; EDTA: Ethylenediaminetetraacetic 
acid; DHB: 2,5-Dihydroxybenzoic acid; TCEP: Tris(2-carboxyethyl)phosphine; 
MC: Microcrystalline cellulose; ECD: Electronic circular dichroism; MS: Mass 
spectrometry; MALDI: Matrix-assisted laser desorption/ionization; FT-ICR: 
Fourier-transform ion cyclotron resonance.

Acknowledgements
The authors thank E. Breslmayr for valuable discussions and input.

Authors’ contributions
DK conceptualised the study; FF and DK performed the turbidimetric assays; 
HC performed electrochemical measurements; FF, PM and PH performed mass 
spectrometry; DK, RL, PM, FF and PH interpreted and analysed experimental 
data; RL and DK wrote the final version of the manuscript. All authors read and 
approved the final manuscript.

Funding
The project was supported by the Austrian Science Fund FWF through grants 
J4154 (D.K.), I2385‐N28 (R.L.), the ERC Consolidator Grant OXIDISE (grant 
agreement Nr. 726396, R.L.) and the Czech Science Foundation through grant 
16-34818L (P.H.). MS instrument access was enabled through EU/MEYS fund-
ing: CZ.1.05/1.1.00.02.0109 and LM2015043 CIISB.

Availability of data and materials
The datasets used and/or analysed during the current study are available from 
the corresponding author on reasonable request.

Ethics approval and consent to participate
Not applicable.

Consent for publication
All authors have seen and approved the manuscript before submission to 
Biotechnology for Biofuels.

Competing interests
The authors declare that they have no competing interests.

Author details
1 BioCeV-Institute of Microbiology, The Czech Academy of Sciences, 
Prumyslova 595, 252 50 Vestec, Czech Republic. 2 Faculty of Science, Charles 
University, Hlavova 2030/8, 128 43 Prague 2, Czech Republic. 3 Biocatalysis 
and Biosensing Research Group, Department of Food Science and Technol-
ogy, BOKU-University of Natural Resources and Life Sciences, Muthgasse 18, 
1190 Vienna, Austria. 4 The University of Manchester, Manchester Institute 
of Biotechnology, Manchester M1 7DN, UK. 

Received: 12 December 2019   Accepted: 1 February 2020

References
 1. Johansen KS. Discovery and industrial applications of lytic polysaccha-

ride mono-oxygenases. Biochem Soc Trans. 2016;44:143–9. https ://doi.
org/10.1042/BST20 15020 4.

 2. Müller G, Várnai A, Johansen KS, et al. Harnessing the potential of 
LPMO-containing cellulase cocktails poses new demands on processing 
conditions. Biotechnol Biofuels. 2015;8:187. https ://doi.org/10.1186/s1306 
8-015-0376-y.

https://doi.org/10.1186/s13068-020-01673-4
https://doi.org/10.1186/s13068-020-01673-4
https://doi.org/10.1042/BST20150204
https://doi.org/10.1042/BST20150204
https://doi.org/10.1186/s13068-015-0376-y
https://doi.org/10.1186/s13068-015-0376-y


Page 12 of 13Filandr et al. Biotechnol Biofuels           (2020) 13:37 

 3. Vaaje-Kolstad G, Westereng B, Horn SJ, et al. An oxidative enzyme 
boosting the enzymatic conversion of recalcitrant polysaccharides. 
Science (80). 2010;330:219–22. https ://doi.org/10.1126/scien ce.11922 
31.

 4. Quinlan RJ, Sweeney MD, Lo Leggio L, et al. Insights into the oxidative 
degradation of cellulose by a copper metalloenzyme that exploits 
biomass components. Proc Natl Acad Sci. 2011;108:15079–84. https ://
doi.org/10.1073/pnas.11057 76108 .

 5. Sabbadin F, Hemsworth GR, Ciano L, et al. An ancient family of lytic 
polysaccharide monooxygenases with roles in arthropod development 
and biomass digestion. Nat Commun. 2018. https ://doi.org/10.1038/
s4146 7-018-03142 -x.

 6. Chiu E, Hijnen M, Bunker RD, et al. Structural basis for the enhance-
ment of virulence by viral spindles and their in vivo crystallization. Proc 
Natl Acad Sci. 2015;112:3973–8. https ://doi.org/10.1073/pnas.14187 
98112 .

 7. Yadav SK, Archana, Singh R, et al. Insecticidal fern protein Tma12 is pos-
sibly a lytic polysaccharide monooxygenase. Planta. 2019;249:1987–96. 
https ://doi.org/10.1007/s0042 5-019-03135 -0.

 8. Forsberg Z, Vaaje-kolstad G, Westereng B, et al. Cleavage of cellulose by 
a cbm33 protein. Protein Sci. 2011;20:1479–83. https ://doi.org/10.1002/
pro.689.

 9. Isaksen T, Westereng B, Aachmann FL, et al. A C4-oxidizing lytic polysac-
charide monooxygenase cleaving both cellulose and cello-oligosac-
charides. J Biol Chem. 2014;289:2632–42. https ://doi.org/10.1074/jbc.
M113.53019 6.

 10. Vu VV, Beeson WT, Span EA, et al. A family of starch-active polysaccharide 
monooxygenases. Proc Natl Acad Sci. 2014;111:13822–7. https ://doi.
org/10.1073/pnas.14080 90111 .

 11. Agger JW, Isaksen T, Varnai A, et al. Discovery of LPMO activity on 
hemicelluloses shows the importance of oxidative processes in plant 
cell wall degradation. Proc Natl Acad Sci. 2014;111:6287–92. https ://doi.
org/10.1073/pnas.13236 29111 .

 12. Frommhagen M, Sforza S, Westphal AH, et al. Discovery of the combined 
oxidative cleavage of plant xylan and cellulose by a new fungal polysac-
charide monooxygenase. Biotechnol Biofuels. 2015;8:101. https ://doi.
org/10.1186/s1306 8-015-0284-1.

 13. Couturier M, Ladevèze S, Sulzenbacher G, et al. Lytic xylan oxidases 
from wood-decay fungi unlock biomass degradation. Nat Chem Biol. 
2018;14:306–10. https ://doi.org/10.1038/nchem bio.2558.

 14. Harris PV, Welner D, McFarland KC, et al. Stimulation of lignocellulosic 
biomass hydrolysis by proteins of glycoside hydrolase family 61: structure 
and function of a large, enigmatic family. Biochemistry. 2010;49:3305–16. 
https ://doi.org/10.1021/bi100 009p.

 15. Langston JA, Shaghasi T, Abbate E, et al. Oxidoreductive cellulose depo-
lymerization by the enzymes cellobiose dehydrogenase and glycoside 
hydrolase 61. Appl Environ Microbiol. 2011;77:7007–15. https ://doi.
org/10.1128/AEM.05815 -11.

 16. Meier KK, Jones SM, Kaper T, et al. Oxygen activation by Cu LPMOs in 
recalcitrant carbohydrate polysaccharide conversion to monomer sugars. 
Chem Rev. 2018;118:2593–635. https ://doi.org/10.1021/acs.chemr 
ev.7b004 21.

 17. Walton PH, Davies GJ. On the catalytic mechanisms of lytic polysaccha-
ride monooxygenases. Curr Opin Chem Biol. 2016;31:195–207. https ://
doi.org/10.1016/j.cbpa.2016.04.001.

 18. Westereng B, Cannella D, Wittrup Agger J, et al. Enzymatic cellulose 
oxidation is linked to lignin by long-range electron transfer. Sci Rep. 
2016;5:18561. https ://doi.org/10.1038/srep1 8561.

 19. Martinez AT. How to break down crystalline cellulose. Science (80). 
2016;352:1050–1. https ://doi.org/10.1126/scien ce.aaf89 20.

 20. Phillips CM, Beeson WT, Cate JH, et al. Cellobiose dehydrogenase and a 
copper-dependent polysaccharide monooxygenase potentiate cellulose 
degradation by Neurospora crassa. ACS Chem Biol. 2011;6:1399–406. https 
://doi.org/10.1021/cb200 351.

 21. Tan T-C, Kracher D, Gandini R, et al. Structural basis for cellobiose dehy-
drogenase action during oxidative cellulose degradation. Nat Commun. 
2015;6:7542. https ://doi.org/10.1038/ncomm s8542 .

 22. Frommhagen M, Mutte SK, Westphal AH, et al. Boosting LPMO-driven lig-
nocellulose degradation by polyphenol oxidase-activated lignin building 
blocks. Biotechnol Biofuels. 2017;10:121. https ://doi.org/10.1186/s1306 
8-017-0810-4.

 23. Brenelli L, Squina FM, Felby C, et al. Laccase-derived lignin compounds 
boost cellulose oxidative enzymes AA9. Biotechnol Biofuels. 2018;11:10. 
https ://doi.org/10.1186/s1306 8-017-0985-8.

 24. Kracher D, Scheiblbrandner S, Felice AKG, et al. Extracellular electron 
transfer systems fuel cellulose oxidative degradation. Science (80). 
2016;352:1098–101. https ://doi.org/10.1126/scien ce.aaf31 65.

 25. Kjaergaard CH, Qayyum MF, Wong SD, et al. Spectroscopic and com-
putational insight into the activation of  O2 by the mononuclear Cu 
center in polysaccharide monooxygenases. Proc Natl Acad Sci U S A. 
2014;111:8797–802. https ://doi.org/10.1073/pnas.14081 15111 .

 26. Bissaro B, Røhr ÅK, Müller G, et al. Oxidative cleavage of polysaccha-
rides by monocopper enzymes depends on  H2O2. Nat Chem Biol. 
2017;13:1123–8. https ://doi.org/10.1038/nchem bio.2470.

 27. Forsberg Z, Sørlie M, Petrović D, et al. Polysaccharide degradation by lytic 
polysaccharide monooxygenases. Curr Opin Struct Biol. 2019;59:54–64. 
https ://doi.org/10.1016/j.sbi.2019.02.015.

 28. Kuusk S, Bissaro B, Kuusk P, et al. Kinetics of  H2O2-driven degradation of 
chitin by a bacterial lytic polysaccharide monooxygenase. J Biol Chem. 
2018;293:523–31. https ://doi.org/10.1074/jbc.M117.81759 3.

 29. Hangasky JA, Iavarone AT, Marletta MA. Reactivity of  O2 versus  H2O2 
with polysaccharide monooxygenases. Proc Natl Acad Sci U S A. 
2018;115:4915–20. https ://doi.org/10.1073/pnas.18011 53115 .

 30. Petrović DM, Bissaro B, Chylenski P, et al. Methylation of the N-terminal 
histidine protects a lytic polysaccharide monooxygenase from auto-oxi-
dative inactivation. Protein Sci. 2018;27:1636–50. https ://doi.org/10.1002/
pro.3451.

 31. Bissaro B, Várnai A, Røhr ÅK, et al. Oxidoreductases and reactive oxygen 
species in conversion of lignocellulosic biomass. Microbiol Mol Biol Rev. 
2018. https ://doi.org/10.1128/mmbr.00029 -18.

 32. Sygmund C, Santner P, Krondorfer I, et al. Semi-rational engineering of 
cellobiose dehydrogenase for improved hydrogen peroxide production. 
Microb Cell Fact. 2013;12:38. https ://doi.org/10.1186/1475-2859-12-38.

 33. Kracher D, Forsberg Z, Bissaro B, et al. Polysaccharide oxidation by lytic 
polysaccharide monooxygenase is enhanced by engineered cellobiose 
dehydrogenase. FEBS J. 2019. https ://doi.org/10.1111/febs.15067 .

 34. Westereng B, Arntzen M, Agger JW, et al. Analyzing activities of lytic 
polysaccharide monooxygenases by liquid chromatography and mass 
spectrometry. Methods in molecular biology. New York: Humana press; 
2017. p. 71–92. https ://doi.org/10.1007/978-1-4939-6899-2_7.

 35. Wang D, Li J, Wong ACYY, et al. A colorimetric assay to rapidly determine 
the activities of lytic polysaccharide monooxygenases. Biotechnol Biofu-
els. 2018;11:215. https ://doi.org/10.1186/s1306 8-018-1211-z.

 36. Kittl R, Kracher D, Burgstaller D, et al. Production of four Neurospora 
crassa lytic polysaccharide monooxygenases in Pichia pastoris moni-
tored by a fluorimetric assay. Biotechnol Biofuels. 2012;5:79. https ://doi.
org/10.1186/1754-6834-5-79.

 37. Breslmayr E, Hanžek M, Hanrahan A, et al. A fast and sensitive activity 
assay for lytic polysaccharide monooxygenase. Biotechnol Biofuels. 
2018;11:1–13. https ://doi.org/10.1186/s1306 8-018-1063-6.

 38. Hansson H, Karkehabadi S, Mikkelsen N, et al. High-resolution structure 
of a lytic polysaccharide monooxygenase from Hypocrea jecorina reveals 
a predicted linker as an integral part of the catalytic domain. J Biol Chem. 
2017;292:19099–109. https ://doi.org/10.1074/jbc.M117.79976 7.

 39. Zhang YHP, Lynd LR. Determination of the number-average degree 
of polymerization of cellodextrins and cellulose with application to 
enzymatic hydrolysis. Biomacromolecules. 2005;6:1510–5. https ://doi.
org/10.1021/bm049 235j.

 40. Enari T-M, Niku-Paavola M-L. Nephelometric and turbidometric assay for 
cellulase. Methods in enzymology. New York: Academic Press; 1988. p. 
117–26.

 41. Borisova AS, Isaksen T, Dimarogona M, et al. Structural and functional 
characterization of a lytic polysaccharide monooxygenase with broad 
substrate specificity. J Biol Chem. 2015;290:22955–69. https ://doi.
org/10.1074/jbc.M115.66018 3.

 42. Kracher D, Andlar M, Furtmüller PG, et al. Active-site copper reduction 
promotes substrate binding of fungal lytic polysaccharide monooxyge-
nase and reduces stability. J Biol Chem. 2018;293:1676–87. https ://doi.
org/10.1074/jbc.RA117 .00010 9.

 43. Hangasky JA, Marletta MA. A random-sequential kinetic mechanism for 
polysaccharide monooxygenases. Biochemistry. 2018;57:3191–9. https ://
doi.org/10.1021/acs.bioch em.8b001 29.

https://doi.org/10.1126/science.1192231
https://doi.org/10.1126/science.1192231
https://doi.org/10.1073/pnas.1105776108
https://doi.org/10.1073/pnas.1105776108
https://doi.org/10.1038/s41467-018-03142-x
https://doi.org/10.1038/s41467-018-03142-x
https://doi.org/10.1073/pnas.1418798112
https://doi.org/10.1073/pnas.1418798112
https://doi.org/10.1007/s00425-019-03135-0
https://doi.org/10.1002/pro.689
https://doi.org/10.1002/pro.689
https://doi.org/10.1074/jbc.M113.530196
https://doi.org/10.1074/jbc.M113.530196
https://doi.org/10.1073/pnas.1408090111
https://doi.org/10.1073/pnas.1408090111
https://doi.org/10.1073/pnas.1323629111
https://doi.org/10.1073/pnas.1323629111
https://doi.org/10.1186/s13068-015-0284-1
https://doi.org/10.1186/s13068-015-0284-1
https://doi.org/10.1038/nchembio.2558
https://doi.org/10.1021/bi100009p
https://doi.org/10.1128/AEM.05815-11
https://doi.org/10.1128/AEM.05815-11
https://doi.org/10.1021/acs.chemrev.7b00421
https://doi.org/10.1021/acs.chemrev.7b00421
https://doi.org/10.1016/j.cbpa.2016.04.001
https://doi.org/10.1016/j.cbpa.2016.04.001
https://doi.org/10.1038/srep18561
https://doi.org/10.1126/science.aaf8920
https://doi.org/10.1021/cb200351
https://doi.org/10.1021/cb200351
https://doi.org/10.1038/ncomms8542
https://doi.org/10.1186/s13068-017-0810-4
https://doi.org/10.1186/s13068-017-0810-4
https://doi.org/10.1186/s13068-017-0985-8
https://doi.org/10.1126/science.aaf3165
https://doi.org/10.1073/pnas.1408115111
https://doi.org/10.1038/nchembio.2470
https://doi.org/10.1016/j.sbi.2019.02.015
https://doi.org/10.1074/jbc.M117.817593
https://doi.org/10.1073/pnas.1801153115
https://doi.org/10.1002/pro.3451
https://doi.org/10.1002/pro.3451
https://doi.org/10.1128/mmbr.00029-18
https://doi.org/10.1186/1475-2859-12-38
https://doi.org/10.1111/febs.15067
https://doi.org/10.1007/978-1-4939-6899-2_7
https://doi.org/10.1186/s13068-018-1211-z
https://doi.org/10.1186/1754-6834-5-79
https://doi.org/10.1186/1754-6834-5-79
https://doi.org/10.1186/s13068-018-1063-6
https://doi.org/10.1074/jbc.M117.799767
https://doi.org/10.1021/bm049235j
https://doi.org/10.1021/bm049235j
https://doi.org/10.1074/jbc.M115.660183
https://doi.org/10.1074/jbc.M115.660183
https://doi.org/10.1074/jbc.RA117.000109
https://doi.org/10.1074/jbc.RA117.000109
https://doi.org/10.1021/acs.biochem.8b00129
https://doi.org/10.1021/acs.biochem.8b00129


Page 13 of 13Filandr et al. Biotechnol Biofuels           (2020) 13:37  

•
 
fast, convenient online submission

 •
  

thorough peer review by experienced researchers in your field

• 
 
rapid publication on acceptance

• 
 
support for research data, including large and complex data types

•
  

gold Open Access which fosters wider collaboration and increased citations 

 
maximum visibility for your research: over 100M website views per year •

  At BMC, research is always in progress.

Learn more biomedcentral.com/submissions

Ready to submit your research ?  Choose BMC and benefit from: 

 44. Kuusk S, Kont R, Kuusk P, et al. Kinetic insights into the role of the reduct-
ant in  H2O2-driven degradation of chitin by a bacterial lytic polysac-
charide monooxygenase. J Biol Chem. 2019;294:1516–28. https ://doi.
org/10.1074/jbc.RA118 .00619 6.

 45. Pricelius S, Ludwig R, Lant NJ, et al. In situ generation of hydrogen perox-
ide by carbohydrate oxidase and cellobiose dehydrogenase for bleach-
ing purposes. Biotechnol J. 2011;6:224–30. https ://doi.org/10.1002/
biot.20100 0246.

 46. Wilson MT, Hogg N, Jones GD. Reactions of reduced cellobiose oxidase 
with oxygen. Is cellobiose oxidase primarily an oxidase? Biochem J. 
1990;270:265–7. https ://doi.org/10.1042/bj270 0265.

 47. Znameroski EA, Coradetti ST, Roche CM, et al. Induction of lignocellulose-
degrading enzymes in Neurospora crassa by cellodextrins. Proc Natl Acad 
Sci. 2012;109:6012–7. https ://doi.org/10.1073/pnas.11184 40109 .

 48. Westereng B, Agger JW, Horn SJ, et al. Efficient separation of oxidized 
cello-oligosaccharides generated by cellulose degrading lytic polysac-
charide monooxygenases. J Chromatogr A. 2013;1271:144–52. https ://
doi.org/10.1016/j.chrom a.2012.11.048.

 49. Lowry JP, O’Neill RD. Homogeneous mechanism of ascorbic acid interfer-
ence in hydrogen peroxide detection at enzyme-modified electrodes. 
Anal Chem. 1992;64:453–6. https ://doi.org/10.1021/ac000 28a02 2.

 50. Deutsch JC. Ascorbic acid oxidation by hydrogen peroxide. Anal Bio-
chem. 1998;255:1–7. https ://doi.org/10.1006/ABIO.1997.2293.

 51. Müller G, Chylenski P, Bissaro B, et al. The impact of hydrogen peroxide 
supply on LPMO activity and overall saccharification efficiency of a 

commercial cellulase cocktail. Biotechnol Biofuels. 2018;11:209. https ://
doi.org/10.1186/s1306 8-018-1199-4.

 52. Chylenski P, Bissaro B, Sørlie M, et al. Lytic polysaccharide monooxyge-
nases in enzymatic processing of lignocellulosic biomass. ACS Catal. 
2019;9:4970–91. https ://doi.org/10.1021/acsca tal.9b002 46.

 53. Bissaro B, Streit B, Isaksen I, et al. Molecular mechanism of the chitinolytic 
peroxygenase reaction. Proc Natl Acad Sci. 2020. https ://doi.org/10.1073/
pnas.19048 89117 .

 54. Phillips CM, Iavarone AT, Marletta MA. Quantitative proteomic approach 
for cellulose degradation by Neurospora crassa. J Proteome Res. 
2011;10:4177–85. https ://doi.org/10.1021/pr200 329b.

 55. Sygmund C, Kracher D, Scheiblbrandner S, et al. Characterization of the 
two Neurospora crassa cellobiose dehydrogenases and their connection 
to oxidative cellulose degradation. Appl Environ Microbiol. 2012;78:6161–
71. https ://doi.org/10.1128/AEM.01503 -12.

 56. Beers RF, Sizer IW. A spectrophotometric method for measur-
ing the breakdown of hydrogen peroxide by catalase. J Biol Chem. 
1952;195:133–40.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in pub-
lished maps and institutional affiliations.

https://doi.org/10.1074/jbc.RA118.006196
https://doi.org/10.1074/jbc.RA118.006196
https://doi.org/10.1002/biot.201000246
https://doi.org/10.1002/biot.201000246
https://doi.org/10.1042/bj2700265
https://doi.org/10.1073/pnas.1118440109
https://doi.org/10.1016/j.chroma.2012.11.048
https://doi.org/10.1016/j.chroma.2012.11.048
https://doi.org/10.1021/ac00028a022
https://doi.org/10.1006/ABIO.1997.2293
https://doi.org/10.1186/s13068-018-1199-4
https://doi.org/10.1186/s13068-018-1199-4
https://doi.org/10.1021/acscatal.9b00246
https://doi.org/10.1073/pnas.1904889117
https://doi.org/10.1073/pnas.1904889117
https://doi.org/10.1021/pr200329b
https://doi.org/10.1128/AEM.01503-12

	The H2O2-dependent activity of a fungal lytic polysaccharide monooxygenase investigated with a turbidimetric assay
	Abstract 
	Background: 
	Results: 
	Conclusions: 

	Background
	Results
	LPMO activity monitored by a turbidimetric assay
	Binding of LPMO to PASC
	Ascorbate-driven LPMO activity
	Interaction of NcLPMO9C with NcCDHIIA
	The peroxygenase reactivity of LPMO
	Substrate binding of LPMO during H2O2-mediated PASC degradation

	Discussion
	Conclusions
	Methods
	Enzymes and chemicals
	Preparation of phosphoric acid-swollen cellulose (PASC)
	Turbidimetric measurement of PASC and determination of LPMO activity
	Matrix-assisted laser desorptionionization mass spectrometry (MALDI-MS) analysis
	Electrochemical measurements

	Acknowledgements
	References




