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Abstract 

 

Use of biomass as feedstock for the production of carbon-based fuels and chemicals 

represents an essential component of the global strategy to attain sustainable and circular 

industrial economies.  Current strategic objectives for biomass conversion technologies focus on 

enhancing cost competitiveness through, for example, the use of cheaper feedstocks (e.g. 

lignocellulosic wastes).  However, adoption of lignocellulosic biomass as substrate will only be 

possible after addressing the inefficiencies and costs which stem from the additional processing 

necessitated by the compositional complexity of lignocellulosic materials.  Nature, wherein the 

recycling of lignocellulosics is an essential ecological process, may offer strategies for engineers 

and scientists to emulate.  

Fungi, particularly filamentous fungi, are well-known for their role as material recyclers 

in the natural carbon cycles and, as such, are intriguing for use in biomass-conversion, or 

biorefining processes.  Application of filamentous fungi in biorefineries was therefore examined 

in a comprehensive literature review (Chapter 2).  From this review, it may be concluded that 

while no single strain of fungi, indeed no microorganism, may practically perform all the process 

steps (i.e. from pre-processing of raw biomass to accumulation of desired products), the 

complete valorization of biomass is possible by employing and/or combining multiple fungal 

strains at specific steps in the process, and by targeting multiple products.  Concerning the 

products of fungal biotransformations, the number of potential products is proportional to the 

number of metabolites associated with a given organism; and these metabolic products remain 

largely underexplored or altogether unidentified.  Therefore, a method for screening and 

evaluating a large number of products that may be obtained from fungal biotransformation of 

various biomass feedstocks was developed as part of the study described in Chapter 3.  The 

products of the biotransformations were identified using non-targeted ultra-performance liquid 

chromatography coupled with quadrupole-time-of-flight electrospray ionization mass 

spectrometry and evaluated using the multivariate statistical tools commonly employed in the 

field of metabolomics.  Identified among the products were valuable chemicals, such as those 

described in two recent US Department of Energy surveys, including furans and organic acids.  

In addition to these “top chemical opportunities”, substantial production of bio-pigments was 

also observed.  Of the feedstocks investigated, a simulated food-waste feedstock was associated 
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with the highest pigment production and was thus further investigated for maximal pigment 

production (Chapter 4).  To that end, an optimized extraction method was employed and, 

following this, a novel strategy was explored involving co-culturing of multiple strains of fungi 

together in a single conversion reaction.  It was found that co-culturing the pigment-producing 

fungus with a specific second species elicited significantly more pigment production vis-à-vis the 

pigment-producing species alone.   

2,5-furandicarboxylic acid (FDCA), a compound of industrial interest for use as a 

replacement for terephthalic acid in polymer production, was also identified among the fungal 

biotransformation products of apple pomace feedstock.  Since FDCA is mainly produced via 

oxidation of 5-hydroxymethylfurfural (HMF), itself a carbohydrate-derived product, the process 

of using filamentous fungi for converting HMF into FDCA was more closely investigated 

(Chapter 5).  Several industrially relevant strains of filamentous fungi, including the strain used 

throughout this project (Talaromyces sp. NRRL 2120), were screened for oxidative activity on 

HMF.  It was found that multiple strains of fungi readily performed one oxidation on HMF (i.e. 

converted HMF into its acid counterpart) but accumulated very little, if any, FDCA under the 

given reaction conditions.  To enable additional oxidation steps, a chemo-biocatalytic cascade 

involving the best-performing fungal strain coupled with an enzyme/mediator system was 

devised.  This system enabled full conversion of HMF into FDCA and achieved the highest yield 

and productivity for any system involving filamentous-fungal whole-cells.  Following this, the 

ability to reuse the whole-cell biocatalysts for multiple reactions was explored via encapsulation 

of the filamentous fungal whole cells (Chapter 6).  Here it was found that encapsulation of the 

fungal cells in Ca-alginate beads enabled the biocatalysts to be reliably recycled for up to nine 

reaction cycles. 
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Résumé 

 

L’utilisation de la biomasse comme matière première pour la production de carburants et 

de produits chimiques représente un élément essentiel de la stratégie mondiale visant à mettre en 

place des économies industrielles durables et circulaires.  Les objectifs actuels à la réalisation des 

technologies de conversion de la biomasse sont axés sur l’amélioration de la compétitivité des 

coûts, notamment par l'utilisation de matières premières moins coûteuses (par exemple, les 

déchets lignocellulosiques).  Cependant, l’utilisation de produits lignocellulosiques ne sera 

possible qu’après avoir résolu les inefficacités et les coûts dus aux étapes additionnelles de 

transformation requises en raison de la complexité compositionnelle des matières 

lignocellulosiques.  La nature, où le recyclage des matières lignocellulosiques est un processus 

écologique essentiel, peut offrir des modèles de stratégies que les ingénieurs et les scientifiques 

pourront imiter.   

Les mycètes, en particulier les mycètes filamenteux, sont bien connus pour leur rôle de 

recycleurs de matériaux dans les cycles naturels du carbone et, à ce titre, ils sont d’intéressants 

candidats à prendre en considération dans les processus de conversion de la biomasse 

(bioraffinage).  L’application des mycètes filamenteux dans les bioraffineries a donc été 

examinée dans le cadre d’une revue exhaustive de la littérature (Chapitre 2).  Cette revue 

littéraire permet de conclure que, si aucune souche de mycète, voire aucun micro-organisme, ne 

peut réaliser à lui seul toutes les étapes de la conversion de la biomasse (du prétraitement de la 

biomasse brute à l’accumulation des produits souhaités), la valorisation complète de la biomasse 

est possible en employant et/ou en combinant plusieurs souches fongiques à des étapes 

spécifiques du processus et en ciblant plusieurs produits.  En ce qui concerne les produits des 

biotransformations fongiques, le nombre de produits potentiels est proportionnel au nombre de 

métabolites associés à un organisme donné, et ces produits métaboliques restent largement sous-

explorés ou totalement non identifiés.  Par conséquent, une méthode de criblage et d’évaluation 

du grand nombre de produits pouvant être obtenus par la biotransformation fongique de matières 

premières de la biomasse a été mise au point dans le cadre de l’étude décrite au chapitre 3.  Les 

produits issus des biotransformations ont été identifiés à l’aide d'une chromatographie liquide 

ultra-performante non ciblée couplée à une spectrométrie de masse par électronébulisation à 

temps de vol quadripolaire et évalués à l'aide d'outils statistiques multivariés couramment utilisés 
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dans le domaine de la métabolomique.  Parmi les produits identifiés, on retrouve des produits 

chimiques extrêmement intéressants tels que ceux décrits dans deux études récentes du ministère 

américains de l’énergie, notamment les furanes et les acides organiques. En plus de ces 

composés, une production substantielle de biopigments a également été observée. Parmi les 

matières premières étudiées, la simulation de la fermentation des déchets alimentaires a été 

associée à la production de pigments la plus élevée et a donc fait l’objet d’une étude plus 

approfondie en vue d’une production accrue de pigments (chapitre 4). À cette fin, une nouvelle 

méthode d’extraction optimisée a d’abord été employée, puis une nouvelle stratégie a été 

explorée, impliquant la co-culture de plusieurs souches de champignons dans une seule réaction 

de conversion. Il s'est avéré que la co-culture du champignon producteur de pigments, 

Talaromyces sp. NRRL 2120 avec une seconde espèce particulière permettait de doubler la 

production de pigments. 

L’acide furandicarboxylique (FDCA), une molécule d'intérêt industriel utilisé pour 

remplacer l'acide téréphtalique dans la production de polymères, a également été identifié parmi 

les produits de biotransformation fongique, en particulier de la matière première du marc de 

pomme.  Le FDCA étant principalement produit par l’oxydation de 5-hydroxymethylfurfural 

(HMF), un produit dérivé des hydrates de carbone, le processus d'utilisation de champignons 

filamenteux pour convertir le HMF en FDCA a été étudié de plus près (chapitre 5). Plusieurs 

souches de mycètes d’intérêt industriel ont été examinées pour leur activité oxydante sur le 

HMF. Il a été constaté que plusieurs souches de champignons effectuaient facilement une 

oxydation sur le HMF mais accumulaient très peu, voire pas du tout, de FDCA dans les 

conditions de réaction données. Pour permettre des étapes d'oxydation supplémentaires, une 

cascade chimio-biocatalytique impliquant la souche fongique la plus performante couplée à un 

système enzyme/médiateur a été conçue.  Ce système a permis la conversion complète du HMF 

en FDCA et a atteint le rendement et la productivité les plus élevés de tous les systèmes 

impliquant des cellules entières de champignons filamenteux.  Ensuite, l'encapsulation des 

cellules entières fongiques filamenteuses a été étudiée afin de permettre le recyclage du 

biocatalyseur à cellules entières (chapitre 6).  Il a été constaté que l'encapsulation des cellules 

entières fongiques dans des billes de Ca-alginate permettait de recycler les biocatalyseurs de 

manière fiable jusqu'à neuf cycles de réaction. 
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Chapter 1: Introduction 

 

1.1. General Introduction 

 

The accelerated consumption of fossil resources beginning in the 19th century has enabled 

rapid technological progress but has, at the same time, wreaked environmental havoc (e.g. 

carbon emissions and accumulation of plastic waste), and exacerbated unequal global resource 

distribution.[1]  While renewable energy is available through a variety of non-carbon-based 

technologies (e.g. solar, hydro, wind, tidal, and nuclear), the use of carbon-based feedstock is 

nonetheless unavoidable for the production of certain materials and chemicals.[2]  Technologies 

which use CO2 to meet the global carbon needs are still in infancy, and thus biomass represents 

the current focus of research.[2a, 3]  Full realization of biomass processing operations (i.e. 

biorefineries) will require government policy support, unfavorable fossil fuel prices, as well as 

the reduction of biomass processing input costs and maximization of biorefinery profitability.[4]  

Concerning the latter, one strategy for minimizing input costs is the use of local waste stream 

residues (e.g. agricultural, forestry, and post-consumer residues) as feedstock.[5]  Advantages 

associated with such feedstocks may include the obviation of additional land, water, fertilizer, 

etc. for its production, no competition for use in the food and feed economy, and reduction of 

costs associated with transportation.[6]  On the other hand, unlike simple carbohydrate 

feedstocks, these waste-biomass residues require additional processing prior to conversion into 

final products due to the recalcitrance of the lignocellulosic composition.[7]  These additional 

steps can ultimately represent an excess of 45% of the total operation cost.[8]  Exploration of 

more technically and economically efficient methods for converting lignocellulosic biomass is 

therefore one of the primary biorefinery research focal points. 

In nature, the complete degradation of lignocellulosics and subsequent reintegration of the 

resulting substituents back into the carbon cycle is accomplished mainly by communities of 

microbial organisms.[9]  While the communities involved in material recycling are complex and 

comprise many domains and kingdoms of life, there are perhaps none more synonymous with 

such processes than the members of the kingdom of fungi and, specifically, the filamentous 

fungi.[9]  These prolific organisms, for whom the defining feature is the hypha, are found in 

virtually every eco-system on earth, from Antarctica to the inside of airplane fuel tanks, where 
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they may be found degrading organic matter and secreting myriad enzymes, organic acids, and 

secondary metabolites into their environment.[10]  Humans have been exploiting filamentous 

fungi for millennia, for example. in the production of fermented foods and beverages (e.g. blue 

cheeses, tempeh, oncom, miso, soy sauce, sake, etc.) as well as, more recently, for the production 

of medicinal compounds (e.g. antibiotics, immunosuppressants, inhibitors, etc.).[10a]  Future 

applications of filamentous fungi will involve exploiting together their abilities for breaking 

down varied and complex organic matter and for producing a wide variety of chemicals. 

Given the parallels between the processes which take place in the biorefinery and those on 

the forest floor, the filamentous fungi are singularly appealing for use in addressing the current 

challenges hampering biorefinery development.  Though filamentous fungi are already widely 

employed in the commercial production of enzymes and certain organic acids (e.g. citric acid), 

their application in operational biorefineries remains limited in scope; i.e. they are primarily only 

used for production of enzymes used in biomass pre-processing and hydrolysis.[11]  This reflects, 

among other things, a knowledge gap between filamentous fungi and long-established processes 

involving biotech favorite organisms (e.g. E. coli, yeasts, Pseudomonas, etc.).  Therefore, 

filamentous fungi should be explored for production of a wider variety of target compounds 

using feedstocks relevant to biorefinery processes (i.e. biomass or biomass-derivatives).  

Moreover, designing processes that more closely resemble natural systems (i.e. solid-state 

fermentation) may represent the key to realizing the potential of filamentous fungi as microbial 

cell factories in the context of biorefineries.  A “one-pot” consolidated bioprocess, wherein the 

processing, hydrolysis, and conversion of raw biomass feedstock occurs simultaneously, 

represents, if made technically and economically viable, an ideal biorefining process and one that 

filamentous fungi are uniquely equipped to realize. 

 

1.2. Hypotheses 

 

The principal hypotheses that have been examined in this work are: 

1. Non-targeted LC-MS coupled with multivariate statistical analysis may be applied   

for molecular screening in the development of biomass conversion processes 

involving filamentous fungi. 
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2. Filamentous fungi may be used in novel processes for upgrading waste-residues 

into valuable chemicals.    

3. Co-culturing of multiple species of filamentous fungi can enhance processes for 

conversion of biomass into valuable products. 

4. The oxidative enzymes common in filamentous fungi can make them effective 

whole-cell oxidative biocatalysts in conversion of biomass-derived substrates. 

 

1.3. Study Objectives 

 

The objective of this work is to employ filamentous fungi in the conversion of biomass 

residues into commodity and platform chemicals.  This includes application of filamentous fungi 

directly to unprocessed biomass (i.e. solid state fermented) as well as to biomass-derived 

substrate (i.e. the well-known product of acid-hydrolysis of biomass 5-hydroxymethylfurfural).  

To that end, the specific study objectives were: 

 

1. To review the current state of filamentous-fungal-based processes employed in 

biomass conversion (Chapter 2) 

2. To employ an underexplored strain of filamentous fungi, Talaromyces sp. NRRL 

2120, in solid state-fermentation of four biomass feedstocks (with a diverse 

spectrum of compositions) and analyze the fermentation products using LC-MS 

coupled with multivariate statistical analysis (Chapter 3) 

3. From the data set generated in Objective 2, to identify valuable products and 

enhance their acquisition.  As part of this, to investigate fungal co-culturing as a 

viable strategy for enhanced productivity (Chapter 4) 

4. To employ a simple substrate derived from biomass and investigate the potential 

for filamentous fungi in bio-catalytic upgrading of said substrate (Chapter 5) 

5. To explore novel strategies for enhancing filamentous-fungal whole-cell 

biocatalytic reactions (Chapter 6) 
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Chapter 2. Literature Review: Status of filamentous fungi in integrated biorefineries 

 

2.1. Abstract 

 

Biorefinery operations may be made more cost competitive through use of cheaper 

feedstocks (e.g. lignocellulosic wastes) and integration of multiple revenue streams.  Current 

methods for converting lignocellulosics into valuable products are inefficient and expensive due 

to the complexity of the feedstock.  By looking to nature, however, these expensive and complex 

processes may be consolidated into a simple, cheap and environmentally benign process.  The 

findings of this review demonstrate that the diversity of filamentous fungi is such that each step 

of the biorefining process may be catalyzed by a number of different species.  While no single 

microorganism may catalyze all the process steps, by combining certain strains and targeting 

multiple products, the complete valorization of biomass may be achieved.  This review describes 

in detail the variety of valuable chemical products that filamentous fungi produce, the variety of 

substrates used to produce these chemicals, and methods for maximizing production.  The 

technical and economic findings herein demonstrate the means by which a successful integrated 

biorefinery model may be devised using filamentous fungi.  

 

2.2. Introduction 

 

In the search for alternatives to fossil-based resources, biomass stands out as the only 

renewable source of fixed carbon.[12]  Biomass can be converted into power/heat, transportation 

fuels, and chemical feedstocks.[13]  Power, heat, and biofuels suffer from low return on 

investment (ROI) as petroleum is still a much cheaper option.  However, the production of bio-

based chemicals can provide added incentives in the form of additional revenue streams for 

biomass handling operations.[14]  The United States Department of Energy (U.S. DOE) has 

identified fifteen ideal target molecules for biorefinery research and development based on 

criteria which include industrial scale viability, market potential and versatility of the molecule 

as a platform for derivative products.[14]  Current forecasts estimate a compound annual growth 

rate for bioproduct markets of 20% over the next decade and a market share for both biofuels and 

biomaterials of around 17% to 30% by 2050.[15]  While the trajectory of bioproduct value will be 
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heavily influenced by government regulations and fossil fuel prices, the chief strategy for 

realizing the success of biorefinery products will be reducing production costs by minimizing 

input costs and maximizing profitability.[4]  To this end, adoption of waste materials (e.g. crop 

and forest residues, municipal waste, animal manures, etc.) as feedstock has great potential to 

reduce both input costs and potential negative socio-environmental impacts vis-à-vis first-

generation biomass feedstock (e.g. glucose and starch).[16]  Waste biomass requires no additional 

land, water, fertilizer, etc. for its production and thus there are no adverse effects on the human 

or animal food economies.[6a]  Furthermore, using waste materials as feedstock espouses the 

principles of a circular economy, i.e. extending resource functionality and thereby increasing 

resource use efficiency and diminishing generation of waste.[17] 

Converting raw biomass into valuable chemicals involves a pretreatment step, 

necessitated by the recalcitrance of lignocellulosic components, followed by a processing step.[7]  

Currently employed methods for pretreating biomass often represent more than 45% of the total 

operation cost due to inefficiency and material expense.[8]  The pretreatment and processing steps 

can be biological, chemical, thermal, or mechanical.[7a, 18]  Thermochemical methods, involving 

heat and/or catalysts for example, while efficient, require expensive equipment, intensive energy 

consumption, and involve the use of corrosive chemicals.[7a]  This limits industrial applications 

and contributes to environmental pollution.[7a]  Biological methods (e.g. use of microbial derived 

enzymes) possess advantages over chemical methods as the biological treatment components are 

biodegradable, have lower heat requirements, and possess higher specificity in the targeted 

conversions.[19]  The main drawbacks of biological pretreatments are that the processes are time 

consuming and the price of pure enzymes can be relatively expensive.[7a]  For example, price 

estimates for the cellulase enzyme range from around 4-20 $/kg.[20]  In ethanol production, the 

cost of enzyme can represent from 0.40 $/gallon ethanol up to around 1.50 $/gallon ethanol.[20]  

Many current industrial processes use some combination of thermochemical or biological 

pretreatment, and thermochemical or biological processing.  Recently, the concept of using only 

enzymes or biological organisms for the entire process, known as white biotechnology[21], has 

proven to be a comparatively effective strategy.  In a collaboration between the companies DSM 

and Roquette, a white biotechnological process was implemented for the production of succinic 

acid, one of the target molecules identified in the U.S. DOE report.[14, 22]  Life cycle analysis 

revealed 50% less greenhouse gas emission (GHG) vis-à-vis chemical production methods.[22]   
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 With respect to the white biotechnological approach of converting biomass into valuable 

chemicals, fungi are in a unique position to offer utility at each stage of the process.  Fungi, 

especially filamentous fungi, produce a myriad of extracellular enzymes in high abundance that 

may be used to break down polymeric biomass into its monomeric constituents.  These 

constituents may then be converted, by other species of fungi or in some cases the same species, 

into a multitude of valuable products.  A number of reviews exist which include discussion of 

fungal products and enzymes that are relevant to biorefineries.[23]  The novelty of this review is 

the demonstration technically and economically that a process comprised entirely of filamentous 

fungi can conceivably be adopted to boost the economic competitiveness of a biorefinery.  The 

aim is to present extensive details of the chemical/biochemical properties of relevant substrates 

and key metabolic pathways of fungi juxtaposed with empirical data of process optimization.  

This review provides an overview of the valuable products produced by fungi, strategies for 

maximizing this production, and how these processes may be combined in the context of an 

integrated biorefinery.  The findings of this review will be relevant for consideration in making 

biorefinery processes more environmentally friendly and cost-effective. 

  

2.3. Overview of Filamentous Fungi: Ecology and Metabolism  

 

The kingdom of fungi is comprised of eukaryotic organisms distinguished by chitinous 

cell walls.  These organisms serve a vital role as recyclers of organic material and with an 

estimate of over 1 million different species, fungi represent an extremely diverse kingdom 

morphologically, physiologically, and ecologically.[24]   A distinct type of fungi, filamentous 

fungi, are distinguished by a mycelium composed of septate hyphae, or branching filaments that 

are divided into distinct sections.[24c, 25]  Additionally, filamentous fungi are characterized by a 

high capacity for producing extracellular enzymes and organic acids.  This quality, as will be 

shown, has been exploited by mankind for millennia and is increasing in importance.   

 

2.3.1. Enzyme Production 

 

Fungi are heterotrophic and obtain sustenance by hydrolyzing complex material into 

simple molecules for uptake and use in biosynthesis and energy production.[24a, 24c, 26] 
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Filamentous fungi exist in a myriad of environments and need to be able to process diverse and 

complex substrates as well as compete with a large variety of other microorganisms.  The 

composition of substrates varies significantly as a function of the source, while it mainly consists 

of starches or lignocellulosic polymers such as cellulose, hemicellulose, and lignin.[12c, 27]  Starch 

is primarily comprised of a varying amount of two polyglucans: amylose, comprised of linear 

chains of 1-4 -D-glucose residues; and amylopectin, comprised of short 1-4 -D-glucose 

residues heavily branched with 1-6 -D-linkages at the branch points.[28]  Enzymes involved in 

the breakdown of starch into glucose include the endo-amylases (e.g. -amylase) and exo-

amylases (e.g. -amylase and -amylase), which respectively act on the internal and terminal 1-4 

-D-glucosidic bonds; as well as debranching enzymes (e.g. isoamylase and pullulanase), which 

act on the 1-6 -D-glucosidic linkages (Fig. 1a).[29]  Cellulose is comprised of (1→4) linked -

D-glucopyranose which forms a crystalline structure via inter- and intra-molecular hydrogen 

bonding and van der Waals forces  (Fig. 1b).[12b]  The enzymes required to degrade cellulose to 

glucose include: endoglucanase, which acts on the internal -1,4-glucosidic bonds; 

exoglucanase, which acts on the reducing and non-reducing ends of the cellulose polymer; and 

-glucosidase, which catalyzes the hydrolysis of soluble cellobiose (a -1,4-glucose disaccharide 

to glucose).[30]  The composition of hemicellulose (Fig. 1c) depends on the plant species and 

specific plant structure it comes from, but most commonly consists of a linear backbone 

containing (1→4) linked D-xylanopyranosal residues, which forms an interconnected matrix 

with cellulose through hydrogen bonds and van der Waals forces.[12b, 27b, 31]  Complete hydrolysis 

of hemicellulose into its constituent sugars (e.g. xylose and arabinose) requires xylanase, -

xylosidase and a multitude of other enzymes including arabinosidase, glucuronidase and 

esterase.[12b, 27b, 30b, 31-32]  Lastly, lignin is a highly cross-linked polymer and comprises of 

substituted phenylpropene units connected to both cellulose and hemicellulose via hydrogen 

bonds, ionic interactions, and ester and ether linkages.[12b, 27b]  While the enzymatic breakdown of 

lignin into food for microorganisms is still not completely understood, it is known that enzymes 

such as laccase, peroxidase, and oxidase are involved in its oxidative degradation.[33]  Notably, 

all enzymes needed to degrade starch, cellulose, hemicellulose, and lignin, are produced by 

various filamentous fungi which break down complex polymeric substrate into simple molecules 

for consumption. 



 10 

                                                                     

 

 

Fig. 2.1.  Enzymatic activity involved in the breakdown of the components of (a) starch, (b) cellulose and 

(c) hemicellulose. 

 

2.3.2. Metabolic Pathways 

 

Simple molecules, such as glucose, are typically first converted to pyruvate and 

subsequently enter into certain metabolic or biosynthetic pathways depending on environmental 

conditions.  Chemicals such as ethanol and lactic acid are derived via fungal fermentation while 

others such as citric and succinic acid come from the tricarboxylic acid (TCA) cycle.  

Additionally, valuable chemical products from fungi are not limited to fermentation or the TCA 

cycle but may be derived from a variety of pathways (Fig. 2).  The proclivity of filamentous 

fungi for organic acid production may come from a lack of regulation under laboratory settings, 

as these organisms may not, in natural environments, encounter such high sugar concentrations 
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as in bioreactors.[34]  Alternatively, high acid secretion may give advantages to fungi by 

inhibiting the growth of competitors or by acting as chelating agents in environments that have 

low or insoluble metal concentrations.[34]  The variety of organic acids may then reflect the 

variety of competition strategies.[34]   

 

 

Fig. 2.2.  Overview of general fungal metabolism, including and emphasizing the pathways of the organic 

chemicals discussed in this review. 

 

2.4. Filamentous Fungi in the Production of Valuable Chemicals 

 

The first examples of industrial biotechnological products were the organic acids, citric 

and fumaric, as well as the antibiotic penicillin, which were produced by the filamentous fungi A. 

niger, R. orzyae and P. chrysogenum respectively.[35]  At present, citric acid and gluconic acid 

are the two biggest commercial fungal products in terms of production volume, and both are 

produced via fermentation of glucose or sucrose by A. niger.[34] Of the molecules identified by 

the U.S. DOE report, 70% were organic acids and about half can be derived from fungi as 

summarized in Table 1 and Table 2.[36]  While E. coli and yeast are popular organisms for use as 

cell factories, the diversity of substrates that these organisms are able to use is inferior to that of 
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filamentous fungi.  For example, virtually all microorganisms can ferment six carbon sugars such 

as glucose, but filamentous fungi are exceptional in their capability of also using five carbon 

sugars such as xylose and arabinose.  This ability is a consequence of the highly diverse 

environments filamentous fungi inhabit, and this quality will prove to become increasingly 

relevant as chemical and fuel production shifts from fossil fuel feedstock to biomass feedstock. 

 

Table 2.1. Comparison of major organic chemical products derived from various filamentous fungi and 

other industrially relevant microbes. *Note: Yields not included for comparison due to lack of reported 

sugar content for various lignocellulosic materials 

*Patent; **Solid-state; ***Mixed bacterial culture including: L. delbrueckii subsp lactic ATCC 12315, L. casei 

NRRL B-1445, L. delbrueckii NRRL B-445, L. helveticus NRRL B-1937 and L. casei NRRL B-1922; 

****Immobilized enzyme; *****Not filamentous fungi 

 

Citric Acid 

Organism Carbon Source Production Source 

A. niger B60 Cane Sugar 26.0 g/L [37]* 

A. niger A60 NRRL 2270 Beet Molasses 105 g/L [38] 

A. niger UMIP 2564.04 Beet Molasses 114 g/L [39] 

A. niger NRRL 567 Apple Pomace 883 g/kg [40] 

A. niger SIIM M288 Corn Stover 100.04 g/L [41] 

A. niger LPB B6 Citric Pulp** 617 g/kg [42] 

A. niger NRRL 567 Apple Pomace 9.00 +/- 3 g/L [43] 

A. niger NRRL 567 Apple Pomace** 128 g/kg [43] 

A. niger NRRL 567 Brewery Spent Grain** 14.0 g/kg [43] 

A. niger NRRL 2001 Citrus Waste** 63.6 g/kg [43] 

A. niger Rice Extract 14.4 g/L [44] 

A. niger Potato Extract 1.47 g/L [44] 

A. niger EB-12 
Molasses Sugar and Chicken 

Feather Peptone 
68.8 g/L [45] 

A. niger NRRL 2001 Apple Pomace + Rice Husk** 364 g/kg [46] 

A. niger NRRL 567 Sphagnum Peat Moss** 124 g/kg [47] 

A. niger NRRL 2001 Corn Husk** 259 g/kg [48] 

A. niger MTCC 282 Banana Peel** 180 g/kg [49] 

A. niger CFTRI 30 Coffee Husk** 150 g/kg [50] 

A. niger LPB-21 Cassava Bagasse** 347 g/kg [50] 

A. niger CECT 2090 Orange Peel** 193 mg/g [51] 

A. niger CECT 2090 Orange Peel 9.20 g/L [52] 

A. niger LPB21 Cassava Bagasse** 309 g/kg [53] 

A. niger PTCC 5010 Date Pulp** 168 g/kg [54] 

A. niger NRRL 599 Orange Peel Press Liquor** 730 g/kg [55] 

Gluconic Acid 
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Organism Carbon Source Production Source 

A. niger**** Glucose 200 g/L [56]* 

A. niger IAM 2094 Glucose 550 g/L [57] 

Aureobasidium pullulans***** Glucose 375 g/L [58] 

A. niger ATCC 10577 Dry Fig** 685 g/kg [59] 

A. niger ORS4.410 Glucose 85.9 g/L [60] 

A. niger ORS4.410 Glucose** 107 g/L [60] 

A. niger Breadfruit Hydrolysate 110 g/L [61] 

A. niger SIIM M276 Corn  Stover 76.7 g/L [62] 

A. niger ITCC 5483 Tea Waste 58.4 g/L [63] 

A. niger ITCC 5483 Tea Waste** 82.2 g/L [63] 

A. niger NCIM 530 Raw Golden Syrup 85.2 g/L [64] 

Itaconic Acid 

Organism Carbon Source Production Source 

A. terreus 10020 Peeled Sugarcane Pressmud** 55.0% w/w [65]* 

A. terreus TN-484 Glucose 82.0 g/L [66] 

A. terreus DSM 23081 Glucose 90.0 g/L [67] 

A. Terreus TN-484 Corn Starch 62.0 g/L [68] 

A. terreus NRRL 1960 Glucose 130 g/L [69] 

A. terreus NRRL 1961 Xylose 38.9 g/L [70] 

A. terreus NRRL 1961 Arabinose 34.8 g/L [70] 

A. terreus NRRL 1961 Glucose + Xylose + Arabinose 33.2 g/L [70] 

A. terreus 1971 Mannose 36.4 g/L [70] 

A. terreus DSM 23081 
Crude Wheat Chaff Hydrolysate 

(not detoxified) 
23.3 g/L [71] 

A. terreus DSM 23081 Glucose 160 g/L [72] 

A. terreus CICC40205 Wheat Bran Hydrolysate 49.7 g/L [73] 

A. terreus AS32811 Bran and Corncob** 63.5% w/w [74] 

A. terreus TN484-M1 Sago Starch Hydrolysate 48.2 g/L [75] 

Malic Acid 

Organism Carbon Source Production Source 

R. arrhizus NRRL Glucose 26.1 g/L [76]* 

A. flavus ATCC 13697 Xylose 19.4 g/L [77]* 

A. flavus ATCC 13697 Starch 24.4 g/L [77]* 

A. flavus ATCC 13697 Cane Molasses 30.6 g/L [77]* 

A. flavus ATCC 13697 Glycerol 35.4 g/L [77]* 

A. oryzae NRRL3488 Glucose 30.3 g/L [78] 

A. oryzae NRRL3488 Glucose 154 g/L [79] 

A. flavus ATCC 13697 Glucose 113 g/L [80] 

A. flavus ATCC 13697 Thin Stillage 10.2 g/L [81] 

A. niger ATCC 9142 Thin Stillage 17.0 g/L [81] 

A. niger ATCC 9143 Crude Glycerol 77.4 g/L [82] 

Zygosaccharomyces rouxii***** Glucose 75.0 g/L [83] 

S. cerevisiae RWB525***** Glucose 59.0 g/L [84] 

Kojic Acid 
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Organism Carbon Source Production Source 

A. oryzae BCRC 30010 Glucose 83.5 g/L [85] 

A. oryzae var. effusus NRC14 Glucose 49.5 g/L [86] 

A. oryzae RMS2 
Wheat Bran and Sesame Oil 

Cake** 
106 g/kg [87] 

A. oryzae M866 Glucose 40.4 g/L [88] 

A. oryzae NRRL 484 Glucose 83.0 g/L [89] 

A. oryzae MK107-39 Continuous Glucose 117 g/L [90] 

A. oryzae 124A Glucose 44.2 g/L [91] 

A. flavus Link 44-1 Pineapple Waste** 0.415 g/L [92] 

A. flavus Link 44-1 Glucose 39.9 g/L [93] 

A. flavus NRRL 626 Glycerol + Corn Steep Liquor 29.0 g/L [94] 

A. flavus var. columnaris Rice Fragment 21.2 g/L [95] 

A. flavus Glucose 53.5 g/L [95] 

A. flavus M. calabura Fruits 88.8 g/L [96] 

A. flavus HAK1 Malt Extract Sucrose 15.5 g/L [97] 

A. parasiticus Glucose 34.4 g/L [98] 

Lactic Acid 

Organism Carbon Source Production Source 

LBM5*** Glucose 99.2 g/L [99]* 

R. oryzae NRRL 395 Glucose 105 g/L [100] 

R. oryzae GY 18 Xylose 54.2 g/L [101] 

R. oryzae GY 18 Glucose 115 g/L [101] 

R. oryzae GY 18 Corncob Hydrolysate 355 g/kg [101] 

R. oryzae RQ4015 Glucose 121 g/L [102] 

R. oryzae RQ4015 Xylose 75.0 g/L [102] 

R. oryzae NRRL 395 Glucose** 137 g/L [103] 

R. oryzae ATCC 52311 Glucose 83.0 g/L [104] 

R. oryzae NRRL 395 Cassava Pulp** 463 mg/g [105] 

R. oryzae NBRC 5384 Glucose 145 g/L [106] 

R. oryzae NBRC 5384 Fed Batch Glucose 231 g/L [106] 

R. microsporus DMKU 33 Cassava Starch** 119 g/L [107] 

Lactobacillus pentosus 

FL0421***** 
Corn Stover** 92.3 g/L [108] 

Bacillus coagulans LA204***** Straw** 97.6 g/L [109] 

P. acidilactici TY112***** Corn Stover** 105 g/L [110] 

Bacillus sp. 2-6***** Fed Batch Glucose 182 g/L [111] 

B. subtilis DA12***** Glucose 535 mM (48.0 g/L) [112] 

Fumaric Acid 

Organism Carbon Source Production Source 

R. arrhizus NRRL 1526 Glucose 135 g/L [76]* 

R. arrhizus 2582 Glucose 100 g/L [113] 

R. arrhizus NRRL 2582 Soybean Cake Hydrolysate  40.0 g/L [114] 

R. arrhizus RH7-13 Food Waste (Liquid Fraction) 32.68 g/L [115] 
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R. arrhizus ATCC 13310 
Lyophilized Orange Peels with 

Grape Must** 
31.9 g/kg [116] 

R. arrhizus RH-7-13-9# Glucose and Xylose 46.8 g/L [117] 

R. arrhizus RH-7-13-9# Glucose 30.3 g/L [118] 

R. oryzae ATCC 20344 Glucose 85.0 g/L [119] 

R. oryzae ME-F12 Corn Starch 44.1 g/L [120] 

R. oryzae ATCC 20344 Wheat Bran 20.2 g/L [121] 

R. oryzae 1526 Apple Pomace** 138 g/kg [122] 

Citric Acid 

Organism Carbon Source Production Source 

A. niger B60 Cane Sugar 26.0 g/L [37]* 

A. niger A60 NRRL 2270 Beet Molasses 105 g/L [38] 

A. niger UMIP 2564.04 Beet Molasses 114 g/L [39] 

A. niger NRRL 567 Apple Pomace 883 g/kg [40] 

A. niger SIIM M288 Corn Stover 100.04 g/L [41] 

A. niger LPB B6 Citric Pulp** 617 g/kg [42] 

A. niger NRRL 567 Apple Pomace 9.00 +/- 3 g/L [43] 

A. niger NRRL 567 Apple Pomace** 128 g/kg [43] 

A. niger NRRL 567 Brewery Spent Grain** 14.0 g/kg [43] 

A. niger NRRL 2001 Citrus Waste** 63.6 g/kg [43] 

A. niger Rice Extract 14.4 g/L [44] 

A. niger Potato Extract 1.47 g/L [44] 

A. niger EB-12 
Molasses Sugar and Chicken 

Feather Peptone 
68.8 g/L [45] 

A. niger NRRL 2001 Apple Pomace + Rice Husk** 364 g/kg [46] 

A. niger NRRL 567 Sphagnum Peat Moss** 124 g/kg [47] 

A. niger NRRL 2001 Corn Husk** 259 g/kg [48] 

A. niger MTCC 282 Banana Peel** 180 g/kg [49] 

A. niger CFTRI 30 Coffee Husk** 150 g/kg [50] 

A. niger LPB-21 Cassava Bagasse** 347 g/kg [50] 

A. niger CECT 2090 Orange Peel** 193 mg/g [51] 

A. niger CECT 2090 Orange Peel 9.20 g/L [52] 

A. niger LPB21 Cassava Bagasse** 309 g/kg [53] 

A. niger PTCC 5010 Date Pulp** 168 g/kg [54] 

A. niger NRRL 599 Orange Peel Press Liquor** 730 g/kg [55] 

Gluconic Acid 

Organism Carbon Source Production Source 

A. niger**** Glucose 200 g/L [56]* 

A. niger IAM 2094 Glucose 550 g/L [57] 

Aureobasidium pullulans***** Glucose 375 g/L [58] 

A. niger ATCC 10577 Dry Fig** 685 g/kg [59] 

A. niger ORS4.410 Glucose 85.9 g/L [60] 

A. niger ORS4.410 Glucose** 107 g/L [60] 

A. niger Breadfruit Hydrolysate 110 g/L [61] 

A. niger SIIM M276 Corn  Stover 76.7 g/L [62] 
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A. niger ITCC 5483 Tea Waste 58.4 g/L [63] 

A. niger ITCC 5483 Tea Waste** 82.2 g/L [63] 

A. niger NCIM 530 Raw Golden Syrup 85.2 g/L [64] 

Itaconic Acid 

Organism Carbon Source Production Source 

A. terreus 10020 Peeled Sugarcane Pressmud** 55.0% w/w [65]* 

A. terreus TN-484 Glucose 82.0 g/L [66] 

A. terreus DSM 23081 Glucose 90.0 g/L [67] 

A. Terreus TN-484 Corn Starch 62.0 g/L [68] 

A. terreus NRRL 1960 Glucose 130 g/L [69] 

A. terreus NRRL 1961 Xylose 38.9 g/L [70] 

A. terreus NRRL 1961 Arabinose 34.8 g/L [70] 

A. terreus NRRL 1961 Glucose + Xylose + Arabinose 33.2 g/L [70] 

A. terreus 1971 Mannose 36.4 g/L [70] 

A. terreus DSM 23081 
Crude Wheat Chaff Hydrolysate 

(not detoxified) 
23.3 g/L [71] 

A. terreus DSM 23081 Glucose 160 g/L [72] 

A. terreus CICC40205 Wheat Bran Hydrolysate 49.7 g/L [73] 

A. terreus AS32811 Bran and Corncob** 63.5% w/w [74] 

A. terreus TN484-M1 Sago Starch Hydrolysate 48.2 g/L [75] 

Malic Acid 

Organism Carbon Source Production Source 

R. arrhizus NRRL Glucose 26.1 g/L [76]* 

A. flavus ATCC 13697 Xylose 19.4 g/L [77]* 

A. flavus ATCC 13697 Starch 24.4 g/L [77]* 

A. flavus ATCC 13697 Cane Molasses 30.6 g/L [77]* 

A. flavus ATCC 13697 Glycerol 35.4 g/L [77]* 

A. oryzae NRRL3488 Glucose 30.3 g/L [78] 

A. oryzae NRRL3488 Glucose 154 g/L [79] 

A. flavus ATCC 13697 Glucose 113 g/L [80] 

A. flavus ATCC 13697 Thin Stillage 10.2 g/L [81] 

A. niger ATCC 9142 Thin Stillage 17.0 g/L [81] 

A. niger ATCC 9143 Crude Glycerol 77.4 g/L [82] 

Zygosaccharomyces rouxii***** Glucose 75.0 g/L [83] 

S. cerevisiae RWB525***** Glucose 59.0 g/L [84] 

Kojic Acid 

Organism Carbon Source Production Source 

A. oryzae BCRC 30010 Glucose 83.5 g/L [85] 

A. oryzae var. effusus NRC14 Glucose 49.5 g/L [86] 

A. oryzae RMS2 
Wheat Bran and Sesame Oil 

Cake** 
106 g/kg [87] 

A. oryzae M866 Glucose 40.4 g/L [88] 

A. oryzae NRRL 484 Glucose 83.0 g/L [89] 

A. oryzae MK107-39 Continuous Glucose 117 g/L [90] 

A. oryzae 124A Glucose 44.2 g/L [91] 
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A. flavus Link 44-1 Pineapple Waste** 0.415 g/L [92] 

A. flavus Link 44-1 Glucose 39.9 g/L [93] 

A. flavus NRRL 626 Glycerol + Corn Steep Liquor 29.0 g/L [94] 

A. flavus var. columnaris Rice Fragment 21.2 g/L [95] 

A. flavus Glucose 53.5 g/L [95] 

A. flavus M. calabura Fruits 88.8 g/L [96] 

A. flavus HAK1 Malt Extract Sucrose 15.5 g/L [97] 

A. parasiticus Glucose 34.4 g/L [98] 

Lactic Acid 

Organism Carbon Source Production Source 

LBM5*** Glucose 99.2 g/L [99]* 

R. oryzae NRRL 395 Glucose 105 g/L [100] 

R. oryzae GY 18 Xylose 54.2 g/L [101] 

R. oryzae GY 18 Glucose 115 g/L [101] 

R. oryzae GY 18 Corncob Hydrolysate 355 g/kg [101] 

R. oryzae RQ4015 Glucose 121 g/L [102] 

R. oryzae RQ4015 Xylose 75.0 g/L [102] 

R. oryzae NRRL 395 Glucose** 137 g/L [103] 

R. oryzae ATCC 52311 Glucose 83.0 g/L [104] 

R. oryzae NRRL 395 Cassava Pulp** 463 mg/g [105] 

R. oryzae NBRC 5384 Glucose 145 g/L [106] 

R. oryzae NBRC 5384 Fed Batch Glucose 231 g/L [106] 

R. microsporus DMKU 33 Cassava Starch** 119 g/L [107] 

Lactobacillus pentosus 

FL0421***** 
Corn Stover** 92.3 g/L [108] 

Bacillus coagulans LA204***** Straw** 97.6 g/L [109] 

P. acidilactici TY112***** Corn Stover** 105 g/L [110] 

Bacillus sp. 2-6***** Fed Batch Glucose 182 g/L [111] 

B. subtilis DA12***** Glucose 535 mM (48.0 g/L) [112] 

Fumaric Acid 

Organism Carbon Source Production Source 

R. arrhizus NRRL 1526 Glucose 135 g/L [76]* 

R. arrhizus 2582 Glucose 100 g/L [113] 

R. arrhizus NRRL 2582 Soybean Cake Hydrolysate  40.0 g/L [114] 

R. arrhizus RH7-13 Food Waste (Liquid Fraction) 32.68 g/L [115] 

R. arrhizus ATCC 13310 
Lyophilized Orange Peels with 

Grape Must** 
31.9 g/kg [116] 

R. arrhizus RH-7-13-9# Glucose and Xylose 46.8 g/L [117] 

R. arrhizus RH-7-13-9# Glucose 30.3 g/L [118] 

R. oryzae ATCC 20344 Glucose 85.0 g/L [119] 

R. oryzae ME-F12 Corn Starch 44.1 g/L [120] 

R. oryzae ATCC 20344 Wheat Bran 20.2 g/L [121] 

R. oryzae 1526 Apple Pomace** 138 g/kg [122] 
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Table 2.2.  Detailed summary of some processes involved in relatively high organic acid production.  

 

 

In addition to organic acids and other metabolites, filamentous fungi such as Aspergillus 

and Trichoderma are the primary industrial producers of enzymes used in biomass conversion as 

shown in Table 3.  The preference for filamentous fungi comes from superior enzyme 

productivity as compared to yeast and bacteria, high enzyme activity at neutral pH values, and 

enzymatic thermal stability.[123]  As in fermentation, filamentous fungi may use a broad range of 

carbon sources, including pentose sugars, for enzyme production.[124]  Even wood, among the 

most difficult lignocellulosic materials to degrade, can be effectively degraded by enzymes 

produced by filamentous fungi species such as Trichoderma reesei and Phanerochaete 

Organism Substrate Conditions Product Results Source 

A. niger UMIP 

2564.04 

Beet molasses pre-

treated with 15 g/L 

calcium phosphate, 

UV mutated A. niger; 

Submerged fermentation 

at 30° C for 152 hours 

Citric Acid 114 g/L ; 70.9% yield [39] 

A. niger ORS4.410 

120 g/dm3 of HCl 

pretreated sugarcane 

bagasse (70% 

moisture) 

Solid-state at 30° C for 

12 days 
Gluconic Acid 107 g/L ; 94.7% yield [60] 

A. terreus DSM 23081 180 g/L glucose 

Submerged at 35° C for 

6.7 days; initial pH 3.1 

raised to 3.4 after 2 days 

Itaconic Acid 160 g/L ; 46% yield [72] 

A. oryzae NRRL 3488 
160 g/L glucose; 9 g/L 

Bacto peptone 

Mutant strain 

SaMF2103a-68 with 

overexpression of 

C4T318 transporter, pyc 

and mdh; Submerged at 

34° C for 164 hours 

Malic Acid 154 g/L [79] 

A. flavus isolated from 

soil 

50 g Muntingia 

calabura fruits; 0.5 g 

Peptone 

Surface fermentation at 

29° C for 28 days 
Kojic Acid 88.8 g/L [96] 

R. oryzae NBRC 5384 150 g/L glucose 

Submerged; 

immobilization of in situ 

mycelial cells in sponge-

like cubic particle 

(polyurethane foam); 37° 

C; intermittent addition 

of glucose at 100 g/L 

Lactic Acid 280 g/L ; 92.5% yield [106] 

R. oryzae ATCC 

20344 
109 g/L Glucose 

Submerged at 30° C for 

24 hours in rotary biofilm 

contactor coupled with an 

adsorption column 

Fumaric Acid 93.0 g/L ; 85% yield [119] 



 19 

chrysosporium.[125]  Agricultural residues including sugarcane bagasse, straw and corn stover as 

well as spent hydrolysates are extremely attractive and inexpensive feedstocks for the production 

of chemicals. Since these substrates contain large amounts of pentose sugars, including xylose 

and arabinose, filamentous fungi may be better equipped for processing such substrates as 

compared with the current biotech favorites E. coli and yeast.[124]  

 

Table 2.3. Comparison of enzyme production in filamentous fungi and other industrially relevant 

microbes (organized by substrate). 

*Semi Solid-state Fermentation; **Solid-state Fermentation; ***Not Filamentous Fungi 

Starch 

Organism Substrate Enzyme Production Source 

B. amyloliquefaciens*** Potato Starchy Waste -amylase 98.4 U/mL [126] 

A. oryzae S2 Starch** -amylase 22100 U/g [127] 

B. amyloliquefaciens*** Potato Starchy Waste -xylosidase 0.52 U/mL [126] 

A. niger Corn Flour -xylosidase 346 U/mL [128] 

B. amyloliquefaciens*** Potato Starchy Waste -amylase (amyloglucosidase) 1.60 U/mL [126] 

A. niger NRRL 3122 Starch Amyloglucosidase 886 U/g [129] 

R. oryzae PR7 Oat and Arum** Isoamylase 7.10 U/mL [130] 

E. coli MDS42*** Glycerol Isoamylase 23,000 U/mL [131] 

M. purpureus ATCC 16365 Bakery Waste** Glucoamylase 8.00 U/g [132] 

Cellulose 

Organism Substrate Enzyme Production Source 

T. reesei QMY-1 Wheat Straw** Cellulase 17.2 IU/mL; 430 IU/g [133] 

B. vallismortis RG-07*** Sugarcane Bagasse Cellulase 4110 U/mL [134] 

T. reesei Vib-1 
Wheat Bran and 

Cellulose 

CMCase (carboxy methyl 

cellulase) 
6.22 IU/mL [135] 

T. reesei RUT C30 
Horticultural Waste 

Powder** 

CMCase (carboxy methyl 

cellulase) 
90.5 U/g [136] 

T. reesei RUT C30 Wheat Bran** Endoglucanase 15.0 U/mL [137] 

A. niger MTCC 7956 Wheat Bran** Endoglucanase 6.77 U/mL [137] 

A. niger MTCC 7956 Wheat Bran -xylosidase 2.84 U/mL [137] 

A. niger RCKH-3 Wheat Bran** -xylosidase 87.6 IU/g [138] 

Hemicellulose 

Organism Substrate Enzyme Production Source 

T. reesei QMY-1 Wheat Straw** Xylanase 540 IU/mL [133] 

P. methanolica 1% Oat Spelts Xylan Xylanase 71,700 U/mL [139] 

A. brasiliensis BLf1 Rice Husk -xylosidase 28.1 U/g [140] 

P. oxalicum RGXyl-1 Corn Stover -xylosidase 15.1 IU/mL [141] 

T. reesei RUT C30 
Horticultural Waste 

Powder** 
-xylosidase 10.4 U/g [136] 

A. niger NCH-189 Defatted Copra Mannanase 27.4 U/mL [142] 

A. nidulans Guar Gum Mannanase 108 U/mL [143] 

Lignin 

Organism Substrate Enzyme Production Source 

P. chrysosporium-IBL-03 Wheat Straw Waste Lignin Peroxidase 1220 U/mL [144] 
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P. chrysosporium BKM-F-1767 

(ATCC 24725) 
Grape Seeds* Lignin Peroxidase 1620 U/L [145] 

P. chrysosporium-IBL-03 Wheat Straw Waste Manganese Peroxidase 994 U/mL [144] 

P. radiata Wheat Straw Waste Manganese Peroxidase 6.90 U/g [146] 

T. aurantiacus Oats Straw** Laccase 15.5 IU/g [147] 

Unspecified White rot fungus Ground Nut Shell** Laccase 384 U/g [148] 

Protein 

Organism Substrate Enzyme Production Source 

A. oryzae Sunflower Meal** Protease 400 U/g [149] 

A. oryzae Rapeseed Meal** Protease 728 U/g [150] 

A. oryzae Palm Kernel Cake** Protease 319 U/g [151] 

A. oryzae Wheat Pieces Protease 173 U/g [152] 

A. oryzae NRRL 1808 Wheat Bran** Protease 31.2 U/g [153] 

A. oryzae NRRL 1808 Wheat Bran Protease 8.70 U/g [153] 

M. purpureus ATCC 16365 Bakery Waste** Protease 117 U/g [132] 

B. licheniformis 21415*** 
Extracted Soybean Cake 

and Dextrin 
Protease 29,554 U/mL [154] 

 

2.4.1. Aspergillus 

 

Aspergillus is one of the most commercially utilized filamentous fungus and microbe in 

general.  It is a common and widespread genus identifiable by the morphology of the 

conidiophore, the structure that bears the asexual spores.[155]  Though used by humans for 

millennia in various fermented foods and beverages, Aspergillus was first named in 1729 after a 

religious device, the asperges, which the conidiophore resembled.[155-156]  While members of the 

genus are plant and animal pathogens, causing aspergillosis in immunosuppressed humans, these 

fungi also have important roles in natural ecosystems. Moreover, Aspergillus produce 

commercially valuable extracellular enzymes, organic acids, secondary metabolites, and serve as 

a model organism in fundamental scientific research.[155, 157]  An example of a well-known 

Aspergillus product, originally derived from A. terreus, is lovastatin, which reduces cholesterol 

and has been developed by Merck into the profitable drug Mevacor.[157]  

 

2.4.1.1. Aspergillus niger 

 

Aspergillus niger is the largest fungal producer of organic acids, as it is the commercially 

preferred route for the production of citric and gluconic acids, in addition to being a popular 

source of cellulase, amylase and pectinase among other enzymes.[25, 34, 123, 158]   
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Over 1.5 million tons of citric acid is produced annually and that volume is increasing by 

5% each year.[159]   Around 75% of the citric acid is used in the food and beverage industry, 

though citric acid is also used in cleaning products, in the pharmaceutical industry as a buffering 

agent, and as a metal chelator in soaps and detergents.[25, 34, 160]  Citric acid was originally 

extracted from fruits, principally lemons; however, the production shifted by the 1920s to 

derivation from filamentous fungi.[25]  In fungal citric acid production, sugars such as glucose are 

transported across the cell membrane into the cytosol via transporters.  Each sugar molecule 

enters glycolysis during which it is converted to two molecules of pyruvate.[34]  One molecule of 

pyruvate is decarboxylated in the cytosol via mitochondrial pyruvate decarboxylase to form 

oxaloacetate, while the other is decarboxylated via pyruvate dehydrogenase to form acetyl-

CoA.[34]  Oxaloacetate is transported to the mitochondria via malate, where it condenses with 

acetyl-CoA via citrate synthase to form citrate. Citrate is then either converted to cis-aconitate 

via aconitase, which will continue to be iteratively oxidized for production of NADH in the TCA 

cycle, or the citrate is transported out of the cell.[34]  Substantial accumulation of citric acid 

generally occurs through deactivation of aconitase and isocitrate dehydrogenase.[160]  Citrate 

itself is known to inhibit glycolysis, specifically the enzyme phosphofructokinase-1 (PFK1), and 

thus needs to be counteracted in order to promote continual citric acid production and 

accumulation.   Addition of Zn2+, Mg2+, NH4
+ and fructose-2,6-biphosphate helps activate PFK1 

and maintain glycolysis.[160]  Additionally, manganese deficiency promotes inhibition of 

anaerobic and TCA cycle enzymes, with the exception of citrate synthase, thus causing a flux of 

citric acid accumulation.[161]  

Industrial production of citrate using A. niger reportedly achieves concentrations 

exceeding 200 g/L with typical yields and productivities of 80% and 0.7-1.0 g/L/h 

respectively.[35, 162]  Current research focuses on making the process cheaper through improved 

efficiency and use of cheaper feedstock (e.g. agro-waste materials).  Mutagenesis is a widespread 

method for generating microbial strains with improved citric acid production.  Ozdal and 

Kurbanoglu used ethidium bromide to generate mutants that were able to raise titers from 31 g 

citric acid/L sugar beet molasses of the parent strain to 46 g/L.[45]  These researchers further 

increased this production to 69 g/L through optimization of the fermentation media.  Lotfy, 

Ghanem et al.  used ultraviolet light exposure to produce mutants that improved the wild-type 

titer of 24 g citric acid/L sucrose media to 96 g/L of the mutant.[39]  This strain was then tested 
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with agro-waste materials, including beet molasses which demonstrated a production of 98 g/L.  

Treatment of the beet molasses with either methanol, sulfuric acid or calcium phosphate further 

increased the production to 100 g/L, 109 g/L, and 114 g/L, respectively.  Low  molecular weight 

alcohols, e.g. methanol, are commonly used in fermentation to counteract inhibition caused by 

heavy metals that may be present, and also to facilitate citric acid permeability through the A. 

niger membrane.[42]  Hang and Woodams found that addition of methanol to the fermentation 

media improved the citric acid yield from 259 g/kg apple pomace, using no methanol, to 883 

g/kg at 4% methanol.[40]  Dhillon, Brar et al. showed 4% methanol addition improved solid-state 

fermentation (SSF) of sphagnum peat moss from 45 g/kg to 57 g/kg and submerged fermentation 

(SmF) of apple pomace from 10 g/L to 18 g/L.[43]  Rodrigues, de Souza Vandenberghe et al. 

showed that the addition of 4% methanol improved citric acid production from sugarcane 

molasses from about 260 g/kg to 460 g/kg.[42]  This production reached 617 g/kg when the group 

used a UV mutant.  However, the effects of low molecular weight alcohols are not always so 

dramatic.  For example, Zhou, Meng et al. found that methanol only slightly changed citric acid 

accumulation.[41]  Instead, Zhou, Meng et al. demonstrated that through bio-detoxification of the 

substrate using the fungus A. resinae ZN1, the production could be increased from 85 g/L corn 

stover hydrolysate to 100 g/L with a yield of 94.1%.  Some studies have found that citric acid 

production was optimal when a specific redox potential profile, comprised of two maxima (260 

and 280 mV) and two minima (180 and 80 mV), was observed over the course of the 

fermentation.[38]  Berovič, Rošelj et al. demonstrated that by manipulating the aeration and 

agitation (increasing both to raise the redox potential and reducing both to lower it) the desired 

redox potential profile could be contrived and a production of 105 g/L beet molasses could be 

attained. 

While a pH of around 2 has been found to be ideal for citric acid production, higher pH’s 

can promote gluconic acid production.[161]  Unlike citric acid production, where glucose is 

metabolized within the organism, in gluconic acid production, an extracellular enzyme called 

glucose oxidase is responsible for catalyzing glucose to gluconic acid.[34]  A possible ecological 

function of this activity is that removal of glucose from the environment provides a competitive 

advantage to A. niger which, under the right conditions, can convert nearly 100% of glucose to 

gluconic acid.[34, 163]  In the mechanism, glucose oxidase, which is localized to the cell wall, 

catalyzes -D-glucopyranose to D-glucono-1,5 lactone and hydrogen peroxide.[163] The hydrogen 
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peroxide is catalyzed via catalase to water and oxygen, and the D-glucono-1,5 lactone is 

hydrolyzed to gluconic acid either spontaneously or via gluconolactonase.[163]   

The conversion of glucose to gluconic acid simply involves oxidation of the C1 aldehyde 

group to a carbonyl group.  Although chemical, electrochemical and bio-electrochemical 

methods exist, yields are lower than with fungal production and therefore fungal production is 

the preferred industrial method.[163-164]  Yields in excess of 95% gluconic acid from glucose have 

been reported since at least the 1930s.[165]  Current research therefore focuses on improving 

productivity while reducing costs.  One patent[56] demonstrates the use of immobilized glucose 

oxidase and catalase to convert 1000 kg of glucose over the course of 100 runs using the same 

100 mL of enzyme.  While on average this method produces titers reaching at least 200 g/L, the 

cost of pure enzymes is relatively expensive.  Fungal mycelium is much cheaper, and its 

employment is becoming increasingly cost-competitive through repeated use of the same 

mycelia.  Sakurai, Hang et al. showed that by periodic additions of 150 g glucose/L to a 

fermentation broth, A. niger produced up to 550 g gluconic acid/L.[57]  However, it was observed 

that productivity slowed after a concentration of 300 g/L was exceeded.  Based on this 

observation, Sakurai, Hang et al. attempted to reuse the fungi over multiple runs, ceasing each 

run once 300 g/L was reached. Following this method, the same mycelia could be reused for 

about four runs.  To expand on this, Sakurai, Hang et al. subsequently showed that by adding 

glucose at concentrations of 100 g/L, immobilizing the mycelia in non-woven fabric, and ceasing 

the run once 220 g gluconic acid/L was reached, the production using the same mycelia could be 

performed up to 14 times.  Many supplementations have also been explored to improve gluconic 

acid production.  Sharma, Vivekanand et al. for example found that, after optimizing moisture 

content, incubation temperature and aeration rate, the addition of 0.5% yeast extract increased 

the titer from 76 g/L to 82 g/L.[63]  Additionally, as in citric acid production, addition of methanol 

has been shown to improve production.[59]  Roukas showed that the addition of 6% methanol 

enhanced the gluconic acid titer from 490 g/kg substrate to 685 g/kg.  SSF represents a 

potentially cheaper approach to organic acid production and apropos of this Singh, Jain et al. 

demonstrated that SSF of sugarcane bagasse produced a better titer and yield (107 g/L and 94.7% 

respectively) than SmF (89 g/L and 75.5% respectively), surface fermentation (92 g/L and 

90.7%), and semi solid-state fermentation (89 g/L and 75.5%).[60]  Studies exploring other fungi 

include reports of the yeast-like fungus Aureobasidium pullulans producing 375 g/L using a 
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cross-over filtration system.[58]  With annual production of around 100,000 metric tons, gluconic 

acid is used in the manufacturing of metal, leather, food, pharmaceuticals, in detergents as a 

sequestering agent, and as an additive to improve cement hardening.[34, 163-164]   

 

2.4.1.2. Aspergillus terreus 

 

Aspergillus terreus is a soil dwelling pathogenic fungus distributed worldwide.[166]  It is a 

commercially significant species in its production of itaconic acid (IA), a chemical with a wide 

range of applications including in the polymer industry.[34, 167]  Often described as citric acid 

production in the presence of cis-aconitate decarboxylase (CAD), IA is believed to be produced 

from the decarboxylation of cis-aconitate, a TCA intermediate between citrate and iso-citrate, via 

CAD.[167a]  As in citric acid production, glucose is first converted into two molecules of pyruvate 

in the glycolysis pathway, which are converted into acetyl-CoA and oxaloacetate, and combined 

in the first step of the TCA cycle to yield citrate.[167a, 168] Citrate is then dehydrated to cis-

aconitate via aconitase, which is then decarboxylyzed via CAD to form IA.[34]   

Though originally discovered as a product of pyrolytic distillation of citric acid, 

production of IA was observed in Aspergillus species as early as 1932.  A patent described in 

1945 demonstrated the first use of SmF for IA production, which claimed yields around 50% 

greater than those from distillation.[169]  By 1955, Pfizer Co. Inc. was producing IA industrially 

using SmF and this remains the most commonly employed commercial production method 

today.[167a, 170]  In 1962 another Pfizer patent demonstrated yields of 70% using the cheap 

substrate beet molasses.[171]   

Similar to citric acid production, maximization of IA production has been accomplished 

through nutrient limitation which obstructs oxidative phosphorylation and produces a high flux 

of glycolysis.[167a]  Karaffa, Díaz et al. demonstrated that with manganese concentration in the 

fermentation media kept below 5 g/L, 130 g IA/L glucose media could be achieved with yields 

of 90%.[69]   Kuenz, Gallenmüller et al. investigated the importance of oxygen supply and 

phosphate concentration.  An adequate oxygen supply, in the form of flask shaking, was shown 

to improve production from 23 g/L in 20 days to 65 g/L in 10 days.[67]  By then increasing the 

phosphate concentration from 0.04 g/L to 0.16 g/L, the product concentration further increased to 

90 g/L.   Hevekerl, Kuenz et al. demonstrated the importance of pH control during fermentation.  
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If the pH was controlled and maintained at a value of 3, 146 g/L could be achieved after 2 days 

of fermentation.[172]  This was a 66% increase as compared with no pH control.  In a subsequent 

study, the production was further increased to 160 g/L by targetting a pH of 3.4 instead of 3.[72] 

The annual production of IA is around 40,000 tons at a price of 1.5-2$/kg. In order to be 

competitive with petrochemical-derived products, the U.S. DOE estimates that the price must be 

cut in half.[167a]  Since the production of IA is already close to the theoretical limit, one of the 

best strategies moving forward is to use cheaper substrates.[167a]  A. terreus possesses the ability 

to use a multitude of sugars as substrate including saccharose, lactose, glycerol and xylose.[173]  

A. terreus can also use citric acid as a substrate, which is about a tenth of the price of IA.[174]  

 

2.4.1.3. Aspergillus oryzae 

 

Aspergillus oryzae, also called “koji-kin” in Japanese, has been used for millennia in the 

production of fermentation products.[156, 164]  Along with certain other Aspergillus species called 

koji molds, these fungi release amylases that break down rice starch in order to make products 

including saké, miso, amazake, shouchu, shoyu (soy sauce), and mirin.[155, 175]  A. orzyae is the 

primary source for industrial production of kojic acid (KA),  which is used in cosmetics and as a 

precursor to flavor enhancers including maltol and ethyl maltol.[155, 163]  KA is a growth inhibitor 

of bacteria, other fungi and viruses.[163]  It inhibits catecholase activity of tyrosinase, an essential 

enzyme in the biosynthesis of melanin, which makes it popular for use in cosmetics as a skin 

whitening agent.[155, 163]   

While KA may be chemically derived from pyranoid 3,2-enolones, industrial production 

exclusively uses filamentous fungi which achieve yields of 70-90% depending on the carbon 

source.[163-164, 176]  Many different fungi have been shown to be effective KA producers, 

including A. oryzae’s near genetic twin A. flavus.  Some of the highest KA production and yields 

were observed using A. flavus but, because of the toxicity of A. flavus, other species are 

preferred.[164]  In one screening of five Aspergillus species, including oryzae and flavus, A. 

parasiticus outperformed all strains in terms of KA production.[98]  In a different screening 

involving 278 different fungal isolates, 135 of which were Aspergillus, a strain of A. flavus 

outperformed all others and, under optimized conditions, produced KA concentrations reaching 

54 g/L.[95] And in a more recent study in which 43 fungal isolates were screened, including A. 
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flavus and A. parasiticus, the highest production was observed in an A. oryzae strain (44 g/L 

glucose media).[91]  This strain also showed relatively good production when given sugarcane 

molasses as a carbon source (29 g/L).[91]  In the same study, a different A. oryzae strain produced 

32 g/L when given starch while the best A. flavus strain produced 38 g/L and 13 g/L when given 

glucose or starch respectively. 

 To maximize production of KA, Ariff, Salleh et al. demonstrated that close control of 

aeration (80% dissolved oxygen during growth phase followed by 20% during production phase)  

resulted in a two-fold increase in production using A. flavus as compared with unregulated 

fermentation.[177]  Devi, Vijayalakshmi et al. reported KA production reaching 889 g/L of 

calabura fruits using A. flavus after optimizing fermentation parameters including substrate 

concentration, temperature, phosphate concentration, etc.[96]  Numerous studies showed an 

improvement in production through immobilization of the fungal cells.  Kwak and Rhee 

immobilized A. oryzae in calcium alginate gel to ultimately produce 83 g/L, while free cells only 

reached a concentration of 25 g/L.[89]  Liu, Yu et al. reached a production exceeding 84 g/L when 

using A. oryzae immobilized on plastic composite support.[85]  Mutation of select strains has also 

been shown to be an effective method for realizing high production levels of KA. Yan, Tang et 

al. produced a mutant capable of achieving 1.7 times higher concentrations of KA than the 

parent strain while, in another study, Futamura, Okabe et al. produced a mutant strain achieving 

7.7 times higher concentrations than the parent strain.[88, 90]  Conditions for the latter mutant 

strain were optimized and, when continuously fed glucose, the strain was able to achieve 

concentrations of 117 g/L.[90] 

The production of KA is similar to that of citric acid and IA in terms of working sugar 

and phosphate concentrations.  As such, by simply changing other fermentation parameters, e.g. 

stirring or aeration rate, strains producing citric or IA can be shifted to KA production.[163]  

Despite long time usage and the simple nature of the glucose conversion in the KA reaction (one 

oxidation and two dehydrations), the pathway is not yet fully understood.[163, 175a]  The proposed 

pathway involves direct conversion of glucose via glucose dehydrogenase to D-gluconic acid 

which is then converted to KA by gluconate dehydrogenase.[163, 175a]   

Other beneficial characteristics of A. oryzae include an ability to use a variety of carbon 

sources (e.g. mannose, galactose, xylose, arabinose, sorbitol, acetate, ethanol and glycerol) and 

an ability to produce high amounts of other organic acids (e.g. malic acid).[155-156]  It is also a 
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prolific producer of protease enzymes for which it can use a variety of appealing feedstocks 

including sunflower meal, rapeseed meal, palm kernel cake, wheat bran, and bakery waste.[132, 

149-153] 

 

2.4.1.4. Aspergillus flavus 

 

Aspergillus flavus is a pathogenic fungus almost genetically identical to A. oryzae.[178]  It 

is a hardy and abundant species, mostly existing as a saprophyte in soil.[178]  A. flavus possesses 

an exceptional ability to accumulate L-malic acid.   This commercially important product is 

mostly used as an acidulant in foods and beverages but can also be used in the synthesis of a 

biodegradable polymer, polymalic acid.[80, 179]  In the past, malic acid was produced via 

extraction from apple juice.[80] Today it is produced either by catalytic hydration of maleic or 

fumaric acid at high temperature, or by enzymatic transformation of fumaric acid.[80, 179]  While 

biological/enzymatic methods yield optically pure products (synthetic chemical pathways do 

not), these methods are more expensive.[80]  However, as petroleum based starting materials 

increase in price, fermentation may become a more economic means of production.   

Malic acid is an essential component of cellular metabolism but generally accumulates at 

a much lower rate than citric or fumaric acid and therefore has not been produced commercially 

via microbes.[80]  In A. flavus, there are two pathways leading to the production of L-malic acid 

that, as enzyme activity monitoring would suggest, operate simultaneously during the acid 

production phase of the fungal organism’s life cycle.[80]  While malic acid is an intermediate of 

the TCA cycle, 13C NMR studies suggest that a separate, reductive pathway is primarily 

responsible for most malic acid accumulation in A. flavus.[80]  C NMR detects the 13C isotope of 

carbon, which comprises about 1.1% of naturally abundant carbon.[180]  Thus by incubating A. 

flavus in a medium of glucose with labeled anomeric carbon (1-13C), the researchers could 

demonstrate that this anomeric carbon was only incorporated in the C3 of L-malic acid.[80]  From 

this the researchers were able to conclude that L-malic acid must be synthesized from 

oxaloacetate.[80]  This pathway begins, like many, with pyruvate in the cytosol, which is 

converted into oxaloacetate via pyruvate carboxylase.[181] Oxaloacetate is then reversibly 

converted to malate via NAD-malate dehydrogenase (MDH).[181]   
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 Battat et al. were able to optimize the production of L-malic acid using A. flavus to reach 

113 g/L after 190 hours with a productivity of 0.59 g/L/h.[80]  This was accomplished by fine 

tuning fermentation conditions including the agitation rate and the concentrations of Fe2+ ion, 

phosphate, and neutralizing agent.[80]  While  A. flavus possesses extraordinary malic acid 

accumulating properties, it is also known to produce aflatoxins, which are toxic and 

carcinogenic.[182]  Since malic acid is predominantly used in food, this precludes the use of A. 

flavus for production.[80]  Alternatively, some reports demonstrate that strains of A. oryzae and A. 

niger achieve competitive or even better production than A. flavus.  Knuf, Nookaew et al. 

demonstrated that A. oryzae was able to produce relatively high titers (>30 g/L) at productivity 

levels about equal with A. flavus (0.58 g/L/h).[78]  Iyyappan, Bharathiraja et al. generated a 

mutant of A. niger using methanol, that was reported to produce 77 g malic acid/L.[82]  Brown, 

Bashkirova et al. genetically engineered a strain of A. oryzae with upregulation of genes 

encoding pyruvate carboxylase, malate dehydrogenase and a C4-dicarboxylic acid transporter.[79]  

This mutant was able to achieve production of 154 g/L (upregulation of only the transporter gene 

resulted in production of 122 g/L).[79]  Thus, these organisms may be used instead of the 

aflatoxin producing A. flavus, should economic conditions become favorable for malic acid 

production via fermentation. 

 Aspergillus flavus has also shown potential for use in the valorization process of lignin, a 

component of lignocellulose that is otherwise mostly burned for heat.[183]  A. flavus has 

demonstrated the ability to convert aromatic carboxylic acids, which are common and abundant 

products of lignin in biomass processing facilities, into corresponding alcohols via oxidative 

decarboxylation or carboxyl reduction mechanisms.[183]   A. flavus could convert a diverse 

number of starting compounds at great rates (78%-100%), with great selectivity (alcohols were 

the only biotransformation products) and with high substrate tolerance (standard performance up 

to 8 g vanillic acid/L).[183]   

 

2.4.2. Rhizopus 

 

Rhizopus species are common and widespread soil dwelling saprotrophs that grow 

quickly and, as such, are early colonizers of an environment.[184]  These fungi are industrial 
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producers of enzymes, organic acids, fermented foods, biodiesel, alcohols, esters, polymers, 

volatile compounds, and have been used in cancer research.[184] 

 In Rhizopus, all fermentable carbon sources are metabolized to pyruvate.[185]  Subsequent 

carbon flow is influenced by dissolved oxygen in the medium; i.e. under anaerobic conditions, 

the direction of carbon flow is favored toward the formation of ethanol, while under aerobic 

conditions with excess of carbon substrate, the direction of the flow is favored toward organic 

acid production.[185]  Under anaerobic conditions, pyruvate is largely converted to acetaldehyde 

via pyruvate decarboxylase (PDC) and is then converted to ethanol via aldehyde dehydrogenase 

(ADH).  Under aerobic conditions, the genes for PDH and ADH are down regulated and 

pyruvate is largely converted to lactic acid via a single NAD+ dependent step involving L-lactate 

dehydrogenase.[184b, 185]   

 With an annual production of 74 billion gallons, ethanol is a molecule of premier 

economic importance.[185]  While the current benchmark for ethanol production is with 

Saccharomyces cerevisiae, there are a number of advantages in using a filamentous fungus 

including R. oryzae, which has been reported to produce yields of ethanol and possess ethanol 

tolerance levels comparable to yeast (yields of 0.5 g/g glucose and tolerance of over 20% v/v 

ethanol).[185-186]  For example,  S. cerevisiae is unable to use pentose sugars, which are present in 

hemicellulose hydrolysate, while R. oryzae is able to grow on a myriad of substrates including 

xylose, glycerol, lactic acid, glucose, mannose, fructose, cellobiose, fatty acids, oils and 

ethanol.[185]  Additionally, R. oryzae has low growth requirements, is able to tolerate inhibitors 

present in the acid hydrolysates of lignocellulosic biomass, can use cellulose and hemicellulose 

directly (though slowly), can withstand high sugar concentrations (in excess of 100 g/L) and can 

grow in a wide range of temperatures (up to 40° C) and pHs (4 to 9).[185]  There is a large body of 

literature focused on bio-ethanol production; however, the scope of this review focuses on 

organic acids and enzymes.   

 R. oryzae strains are typically lactic acid producers, fumaric acid producers, or producers 

of both [184b].  With an annual production of 100,000 tons, lactic acid is used primarily in the food 

industry as a preservative, flavor enhancer and acidulant, but it is also used in the manufacture of 

oxygenated chemicals, biodegradable solvents (e.g., ethyl lactate), and polylactic acid (PLA).[34, 

185]  Interest in PLA has increased steadily due to its biodegradability, environmental 

friendliness, and its potential to functionally replace many of the most common fossil fuel 



 30 

derived plastics, see Fig. 3.[187]  Lactic acid can be synthesized chemically through a number of 

processes including hydrolysis of lactonitrile by strong acids.  However, none of these routes are 

technically economically viable and thus industrial production of lactic acid is most commonly 

achieved via microbial fermentation.[188]  There is much literature focusing on bacterial 

fermentation for lactic acid production, but fungi offer a number of advantages over bacteria 

including reduced costs, from cheaper medium requirements and less complicated product 

purification, as well as optically pure products and absence of byproduct accumulation.[184b, 188-

189]   

 

 

Fig. 2.3.  The microbial product lactic acid (a) may be used to generate polylactic acid (b) which itself 

may be used in production of textiles/fabrics, food and liquid containers, building materials, and much 

more (c); in serving as a building block for production of these materials, polylactic acid will replace 

many common fossil fuel feedstocks including polyethylene terephthalate, polystyrene, polypropylene, 

and polyvinyl chloride(d). 

 

Soccol, Marin et al. demonstrated that R. oryzae was able to produce up to 137 g/L in 

SSF of glucose with bagasse solid support.[103]  This was superior to the production using SmF in 

a flask or fermenter which achieved 89 g/L and 93 g/L respectively.[103]  Yamane and Tanake 

immobilized R. oryzae cells within sponge-like particles made of polyurethane foam and 

produced 145 g/L (or 175 g/L as anhydrous calcium lactate) at 1.42 g/L/h from 150 g/L glucose, 

and 231 g/L (or 280 g/L as anhydrous calcium lactate) at 1.83 g/L/h in fed-batch cultivation.[106]  
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Park, Kosaki et al. demonstrated the importance of R. oryzae morphology on lactic acid 

production.  In this study, poly(ethylene oxide) was added to a culture after 12 hours in an air-lift 

bioreactor containing mineral supports.[100]  This induced the cultures to adopt a cotton-like 

mycelial morphology and increased production up to 105 g/L (87% yield) as compared with 43 

g/L of the control.[100]  Guo, Yan et al. screened 100 different strains of R. oryzae for an optimal 

lactic acid producer, and optimized conditions for maximum production using the selected strain.  

The selected strain (R. oryzae GY18) was able to produce: 46-115 g/L lactic acid when using 

glucose concentrations from 60-160 g/L; 15-69 g lactic acid/L using 20-100 g xylose/L; and 370 

g/kg of corncob hydrolysate.[101]  Wang, Li et al. used low-energy ion beam irradiation to create 

a mutant strain of R. oryzae (RQ4015) that was able to produce up to 121 g/L lactic acid at 3.36 

g/L/h (10% and 46.7% respectively better than the parent strain) using 150 g/L glucose.[102]  This 

strain was also able to produce 74 g/L lactic acid using 100 g xylose/L.[102] 

 Fumaric acid was traditionally produced via Rhizopus but is now synthesized through 

cheaper chemical synthesis methods including isomerization of malic acid (or maleic anhydride) 

catalyzed via benzene.[163, 190]  However, like with malic acid, as petroleum-based materials 

become more expensive, enzymatic fumaric acid production may reemerge as a widely 

employed method.  With an annual production of 90,000 tons, fumaric acid is mainly used in the 

food industry as an acidulant, but it is also used for the industrial production of malic acid, 

production of aspartame, jet printing inks, plastic surface coating, paper sizing, preparation of 

unsaturated polyester and alkyd resins, used as an optical bleaching agent, and in psoriasis 

treatment among other things.[163, 185] 

In Rhizopus, fumaric acid is an intermediate in the TCA cycle and is formed via two 

pathways: (i) the normal oxidative pathway of the TCA cycle in which succinate is oxidized via 

succinate dehydrogenase to form fumaric acid; and (ii) a reductive pathway in which CO2 is 

condensed with pyruvate via pyruvate carboxylase to form oxaloacetate, which is reduced to 

malate and then to fumarate.[163, 191]  A patent from Rhode, Lagoda et al. in 1962 identified the 

necessity for continuous neutralization of fumaric acid for optimal yields.[113]  Rhodes, Lagoda et 

al. were able to acquire 100 g/L fumaric acid from R. arrhizus with a 90% yield after 60 hours 

maintaining 0.8 g calcium carbonate/L.[113]  However, calcium carbonate makes the fermentation 

more difficult to handle.[113]  To avoid this, Cao, Du et al. report using a rotary biofilm contactor 

coupled with an adsorption column.[119]  In this design, R. oryzae attaches to plastic discs that 
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alternate between nitrogen rich (during growth period) and nitrogen poor (during non-growth 

period) conditions.[119]  Subsequently, any fumaric acid produced would be removed by the 

adsorption column.  This ultimately led to production of 85 g/L fumaric acid from 100 g/L 

glucose in 20 hours.  As in fungal production of many other organic acids, dissolved oxygen 

content in the media has been showed to play an important role in the production of fumaric acid.  

A patent from Lorraine B. Ling in 1989 demonstrated that 80% dissolved oxygen content led to a 

production of 135 g/L after 70 hours using R. arrhizus, while dissolved oxygen levels <5% only 

produced 39 g/L after the same amount of time (100% dissolved oxygen produced 72 g/L).[76]  

While most wild strains of R. arrhizus do not use xylose as a carbon source, a strain isolated by 

Liu Wang et al. produced 45 g fumaric acid/L using 80 g xylose/L when immobilized in a mesh 

of printing and dying chemical fiber that, in a previous study, was shown to reduce fermentation 

time by 83.3%.[117, 192]  As an alternative to the chemical fiber, loofah fiber, a natural, 

biodegradable, renewable polymer, was also found to be a suitable carrier for immobilized R. 

arrhizus, enabling production of 30 g/L using glucose.[118]  

 Rhizopus is also an industrial source of enzymes.  R. oryzae, for example, is a prolific 

producer of amylases (e.g. -, gluco and isoamylase) and lipases, which have both traditionally 

been used as food aids but recently have been used in biotechnology for the production of fuels 

(e.g. biodiesel), fine chemicals, pharmaceuticals, agrochemicals, perfumes, flavors and bio-

surfactants.[184b]  In addition to amylase and lipase, other enzymes found in R. oryzae cultures 

include cellulases, hemicellulases, proteases, urease, ribonuclease, pectate lyase, and 

polygalacturonase.[184b]  The genome of R. oryzae provides insight into the types of enzymes it 

may be optimized to produce.  Most prevalent are genes coding for enzymes involved in 

degradation of storage polysaccharides (e.g. galactomannan and starch) and of backbone 

molecules in structural polysaccharides (e.g. cellulose and pectin).[184a]  There are also 

chitinolytic and -1,3-gluconolytic systems which are used in the breakdown of cell wall 

material, probably used in defense against competing fungi or in recycling cell wall material left 

over from former fungal colonizers.[184a]   
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2.4.3. Trichoderma 

 

The genus Trichoderma is comprised of soil dwelling species found worldwide in 

decaying cellulosic material as well as in the rhizosphere of plants, where these fungi are known 

to help protect the plant against pathogens, enhance root growth, and improve uptake and use of 

nutrients.[193]  Trichoderma are characterized by rapid growth and successful colonization of  

diverse habitats.[193a]  These filamentous fungi can thrive in rich and complex tropical rainforest 

soil as well as sterile biological fermenters.  Various species of Trichoderma have been isolated 

from sources ranging from cockroaches to marine muscles, shellfish and termite guts.[193a]  First 

identified in 1794, Trichoderma has now found use in bio-remediation, recycling of waste 

materials, biocontrol through bio-fungicides and antibiotics, and commercial production of 

enzymes.[193a, 194]  Enzymes from Trichoderma are used in varied applications such as to improve 

brewing processes (-glucanases), for maceration of fruits in fruit juice production (pectinases, 

cellulases, hemicellulases), and as feed additive in livestock farming (xylanases).  Because of the 

widespread use of these enzymes, the cellulase system of Trichoderma is probably the most 

widely studied cellulase system.[193a, 194] 

Trichoderma are a successful genus due to a high capacity for secreting enzymes and 

antibiotic metabolites, which include lytic and proteolytic enzymes, ABC transporter membrane 

pumps, diffusible or volatile metabolites in addition to polyketides, pyrones, terpenes, peptides 

and metabolites derived from amino acids.[193a]  Trichoderma reesei represents the premier 

industrially employed species of the genus.[124, 193a]  T. reesei is used in heterologous protein 

expression and is the most important cellulase producer worldwide.  This species is known to 

produce titers of 100 g cellulase/L using a broad range of carbon sources that include agricultural 

and industrial byproducts.[124, 193a]  Additionally, T. reesei, which primarily produces exo- and 

endoglucanases with little -glucosidase activity, and A. niger, which mostly produces -

glucosidase, represent the most commonly used fungi for production of enzymes that are used in 

the hydrolysis and saccharification of lignocellulosic materials.[195]  

Enzyme production in Trichoderma can be induced by substrates including lactose, 

sophorose, xylobiose, D-xylose, and L-sorbose, though these carbon sources are expensive and 

thus require high investment costs.[124, 195b]  However, T. reesei has also shown the ability to use 

lignocellulosic carbon sources for production of cellulases, amylases, hemicellulases, lignin 
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degrading enzymes, peptidases, proteinases,  and transport proteins.[196]  For example, spent 

hydrolysate model medium (SHMM) and manure were found to induce high production of 

cellulases and xylanolytic enzymes.[124, 197]   

Enzymatic production in T. reesei is transcriptionally regulated and heavily dependent on 

the carbon source.[193a]  As such, titers and abundances are quite variable due to the complex 

nature of lignocellulosic materials.[124, 194, 196]  T. reesei has been reported to produce at least four 

endo-1,4--xylanases, two -xylosidases, two endo-1,4--D-glucan cellobiohydrolases, five 

endo-1,4--D-glucan-4-glucanohydrolases, and two -D-glucosidases as well as -mannanase, 

-mannosidase, -L-arabinofuranosidase, -galactosidase, acetylxylan esterases, and 

laccases.[198]  Despite the widespread use of T. reesei for enzyme production, sequencing of the 

genome reveals that other species within the genus have as much as 2000 more genes than T. 

reesei that encode cellulolytic and hemicellulolytic enzymes.[193a]  Other studies confirm that T. 

reesei produces a relatively smaller number of cellulases and hemicellulases when compared 

with other plant cell wall degrading fungi, the caveat being that the production is heavily 

dependent on the medium.[124]  Other species within the genus may therefore be further explored 

for potential adaptation to the industrial production of enzymes.  T. harzianum, for example, has 

been reported to express -glucosidase, -xylosidase, pectinase and -amylase during SSF of 

wheat bran.[194, 199]  Additionally, T. harzianum was found to produce the antibiotic decalactone, 

6-pentyl--pyrone, from substrates including castor cake and espresso coffee grounds.[199b] 

 

2.5. Application, Techno-economics, and Policy 

 

2.5.1. Application and Techno-economic Analyses 

 

Techno-economic analyses have long established the viability of bio-based processes (i.e. 

fermentation, enzymes, etc.) in the production of many fuels and bulk chemicals (e.g. 1,3-

propanediol (PDO), polytrimethylene terephthalate, and succinic acid).[21]  However, the 

competitiveness of petrochemicals has impaired investment in such processes.[200]  This issue 

extends, and to a greater extent, when considering lignocellulosics as feedstock.  A 2011 report 

released on behalf of the National Academy of Sciences concludes that cellulosic-based fuels are 

only likely to be competitive in the presence of very high petroleum prices (>191$/bbl.) and/or a 
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regulatory environment marked by high carbon price.[201]  It is worth noting though that this 

report fails to include projections for biorefineries that incorporate multiple revenue streams.  

This type of approach would be analogous to that of integrated petrochemical refineries where 7 

or 8% of crude oil is dedicated to chemical production which results in 25 to 35% of annual 

profit.[202]  In a DuPont/Tate and Lyle commissioned study analyzing PDO, the projected ROI 

following a conventional fossil fuel route was 11% while production from biomass showed just 

3%.[202]  However, by integrating chemical and fuel production in the same facility, the projected 

ROI for a biomass based route jumped to 20%.[202]  

In a similar way, filamentous fungi can be used to integrate additional revenue streams.  

For example, in a starch-based ethanol facility, the thin stillage waste stream was valorized using 

various fungal species (N. intermedia, A oryzae and Rhizopus sp.) into animal feed and 

additional ethanol.[203]  Furthermore, coupling lignocellulosic feedstocks to such processes would 

help relieve the high capital costs and investment risks associated with lignocellulosic-based 

processes.  One study of such a system demonstrated a required capital investment of 77 million 

USD which, after 20 years, would yield a net present value of 162 million USD.[200]  

Additionally, organic acids are appealing value-added products in lignocellulosic valorization 

processes.  For example, it was found that, across various scenarios, the lowest long-term 

minimum ethanol selling price (MESP), 1.98 $/gallon, would result from pairing a recombinant 

ethanol producing yeast with an organic acid producing fungus (F. oxysporum).[204]  The near-

term base case involving only ethanol production from yeast resulted in 3.35 $/gallon.[204]  Even 

in a process involving F. oxysporum alone, the consolidated bioprocess (CBP) production of 

ethanol and organic acids was predicted to yield a competitive long-term MESP of 2.10 $/gallon 

(if ethanol tolerance of the strain could be improved).[204] 

 

2.5.2. Policy 

 

In general, the socio-environmental goals of bioeconomy policy must include regional 

development, waste management, support for sustainability, and reduction of GHG emissions, 

pollution, and pressure on land and marine resources.[205]  In planning construction of 

biorefineries, government policy should facilitate studies on the type of biomass (e.g. crop 

residues, municipal solid waste, food waste, etc.) and its origin, quantities, recyclability, and 
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sustainability in particular areas.[205]  These studies will help determine the type of biorefinery 

and where to build it as well as which products to make, how much to make, and which 

processes to use for production.[205]  Additionally, depending on the type of biomass, integration 

with existing regulation (e.g. waste management, health, environment) will be necessary.   

While many governments do have published bioeconomy strategies, most attention is 

paid to the biomass feedstock and not to the role of biotechnology.[206]  Numerous startups 

already employ biotechnology to make renewable fuels, chemicals, and materials but most 

startups lack the resources and infrastructure for fundamental research.[206]  Larger biotechnology 

or chemical companies, which do have such resources, may lack the incentive, particularly with 

uncertain government policy, to use these resources for research in biotechnology applications to 

fuel and chemical production.[206]  It is through public-private partnerships that confidence can be 

established in government commitment to the bioeconomy.[206] 

To address issues of reproducibility, reliability and predictability caused by the large 

inherent variability in bioprocesses, government policy must aid in developing the standards of 

good practice for the industry.  According to research for the British Standards Institution, these 

standards contribute to a large portion of annual productivity growth.[206]  Standards are used by 

companies as management systems and as a means to reduce risk in novel processes, accelerate 

routes to market, facilitate trade, and to improve consumer, investor, and regulator 

confidence.[206]  Additionally, policy must promote training in areas relating to the new job 

opportunities that will support the bioeconomy.  Policy must incentivize technical training in 

relevant skills and, at the level of higher education, encourage cross disciplinary studies which 

incorporate computer science and engineering approaches into biology curricula.   

 

2.6. Future Prospects 

 

2.6.1. Consolidated Bioprocessing 

 

The process of deriving chemicals from lignocellulosic material usually involves several 

steps: (i) pretreatment of material to separate lignin and free the holocellulose for hydrolysis; (ii) 

hydrolysis of polysaccharides to obtain fermentable sugars; (iii) fermentation; and (iv) separation 
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of products.[207]  Simplification of this scheme and integration of as many steps as possible, 

referred to as CBP, can serve as a successful strategy to reduce capital and processing costs.[208]  

 

 

Fig. 2.4.  (A) represents a typical process flow of raw biomass to final products while (B) represents a 

theoretical consolidated bioprocess, in this scenario using fermentation via filamentous fungi, where 

many of the original process steps are condensed into one step. 

 

Pretreatment, hydrolysis and fermentation may all be consolidated into a single step via 

SSF, as shown in Fig. 4, where the waste material is directly fermented without any processing.  

Intact lignocellulosic material is, in nature, primarily degraded by SSF, which is technically 

defined as fermentation in absence or near absence of free water.[125a, 209]  For example, 

microorganisms, especially fungal cultures, produce comparatively high titers of cellulase under 

conditions which are similar to the natural environment.[209]  While SSF is one of the oldest 
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technologies humans have applied (in fermentation of food and for composting and ensiling), 

SmF became popular due to ease of handling and better monitoring capability.[210]  Almost all 

industrial bioproduct production schemes, including for enzymes and commodity chemicals, 

currently use SmF.[209-211]  However, recent research demonstrates that adopting SSF can, for 

many processes, result in a 10-fold reduction of costs.[209-211]  Additional major reported 

advantages of SSF over SmF include higher product titers and yields, reduction in water 

consumption and waste generation, technical simplicity, low capital investment, low energy 

requirement, and better product recovery.[123b, 209-210, 212]  T. reesei, for example, is known to be 

generally deficient in -glucosidase activity, but in SSF it showed increased -glucosidase levels 

and increased hydrolytic potential vis-à-vis liquid fermentation.[30a] 

 

2.6.2. Complete Valorization of Lignocellulosic Material 

 

While the utility of sugars derived from the holocellulose component has been 

extensively explored for the production of valuable chemicals, lignin, after being separated, is 

traditionally just burnt for energy.[213]  However, lignin, which is the only renewable and 

abundant polymer containing aromatic rings as building blocks, may contribute an estimated $13 

billion in revenue to biorefinery operations if used for purposes other than heat.[213-214]  For 

example, vanillin, the main component of vanilla flavoring, may be derived from lignin.  

Currently, around 1% of vanilla flavoring comes from the vanilla bean pod of the tropical vanilla 

orchid (priced between 1000-4000$/kg) while the remainder (priced around 10-15$/kg) is mainly 

derived from the petroleum product guaiacol.[215]  However, there is growing demand for both 

“natural” and cheap vanilla flavoring.[215]  One of the most successful strategies achieving this 

involves microbial fermentation.[216]  In fact, the largest global producers of vanillin, Solvay and 

Evora, are scaling up “natural” vanillin production using microbial fermentation of ferulic acid 

(another lignin derivative).[216]  Though most of the literature focuses on bacterial fermentation 

for vanillin production, filamentous fungi have also shown promising utility here including a 

reported ability for using whole lignocellulosic substrates.[217]  Numerous other building block 

chemicals may be derived from lignin including ethanol and other alcohols, dimethyl ether, 

hydrocarbons, phenols, and dimethyl sulfoxide.  Without depolymerization, lignin has potential 

for use in the production of carbon fiber.[213]   
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It has already been widely demonstrated that numerous microbes can degrade lignin 

under aerobic and anaerobic conditions.[207]  While the process of lignin biodegradation has been 

extensively studied in the filamentous white-rot fungi Phanerochaete chrysosporium, which 

catalyzes the degradation with extracellular oxidative enzymes in a H2O2 dependent process, the 

entire process is not yet fully understood and the heretofore identified enzymes may not even be 

directly involved.[218]  Other enzymes may therefore need to be identified.  The main enzymes so 

far identified to be responsible for lignin degradation include lignin peroxidase (LiP), manganese 

peroxidase (MnP) and the copper-containing phenoloxidase known as laccase.[33c]  These 

ligninolytic enzymes have already demonstrated utility in the food industry, pulp and paper 

industry, textile industry, and as biocatalysts.[33c] Currently, the main challenges in moving 

forward with microbial lignin degradation is that ligninolytic enzyme producing microbes only 

produce small amounts of these enzymes.[211]  Thus, in addition to gaining a full understanding 

of the complete mechanism, more research is needed on improving ligninolytic enzyme 

production.  The latter is an area of focus in molecular engineering research and recent advances 

demonstrate improved expression, activity, and stability of ligninolytic enzymes.[219]  Future 

work will include research into ancestral ligninolytic proteins to gain insight into the functional 

evolution of the ligninolytic consortium.[219]  Other research will involve engineering a 

ligninolytic secretome into yeast for CBP production of ethanol from lignocellulosic 

materials.[219]  It is to be seen whether the metabolic burden and expression constraints will prove 

to be limiting factors.[219] 

 

2.6.3. Mixed Culture Fermentation 

 

Effective use of lignocellulosic materials require, due to complex composition, multiple 

enzymes for pretreatment/saccharification including ligninolytic, cellulolytic, and xylanolytic 

enzymes.[211]  While numerous reviews exist demonstrating that every step in the lignocellulosic 

conversion process may be catalyzed by a known organism, no single natural microorganism 

possesses all the features needed for the complete process.[207, 220]  Certain fungi, for example, 

possess superior hydrolytic enzyme production capacity while others give high product yields.  

Most natural ecological processes are symbiotic or competitive and, as such, fungal consortia 

resembling the natural metabolic synergies found in nature, may be excellent for production of a 
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myriad of lignocellulolytic enzymes and value-added molecules in a single reactor within a 

biorefinery.[211, 221]  This would simultaneously address the two most important issues facing 

lignocellulosic biomass conversion processes; i.e. the need to overcome the recalcitrance of the 

material and to reduce the number of steps involved in biorefining.  Co-culturing is already 

widely used in SmF production of antibiotics, enzymes, fermented food and beverages, 

composting and conversion of wastewater sludge, but the advantages of co-culturing may be 

exploited even further if applied to SSF.[211]  Current industrial process involving co-culture SSF 

include the anaerobic digestion of organic materials to produce methane and, more recently, 

investigations have been made into using co-cultures to produce hydrogen, ethanol, and 

biodegradable plastics.[207] 

To develop a co-culture system: first, individual strains are identified that possess the 

desired properties; next compatibility of the strains is tested; and then performance is 

measured.[211]  Currently, the variety of research on mixed cultures applied to lignocellulose 

conversion is limited and the anticipated challenges moving forward involve controlling the 

consortium as well as finding matching fermentation conditions for multiple species.[208]  

Successful examples, summarized in Table 4, include a combination of Trichoderma and a pair 

of yeast species that were used  to simultaneously saccharify non-detoxified dilute acid pre-

treated wheat straw slurry, resulting in yields of 10 g ethanol/L.[208]  Additionally, the white rot 

fungi Phanerochaete, known to only produce small amounts of extracellular enzymes and 

thereby precluding use in industrial application, showed higher laccase production when co-

cultured with Trichoderma.[211] 

 

 Table 2.4. Examples of results using mixed microbial cultures. 

  

Organisms Substrate Product Amount Source 

T. reesei & L. pentosus Cellulose + Xylose Lactic Acid 54.6 g/L [222] 

T. reesei & L. pentosus Beech Wood Lactic Acid 19.8 g/L [222] 

Rhizopus sp. MK-96-

1196 & A. thermophilus 

ATCC 24622 

Corn Cob Lactic Acid 24 g/L [223] 

2 strains of A. niger 
Bran and Cottonseed 

Powder 
Glucoamylase 13, 400 U/g [224] 

A. niger & F. 

monoliforme 

Wheat bran, Oat Straw 

and Beetroot Press 
-amylase 250 IU/g [225] 
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2 strains of A. niger 
Bran and Cottonseed 

Powder 
Cellulase 996 U/g [224] 

A. niger BC-1 & T. reesei 

C-30 (ATCC 56765) 

Rice Straw & Wheat 

Bran 
CMCase 131 IU/g [226] 

Thermoascus aurantiacus 

& A. niger 
Oats Straw -glucosidase 298 IU/g [147] 

A. niger & A. oryzae Wheat Bran -glucosidase 2975 +/- 5.3 U/g/min [227] 

A. niger BC-1 & T. reesei 

C-30 (ATCC 56765) 

Rice Straw & Wheat 

Bran 
Xylanase 3110 IU/g [226] 

A. niger BC-1 & T. reesei 

C-30 (ATCC 56765) 

Sugarcane Bagasse + 

Black Gram Husk 
Xylanase 8205+/- 168 IU/g [228] 

2 strains of A. niger 
Bran and Cottonseed 

powder 
Hemicellulase 15,900 U/g [224] 

2 strains of A. niger 
Bran and Cottonseed 

powder 
Pectinase 7,620 U/g [224] 

2 strains of A. niger 
Bran and Cottonseed 

Powder 
Acidic Proteinase 5,580 U/g [224] 

A. niger & T. versicolor 
Wheat Bran, Oat Straw 

and Beetroot Press 
Laccase 97,600 IU/g [225] 

T. maxima & P. carneus Glucose and Peptone MnP 1230 U/L [229] 

 

2.6.4. Exploration of Other Target Chemicals 

 

Many reviews are available on CBP for production of biofuels using yeast paired with a 

lignocellulose hydrolyzing fungus (e.g. Trichoderma)[220, 230], but few discuss the potential to 

apply CBP to production of other valuable chemicals and/or use of other organisms.  A good 

place to begin consideration for new research is by looking at the other chemicals listed on the 

U.S. DOE’s report, e.g. levulinic acid (LA).  LA is continually ranked high among important 

biorefinery target products and is used to produce numerous valuable commodities including 

succinic acid, resins, polymers, herbicides, pharmaceuticals, flavoring agents, plasticizers, anti-

freeze agents and biofuels/oxygenated fuel additives.[12b, 231]  Heretofore the majority of research 

on LA production from biomass has focused on using mineral acid (in particular, Brønsted acids) 

catalysts though these processes are challenged with expensive raw material, low yields, high 

equipment cost, problematic recovery and handling, and significant amounts of waste that 

contributes to environmental pollution.[12b, 231]  All of these challenges may be addressed by 

adoption of a CBP scheme.  For example, it has been reported that the filamentous fungi P. 

purpurogenum produces LA when given corn cob, wheat bran, or rice husks as a substrate, with 
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production up to 46.1 mg/g.[26]  This production may be tested with other substrates, synergistic 

microbes, optimized parameters, or additional co-products.  Other products of interest obtained 

from P. purpurogenum include various enzymes, phenolic compounds, and bio-colorants.[232]  

Bio-colorants, which are used in human and animal food as well as by the pharmaceutical 

industry, are increasingly researched as value-added chemicals and filamentous fungi, including 

also Monascus purpureus and Blakeslea trispora, are emerging as premier producers of bio-

colorants.[132, 233]  With the goal of adding as much value as possible to biorefinery operations, it 

is important to explore many different target chemicals and novel, cheap, and environmentally 

benign ways of extraction. 

 

2.7. Concluding Remarks 

 

The bio-economy and circular economy are interrelated visions, among many, of a more 

secure and sustainable future for humanity’s resources.  Biorefineries represent an essential 

component in realizing both of these concepts.  The future of biorefineries involves adopting 

cheaper feedstock sources such as municipal and agricultural waste materials.  Furthermore, it 

will be essential to completely valorize the biomass source with minimum loss of energy and 

mass.  Biological methods of conversion have the potential to meet the technical, economic, and 

environmental objectives of biorefinery operations.  This review has described the capacity of 

various filamentous fungi to catalyze each step involved in the complete conversion of raw 

biomass to valuable products.  Numerous fungal products already show promise in replacing 

fossil fuel-based feedstocks for production of fuels, polymers, and chemicals.  The future will 

involve improving the cost competitiveness of these processes, optimizing feedstock choice and 

enhancing productivity, and in testing the heretofore underexplored fungal products for industrial 

applications. 
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Connecting Statement 1 

 

As presented in Chapter 2, filamentous fungi possess diverse utility in biorefining 

processes.  They produce myriad enzymes that make them appealing for use in processing raw 

biomass and are also known to produce numerous commodity and specialty chemicals.  Despite 

the sizeable amount of such information reported to date, the vast majority of potential products 

from filamentous fungi (and microorganisms in general) remain underreported or not yet 

described.  This represents a key knowledge gap that has important implications in the 

development of processes for, and proliferation of biorefineries.  For biorefineries, in order to 

make best use of locally available feedstocks (especially local waste residues), the choices of 

which feedstock to use and which product to target are key components of the design process.  

Thus, knowledge of all potential products into which a given locally available feedstock may be 

transformed would be immensely valuable. 

 In Chapter 3, the tools commonly employed in the field of metabolomics are applied in a 

novel methodology for screening the products of filamentous fungal solid-state fermentation of 

feedstocks representative of locally available biomass residues. This chapter is based on a 

manuscript prepared for publication with Dr. Valérie Orsat and Dr. Marie-Josée Dumont as co-

authors.   
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Chapter 3.  Non-targeted screening and multivariate analysis of waste stream biomass 

conversion products 

 

3.1. Abstract 

 

Derivation of energy and materials from local waste streams may contribute to the 

obviation of the unsustainable linear fossil-based material economy.  To that end, knowledge of 

products that may be derived from these feedstock streams must be expanded.  When 

considering bio-based feedstock conversion methods (e.g. fermentation, whole-cell/enzymatic 

catalysis, etc.), techniques from metabolomics may be excellent for the comprehensive screening 

of underexplored feedstocks and/or underexplored bioconversion platforms.  In this study, the 

compositions of various residues representative of local municipal organic waste streams were 

characterized and, subsequently, each residue underwent solid-state fermentation with a 

filamentous fungus (Talaromyces sp. NRRL 2120).  Non-targeted ultra-performance liquid 

chromatography coupled with quadrupole-time-of-flight electrospray ionization mass 

spectrometry in combination with multivariate analysis was applied to analyze the products of 

the fermentations.  The product profile was observed to vary substantially with different residues 

(as well as between fermented and non-fermented samples of the same residue).  Between 3647-

7895 features were identified in each residue, with between 1823-2618 unique and statistically 

significant metabolites associated with specific fermented residues.  Among these metabolites 

were many “top opportunity” chemicals, as identified by the US Department of Energy, 

including furans and organic acids.  

 

3.2. Introduction  

 

Biorefineries, wherein renewable biomass feedstocks are converted into carbon-based 

fuels and materials, represent the bioeconomy analog to the petro-chemical refinery.  Industrial 

scale products, including fuels and building block chemicals (e.g. hydrogen, syngas, methane, 

organic acids, polyhydroxyalkanoates, etc.), are currently produced in biorefineries using 

thermochemical (e.g. pyrolysis, gasification, chemo-catalysis, etc.) and/or biological methods 

(e.g. fermentation, whole-cell/enzymatic catalysis, etc.).[234]  Of the variety of feedstocks 
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available to biorefineries, local waste stream residues (e.g. agricultural, forestry, and post-

consumer residues) may be associated with numerous advantages in terms of cost and 

sustainability.[5]  Additionally, biorefineries may benefit from being designed on a more local 

scale (reducing costs and emissions associated with transportation among much else) and 

contributing to a more circular material economy by closing material loops of the processes from 

which the feedstocks are generated.  While the number of oxygenated products that may be 

derived from biomass is large (untenably so), the variety of products and conversion 

technologies available to biorefineries is limited.  This issue is further exacerbated when 

attempting to make use of highly variable local waste-streams.  Petrochemical refineries on the 

other hand, have benefited (almost exclusively so) from the amount of research to date focusing 

on highly reduced fossil-based hydrocarbons as opposed to highly oxygenated carbohydrate-

based materials.[202]  The closing of this knowledge gap represents one objective for the 

advancement of biorefineries. 

In the case of biological-based conversion of feedstocks (which offer a number of 

advantages vis-à-vis thermochemical conversion including biodegradability of treatment 

components, lower heat requirements, etc.), and specifically whole-cell conversions, the number 

of potential products is proportional to the number of metabolites associated with a given 

organism which remain largely underexplored or altogether unidentified.[234b]  We propose here 

that the application of techniques utilized in the burgeoning “-omics” fields may serve to rapidly 

and efficiently close the knowledge gap between petro- and bio- processes as well as enable 

biorefineries to more effectively use locally availably feedstocks.  Specifically, techniques in 

metabolomics (defined as the comprehensive and quantitative study of the entire set of small 

molecules in a biological sample) may be ideally suited for this purpose.[235]  Metabolomic 

methods have been widely applied for the purpose of biochemical pathway elucidation, drug 

discovery, biomarker identification as well as in bioprocess optimization (e.g. in strain 

development, parameter optimization, as well as in comparing biomass composition for use in, 

for example, production of biomass pellets).[236]  However, to the best of the authors’ knowledge, 

such techniques have not yet been applied in elucidating the products of biomass conversion 

processes.  

In this study, four different residues, representative of local municipal organic waste 

streams, were processed via biological-based conversion, the products of which were catalogued 
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and analyzed using multivariate statistical techniques.  The biomass residues included corn cob, 

apple pomace, hardwood, and dog food.  Dog food was selected due to its similar fat, protein and 

fiber content as that of general food waste and, as such, will be referred to in this study as 

simulated food waste (SFW).[237]  The other three residues were selected in order to explore 

feedstocks with high sugar content and low structural polymer content (apple pomace), low sugar 

content and high structural polymer content (corn cob), and very high structural polymer content 

(hardwood).  By way of a brief overview, first the composition of each biomass residue was 

characterized using thermogravimetric analysis (TGA) and detergent fiber analyses (DFA).  The 

residues were fermented using a filamentous fungus (Talaromyces sp. NRRL 2120) and, 

following fermentation, water extracts from each culture were analyzed using ultra-performance 

liquid chromatography coupled with quadrupole-time-of-flight electrospray ionization mass 

spectrometry (UPLC-QTOF-ESI-MS).  Lastly, the metabolic data was investigated using 

multivariate analyses. 

 

3.3. Experimental 

 

3.3.1. Feedstock 

 

Corn (yellow), apples (Cortland), hardwood (maple) chips, and SFW (Pedigree Vitality) 

were acquired.  The kernels were removed from the corn and the remaining cob was cut into 

small pieces.  The corn cob pieces, the SFW, and the hardwood chips were separately ground 

using a blender (Breville) and then fine ground using a coffee grinder (Black and Decker).  The 

apples were juiced (Breville) in order to obtain the pomace.  The corn cob, apple pomace, SFW, 

and hardwood chips were dried in an oven at 70 ºC until weight stabilization.   

 

3.3.2. Compositional Analyses 

 

TGA (TA instruments Q50) was used to determine the moisture and ash content of each 

residue.  After undergoing the preparatory steps described above, each residue in triplicate (11.63 

 4.8 mg for each residue except apple pomace for which an average of 54.73 mg was used) was 
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heated under a nitrogen atmosphere at a previously optimized heating rate (5 ºC/min for apple 

pomace and 20 ºC/min for each other residue; Figure S1 in Appendix A) until reaching 800 ºC.   

To determine polysaccharide and lignin content, each residue was lyophilized 

(Labconco), fine ground using a coffee grinder (Black and Decker) and passed through a 0.5 mm 

sieve.  The samples then underwent acid, neutral, and lignin detergent fiber analyses (DFA) 

using a fiber analyzer (ANKOM) following standard, manufacturer-provided protocols.[238]  For 

analysis of fermented feedstock, the homogenized and dried residual solids (see Extractions) 

underwent the same procedures described above for DFA.   

 

3.3.3. Organism 

 

Talaromyces sp. NRRL 2120, obtained as Penicillium purpurogenum (NRRL 2120), was 

acquired as dry mycelia from the USDA.  Note: certain strains of Penicillium have been 

transferred and combined into Talaromyces.[239]  The organism was revived in liquid potato 

dextrose (PD) broth (BD Difco) and incubated at 25 ºC while shaken at 100 rpm. After 7 days, 

mycelium from the liquid culture (0.15 g) was used to inoculate a potato dextrose agar (PDA) 

plate, which was then incubated at 28 ºC.  After 7 days, sterile water was added to the plate to 

extract spores.  Mycelium grown on solid media was used for analysis using a phase contrast 

microscope (Olympus CH-2) and a scanning electron microscope (Hitachi TM3000). 

 

3.3.4. Solid State Fermentation 

 

Five g of each dry residue were added in repeats of ten to 125 mL Erlenmeyer flasks.  For 

the apple pomace samples, 2 g of wood chips were also added for the purposes of bulking in 

order to prevent anoxia.  All samples were then autoclaved.  After autoclaving, 15 mL of sterile 

salt solution (4 g/L KH2PO4, 1.6 g/L (NH4)2SO4, and 1 g/L MgSO4) and 0.2 mL of spore solution 

(3x106 spores) were added to half the samples of each residue type (the spore solution was not 

added to the remaining half which served as the non-fermented controls).  The samples were then 

incubated at 28 ºC for 15 days.   
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3.3.5. Extractions 

 

Following fermentation, 50 mL of distilled water were added to each sample and the 

samples were shaken at 140 rpm for 30 minutes.  The liquid was decanted into falcon tubes 

which were then centrifuged at 3000 x g for 60 minutes. The residual solid material remaining 

after separation from the aqueous fraction was homogenized (Fisherbrand Homogenizer 850) 

and then dried in an oven at 70 ºC until weight stabilization (note: for the apple pomace samples, 

as much of the hardwood chips as possible were removed prior to homogenization).  Following 

centrifugation, the aqueous fraction was filtered (0.2 m) and used for measuring pH as well as 

for liquid chromatography.  Five pooled quality control (QC) samples were also prepared by 

combining 1 mL aliquots from each sample.   

 

3.3.6. Non-targeted metabolite analysis by UPLC-QTOF-ESI-MS 

 

Liquid chromatography coupled with mass spectrometry is the most widely employed 

method in metabolomic profiling.[240]  Here, metabolite profiling of the water extracts was 

conducted using an Agilent UPLC 1290 coupled to an Agilent 6545 QTOF-ESI-MS.  A 

poroshell120 EC-C18 2.7 m, 3x5mm guard column and 3x100mm analytical column were used.  

LCMS was run in negative ion mode and the specific LC parameters were as follows: 10 L 

injection volume, 0.25 mL/min flow rate, a gradient elution of mobile A (5 mM ammonium 

acetate in water) and mobile B (MeOH/AcN 1:1) at 1% mobile B from 0 to 1 min, ramp to 100% 

mobile B from 1 to 5 min, hold at 100% from 5 to 8 min, and return to 1% B from 8 min to 10 

min.  The MS parameters were as follows: negative ionization mode, 175 ºC gas temperature, 10 

mL/min drying gas, 30 psi nebulizer, 150 ºC sheath gas temperature, 12 mL/min sheath gas flow, 

4000 V capillary, 2000 V nozzle voltage, 100 V fragmentor, and 50 V skimmer. 

 

3.3.7. Data processing and statistical analysis 

 

Raw data files acquired from the UPLC-QTOF-ESI-MS analysis were imported into 

Agilent Profinder software for pre-processing.  The metabolites were identified by accurate 

mass, MS spectra, and the metabolomic database “Metlin_Metabolites” (score >80).  Each 
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detected feature (i.e. an entity for which one can assign a neutral mass, retention time, and 

abundance) was considered in the count of total features.  The peak table resulting from the pre-

processing step was imported into R studio for further processing and statistical analysis. 

Pre-treatment of the data set involved removal of features which were detected in <80% 

of repeats (i.e. peak threshold of 80%).  Prior to normalization, it was necessary to add small 

values equal to peak areas of 1 to the peak area value for each feature in order to account for 

zeros in the data set to allow for subsequent log transformations.[241]  Normalization of the data 

involved transformation (log10), centering, and scaling (root mean squared).   

The principal components (PCs) of the data set were calculated via singular value 

decomposition.  The first three principal components from each sample type were used for data 

visualization.  The separation of the first principal component (PC1) of each sample type from 

one another was evaluated using receiver operating curve (ROC) analysis and quantitatively 

compared using the area under the curve (AUC).  For hierarchical clustering analysis (HCA), the 

means of each normalized metabolite peak area across each sample type were used.  HCA was 

performed using Ward’s method (Lance—Williams dissimilarity update formula) with Pearson 

correlation distance and visualized using a heatmap with dendrograms.   

The fold change (FC) in abundance was calculated for each metabolite by dividing the 

means of the normalized peak areas for the fermented samples by the corresponding mean peak 

areas of the non-fermented samples.  P-values were calculated for this change in abundance 

using an unpaired, two-tailed t-test assuming homoscedastic data.  The -log(p-values) were 

plotted against the log2(FC) to visualize the statistically significant changes in abundance (i.e. 

volcano plots).  The metabolites which exhibited log2(FC)  2 and P  0.05 were distinguished 

for further discussion.   

 

3.4. Results and Discussion 

 

3.4.1. Biomass composition and fermentation 

 

Since fermentation processes are influenced by variations in biomass feedstock 

properties, characterization of composition is essential for ensuring comparability and 

repeatability.[242]  The results of the TGA and DFA are summarized in Figure 3.1(A-B).  It was 
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revealed that the residues used in this study varied in composition from what is typical in reports 

from the literature.[243]  For example, the corn cob and hardwood residues possessed higher ash 

content and much lower lignin and cellulose content than what has been reported elsewhere.[243a-

d]  The apple pomace also had a much lower lignin content than expected which may be 

attributable to the heterogeneity of apple pomace due to the presence of, for example, seeds.[243e]  

While plant compositions within the same species should not differ much, differences such as 

those observed here may arise from different growing conditions, age of the plants, harvesting 

times, proximities to sources of pollution, agronomic practices, etc.[244]   
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Figure 3.1. a) Summary of results of thermogravimetric analysis; b) Summary of results of acid detergent 

fiber, neutral detergent fiber, and lignin detergent fiber analyses for the non-fermented (red) and 

fermented (green) biomass residues; c) The change in dry mass of each biomass residue before (red) and 

after (blue for non-fermented and green for fermented samples) 15 day incubation (note: apple pomace 

substrate includes 5 grams apple pomace plus 2 grams wood chips for bulking); d) Comparison of the 

aqueous extract pH for non-fermented (blue) and fermented samples (green) for each residue (including 

PDA). 
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In general, valorization of biomass residues involves first separating the biomass into 

various components (e.g. in the case of lignocellulose, lignin must be separated from 

holocellulose), next converting the polymeric material into simple sugars that can be transformed 

into products (e.g. fermented into ethanol), and then finally isolating the products.  Solid-state 

fermentation (SSF) of the raw biomass feedstocks enables integration of these steps into a much 

simpler conversion process (also referred to as a consolidated bioprocess).  While many 

commonly used organisms in biotechnology (e.g. yeasts and E. coli) cannot break down complex 

polymeric material or utilize all of the monomeric sugars that are thus generated (e.g. pentose 

sugars), filamentous fungi are unparalleled in their capacity for both.[11a, 234b]  Thus for 

simplicity, a filamentous fungus was chosen for this study in order to convert the raw biomass 

residues without the need for preprocessing the feedstock (e.g. hydrolysis or saccharification).  

The specific filamentous fungus, Talaromyces sp. NRRL 2120 (the basionym for Penicillium 

purpurogenum), was selected because it has shown ability to convert biomass residues into 

valuable products including phenolic compounds and platform chemicals (in addition to 

demonstrating a capacity for high enzyme and pigment production) but is nonetheless an 

underexplored species.[26, 232]     

Following inoculation of each solid and unprocessed biomass residue, it was observed 

that the fungi grew quickest on the apple pomace, with mycelia appearing after 36 hours, 

followed by SFW, on which it appeared after 48 hours.  Fungal growth appeared on the wood 

chips after 72 hours and then finally on corn cob after 7 days.  Following 15 days of 

fermentation, water was added to each culture in order to extract the metabolites.  This aqueous 

fraction was then separated from the residual solids which were subsequently homogenized and 

dried. The fibrous composition of the fermented solids was analyzed and compared to that of the 

non-fermented biomass described earlier (Figure 3.1B).  In general, there was an increase in the 

relative amount of hemicellulose, cellulose, and lignin (with one exception) as a result of the 

fungal fermentation.  This is consistent with the expectation that the organism preferentially 

consumed the non-polysaccharide components of a given feedstock (e.g. the monosaccharide, 

lipid, and protein components).  The one exception to the general increase in relative 

polysaccharide content was observed for hardwood fermentation where the relative cellulose 

content decreased.  This may be attributable to the fact that, unlike the other residues, hardwood 

comprises nearly 100% polysaccharides, and thus cellulose was likely the primary source for 
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meeting the organism’s carbon needs.  It is also worth mentioning that, in the case of the 

fermented apple pomace, the large increase in relative polysaccharide content (especially with 

respect to the lignin content) is likely exaggerated due to the presence of residual bulking 

material (i.e. hardwood chips).   

The mass change during fermentation (i.e. how much substrate was consumed and 

converted into CO2 and/or water-soluble metabolites) as well as the pH change (reflective of the 

fungal production of acids) as a result of fermentation may be seen in Figure 3.1(C-D).  The 

largest mass changes were observed for the apple pomace and SFW residues.  Though the 

measurements taken for apple pomace showed high variability (likely due to the high initial 

moisture content), the general trend in comparing the data across residues is consistent with the 

understanding that samples with higher holocellulose and lower carbohydrate content were 

converted more slowly than those with lower holocellulose and higher carbohydrate content.  A 

slight decrease in pH was observed for each biomass residue fermentation (an increase in pH was 

observed for growth on PDA) with largest pH drop observed in the fermentation of apple 

pomace. 

 

3.4.2. Metabolomic data visualization 

 

The aqueous extracts were analyzed using a non-targeted, or global, approach of ultra-

performance liquid chromatography coupled with quadrupole-time-of-flight electrospray 

ionization mass spectrometry (UPLC-QTOF-ESI-MS).  In contrast with targeted methods, which 

typically quantify a number of predefined metabolites, non-targeted methods measure as many 

metabolites as possible (quantifying hundreds or thousands depending on the extraction method) 

with no a priori selection and then compare the metabolites between samples without bias.[240]  

Across the biomass residue samples in this study (i.e. in both fermented and non-fermented 

samples for a given biomass residue), there were 6124, 3647, 7895, 6675 entities (or features) 

with unique mass and retention times identified in corn cob, apple pomace, SFW, and hardwood 

samples respectively (5971 were identified in PDA).  To transform large data sets such as this 

one into functional knowledge, effective computational methods are required.[245]  Principal 

component analysis (PCA) is a widely applied method for reducing the dimensionality of data 

with minimal information loss.[246]  The products of PCA are variables (i.e. principal 
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components; PCs) which are linear functions of variables in the original data set which maximize 

variance and are uncorrelated with each other.[246-247]  Thus, each sample type in this study (i.e. 

non-fermented or fermented biomass residue) may be visualized in terms of the metabolites 

which contributed the most to the data variance.  As can be seen in Figure 3.2, there was good 

grouping of PCs based on residue type as well as non-fermented or fermented samples.  The 

coefficients of variation calculated for the QC samples were 2.8%, 6.0%, and 2.9% for PC1, 

PC2, and PC3 respectively.     

 

 

 

 

Figure 3.2.  Scores plot from PCA of LC-MS data set for non-fermented and fermented PDA, apple 

pomace (AP), corn cob (CC), SFW, and hardwood (HW).  Non-fermented vs fermented samples are 

distinguished by tetrahedral or spherical shapes respectively (QC samples are cubical). 

 

For the data set as a whole, the first three PCs accounted for 45% of the data variability, 

with the first two (PC1 and PC2) accounting for 35% (Figure S2; Appendix A).  The relatively 

low variability attributable to the first two or three PCs may be interpreted to be indicative of a 

large number of different metabolites contributing to the variance across samples.  Altogether, 
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the PCA results show that the metabolic profiles were consistent within a sample type but 

distinct from one another.   

The quality of the separation between PC groupings was evaluated using ROC analysis 

(see Table S1; Appendix A).  The average AUC value across all samples was determined to be 

0.97 (with a value of 1 considered perfect separation), though the individual values ranged from 

0.6-1.[248]  The PC groupings of the fermented SFW and both the fermented and non-fermented 

Hardwood samples were largely separated from one another (AUC values of 1 with respect to all 

other samples).  On the other hand, the separation between apple pomace and PDA samples 

(both non-fermented and fermented) was less pronounced.  Closer inspection reveals low but 

acceptable separation between fermented PDA and non-fermented apple pomace (AUC = 0.68) 

and good separation (AUC > 0.84) for all other PDA and apple pomace samples with respect to 

one another. The lowest separation between fermented and non-fermented samples of the same 

residue was identified in corn cob (AUC = 0.8).  Lastly, non-fermented SFW showed close 

grouping with both non-fermented corn cob (AUC = 0.76) and fermented corn cob (AUC = 0.6).  

While the proximity of the apple pomace and non-fermented PDA samples may be related to the 

high amount of carbohydrates present in these samples, the proximity of corn cob and fermented 

PDA samples is somewhat more enigmatic. 

To support the observations derived from the PCA results, clustering was also performed 

on the data set.  Clustering is another widely used method for transforming expression data into 

functional knowledge and involves subdividing a set of items (in this case metabolites) in such a 

way that similar items fall into the same cluster, whereas dissimilar items fall into different 

clusters. [236b, 245, 249]  Specifically, hierarchical clustering analysis (HCA) was applied in this 

study.  These results are depicted in the form of two dendrograms (one for the sample types and 

the other for metabolites) and may be seen in Figure 3.3 along with an expression (or metabolite 

abundance) heatmap.  The root node of a dendrogram represents the whole data set while each 

leaf node represents either a sample type or metabolite (row vs column).[249b]  The height of the 

intermediate nodes describes the extent to which each pair of data points and/or clusters are 

similar to one another.[249b]   
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Figure 3.3. Hierarchical clustering analysis with heatmap for the metabolic profiles of non-fermented and 

fermented PDA, apple pomace (AP), corn cob (CC), SFW, and hardwood (HW). 

 

Looking first at the dendrogram for the sample types, observations consistent with those 

from the PCA results may be made.  That is, the non-fermented along with the fermented apple 

pomace and, to a lesser extent, the fermented corn cob samples showed the highest similarity 

with one another.  The highest similarity of any pair of samples was observed for the fermented 

and non-fermented apple pomace samples which in turn showed high similarity to the non-

fermented PDA sample as well as to the non-fermented hardwood sample.  With the exception of 

the corn cob samples, which showed high similarity to one another (though not to the PDA 

control and thus differing somewhat from the PCA results), the remaining samples all showed 

high dissimilarity from one another and with the cluster which contained the majority of the non-

fermented samples.  Therefore, while many metabolites were common and in relatively similar 

proportions across the non-fermented residues (mainly polysaccharides and sugar-derived 

compounds), with the exception of fermented apple pomace, the metabolites were much more 

varied in fermented samples with respect to both the non-fermented samples and each other. 

Turning to the metabolite dendrogram, the large number of metabolites in the data set 

represents a challenge for interpretation.  Thus, the optimal number of clusters was calculated 

using the “elbow” method which identifies the optimal number of clusters as the number above 
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which the total within-cluster sum of square (i.e. total intra-cluster variation) would not be 

(much) further minimized.[250]  In this case, 8 was determined to be the ideal number of clusters 

(Figure S3; Appendix A).  Thus, there were 8 clusters of metabolites which tended to show 

consistent abundance levels depending on the sample type.  In referring to the heatmap, this 

distinction is likely mostly attributable to the large amounts of metabolites which are highly 

abundant in few sample types but not detected at all in the rest.  

 

3.4.3. Differentially abundant metabolites 

 

As is common in identifying differentially expressed genes in microarray experiments, 

the log ratio (log2) of the fermented samples and the non-fermented samples was used here to 

evaluate the magnitude of change in concentration of the metabolites in the data set.[251]  Then to 

determine which changes in metabolite concentration were statistically significant, a t-test was 

performed.  The number of metabolites which changed in concentration with a p-value  0.05 

were 2168, 1876, 2618, and 1775 for corn cob, apple pomace, SFW, and hardwood respectively 

(1823 for PDA).  Of these metabolites, those that increased log2 fold-change  2 in concentration 

numbered 821, 233, 1643, and 869 for the same samples (1149 for PDA).  To summarize these 

results, volcano plots (i.e. the -log10 transformed p-values plotted against the log2 fold changes) 

were generated for each biomass residue as may be seen in Figure 3.4.[251]  Each of the volcano 

plots presented an unusual shape at the extremes, which may be attributable (similar to what was 

observed in the heatmap) to the high number of metabolites which were present in large amounts 

in one condition but not present at all in the other (i.e. only present in non-fermented or 

fermented samples for a given biomass residue).   
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Figure 3.4.  Volcano plot (i.e. log10(p-value) vs log2(fold change)) for each feature identified in the 

biomass residue fermentations and growth on PDA. 

 

Of the metabolites which increased in abundance ( 2 log2 fold change) and were 

statistically significant (P  0.05), which may be seen in the top right panels of the volcano plots, 

many were common across many or all fermentations of the different residues.  These commonly 

identified metabolites are summarized using a Venn diagram and, as may be seen in Figure 3.5, 

the majority of the metabolites for each residue type were unique.  There were varying amounts 

of metabolites common across 2-4 of the residues and thirty metabolites were identified common 

to all the biomass residue fermentations and PDA.  All thirty commonly identified metabolites 

were cyclic or polycyclic compounds which included terpenoids, phthalates, various aromatic 

acids, esters, and aldehydes, etc.   
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Figure 3.5.  Venn diagram summarizing the number of metabolites (log2FC  2 and P  0.05) common 

across fermented residues.   

 

3.4.4. Valuable chemical identification 

 

Many industrially relevant chemicals were identified among the metabolites which 

increased significantly in abundance in the fermented biomass samples.  These molecules 

include ketones, polyols, sugar alcohols, organic acids (e.g. sugar-, carboxylic, dicarboxylic-, -

hydroxy-, etc.), furans, etc.  Without knowing virtually every single possible metabolic product 

that may be derived from multiple feedstocks, process designers for biorefineries already face a 

plethora of well-known and commonly targeted product compounds.  Several attempts have been 
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made to address such challenges including the US DOE’s 2004 and 2010 “top chemical 

opportunities” guides for bio-based product research.[14]  Numerous criteria factor into the 

selection of compounds identified as “top opportunities” including economics, industrial 

viability, market size, as well as consideration of known processes and the ability of a given 

compound to serve as a platform chemical for the production of derivatives.[14]  Thus, these top 

chemical opportunities (which include alcohols, furans and organic acids) were used as the 

primary search targets to guide in the analysis of the molecules present in the residue 

fermentations.  As may be seen in Table 1, several such chemicals were identified in the data set, 

with at least one found in each biomass residue. 

 

Table 3.1.  Summary of US DOE top chemical opportunities that were detected in each fermentation 

water extract.  The values displayed are the log fold change. 

 

Platform Chemical Feedstock Log2FC p-value 

Glycerol 
 

Corn cob 15.0 8.9510-7 

Furfural          
 

Corn cob 19.6 9.9710-4 

2,5-furandicarboxylic acid 

 

Apple 

pomace 
3.9 2.1810-4 

Succinic acid 

 

SFW 18.1 1.1610-2 

Itaconic acid 

 

Hardwood 15.5 1.0510-2 

 

Filamentous fungi, including those belonging to the Penicillium/Talaromyces genus, 

are well known carboxylic acid producers and thus, considering also the extraction and LCMS 

analytical methods, the large representation of carboxylic acids among the products is 

unsurprising.[234b]   Succinic acid is identified as a “top chemical opportunity” due to its 
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potential to replace petroleum-derived maleic anhydride and to serve as a precursor for known 

petrochemical products such as 1,4-butanediol, tetrahydrofuran, -butyrolactone, or various 

pyrrolidinone derivatives.[14, 252]  Like succinic acid, the appeal of itaconic acid lies in its 

ability to serve as a substitute for current petrochemical-derived compounds used in diverse 

applications such as fibers, coatings, adhesives, thickeners, binders, artificial glass, or as 

bioactive compounds in agriculture, pharmacy, and medicine.[253]  2,5-furandicarboxylic acid 

(FDCA) is a molecule currently receiving large amounts of attention due to its enormous 

potential impact in the production of bio-based polymers which can replace, for example, 

polyethylene plastics.[254]  The non-carboxylic acid products included furfural and glycerol, 

both of which have potential to serve as platforms for biofuel and/or bio-based chemical 

production.[255] 

To expand the search for top chemical opportunities, one useful approach may be to 

search for families of compounds which are distinguished according to shared functionalities.  

By way of example, FDCA, succinic and itaconic acids all share similar functionality in that 

they each possess two carboxylic acid functional groups and therefore may serve as useful 

platforms in (but certainly not limited to) the production of polyesters.  Indeed, these three 

compounds are already being explored for such purposes.[254, 256]  Other dicarboxylic acids that 

were identified (log2FC  2, P  0.05) as fermentation products of the biomass residues in this 

study included oxalic acid (identified in corn cob and SFW), malonic acid (corn cob), glutaric 

acid (corn cob, SFW, and hardwood), adipic acid (SFW and Hardwood), etc.  Though not 

featured among the US DOE top chemical opportunities, these acids have economic and 

industrial importance in their own right.  For example, adipic acid is one of the most widely 

used dicarboxylic acids in the textiles and plastics industry as a precursor to nylon.[257]  Thus, 

to realize the full benefits of data mining metabolomes in search of platform chemicals, more 

effective and comprehensive search methods must be developed. 

 

3.5. Conclusion 

 

Repurposing materials considered waste in the context of the linear industrial economy, 

such as organic residues, is essential for transitioning to a circular economy.  In this study, 

techniques from metabolomics were applied, to the best of the authors’ knowledge, for the first 
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time as a means of exploring and comparing bioconversion products from a variety of organic 

residues representative of typical local waste streams (including food waste).  In this process, the 

residues were first characterized using TGA and DFA and then converted via fungal 

fermentation.  The composition of the fermented solids was compared with that of the non-

fermented residues and the water-soluble fermentation products were identified using UPLC-

QTOF/ESI-MS.  These products were then analyzed using multivariate statistical techniques.  

Among the fermentation products were a variety of compounds identified as “top chemical 

opportunities” including furans (e.g. FDCA and furfural) and organic acids. 

 

3.6. Appendix A.  Supporting information for: Non-targeted screening and multivariate 

analysis of waste stream biomass conversion products 

 

 

 

 

Figure S1.  Method optimization for thermogravimetric analysis.  Results of change in weight at heating 

rates of 20, 10, and 5 ºC/min are shown for: a) corn cob; b) apple pomace; c) simulated food waste; d) 

hardwood. 
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Figure S2.  Scree plot from principal component analysis of metabolic data set. 
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Table S1:  AUC values for ROC analysis of PCs of each sample. 

 

PDA NF PDA F AP NF AP F CC NF CC F SFW NF SFW F HW NF HW F QC

PDA NF 0.96 0.84 1 1 1 1 1 1 1 1

PDA F 0.96 0.68 1 1 1 1 1 1 1 1

AP NF 0.84 0.68 0.9 1 1 1 1 1 1 1

AP F 1 1 0.9 1 1 1 1 1 1 1

CC NF 1 1 1 1 0.8 0.76 1 1 1 1

CC F 1 1 1 1 0.8 0.6 1 1 1 1

SFW NF 1 1 1 1 0.76 0.6 1 1 1 1

SFW F 1 1 1 1 1 1 1 1 1 1

HW NF 1 1 1 1 1 1 1 1 1 1

HW F 1 1 1 1 1 1 1 1 1 1

QC 1 1 1 1 1 1 1 1 1 1  

 

 

 

 

Figure S3.  Optimal number of clusters as revealed by the elbow method 
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Connecting Statement 2 

 

While the main objective of the study described in Chapter 3 was to develop an 

identification process that may be useful for general biomass application, a key outcome was the 

identification of numerous valuable products of the solid-state fermentation of the specific 

biomass residues investigated. Among the commercially valuable products identified were bio-

pigments; specifically, red, orange, and yellow azaphilone pigments.  Though not explicitly 

described in Chapter 3, these bio-pigments were observed to accumulate in large amounts over 

the course of the study especially in the fermentations of a simulated food waste feedstock (i.e. a 

commercial dog food).  Maximizing production of bio-pigment from the fermentation of 

simulated food waste was therefore the next objective. 

 To that end, Chapter 4 describes an investigation into an optimized pigment extraction 

technique as well as a novel fungal co-culturing methodology for eliciting higher pigment 

production.  This chapter is based on an article accepted for publication in Applied Microbiology 

and Biotechnology with Dr. Valérie Orsat and Dr. Marie-Josée Dumont as co-authors of this 

paper. 
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Chapter 4. Solid-state Co-culture Fermentation of Simulated Food Waste with Filamentous 

Fungi for Enhanced Production of Bio-pigments 

 

4.1. Abstract 

 

The use of waste stream residues as feedstock for material production simultaneously helps 

reduce dependence on fossil-based resources and to shift toward a circular economy.  This study 

explores the conversion of food waste into valuable chemicals, namely bio-pigments.  Here, a 

simulated food waste feedstock was converted into pigments via solid-state fermentation with the 

filamentous fungus Talaromyces albobiverticillius (NRRL 2120).  Pigments including 

monascorubrin, rubropunctatin, and 7-(2-hydroxyethyl)-monascorubramine were identified as 

products of the fermentation via ultra-performance liquid chromatography coupled with 

quadrupole-time-of-flight electrospray ionization mass spectrometry.  Pigments were obtained at 

concentrations of 32.5, 20.9, and 22.4 AU/gram dry substrate for pigments absorbing at 400, 

475, and 500 nm, respectively.  Pigment production was further enhanced by co-culturing T. 

albobiverticillius with Trichoderma reesei (NRRL 3652), and ultimately yielded 63.8, 35.6, and 

43.6 AU/gds at the same respective wavelengths.  This represents the highest reported 

production of pigments via solid-state fermentation of a non-supplemented waste stream 

feedstock. 

 

4.2. Introduction 

 

Repurposing materials considered waste in the context of the linear industrial economy, 

such as organic residues, is essential for transitioning to a circular economy.  Each year, North 

Americans generate around 265 million metric tons of organic waste (1500 kg per person), of 

which, 168 million tons comprise discarded food matter.[258]  This food waste fraction alone, 

which represents 278$ billion dollars of value and 217 trillion kilocalories, results in 193 million 

tons of greenhouse gas emissions (CO2 equivalent) for the landfill life-cycle and occupies 38.6 

million m3 of space.[258b]  Furthermore, the production of this ultimately discarded food required 

18 thousand billion liters of water, 22.1 million hectares of cropland, 4 million metric tons of 

fertilizer, and 1019 joules of energy.[258b]  With an increasingly urgent need for sustainable 
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feedstocks to fulfill global carbon needs (i.e. production of carbon-based fuels and materials), 

food waste represents an appealing option in that it would simultaneously help reduce 

dependence on fossil-based resources while also contributing to sustainable waste management 

and the transition toward a circular industrial economy. 

Here, food waste is explored as a feedstock for the production of colorants.  Colorants 

(i.e. dyes and pigments), which are almost entirely derived from petrochemicals on the industrial 

scale, represent a global market of around $27 billion.[259]  With diverse applications (e.g. in 

textiles, food, paints, cosmetics, paper, coatings, plastics, construction, glass, automotive, and 

printing inks), the adoption of colorants derived from more sustainable feedstocks and produced 

using more environmentally benign methods, would substantially advance the transition toward a 

more sustainable industrial economy.[259a]  In general, before raw biomass may be converted into 

commercial products, it must undergo fractionation and saccharification.  Solid-state 

fermentation (SSF) of raw biomass feedstock may enable integration of these pre-processing 

steps, referred to as consolidated bioprocessing, and in-turn possesses economic benefits.[208, 260]  

Filamentous fungi, many of which are known to be prolific pigments producers, are unparalleled 

in their capacity for breaking down complex polymeric material and thus ideally suited for such 

processes.[11a, 234b]   

Compounds derived from fungi have been used by humans since ancient times with 

documented use of filamentous fungal colorants in food dating at least to the first century.[261]  

Fungal pigments are typically secreted as secondary metabolites (i.e. metabolites not involved in 

primary metabolism) and are broadly classified as carotenoids (aliphatic polyene chains with 

light-absorbing conjugated double bonds) and polyketides.  Polyketides, a structurally and 

functionally diverse group of molecules produced by myriad and disparate organisms, are 

generally characterized as containing many carbonyls and alcohols separated by methylene 

carbons.[232a, 261a, 262]  Classes of polyketides include anthraquinones, flavonoid pigments, 

naphthalenes, tetracyclines, tropolones, naphthoquinones, and azaphilones amongst others.[261a]  

With respect to fungal pigments, the most widely utilized and researched are the azaphilones 

which are a class characterized as having a highly oxygenated pyrano-quinone bicyclic core, 

usually known as isochromene, and a chiral quaternary structure.[261a, 263]  Azaphilone pigments 

are known to be produced from a variety of ascomycetous and basidiomycetous fungi (the source 

of the coloring in the fungal fruiting bodies and mycelia) but are most well known in the genera 
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Monascus.  Currently, Monascus azaphilone pigments (MonAzPs) are employed, mainly in East 

Asia, as traditional food additives in, for example, sausages, fermented bean curd, red rice wine 

as well as in preservation of dry meat and fish products.[261b]  However, commercial application 

of these species outside of Asia, particularly for use as food ingredients, is hampered due to the 

production of harmful mycotoxins including citrinin, an azaphilone and the most well-known 

mycotoxin.[263-264]   

Certain members of the Talaromyces genus, on the other hand, are known to produce 

Monascus compound homologues without production of harmful mycotoxins.[239c, 265]  

Unfortunately reports of SSF pigment production by Talaromyces sp. (commonly referred to by 

their Penicillium basionyms) have shown limited productivity.[239a, 239b, 262a]  Given that the 

variety and quantity of azaphilone pigments are highly dependent on substrate components, the 

aim of this study was to first determine if the composition typical of food waste is conducive to 

pigment production with a non-toxin producing strain of  Penicillium/Talaromyces.[261b]  

Following this, a novel strategy for enhancing this pigment production involving a fungal co-

culture system was employed and ultimately achieved the highest SSF pigment production from 

a non-supplemented waste stream feedstock. 

 

4.3 Experimental 

 

4.3.1. Feedstock Analysis 

 

SFW (Pedigree Vitality+ Original Roasted Chicken and Vegetable Flavour 2kg) was 

acquired, ground and fine ground using a blender and coffee grinder respectively, then dried in 

an oven at 70 ºC until weight stabilization.  Thermogravimetric analysis (TGA; TA instruments 

Q50) was used to determine the moisture and ash content.  After undergoing the preparatory 

steps described above, each sample in triplicate (21.8  4.3 mg) was heated under a nitrogen 

atmosphere at a previously optimized heating rate (20 ºC/min) until reaching 800 ºC.  Detergent 

fiber analyses (DFA) were performed to determine polysaccharide and lignin contents.  The 

SFW was freeze dried (Labconco), then fine ground using a coffee grinder, and then passed 

through a 0.5 mm sieve.  The samples then underwent acid, neutral, and lignin detergent fiber 

analyses using a fiber analyzer (ANKOM) following standard, manufacturer-provided 
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protocols.[238]  For analysis of fermented feedstock, the homogenized and dried residual solids 

(see Pigment Extraction) underwent the same procedures described above for TGA and DFA. 

 

4.3.2. Basic organism cultivation and solid-state fermentation 

 

Talaromyces albobiverticillius (NRRL 2120; originally identified as Penicillium 

purpurogenum) and Trichoderma reesei (NRRL 3652) were acquired as dry mycelia from the 

United States Department of Agriculture ARS Culture Collection. Note: certain strains of 

Penicillium have been transferred and combined into Talaromyces.[239]  The organisms were 

revived in liquid potato dextrose (PD) broth (BD Difco) and incubated at 25 ºC while shaken at 

100 rpm. After 7 days, mycelia from the liquid cultures (~0.15 g) were used to inoculate potato 

dextrose agar (PDA) plates, which were then incubated at 28 ºC.  After 7 days, sterile water was 

added to the plate to extract spores.  Mycelia grown on solid media was used for analysis using a 

phase contrast microscope (Olympus CH-2) and a scanning electron microscope (SEM; Hitachi 

TM3000).  For the former, samples were prepared following the slide culture technique.[266]  For 

the latter, a cork borer was used to extract 1 cm diameter plugs from the cultures and the mycelia 

was carefully separated from the PDA using a razor.  This slice of mycelia was then frozen and 

freeze dried before SEM analysis. 

Five grams of dry substrate, prepared as described above (see Feedstock analysis), were 

added to 125 mL Erlenmeyer flasks then autoclaved.  After autoclaving, 15 mL of a sterile salt 

solution (4 g/L KH2PO4, 1.6 g/L (NH4)2SO4, and 1 g/L MgSO4) were added to each sample 

which was then mixed.  To inoculate the solid media, spores were extracted from 7-day old T. 

albobiverticillius PDA cultures using sterile water.  Inoculum of 3x106 spores (0.2 mL) was 

added to half the flasks (non-inoculated flasks were used as controls).  All flasks, prepared in at 

least duplicate, were statically incubated at 28 ºC for up to 15 days. 

 

4.3.3. Co-culture screening and fermentation 

 

A cork borer was used to extract 1 cm diameter plugs from 7-day old PDA cultures of T. 

albobiverticillius and T. reesei.  5 replicates of PDA plates containing T. albobiverticillius with 

T. reesei (seeded at a distance of 4.0 ± 0.44 cm from one another) were prepared and monitored 
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for growth.  Single cultures were also prepared as controls.  All cultures were statically incubated 

at 28 ºC for 21 days.  Following 21 days of incubation, mycelia from the cultures was analyzed 

using SEM as described above. 

For co-culture solid-state fermentation, 1 cm diameter plugs from 7-day old PDA cultures 

of T. albobiverticillius and T. reesei were seeded on opposite sides in the same 125 mL 

Erlenmeyer flask containing 5 g of substrate prepared as described above (Basic organism 

cultivation and solid-state fermentation).  Single cultures were also prepared as controls.  All 

flasks, prepared in at least duplicate, were statically incubated at 28 ºC for 15 days. 

 

4.3.4. Pigment Extraction 

 

For the basic extraction method, 50 mL of distilled water were added to each flask 

following the 15-day incubation.  The flasks were shaken at 140 rpm and 30 ºC for 30 minutes, 

following which the contents were transferred into falcon tubes and centrifuged at 3000 × g for 

60 minutes.  The supernatant was then filtered (0.2 m) and used for measuring pH, 

spectrophotometric analysis, and quadrupole-time-of-flight electrospray ionization mass 

spectrometry (UPLC-QTOF-ESI-MS) analysis.  The residual solids were homogenized 

(Fisherbrand Homogenizer 850) and then dried in an oven at 70 ºC until weight stabilization.  

For the optimized extraction method, which was employed in subsequent rounds of 

fermentation, 50 mL of 70% aqueous ethanol was added to each sample after the 15-day 

fermentation period.  The flasks were placed in an ultrasonic bath for 30 min at room 

temperature, then shaken at 180 rpm and 30 ºC for 60 min.  The contents were transferred into 

falcon tubes and centrifuged at 11,500 x g for 20 min.  Following this, the supernatant was 

collected, filtered, and used for spectrophotometric analysis.  

 

4.3.5. Pigment Analysis 

 

Water and aqueous ethanol extracts were analyzed using a spectrophotometer (Biochrom 

Ultrospec 1000) for absorbance at 400 nm, 475 nm, and 500 nm wavelengths which are the 

typical absorption wavelengths for yellow, orange, and red pigments respectively (note: the 

physiology of the human eye is such that the observed colors of the pigments are the 
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complementary colors of the color wavelengths absorbed by the pigments).[262a, 267]  The values 

were expressed as the means of the absorbance per gram dry substrate (gds)  standard 

deviations.  The absorbances were compared with standard absorbance curves of the commercial 

pigments -carotene and betanin (red beet extract).  These standard curves, which comprised 

absorbance of a given pigment at 400, 475, and 500 nm plotted against concentration of the 

pigment, were used to calculate the effective equivalent amount (in mg of the two commercial 

pigments) that may be obtained from a given fermentation extraction.  To determine mass yields 

for the pigment material, the extracts were dried using a rotovap (BÜCHI) and the yields were 

calculated on the basis of mass of dried solid product per gds  standard deviations.    

Water extracts were also analyzed using an Agilent UPLC 1290 coupled to an Agilent 

6545 QTOF-ESI-MS.  A poroshell120 EC-C18 2.7 m, 3x5mm guard column and 3x100mm 

analytical column were used.  The LCMS was run in positive ion mode and the specific LC 

parameters were as follows: 10 L injection volume, 0.4 mL/min flow rate, a gradient elution of 

mobile A (5 mM ammonium acetate in water with 0.1% formic acid) and mobile B (AcN with 5 

mM acetate and 0.1% formic acid) at 75% mobile B from 0 to 1 min, ramp to 85% mobile B 

from 1 to 5 min, ramp to 95% B from 5 to 10 min, ramp to 100% B from 10-13 min, return to 

75% B from 13 min to 15 min.  The MS parameters were as follows: positive ionization mode, 

175 ºC gas temperature, 10 mL/min drying gas, 30 psi nebulizer, 350 ºC sheath gas temperature, 

12 mL/min sheath gas flow, 4000 V capillary, 2000 V nozzle voltage, 200 V fragmentor, and 50 

V skimmer.  Suspect screening was performed using Agilent Profinder software with the 

database “Metlin_Metabolites” (score >80). 

 

4.4. Results 

 

In summarizing the findings of numerous studies on the average composition of food 

waste from various municipalities around the world (including in China, Denmark, Greece, 

India, Japan, Spain, and the US), the typical composition of food waste may broadly be 

described as comprising about one tenth each ash and fiber (lignin, cellulose, and hemicellulose), 

about one sixth each fat and protein, and about two fifths carbohydrates (starch and sugar).[268]  

Dog food is commonly used as a simulated food waste (SFW) in studies which model, for 

example, composting of food waste.[237, 269]  It possesses a similar fat, protein, and fiber 
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composition as that of general food waste and also offers compositional consistency from batch 

to batch.[237]  Thus, dog food, referred to as SFW throughout this study, was chosen as the 

substrate for exploring conversion of food waste into pigments.  The nutritional information label 

reports this substrate to comprise at least 21% crude protein, 11% crude fat, and 4% crude fiber.  

In the lab, the composition of the SFW was further elucidated using TGA and DFA.  The results 

of these analyses are summarized in Figure 1a.  TGA revealed that the feedstock contained 24% 

ash and ~1% moisture (note: this is the moisture content of the feedstock as it was used in SSF, 

for which it was first oven dried), while the DFA identified the fiber content to comprise, on a 

dry matter basis, of mainly hemicellulose (22%) and, to a lesser extent, cellulose, and lignin (4.3 

and 2.7%, respectively).     

 

 

Figure 4.1. a) Summary of results of thermogravimetric, acid detergent fiber, neutral detergent fiber, and 

lignin detergent fiber analyses of SFW dry starting matter (DSM) and fermented SFW.  Note: The values 

from detergent fiber analyses (hemicellulose, cellulose, and lignin) are on a dry matter basis; b) 
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Evaluation of mass loss associated with fermentation as revealed by comparison of SFW DSM, non-

fermented SFW (15 day incubation), and fermented SFW (7- and 15-day incubations); c) Comparison of 

pH between water extracts from non-fermented and fermented SFW (both 15 day incubations); d) 

Pigments obtained from water extracts of non-fermented SFW (15 day incubation), and fermented SFW 

(7- and 15-day incubations) measured for absorbance at 400, 475, and 500 nm. 

 

Prior to SSF, T. albobiverticillius was cultivated in liquid and solid potato dextrose 

cultures.  In the liquid culture, the fungus grew in the form of mycelial pellets exhibiting a 

distinct red pigmentation; on the solid media, the fungus grew as a mycelial mat with the same 

distinct red coloring being displayed on the reverse while bluish gray on the obverse (Figure S1).  

Following inoculation, mycelia first appeared on SFW within 48 hours.  The non-exposed 

samples, or controls, did not show any growth throughout the study.  Following a 15-day 

incubation, the cultures were harvested (cultures incubated for 7 days were also analyzed for 

reference).  The residual solids were separated, homogenized, dried, weighed, and analyzed for 

compositional changes via TGA and DFA.  In Figure 1a, it may be seen that the relative amount 

of polysaccharide content (i.e. hemicellulose, cellulose, and lignin) increased slightly, suggesting 

that the organism may have more readily consumed the non-polysaccharide components of the 

SFW (i.e. the lipid, protein, and monosaccharide components).  The aqueous fractions from the 

fermentation harvest were measured for pH comparison and pigment production, see Figure 1b-

d.  From Figure 1(b-c), it may be seen that the SFW decreased in mass by around 33% without a 

large change in the pH.  This suggests that the SFW feedstock does not elicit the excretion of 

large quantities of organic acids from the fungus.  

Pigment production on SFW was apparent, as can be seen in Figure S2, and quantified 

using the water extracts following 15-days of fermentation to be 14.1, 8.9, and 8.4 AU/grams dry 

substrate (gds) for yellow, orange, and red pigments (400, 475, and 500 nm), respectively 

(Figure 1d).  The mass yield of the pigment material was determined to be 96.3  13 mg/gds (see 

Figure 2a).  For reference, standard curves of the widely used and commercially available 

pigments -carotene and betanin were generated (see Figure S4a-b).  Based on these curves, it 

was estimated that each 50 mL extract contained the effective equivalent amount of red pigment 

(in terms of absorbance at 500 nm) as 98 mg -carotene and 240 mg of betanin (Figure 2b-c). 
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Figure 4.2. a)  The mass yields of the heterogenous pigment product obtained from (left to right) the 

water (basic) extraction of SFW fermentation with T. albobiverticillius and the 70% aqueous ethanol 

(optimized) extraction of SFW fermentation with T. albobiverticillius, T. reesei, and T. albobiverticillius 

with T. reesei (co-culture); b) the equivalent amount of  -carotene in each 50 mL extraction based on 

absorbance; c) the equivalent amount of betanin in each 50 mL extraction based on absorbance. 

 

The identities of the pigments were elucidated using quadrupole-time-of-flight 

electrospray ionization mass spectrometry (UPLC-QTOF-ESI-MS).  Notably, citrinin was not 

identified among the products.  As illustrated in Figure 4.3, numerous “classical” MonAzPs were 

identified (e.g. the orange pigments monascorubrin and rubropunctatin) in addition to the red 

pigment molecule 7-(2-hydroxyethyl)-monascorubramine (also referred to as PP-R) which are all 

considered stage IV MonAzPs.[264c]   The stage IV MonAzPs are derived from the conserved 

trunk MonAzP biosynthetic pathway which has been elucidated in numerous species of 

Monascus as well as Talaromyces.[264c]  Briefly, this biosynthetic pathway involves formation of 

an acylated pyran ring system generated from polyketide synthase and fatty acid synthase-

derived intermediates which subsequently undergoes a series of intramolecular reactions before 

conversion into either the yellow pigments monascin and ankaflavin (the main pathway) or the 

orange pigments rubropunctatin or monascorubrin (the shunt pathway).[261b, 264c]  The orange 

pigments may then be transformed into the “classical” red pigments rubropunctamine and 

monascorubramine via non-enzymatic reactions with amines.[261b]  In the case of 7-(2-

hydroxyethyl)-monascorubramine, first the trans C10(11) double bond of monascorubrin is 

converted to a cis double bond to generate (10Z)-monascorubrin (also referred to as PP-Y) which 

then undergoes O-to-N replacement with an amine.[264c, 270]     
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Figure 4.3. Chromatograms and affiliated structures of Monascus pigments identified in the fermentation 

water extracts. 

 

Since water is not the ideal extraction solvent for pigments, the fermentations were 

repeated in order to apply an optimized extraction method reported elsewhere in literature.[262a]  

With this method, which includes the use of 70% aqueous ethanol instead of water for the 

extracting solvent as well as an ultrasonication step, pigments were obtained at concentrations of 

32.5, 20.9, and 22.4 AU/gds for pigments absorbing at 400, 475, and 500 nm respectively 

(Figure 4.4).  Though the mass yield (referring to Figure 4.2a) did not increase, the relative 

abundance of pigments increased substantially.  This level of production is comparable with 

(indeed generally higher than) what is reported in other studies on fungal conversion of waste 

biomass substrate which typically ranges from 10-30 AU/gds (though higher pigment production 

may be elicited via supplementation of the media with, for example, glucose according to some 

studies).[262a, 264b, 271]  The relatively good production of specifically the red pigments may be 

attributable to the substrate’s protein content.  Azaphilones are characterized as having high 

reactivity with nitrogen sources (the source of their name is derived from the high affinity of the 

4H-pyran nucleus to undergo substitution with primary amines to form the corresponding 

vinylogous -pyridones) including proteins and amino acids and turn red in the presence of 

primary amines due to an exchange of the pyran oxygen for nitrogen (e.g. by forming 7-(2-

hydroxyethyl)-monascorubramine).[261a, 263, 272]  
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Figure 4.4.  Pigments obtained using optimized extraction method.  Absorbance at 400, 475, and 500 nm 

is shown for non-fermented SFW extracts and SFW fermented with T. reesei, T. albobiverticillius, and a 

co-culture of T. albobiverticillius with T. reesei.  

 

Building on the optimized extract procedure, the next objective was to enhance pigment 

production.  Most studies exploring strategies for enhancing pigment production have focused on 

optimizing process conditions including temperature, pH, agitation, etc.[273]  To the best of our 

knowledge, no studies have explored the use of fungal co-cultures in the SSF production of 

MonAzPs.  Such systems exploit the millions of years of microbial co-evolution where such 

secondary metabolites were used as chemical signals for communication relating to habitat 

defense, or competitor growth inhibition.[274] Co-culturing of microorganisms activates/alters 

secondary metabolite production and has been widely applied in enhancing productivity of 

various metabolites (e.g. carotenoids, organic acids, proteins, etc.) as well as in eliciting 

production of novel metabolites including, extensively, polyketides.[211, 234b, 274-275]  Additionally, 

given that solid substrate fermentation in nature is carried out simultaneously by multiple species 

of fungi and bacteria, it may elicit better biomass and secondary metabolite production as well as 
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proper utilization of substrate in engineered bioprocesses.[276]  Interestingly, one study 

demonstrated that submerged co-culture fermentation of a strain of Penicillium with a strain of 

yeast (Candida tropicalis) elicited production of a red pigment that was not observed in either 

strain on its own.[277]   

To develop a co-culture system, which is not to be conflated with a mixed culture 

wherein unspecified microbes may be cultured under septic conditions, specific individual strains 

are first identified which possess the desired properties, then tested for compatibility, and lastly 

measured for performance.[211, 275c]  Trichoderma reesei is one of the most commonly employed 

species for pairing with other fungi in co-culture processes and is also known to produce yellow 

pigments (though in industrial settings, in which T. reesei is primarily employed for enzyme 

production, this pigment production is considered undesirable as it must be removed during 

downstream processing).[278]  For these reasons, T. reesei was selected for exploration in the 

enhancement of pigment production in T. albobiverticillius.   

From Figure 5 it may be seen that the PDA co-culture of T. albobiverticillius and T. 

reesei reached an apparent deadlock after about one week.  Due to its quicker growth rate, T. 

reesei secured for itself more of the plate but did not apparently invade or intermingle with the 

growth of T. albobiverticillius.  This was confirmed with SEM imaging of the cultures (Figure 

S3).  The effect of microbial pairing on each species, in terms of morphology and physiology, 

may be described generally as antagonistic, indifferent, or favorable (though, more specific, 

systematic descriptions have also been proposed).[211, 221, 279]  In this case, the growth relationship 

between T. albobiverticillius and T. reesei was characterized as indifferent and therefore 

concluded to be suitable for further analysis in co-culture for SSF pigment production. 
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Figure 4.5. Obverse view of growth on PDA over 7 days of: single cultures of T. albobiverticillius (top) 

and T. reesei (middle); co-cultures of T. albobiverticillius + T. reesei (bottom). 

 

The two fungi were then co-cultured on SFW, the results for which are illustrated in 

Figure 3 (T. reesei was also screened as a single culture on SFW as a reference).  On its own, T. 

reesei was found to be a good producer, indeed better than T. albobiverticillius, of pigments 

which absorb at 400 nm (36.8 AU/gds) but produced little that absorbed at 475 and 500 nm.  The 

co-culture resulted in 63.8, 35.6, and 43.6 AU/gds at 400, 475, and 500 nm, respectively.  This 

represents a 73% increase in pigment production at 400 nm over T. reesei (97% higher than T. 

albobiverticillius) as well as a 71% and 94% increase at 475 and 500 nm, respectively, for T. 

albobiverticillius.  Referring to the -carotene and betanin standard curves (see Figure S4), it 

was estimated that each 50 mL co-culture extract contained the equivalent amount of red 

pigment (in terms of absorbance at 500 nm) as >500 mg -carotene and 1.2 g of betanin (Figure 

2b-c).  Lastly, the mass yield, as may be seen in Figure 2a, also increased substantially with co-

culture.  For every gram of dry SFW substrate, >230 mg of dry pigment product was obtained.   
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4.5. Discussion 

 

The enhanced pigment production is related to the activation of the biosynthetic gene 

clusters (BGCs) associated with the production, regulation, and transport of azaphilone pigments 

(e.g. the mrpig genes in M. ruber M7).[261b]  However, the specific azaphilone pigment synthetic 

pathway has not yet been elucidated in T. albobiverticillius, thus more work will be necessary to 

understand the precise molecular mechanisms.  In general, the transcriptional and epigenetic 

activation of BGCs associated with secondary metabolites is dependent on the developmental 

stage of the producing fungus and/or is a consequence of environmental stimuli including carbon 

and nitrogen sources, temperature, light, pH, amino acids in the environment, reactive oxygen 

species, hypoxic conditions, biofilm formation, iron availability, and stimuli derived from other 

organisms.[274, 280]   

Functionally, azaphilones are widely known to have antifungal and antimicrobial 

activity.[261a, 263]  Therefore, this increase in azaphilone pigment production in co-culture may be 

attributed to the stimulation of fungal defense.  Even though in the PDA co-cultures the fungi did 

not out-compete one or another, they were not apparently complementary (one characteristic of 

which is inter-mingling growth) and the apparent mutual inhibition is likely a result of the 

production of defensive metabolites including azaphilones.[275c, 279a]  To understand the specific 

metabolites involved in the interaction of T. albobiverticillius and T. reesei, future work may 

draw from recent studies employing high-throughput chemical (e.g. LC-MS, NMR, etc.) and 

multivariate statistical (e.g. PCA, PLS, HCA, etc.) analyses to identify the metabolic changes in 

co-cultured fungi.[281]  Several such studies have already investigated co-cultured strains of 

Trichoderma and Talaromyces, though focusing on different species: Trichoderma harzianum 

and Talaromyces pinophilus (Penicillium pinophilum).[282]  The results from these studies show 

that when co-cultured, T. harzianum and T. pinophilus significantly increase production of 

metabolites associated with fungal defense (e.g. antibiotics and siderophores).[282b, 282c]  Worth 

noting also is the accumulation of red pigment which was observed to occur in the co-cultures 

but not in any single cultures.[282c]  Such results may be interpreted to support the mechanism for 

increased pigment production in T. albobiverticillius co-cultured with T. reesei as being related 
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to fungal defense.  To confirm this, metabolomic studies focusing specifically on T. 

albobiverticillius and T. reesei interactions will be needed. 

Use of various agro-industrial wastes as substrate in SSF for the production of pigments 

has been widely applied (Table 1).[262a, 264b, 271b, 283]  Though most reports involve Monascus, 

Talaromyces represents an appealing alternative due to the reported absence of mycotoxins (e.g. 

citrinin) that are associated with Monascus.[262a]  While available reports of SSF pigment 

production by Talaromyces have shown limited productivity, here it is shown that food waste 

may be an effective feedstock for eliciting high pigment production with Talaromyces sp. NRRL 

2120.[262a]  The results described herein may also demonstrate particularly broad applicability 

vis-à-vis studies that use specific food wastes (e.g. the substrates shown in Table 1) which may 

be more appropriate in specific industrial partnerships, specific regions, or may require 

additional processing of the food waste streams.  Additionally, this study has shown that the 

observed high pigment production of Talaromyces sp. NRRL 2120 may be further enhanced by 

co-culturing with T. reesei.   

 

Table 4.1.  Summary of brief literature survey of fungal pigment production from SSF of biomass 

residues. 

Organism Substrate Pigment Concentration 

(Absorbance units/ 

mass dry substrate) 

Source 

M. purpureus Jackfruit seed 

+ monosodium 

glutamate 

Yellow (413 nm) 25.5 [271b] 

Red (484 nm) 30.8 

M. purpureus Orange peel Yellow (400 nm) 9.0 [262a] 

Orange (470 nm) 3.5 

Red (500 nm) 2.5 

A. carbonarius Pomegranate 

pulp 

Yellow (400 nm) 61.8 [283b] 

T. albobiverticillius Simulated food 

waste 

Yellow (400 nm) 32.5 This study 

Orange (475 nm) 20.9 

Red (500 nm) 22.4 
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T. reesei Yellow (400 nm) 36.8 

T. albobiverticillius 

+ 

T. reesei 

Yellow (400 nm) 63.8 

Orange (475 nm) 35.6 

Red (500 nm) 43.6 

 

In summary, productivity of pigments absorbing at the yellow, orange, and red 

wavelengths from simulated food waste feedstock was substantially improved through the 

employment of a filamentous fungal co-culture solid-state fermentation system.  Since red and 

yellow hues have traditionally been the most extensively used food colorants, there is substantial 

economic potential for such a process.  With increasing demand for natural pigments, 

particularly as food ingredients, the findings here offer one appealing potential use for food 

waste.   

 

4.6. Appendix B.  Supporting information for: Solid-state Co-culture Fermentation of 

Simulated Food Waste with Filamentous Fungi for Enhanced Production of Bio-pigments 

 

 

 

Figure S1. Colonial and microscopic images of T. albobiverticillius: a) (left to right) Liquid broth prior to 

and 7 days after inoculation with T. albobiverticillius; 7 day old PDA cultures of T. albobiverticillius as 
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viewed from the obverse and reverse; b) (left to right) Conidiophore of T. albobiverticillius visualized 

using phase contrast microscopy (100x); Conidiophores of T. albobiverticillius visualized using scanning 

electron microscopy at 200x and 500x. 

 

 

 

Figure S2.  Simulated food waste prior to (left) and 15 days after (right) inoculation with spores of T. 

albobiverticillius. 

 

 

 

 

Figure S3. a) Standard curve for -carotene absorbance in the wavelength() range of 300-600; b) 

Standard curve for betanin (red beat extract) absorbance in the wavelength() range of 300-600 nm.  
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Figure S4. SEM images of mycelia taken from the co-culture screening experiments. Experimental 

controls comprising single cultures of T. albobiverticillius (left) and T. reesei (middle); Co-culture of T. 

albobiverticillius with T. reesei (right).  Note: the dotted red line denotes the interface of the two fungi. 
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Connecting Statement 3 

 

From the results described in Chapter 3, the platform chemical 2,5-furandicarboxylic acid 

(FDCA) was another interesting product of the fungal fermentation of biomass, specifically 

when apple pomace was used as feedstock.  FDCA possesses great industrial potential due to its 

use as a precursor in the production of bioplastics (e.g. polyethylene furanoate).  Microbial 

production of this compound from biomass feedstock is the focus of much current research but is 

limited primarily to the use of bacteria.  Very few publications have described the use of 

filamentous fungi despite the potential advantages that their use may offer.  The results described 

in Chapter 3 suggest that at least one additional strain of filamentous fungus has the ability to 

accumulate this potentially important product, though it is likely not so rare among the 

filamentous fungi which are well-known for their oxidizing enzymes (the main path for 

production of FDCA is oxidation of the carbohydrate-derived compound 5-

hydroxymethylfurfural (HMF)) 

Chapter 5 therefore involves, for the first time, the screening of five industrially relevant 

strains of filamentous fungi in the conversion of HMF into FDCA.  An optimized process which 

includes the use of an enzyme/mediator system is ultimately developed.  This chapter is based on 

an article published in Bioresource Technology with Dr. Valérie Orsat and Dr. Marie-Josée 

Dumont as co-authors of this paper. 
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Chapter 5: Use of filamentous fungi as biocatalysts in the oxidation of 5-

(hydroxymethyl)furfural (HMF) 

 

 

5.1. Abstract 

 

The objective of this study was to explore the use of filamentous fungi as oxidative biocatalysts.  

To that end, filamentous fungal whole-cells, comprising five different species were employed in 

the oxidation of 5-(hydroxymethyl)furfural (HMF).  Two species (A. niger and T. reesei), which 

demonstrated superior HMF conversion and product accumulation, were further evaluated for 

growth on alternative substrates (e.g. pentoses) as well as for use in a chemo-biocatalytic 

reaction system.  Concerning the latter, the two whole-cell biocatalysts were coupled with 

laccase/TEMPO in a one-pot reaction designed to enable catalysis of the three oxidative steps 

necessary to convert HMF into 2,5-furandicarboxylic acid (FDCA), a compound with immense 

potential in the production of sustainable and eco-friendly polymers.  Ultimately, the optimal 

one-pot chemo-biocatalytic cascade system, comprising 1 g/L T. reesei whole cells coupled with 

2.5 mM laccase and 20 mol% TEMPO, achieved a molar yield of 88% after 80 hours. 

 

5.2. Introduction 

 

The field of industrial biocatalysis is relatively young but rapidly expanding.  This trend 

coincides with, and is related to, the transition toward a bioeconomy; i.e. an economy in which 

material goods are derived from renewable bio-based feedstocks and converted into final 

products using, ideally, environmentally friendly, bio-based technologies.  Unlike typical 

thermo-chemical catalysis, biocatalysis (i.e. use of enzymatic or whole-cell catalysts) typically 

occurs under mild reaction conditions (e.g. ambient temperature and pressure and mild pH), in an 

aqueous environment and, in the case of catalytic oxidations, often with use of molecular oxygen 

for the oxidant.[284]  As enzymes and cells are inherently biodegradable, they may be cleaner and 

more eco-efficient than stoichiometric reagents and metal catalysts while also possessing high 

(and often perfect) chemo-, regio-, and stereoselectivities reliable even for fine chemicals with 

complex structures and oxidation-sensitive functional groups.[284-285]  With 85% of industrial 
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chemical processes being catalytic, the expansion of biocatalysis has potential to make an 

enormous impact on the sustainability of industrial processes (currently only 3% of industrial 

catalytic processes are biocatalytic).[286]   

Among biocatalysts, enzymes offer high reaction efficiency and control while whole-cell 

biocatalysts are often more robust, benefitting from a protective barrier against the stress of 

aeration, reactive substrates or products as well as benefitting from endogenous cofactors and 

enzymes which perpetuate catalytic pathways (which otherwise require expensive stoichiometric 

reagents) and catabolize inhibitory by-products (e.g. the common by-product of oxidation 

reactions H2O2).[284b]  Several studies employ enzymes and whole-cell biocatalysts together in 

“one-pot” reactions to exploit the advantages of both, while minimizing their respective 

disadvantages.[287]  Additionally, the approach of engineering whole-cells to contain desired 

enzyme cascades is increasingly reported.[288]  While enzymes are derived from myriad sources, 

most currently employed whole-cell biocatalysts are comprised of bacteria or yeast.  The under-

represented filamentous fungi possess unique characteristics which may offer long term benefits 

for use generally as whole-cell biocatalysts and, as such, deserve more in-depth exploration.  

With respect to the characteristics considered key in the development of whole-cell biocatalysts, 

filamentous fungi are particularly robust (i.e. tolerant of wide ranging process conditions and 

resistant to contamination by other microorganisms) and accept a broad scope of carbon sources 

which may include those that are inexpensive, non-competitive with food or feed production, 

and/or comprise waste residues.[289]  Fungi are anticipated to play an essential role in the global 

sustainable future including in the conversion of biomass and waste residues, pollution 

mitigation, enhancement of agriculture, and in the production of sustainable bulk and specialty 

chemicals.[11a, 290] 

There is perhaps no material more urgently in need of replacement with a renewable and 

biodegradable alternative than plastic.  To that end, 2,5-furandicarboxylic acid (FDCA) is a 

promising bio-based alternative for the production of biodegradable polyesters and, as such, has 

been identified by the US Department of Energy (US DOE) as a “top opportunity” for the future 

chemical industry.[291]  The importance of FDCA resides in its prospect as a replacement for oil-

derived terephthalic acid in the production of polyesters (e.g. the biodegradable polyethylene 

furandicarboxylate).[292]  Given its potential impact, FDCA was chosen as the target product for 

this study.   
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FDCA is mainly synthesized from 5-(hydroxymethyl)furfural (HMF), another US DOE 

“top opportunity”.[292c]  Since HMF contains an alcohol group and an aldehyde group, synthesis 

of FDCA from HMF requires three consecutive oxidation steps that can proceed in one of two 

ways.[292c]  In the first pathway, the aldehyde group is preferentially oxidized to a carboxyl group 

to form 5-hydroxymethyl-2-furan carboxylic acid (HMFCA).[292c]  The alcohol group of 

HMFCA is then oxidized to an aldehyde group, yielding 2-formyl-5-furancarboxylic acid 

(FFCA), which is further oxidized to FDCA.[292c]  In the second pathway, the alcohol group of 

HMF is preferentially oxidized to an aldehyde group to form 2,5-diformylfuran (DFF), following 

which the aldehyde groups of DFF are sequentially oxidized to carboxyl groups to yield FDCA 

via FFCA.[292c]   

Aldehydes, including HMF, can damage cellular components such as proteins, nucleic 

acids, and organelles through the formation of reactive oxygen species and by inhibiting essential 

metabolic enzymes.[291]  Thus, many organisms produce enzymes (e.g. aldehyde 

dehydrogenases) to convert these aldehydes into less toxic forms (e.g. an alcohol or acid).[291]  

These enzymes make the organisms which produce them, as well as the enzymes themselves in 

isolated form, appealing catalysts in the conversion of HMF to HMFCA and FFCA to 

FDCA.[287b, 291]  Conversion of furans has long been reported in bacteria and fungi alike, 

including (extensively) conversion of HMF into HMFCA.[291, 293]  Moreover, the biological 

pathways involved in HMF oxidation (which include FDCA as an end-product or intermediate in 

subsequent metabolic pathways) have been elucidated.[291]  Reports suggest that the gene 

sequences involved in this HMF catabolic pathway are limited to a relatively small group of 

bacteria.[291, 294]  However, more recently, similar pathways containing analogous genes have 

been shown to be widespread in filamentous fungi.[293, 295]  Moreover, conversion of HMF into 

FDCA has been reported for species including Aspergillus, Penicillium, and Pleurotus.[289a, 294, 

296]  To the best of the authors’ knowledge, the highest molar yield of FDCA from HMF using 

filamentous fungi (67% after 336 hours under optimized conditions) was observed in a strain of 

A. flavus isolated from the soil of an acid pretreatment liquor disposal site for a biofuel pilot 

plant.[294] 

In this study, five untested species of filamentous fungi -A. niger, P. chrysosporium, P. 

purpurogenum (the basionym for Talaromyces albobiverticillius), R. oryzae, and T. reesei– were 

investigated for their ability to oxidize HMF.[239c]  These species were selected due to pre-
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existing widespread industrial application and/or reports in literature which demonstrate their 

relevant potential (their taxonomic relation to other key fungal species may be seen in Figure 

5.1).[234b]  Unlike in other related studies, these strains were not acquired from, or habituated to, 

HMF-enriched soil.  Thus, this study aims to explore a process which can either be applied 

generally among readily available species of filamentous fungi or be adopted to further enhance 

processes which involve optimized strains.  In addition to representing the first such report 

involving these five specific species, this study also includes the first report of a chemo-

biocatalytic reaction system incorporating any species of filamentous fungi.   

 

 

Figure 5.1. Dendrogram displaying the organisms used in the present study as they relate to various 

fungal organisms with high importance in industry, commerce, agriculture, human health, and the 

environment. 
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5.3. Materials and Methods 

 

5.3.1 Reagents 

 

The following reagents were acquired from Sigma Aldrich: HMF, HMFCA, FFCA, 

FDCA, Laccase (Trametes versicolor), (2,2,6,6-tetramethylpiperidin-1-yl)oxidanyl (TEMPO), 

and HPLC grade water. 

Many of the reactions described below took place in mineral salt media (MSM) which is 

comprised of the following in HPLC grade water: 0.2 g/L MgSO47H2O, 0.02 g/L CaCl22H2O, 

0.5 g/L K2HPO4, 0.5g/L KH2PO4, 0.5 NH4Cl, and 10 mL/L trace element solution (300 mg/L 

FeSO47H2O, 50 mg/L MnSO4H2O, 106 mg/L CoCl26H2O, 34 mg/L Na2MoO42H2O, 40 mg/L 

ZnSO47H2O, 50 mg/L CuSO45H2O).[294, 297] 

 

5.3.2 Organism cultivation 

 

Five species of filamentous fungi -Aspergillus niger (NRRL 567), Phanerochaete 

chrysosporium (NRRL 6370), Penicillium purpurogenum (NRRL 2120), Rhizopus oryzae 

(NRRL 1526), and Trichoderma reesei (NRRL 3652)- were acquired from the USDA and 

cultivated on potato dextrose agar (PDA) for 5 days at 30 °C.  Sterile water was used to extract 

spores from each culture.  The concentration of spores was adjusted to 1x106 spores/mL.  1 mL 

of spore solution was used to inoculate PDA starter plates (incubated at 30 °C for 5 days) as well 

as 100 mL potato dextrose broth (PDB) cultures.  The PDB cultures were incubated for 72 hours 

at 30 °C and 200 rpm on a flask shaker. 

 

5.3.3 Effect of substrate components on fungal growth 

 

To determine the effect of HMF on fungal growth, each organism was grown on solid 

media enriched with various concentrations of HMF.  PDA plates were prepared with the 

following concentrations of HMF: 0, 1, 1.5, and 2 g/L (0, 8, 12, and 16 mM).  Plates comprised 

of 1.5% agar and 1 g/L HMF in MSM (i.e. HMF and agar as sole carbon sources) were also 

prepared.  A cork-borer was used to transfer a plug (1 cm diameter) from a starter culture to a 
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test plate.  Each growth condition was repeated at least twice.  The growth rate of each organism 

was measured with respect to the diameter of the colony and the measurements are reported as 

the means of the diameters  standard deviations.  The IC50 of each organism was estimated to be 

the HMF concentration at which the growth rate of the organism was 50% relative to that on 

PDA with 0 g/L HMF.   

To compare the ability of fungi to grow on alternative substrates, two specified organisms 

were grown on solid and liquid media according to the following recipes adapted from standard 

recipes for Sabouraud media (sans peptone).  Solid media was prepared as the following: 40 g/L 

specified sugar in MSM; 15 g/L agar in MSM.  Liquid media was prepared as the following:  40 

g/L specified sugar in MSM.  For controls, both solid and liquid media were prepared with 0 g/L 

sugar. 

 

5.3.4 General procedure for biocatalytic oxidation of HMF  

 

Biocatalytic reaction solutions were prepared as follows:  20 mL from PDB culture 

(following the 3-day incubation as described above) was collected and centrifuged at 3000 × g 

for 30 minutes.  The supernatant was decanted, and the process was repeated.  Following the 

second centrifugation/supernatant decantation, the remaining biomass pellet was used to 

inoculate 50 mL of MSM spiked with 1 g/L HMF.  The amount of biomass used was 3 grams 

wet mass (gwm), giving each reaction a concentration of 60 mg whole-cell biocatalyst/mL.  

The reactions were performed in at least duplicate.  The solutions were incubated at 30 °C and 

200 rpm.  1 mL of supernatant was removed at regular intervals, filtered (0.2 m pore size), and 

analyzed using HPLC and GC-MS.  The values were expressed as the means of the analyte 

concentration (calculated using standard curves)  standard deviations.  To analyze intracellular 

content, an amount of unfiltered reaction solution was centrifuged at 10,000 × g for 30 minutes.  

The supernatant was discarded, and the remaining biomass pellet was homogenized (Fisherbrand 

Homogenizer 850).  1 mL of homogenate was taken, filtered (0.2 m pore size), and analyzed 

using HPLC and GC-MS. 
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5.3.5 One-pot chemo-biocatalytic system using laccase/TEMPO 

 

Following the same method described above, a reaction system was constructed which 

also included a specified mol% TEMPO and 2.5 mM laccase in 50 mL MSM with whole-cell 

biocatalyst and HMF.  To control for laccase/TEMPO activity, a separate system was prepared 

with the same reaction conditions (20 mol% TEMPO) minus the whole-cell biocatalyst.  Each 

reaction was performed in at least duplicate.  1 mL of supernatant was removed at regular 

intervals, filtered (0.2 m pore size), and analyzed using HPLC and GC-MS.  The values were 

expressed as the means of the analyte concentration (calculated using standard curves)  

standard deviations.   

 

5.3.6 Box-Behnken optimization 

 

A Box-Behnken design was used to evaluate the influence of and optimize three reaction 

parameters in the conversion of HMF to HMFCA: amount of whole-cell biocatalyst, incubation 

temperature, and shaker rotational speed.  The whole-cell biocatalyst was acquired as described 

above, and the quantities of biocatalyst tested were 1, 3, and 5 gwm.  The incubation 

temperatures tested were 20 (room temperature), 30, and 40 °C.  The different rotational speeds 

tested were 100, 150, and 200 rpm.  The concentration of HMF and reaction time were held 

constant for all experiments at 1 g/L and 20 hours respectively.  After 20 hours, 1 mL of 

supernatant was removed, filtered (0.2 m pore size), and analyzed using HPLC.  A total of 15 

experiments were conducted.  All statistical analyses were performed using JMP 14 software and 

R studio.[298] 

 

5.3.7 HPLC analysis 

 

All HPLC analysis was performed on an Agilent 1260.  For samples generated from the 

screening experiments, components were analyzed using an Agilent Hi-Plex Ca (Duo), 8 µm, 

300 x 6.5 mm column with Agilent Hi-Plex guard column.  The specific LC parameters were as 

follows: 5 L injection volume, 0.5 mL/min flow rate, 254 nm detection wavelength, an isocratic 

elution of 90:10 HPLC grade water: acetonitrile with 0.1% formic acid as mobile phase for 33-45 
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minutes.  For samples generated from the optimization experiments and subsequent experiments, 

components were analyzed using an Agilent ZORBAX Eclipse plus C18, 3.5 µm, 4.6 × 100 mm 

column with Agilent ZORBAX Reliance Cartridge guard column.  The specific LC parameters 

were as follows: 6 L injection volume, 0.8 mL/min flow rate, 274 nm detection wavelength, an 

isocratic elution of 100% HPLC grade water as mobile phase for 5 minutes plus 1-minute post-

run.  All HPLC data analysis was performed using Agilent technologies OpenLAB CDS 

ChemStation software.  Analyte concentrations were calculated based on standard curves using 

pure reagents. 

 

5.3.8 GC-MS analysis 

 

Following HPLC analysis, the samples were lyophilized.  For derivatization, the 

lyophylate was resuspended in 750 L each of pyridine and BSTFA and then incubated 

overnight at 70 °C.  For, non-derivatized samples, the lyophylate was resuspended in methanol.  

For samples with unknown composition (i.e. in product identification), both derivatized and non-

derivatized repeats were analyzed.  An Agilent 6890 GC system coupled with 5973 MS system 

was used.  The GC parameters were as follows: Agilent HP-5 30m x 0.25mm x 0.25 m column; 

helium as the carrier gas; 70 °C initial temp; 280 °C max temp; 20 °C/min ramp.  For data 

analysis, Agilent MSD Productivity ChemStation software was used with peak identification 

performed using the NIST02 Mass Spectral Library.  

   

5.4 Results and Discussion 

 

5.4.1 Effect of HMF on fungal growth 

 

The growth rate of each organism on PDA, PDA spiked with HMF, and MSM/agar 

spiked with 1 g/L HMF is summarized in Figure 5.2a.  The majority of PDA (without HMF) 

plates were completely covered (maximum diameter of 8.5 cm) in mycelia within 24-48 hours 

(the exceptions being one A. niger repeat and all the P. purpurogenum repeats).  Hence, the 

following growth rates were calculated based on fungal colony diameter at the 48-hour time 

point.  When cultivated on PDA spiked with 1 g/L HMF, the growth rate for A. niger, P. 
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chrysosporium, and T. reesei decreased by 50% (decreasing from 3.4, 4.3, and 4 cm/day to 

1.65, 2.4, 2 cm/day respectively).  From this data, the IC50 for A. niger, P. chrysosporium, and T. 

reesei was estimated to be around 1 g/L HMF, which is similar to reports for other filamentous 

fungi.[293-294]  Above 1 g/L HMF, the growth rates for A. niger and T. reesei diminished more 

slowly with increasing HMF concentration while the growth rate for P. chrysosporium continued 

to decrease considerably with each increasing HMF concentration.  At the 48-hour time point, P. 

purpurogenum showed no clear trend in the relation between growth rate and HMF 

concentration.  However, using the growth rate calculated up to the 5-day time point, the IC50 for 

P. purpurogenum may be estimated to be 1.5 g/L HMF in PDA (growth rates of 1.22 and 0.69 

cm/day for 0 and 1.5 g/L HMF in PDA respectively).  While P. purpurogenum had a relatively 

high tolerance to HMF, it also had an overall much slower growth rate than all the other tested 

organisms as well as high variability (similar to A. niger in this latter respect).  Of all tested 

species, R. oryzae showed the highest tolerance, with IC50 estimated to be greater than (but close 

to) 2 g/L. 

 

 

Figure 5.2. a) Growth rate of A. niger (top left), P. chrysosporium (top middle), P. purpurogenum (top 

right), R. oryzae (bottom left), and T. reesei (bottom middle) on PDA spiked with 0, 1, 1.5, and 2 g/L 
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HMF as well as MSM/agar spiked with 1 g/L HMF; b) Biocatalytic conversion of 1 g/L HMF by (from 

left to right) A. niger, P. chrysosporium, P. purpurogenum, R. oryzae, and  T. reesei.  Shown are the 

values for percentage of HMF converted after 20 hours, the HMFCA molar % yield after 20 hours, and 

the maximum molar % yield of HMFCA with the associated time point above; c) Supernatant pH change 

over 60-hour period for fungal whole-cell bioconversion of 1 g/L HMF. 

 

The largest effects on growth were observed on the MSM/agar plates with 1 g/L HMF.  

With HMF and agar as sole carbon sources, each organism appeared to initially expand into the 

media and grow, albeit at a greatly reduced rate vis-à-vis the growth rate on PDA or PDA with 

HMF.  However, after peak growth at 5 days, each organism began to recede and eventually die 

(i.e. was visibly desiccated).  While filamentous fungi (e.g. Aspergillus sp.) are reported to be 

able to utilize agar as a sole source of carbon, there also exists an “agar-inhibition” effect on 

growth when weak catabolite repressors (e.g. organic acids) are also present as a main carbon 

source.[299]  From these results, it may be concluded that these species of filamentous fungi are 

able to handle the toxic aldehyde HMF, and thus likely show chemical reactivity to HMF, but 

perhaps do not consume it and utilize it for cellular metabolism.  These characteristics allow 

consideration of these species for use as bioconversion catalysts. 

 

5.4.2 Screening for oxidative activity on HMF 

 

To better understand the activity of the fungi on HMF, the fungi were incubated in 50 mL MSM 

liquid cultures spiked with 1 g/L HMF.  To prepare the whole-cell biocatalysts, each fungal 

species was first cultivated in PDB at a rotational rate of 200 rpm.  This elicits a different 

morphology in the fungi than the typical mycelial mat associated with solid state growth.  While 

P. purpurogenum, R. oryzae, and T. reesei grew as diffuse colonies, A. niger and P. 

chrysosporium grew in the form of mycelial pellets.  These specific morphologies of each fungus 

are used in all subsequent biocatalytic reactions.   

Following addition of the whole-cell biocatalysts, the supernatant of each reaction 

solution was sampled every 20 hours for a period of 60 hours, see Figure 5.2b.  With the 

exception of R. oryzae, each species was able to convert all the HMF within 60 hours.  After 20 

hours, the same, single product with the same LC retention time was detected in each sample 
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(see Appendix C).  Using GCMS, the identity of this product was confirmed to be, as expected, 

HMFCA (see Appendix C).  For P. purpurogenum and A. niger, product levels began to decrease 

following the 20-hour time point, though this was much more pronounced in the case of P. 

purpurogenum.  Moreover, in addition to only accumulating small amounts of product by the 20-

hour time point, the P. purpurogenum reaction supernatant contained no detectable product by 

the 40-hour time point.  Since it appeared that HMF was being consumed, with little or no 

product secretion, both the supernatant and intracellular contents of the P. purpurogenum 

reactions were analyzed by GC-MS.  The major compound found in the cell homogenate (cells 

used from 60-hours reaction) was identified as furan acetic acid (see Appendix C).  This 

compound was also detected in small amounts in the supernatant of P. purpurogenum and in that 

of the other organisms.  Further investigation will be required to determine if this compound is 

an intermediate in the HMF catabolic pathways of these organisms.  Finally, as may be seen in 

Figure 5.2c, there appeared to be a correlation between pH and conversion of HMF.  This is 

expected given the formation of carboxylic acid products but does not explain the drop observed 

in the reaction solution containing P. purpurogenum (which, as mentioned, did not form 

significant product) or the later increase in pH observed in the reaction solutions containing T. 

reesei.  In the case of A. niger, the organism very quickly acidified the unbuffered media (which 

is typical for the species) as evident in the much lower initial pH vis-à-vis the other fungi.[300]  

Subsequently, the increasing and then decreasing levels of carboxylic acid product correlate to 

the further decrease in pH over the following 20 hours and then the increase at each later time 

point. 

These results suggest that A. niger, T. reesei, and, to a lesser extent, P. chrysosporium 

readily oxidize HMF into HMFCA but show very little further oxidative activity (FDCA was 

only detected in small amounts in the supernatants of A. niger after 20 hours as well as P. 

chrysosporium and T. reesei after 60 hours; (see Appendix C).  This accords with the 

understanding that organisms seek to neutralize the harmful effects of aldehydes and, once 

accomplished, there is no apparent need to continue to modify the compound.   
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5.4.3 Growth on Pentose Substrate 

 

Based on HMF conversion efficiency and HMFCA productivity, A. niger and T. reesei were 

identified as promising candidates for continued evaluation as biocatalysts.  One notable 

characteristic of filamentous fungi is their ability to accept a wide variety of carbon sources 

including pentose sugars.[289b]  The option to produce biocatalysts grown from pentose (e.g. 

xylose and arabinose) would represent an advantage in terms of process sustainability since 

pentose sugars, which are the main components of hemicellulose, comprise around a third of 

plant biomass.[301]  Biocatalyst growth could thus represent a valorization stream for the 

hemicellulose fraction of lignocellulosic biomass while obviating the need for glucose (and the 

high latent energy content associated with the utilities required for its production) or other 

hexose substrates (which compete for other uses in other process streams thus driving up the 

price).   

Here, A. niger and T. reesei were evaluated for ability to utilize pentose-based substrates 

vis-à-vis dextrose-based substrates including commercial PDA and PDB.  As may be seen in 

Figure 5.3a, of the solid media, both organisms grew best on PDA.  Interestingly, while among 

the non-commercial media tested, dextrose served as a good carbon source, xylose and arabinose 

elicited the highest growth rates for A. niger and T. reesei respectively.  Of the liquid media, A. 

niger produced the most biomass using dextrose-based media (dextrose in MSM being the best 

though somewhat more variable than PDB), with a decrease of about ~50% when substituting for 

xylose and with very little biomass produced when given arabinose.  In the case of T. reesei, 

though the absolute amount of biomass obtained was much smaller, xylose proved to be the best 

overall carbon source for growth.  Furthermore, the amount of biomass obtained using arabinose 

was greater than was obtained from A. niger.  Though in general A. niger was superior in terms 

of biomass production, T. reesei appeared more versatile with respect to carbon source and better 

equipped to grow on pentose-based media.  No organism was able to grow using media 

containing only MSM. 
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Figure 5.3.  a) (top) Comparison of A. niger and T. reesei growth on growth over five-day period on solid 

media with pentose or dextrose carbon sources; (bottom) Comparison of the amount of biomass acquired 

following 72-hour incubation in liquid media containing pentose or dextrose carbon sources; b) 

Conversion of 1 g/L HMF using laccase/TEMPO systems; shown are the rates of HMF conversion and 

product accumulation along with the pH trend for: (top left) laccase/TEMPO alone; (top right) 

laccase/TEMPO coupled with A. niger; and (bottom left) laccase/TEMPO coupled with T. reesei.  

 

5.4.4 One-pot chemo-biocatalytic reaction 

 

The slow accumulation of FDCA in T. reesei (as well as in P. chrysosporium) is 

consistent with what has been reported elsewhere for other species of filamentous fungi.[294]  In 

A. niger, it was observed that oxidative products of HMF, HMFCA and FDCA (FFCA was not 

detected), accumulated to maximum levels within 20 hours after which point product 

concentrations decreased.  These results, along with other such data available from literature, 

suggest that the ability to convert HMF into FDCA varies across filamentous fungal species and 

indeed studies demonstrate that the genomes of certain species of filamentous fungi, including 

those of the Aspergillus genus, contain a greater number of the genes associated with HMF 

catabolism.[293]  Additionally, some studies involve use of field isolates acquired from HMF-

enriched soils which may possess different genetic and metabolomic activity (e.g. upregulation 
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of genes involved in oxidation of HMFCA and FFCA, upregulation of genes associated with 

effluxion of FDCA into the environment, and/or downregulation of the genes associated with 

FDCA catabolism).[294]  It would be useful to establish methods which enable more substantial 

FDCA production capabilities in otherwise incapable species of filamentous fungi, particularly in 

those already exhibiting widespread industrial use. 

Continuing with A. niger and T. reesei, the next goal was to investigate how to both 

increase the rate of FDCA accumulation as well as ensure continued product accumulation.  The 

combination of the fungal enzyme laccase coupled with the nitroxyl radical (2,2,6,6-

tetramethylpiperidin-1-yl)oxidanyl (TEMPO) is known to catalyze oxidation of alcohol and 

aldehyde functional groups including the hydroxymethyl group of HMFCA.[287]  Since HMFCA 

was the product which accumulated the most, a system was developed which coupled A. niger or 

T. reesei with laccase/TEMPO.  The laccase/TEMPO pair alone was able to oxidize HMF and 

accumulate FFCA with small amounts of FDCA (see Figure 5.3b).  Here, conditions conducive 

to fungal whole-cell catalysis (e.g. neutral pH) were employed which may explain the relative 

lack of HMF conversion since laccase/TEMPO systems typically employ a low pH.  The 

accumulation of FFCA, on the other hand, is commonly reported in such systems and is believed 

to be related to the low hydration degree of FFCA.[284a, 287b]  Nevertheless, the desired result was 

observed in that little HMFCA was detected, suggesting rapid conversion into FFCA, under 

conditions suitable for fungal whole-cell catalysis.  Reaction solutions containing, separately, A. 

niger and T. reesei (which on their own showed very little activity toward HMFCA) were 

combined with laccase and 20 mol% TEMPO.  As may be seen in Figure 5.3b, the addition of 

laccase/TEMPO did not help increase FDCA accumulation in A. niger and showed an inhibitory 

effect on the accumulation of HMFCA.  This is likely related to the known toxic effect TEMPO 

has on cells (reported for mammalian cells).[302]  On the other hand, T. reesei appeared to be 

more tolerant to the presence of TEMPO and the reaction benefitted accordingly.  FDCA was 

observed to accumulate in T. reesei supernatant after 20 hours and roughly doubled every 

additional 20 hours.  The identity of FDCA was confirmed using GC-MS (see Appendix C).   
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5.4.5 Reaction Optimization 

 

Oxidative biocatalytic reaction conditions were next optimized for T. reesei, chosen due to its 

superior performance in both HMFCA production as well as in the laccase/TEMPO system.  

First, HMFCA production was optimized using a Box-Behnken design which included 15 sets of 

experiments; the amount of biocatalyst (i.e. T. reesei biomass; X1), incubation temperature (X2), 

and rotational speed (X3) were tested at three levels.  The concentration of substrate (1 g/L 

HMF) and incubation time (20 hours) were held constant for all reactions.  Table 5.1 presents the 

design matrix of the coded variables together with the experimental results in terms of the 

HMFCA yield.  Contour plots of the HMFCA yields, presented in Figure 5.4a, are shown in 

terms of biocatalyst amount and temperature, biocatalyst amount and rotational speed, and 

temperature and rotational speed.   

 

Table 5.1.  Box-Behnken experimental design and HMFCA yield from 1 g/L HMF in 20 hours by T. 

reesei 

 

Trial Variable     HMFCA 

yield (%)   X1 (g) X2 (ºC) X3 (rpm) 

1 1.14  0.07 (-) 22.5 (-) 150 (0) 48.12 

2 5.04  0.29 (+) 22.5 (-) 150 (0) 17.31 

3 1.14  0.07 (-) 40 (+) 150 (0) 19.05 

4 5.04  0.29 (+) 40 (+) 150 (0) 35.57 

5 1.14  0.07 (-) 30 (0) 100 (-) 61.66 

6 5.04  0.29 (+) 30 (0) 100 (-) 29.23 

7 1.14  0.07 (-) 30 (0) 200 (+) 57.81 

8 5.04  0.29 (+) 30 (0) 200 (+) 31.32 

9 2.84  0.19 (0) 22.5 (-) 100 (-) 35.98 

10 2.84  0.19 (0) 40 (+) 100 (-) 41.45 

11 2.84  0.19 (0) 22.5 (-) 200 (+) 33.26 

12 2.84  0.19 (0) 40 (+) 200 (+) 38.65 
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13 2.84  0.19 (0) 30 (0) 150 (0) 43.94 

14 2.84  0.19 (0) 30 (0) 150 (0) 41.71 

15 2.84  0.19 (0) 30 (0) 150 (0) 43.23 

 

The statistical analysis of the Box-Behnken results produced an acceptable model (P < 

0.05) with the amount of biocatalyst and temperature representing the variables exhibiting the 

largest influence over HMFCA yield. While the % of HMF converted did vary across reaction 

conditions, the model of the correlation was poor.  Nonetheless, the average conversion % was 

very high across all conditions (92  0.2%).   

Together, Table 1 and Figure 5.4a show that higher levels of biocatalyst concentration 

support relatively low levels of HMFCA yield while basal temperature conditions are associated 

with higher levels of HMFCA yield.  Basal rotational speed was a minimum for HMFCA yield 

though the statistical analysis suggests that rotational speed has the smallest impact of the three 

variables on HMFCA yield.  The model generated from this data would predict optimal 

conditions outside the experimental space, thus the conditions within the experimental space 

which showed the highest HMFCA yield (i.e. 1 g biocatalyst incubated at 30 °C and 100 rpm) 

were taken as the optimized method for the following experiments.  Using these optimized 

parameters, reaction solution pH was next explored (see Figure 5.4b) which revealed the neutral 

starting pH of 7 to be the best.   
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Figure 5.4. a) Contour plots showing the interaction of biomass and temperature (top left), temperature 

and rotational speed (top right), rotational speed and biomass (bottom); b) HMF conversion and HMFCA 

yield after 20 hours in 1 g/L HMF reaction solutions with pH ranging from 3-8.5; c) One-pot chemo-

biocatalytic oxidation of HMF using T. reesei coupled with laccase/TEMPO.  Shown are the rates of 

HMF conversion and product formation at varying mol% of TEMPO; d) Effect of increasing HMF 

starting concentration on conversion efficiency and HMFCA production.  

 

Next, reaction solutions were tested which contained T. reesei combined with laccase and 

10-40 mol% TEMPO under the previously optimized conditions.  As may be seen in Figure 5.4c, 

solutions with 10-20 mol% TEMPO demonstrated complete conversion of HMF as well as the 

accumulation of both FFCA (after 20 hours) and FDCA (after 60 hours) with detection of little to 

no HMFCA.  Higher TEMPO mol% (30 mol% and above) was associated with inhibition of the 

whole-cell catalysis which was evident in the accumulation of FFCA and the inability to convert 

100% of the HMF.  At the optimal TEMPO concentration (20 mol%), a titer of 1.1 g/L FDCA 
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(88% yield) was reached after 80 hours.  The rate of FDCA accumulation slowed considerably 

after this point, only reaching a yield of 90% after an additional 20 hours (following which the 

reaction was stopped).  This molar yield of FDCA (90%) represents the highest reported to date 

for a reaction system involving filamentous fungi with the next highest reported in one study 

involving A. flavus (67% yield after 14 days).[294]  Since the reaction in this mentioned study 

involved only A. flavus whole-cells, it may stand to reason that the addition of laccase/TEMPO 

could further enhance filamentous fungi which exhibit such intrinsic FDCA productivity.   

With an FDCA space time yield from this one-pot chemo-biocatalytic system of 0.01 g 

L-1h-1, the main focal point for future work with fungal whole-cell biocatalysts should be on 

improving productivity; the competitive range for biocatalytic reactions is considered at 0.001-

0.3 kg L-1 h-1 (with 1-10 kg L-1 h-1 reported for heterogenous catalysts).[303]  One way to achieve 

this involves increasing the substrate loading concentration for the system.  Here, it was found 

that the HMF conversion efficiency and HMFCA productivity began to decline when substrate 

concentrations exceeded 16 mM (Figure 5.4d).  Future work may focus on strain development 

for achieving higher substrate loading tolerances.  Such work may benefit from recent advances 

in the genetic engineering of filamentous fungi.[304]  Additionally, immobilization of enzymes, 

whole-cells, and certain chemical components (e.g. TEMPO) have also been proven effective 

methods for improving yields and productivity.[284a, 305]  With all this taken together, there is 

great opportunity to develop a biocatalytic system involving filamentous fungi which thus 

incorporates the intrinsic benefits of fungi in a process that is economically viable and 

industrially applicable.  

 

5.5. Conclusion 

 

The results reported herein include (1) the identification of several filamentous fungal strains 

which demonstrate the ability to convert HMF into HMFCA as well as (2) the development of a 

method for bio-oxidative conversion of HMF into FDCA using filamentous fungal whole-cells 

coupled with laccase/TEMPO.  The optimized one-pot chemo-biocatalytic cascade which 

comprised 1 g/L T. reesei whole cells coupled with 2.5 mM laccase and 20 mol% TEMPO 

achieved a molar yield of 88% after 80 hours.  These results represent the highest molar and 

space-time yields reported to date for any system involving filamentous fungi.   
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5.6. Appendix C.  Supporting information for: Use of filamentous fungi as biocatalysts in 

the oxidation of 5-(hydroxymethyl)furfural (HMF) 

 

 

 

 

HPLC chromatograms at time zero (left) and after twenty hours of reaction (right) for the supernatant of 1 

g/L HMF solutions with (in order from top to bottom) A. niger, P. chrysosporium , P. purpurogenum  R. 

oryzae, and T. reesei.  Note the different time scale when comparing chromatograms. 
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GC chromatogram and electron ionization mass spectrum of main peak from supernatant of 1 g/L HMF 

reaction solution with T. reesei whole-cells at 20-hour time point.  Library cross-reference identified this 

peak as 2-Furancarboxylic acid, 5-[((trimethylsilyl)oxy)methyl]-,trimethyl ester (the derivatized form of 

5-hydroxymethyl-2-furan carboxylic acid).  Note: the same peak was detected as the main component in 

all five supernatants. 
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GC chromatogram and electron ionization mass spectrum of main peak from P. purpurogenum cell 

homogenate of 1 g/L HMF reaction solution.  Library cross-reference identified this peak as 2-

Furanacetic acid, alpha-[(trimethylsilyl)oxy]-,trimethyl ester (the derivatized form of Furan acetic acid) 

 

 

 

 

HPLC chromatograms of the supernatant from 1 g/L HMF solutions of P. chrysosporium (top) and T. 

reesei (bottom) following 60 hours of reaction.  The main peak (RT ~ 18.2 minutes) was identified to be 

HMFCA while the smaller peak (RT ~ 12.5 minutes) was identified to be FDCA.  Note the different time 

scale when comparing chromatograms. 
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GC chromatogram and electron ionization mass spectrum of main peak from supernatant of 1 g/L HMF 

reaction solution with T. reesei whole-cells coupled with laccase/TEMPO.  Library cross-reference 

identified this peak as 2,5-Furandicarboxylic acid, bis[trimethylsilyl] ester (the derivatized form of 2,5-

furandicarboxylic acid). 
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Connecting Statement 4 

 

 Chapter 5 described the ability of multiple filamentous fungal strains to perform 

biocatalytic oxidation reactions.  One strain in particular, Trichoderma reesei, outperformed the 

other strains in reaction efficiency and other areas related to beneficial process characteristics 

(e.g. growth on pentose substrate, tolerance to TEMPO, etc.).  One way to further enhance both 

the economics and sustainability of a potential process involving T. reesei as whole-cell 

biocatalysts is to the enable these biocatalysts to be recycled across multiple reaction cycles. 

 To that end, Chapter 6 examines the technique of encapsulation of T. reesei 

whole-cells in Ca-alginate beads in order to enable their reuse over multiple reaction cycles.  

This chapter is based on an article published in Biomass and Bioenergy with Dr. Valérie Orsat, 

Dr. Marie-Josée Dumont, and Felicity Meyer as co-authors of this paper. 
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Chapter 6. Recyclable immobilized Trichoderma reesei whole-cells for the catalytic 

oxidation of 5-hydroxymethylfurfural 

 

6.1. Abstract 

 

Filamentous fungal whole-cells have recently demonstrated utility in oxidizing aldehyde 

substrate into carboxylic acid products.  In this study, immobilization of filamentous fungal-

whole cells was explored in the oxidation of 5-hydroxymethylfurfural into 5-hydroxymethyl-2-

furan carboxylic acid (HMFCA).  To that end, resting filamentous fungal whole-cells 

(Trichoderma reesei) were encapsulated in Ca-alginate beads to enable recyclability.  It was 

found that encapsulation enabled the biocatalysts to be reliably recycled for up to nine reaction 

cycles.  After 9 cycles, >290 mg of HMFCA was acquired at a molar yield of ~60%.  By the 

tenth cycle, very little product was formed due to degradation of the immobilization matrix.  

Analysis of the biocatalysts via scanning electron microscopy revealed the formation of large 

pores while analysis via Fourier-transform infrared spectroscopy-attenuated total reflectance 

demonstrated depolymerization of the alginate matrix.   

 

6.2. Introduction 

 

For the eco-friendly conversion of bio-based substrates into commodity chemicals, 

biocatalysis (i.e. use of enzymes and whole-cells) offers a number of benefits vis-à-vis 

thermochemical reactions.[234c]  Primarily, these benefits relate to the mild reaction conditions 

(e.g. low temperature, neutral pH, etc.) employed in biocatalytic processes.  Although, 

biocatalysts are not consumed as part of the reaction or incorporated in the final product, they 

may be difficult to recover following a reaction and often end up as waste at the end of a 

reaction.  Immobilization of biocatalysts enables easy recovery in addition to myriad other 

benefits.[306]  

5-hydroxymethylfurfural (HMF) represents one of the premier bio-based chemicals due 

to its capacity to serve as a platform for the production of a variety of fuels and chemicals.[231, 307]  

Ample reviews cover the conversion of biomass to HMF[231, 308] as well as the catalytic 

upgrading of HMF including both well-established practices[309] and more recent innovations.[310]  



 143 

Among the numerous possible derivatives of HMF, the oxidation product 5-hydroxymethyl-2-

furan carboxylic acid (HMFCA) may serve in the production of polyesters as well as potentially 

in human health (e.g. it has been reported to show antitumor activity and to act as an interleukin 

inhibitor).[311]  Numerous bacterial whole-cell-based biocatalytic systems (e.g. Escherichia coli, 

Glucanobacter oxydans, and Comamonas testosteroni)  have been reported to oxidize HMF to 

HMFCA with high yields (90-98%) and excellent productivities (as high as 10 g L-1 hr-1 in the 

initial 6 hours of one system involving G. oxydans DSM 50049).[311-312]  Additionally, the utility 

of filamentous fungi in oxidative biocatalysis of HMF into HMFCA has been recently 

demonstrated.[313]  Filamentous fungi are otherwise underexplored in such applications but may 

offer potential long-term benefits to process sustainability and economics due to their robustness 

and their ability to accept a broad scope of inexpensive and sustainable carbon sources.[289, 314]  

Building on previous work, immobilization of filamentous fungi was explored in order to enable 

recyclability of the whole-cell biocatalysts and thereby enhance process sustainability. 

Immobilized filamentous fungi have long been employed for a number of applications 

including production of organic acids and enzymes, as well in detoxification.[315]  The vast 

majority of procedures involve suspension of fungal spores in the immobilization matrix 

followed by incubation in production media where growth and product formation occur 

simultaneously.  This methodology has shown positive results but is not ideal for reactions which 

require resting cells or in reactions involving non-sporulating fungi.  There is one study which 

demonstrated the use of mycelial fragments first grown on solid media and then macerated and 

encapsulated before employment in a biocatalytic reaction but, to the best of our knowledge, no 

studies exist which employ resting fungal cells grown first in agitated liquid culture.[316]   

Filamentous fungi grown in such conditions have distinct morphology from those grown in 

solid-state.[317]  Here, the filamentous fungus Trichoderma reesei was grown in agitated liquid 

culture, immobilized in calcium alginate beads, and then evaluated for use as a bio-oxidative 

catalyst in the conversion of HMF into HMFCA. 
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6.3. Materials and Methods 

 

6.3.1. Materials and Reagents 

 

The following reagents were acquired from SigmaAldrich: HMF, HMFCA, and sodium 

alginate from brown algae. 

 

6.3.2. Organism cultivation 

 

Trichoderma reesei (NRRL 3652) was acquired from the USDA and cultivated on potato 

dextrose agar (PDA) for 5 days at 30 °C.  Sterile water was used to extract spores from each 

culture.  The concentration of spores was adjusted to 1x106 spores/mL  1 mL of spore solution 

was used to inoculate 100 mL potato dextrose broth (PDB) cultures.  The PDB cultures were 

incubated for 72 hours at 30 °C and 200 rpm. 

 

6.3.3. Immobilized Biocatalyst 

 

Following the 3-day incubation, the PDB cultures were centrifuged at 3000 × g for 30 

minutes.  The supernatant was decanted, and the process was repeated.  Following the second 

centrifugation/supernatant decantation, the remaining biomass pellet was used for 

immobilization. 

To prepare the immobilized biocatalyst, 1 g sodium alginate and a specified amount of 

biomass from liquid culture (2 or 6 g cell wet mass (gwm)) were mixed together in 25 mL of 

sterile water.  The viscous substance was then transferred to a 10 mL syringe, from which it was 

slowly expelled drop-wise into a 0.1 M solution of CaCl2.  The beads were allowed to harden for 

at least ten minutes before multiple rounds of washing with sterile water. These beads were then 

used as the immobilized biocatalyst in all following reactions. 
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6.3.4. Oxidation of HMF 

 

In general, a specified amount of immobilized biocatalyst (0.15 or 0.4 g biocatalyst/mL 

reaction solution) was used to inoculate 50 mL of mineral salt media (MSM) spiked with 1 g/L 

HMF.  See supporting information (SI) for composition of the MSM.  The reactions were 

performed in at least duplicate.  The solutions were incubated at 30 °C and 200 rpm.  The 

aforementioned reaction conditions as well as pH and reaction time were previously optimized 

and reported elsewhere.[313]  1 mL of supernatant was removed at regular intervals, filtered (0.2 

m pore size), and analyzed using HPLC.  See SI for specific equipment, operating, and 

analytical parameters.  The values were expressed as the means of the analyte concentration 

(calculated using standard curves)  standard deviations. 

The immobilized biocatalyst recipe was crudely optimized for fungal cell concentration 

within the immobilization matrix, as well as for the quantity of immobilized biocatalyst used per 

reaction.  This was performed following a two-level full factorial design comprising 4 

experiments.  T. reesei cell concentration was tested at 0.08 or 0.25 gwm/mL immobilization 

matrix.  The concentration of immobilized matrix was tested at 0.15 or 0.4 g/mL reaction 

solution. 

 

6.3.5. Biocatalyst structural analysis 

 

The surface properties of the immobilized biocatalysts were analyzed using Fourier-

transform infrared spectroscopy-attenuated total reflectance (FTIR-ATR; Thermo Scientific) and 

a scanning electron microscope (SEM; Hitachi TM3000).  For both, samples were first freeze 

dried (Labconco) and then either directly analyzed (for SEM) or ground to a fine powder prior to 

analysis (for FTIR-ATR).  FTIR spectra were analyzed using OMNIC v8.3 software.  

 

6.4. Results and Discussion 

 

Encapsulation within alginate-based matrices is among the most common methods for 

immobilizing whole-cells.[318]  In this study, filamentous fungal whole-cells were immobilized in 

situ by mixing fungal biomass in a solution of alginic acid and then extruding this mixture into a 
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solution containing a divalent cation crosslinker (i.e. Ca2+).  This resulted in a dispersion 

containing macro-sized beads roughly 1-2 mm in diameter.  The beads (i.e. the immobilized 

biocatalysts) were then transferred to a reaction solution and incubated for 20 hours.  Two 

reaction conditions, the concentration of T. reesei cells in the immobilization matrix and the 

quantity of immobilized biocatalyst beads per reaction, were optimized.  As may be seen in 

Figure 6.1a, all immobilization conditions, with the exception of the low cell concentration and 

low bead quantity, were associated with relatively high levels of product accumulation (0.32-

0.36 g/L).  However, these levels of product accumulation represent a decrease of ~20-30% as 

compared with reports of reactions (non-optimized) involving free T. reesei cells.[313]  The 

diminished product accumulation may be due to hampered diffusion of substrate, oxygen, 

products, and inhibitory by-products.  Exploring different sources of alginate may be one 

strategy to address some of these issues since different organisms and/or tissues are associated 

with different mannuronic (M) and guluronic (G) acid contents which are directly related to 

diffusivity through the polymer (i.e. higher G content is associated with higher polymer rigidity 

and lower diffusivity).[319]   

 

 

 

Figure 6.1. a)  HFCA accumulation after 20 hours in solution containing 1 g/L HMF and immobilized T. 

reesei whole-cells at high bead with high cell concentration (++), high bead with low cell concentration 
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(+-), low bead with low cell concentration (--), and low bead with high cell concentration (-+); b) Results 

of the HMF conversion using the immobilized T. reesei whole-cells across 10 reuses.  The red bars, or the 

left bar in each pair, display the molar percent of HMF converted in each 20-hour cycle while the blue 

bars, or the bars on the right in each pair, displays the molar percent yield of HMFCA after each 20-hour 

cycle. 

 

Next, the recyclability of the immobilized catalysts was tested.  Here, the biocatalysts 

were again incubated in reaction solution for 20 hours.  After 20 hours, the biocatalysts were 

separated from the reaction solution and added to a fresh reaction solution for another 20-hour 

cycle.  This was repeated for ten cycles.  It was found that replacement in a fresh reaction 

solution was associated with equal or greater biocatalytic activity with respect to the first cycle 

(see Figure 6.1b).  This supports the premise that product accumulation is hampered due to the 

resulting drop in pH and by-product formation (e.g. H2O2).  Interestingly, substrate conversion 

was observed to improve with subsequent catalyst reuse and product accumulation was observed 

to reach maximum levels at later cycles.  This may be attributed to the degradation of the gel 

matrix and thus the increasing interaction between the cells and the substrate.  The degradation 

of the matrix appeared to reach a critical point after 9 cycles as evidenced in the sharp decrease 

in product formation in the tenth cycle.  Moreover, product formation in the tenth cycle showed 

high variability across replicates.  It appears that between the ninth and tenth cycles, the mass 

transfer benefits of the more permeable matrix are outweighed by the concomitant loss of 

cellular material from the matrix (thus preventing recycling).  After 9 cycles, >290 mg of 

HMFCA was acquired (an overall molar yield of  ~60%).  The modest HMFCA yield vis-a-vis 

the use of metal nanoparticles [320] or certain bacterial whole-cell biocatalysts [311-312] (all 

exceeding 90%) is offset by the recyclability of the biocatalysts which leads to good product 

turnover.  Moreover, when considered alongside the advantages associated with the use of 

filamentous fungi (e.g. robustness, inexpensive growth requirements, etc.), the performance 

reported herein supports the candidacy of filamentous fungal whole-cell biocatalysts (particularly 

T. reesei) for further development through, for example, metabolic engineering and/or novel 

process engineering strategies. 

The surface of the catalyst was investigated using SEM and FTIR.  From the SEM 

images displayed in Figure 6.2, the formation of pores ranging from 100-500 µm in diameter 

may be seen after the alginate beads were reused for 10 cycles.  In comparing the FTIR spectra 
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of unused and 10x recycled beads (see Figure 6.3), many of the signature peaks of alginate (see 

Figure S1; Appendix D) were retained with a few key changes.  The formation of a medium 

shoulder in the 10x recycled beads at 1716 cm-1 may be associated with C=O stretching of free 

carboxyl groups accumulating due to gel disintegration.[321]  A new peak at 1244 cm-1 of the 10x 

beads is likely due to the C-O bond of alcohol moieties. Both samples displayed a broad peak 

associated with -O-H stretching at ~3300-3000 cm-1 which can be partially attributed to bound 

water in the system.  However, a slight broadening of this peak likely indicates additional -O-H 

stretching of the available alcohol groups.  While many of the spectral bands were retained, it 

should be noted that slight peak shifts were observed, which could be attributed to an increase in 

interactions with ions present in the solution as the polymer breaks down and chain stiffness is 

relaxed, allowing the M and G residues to interact more freely with their ionic environment. 
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Figure 6.2. SEM images at increasing magnification of the surfaces of calcium alginate beads without any 

cells (first column) and the immobilized biocatalysts prior to any reactions and after 10 reuses (second 

and third column respectively). 
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Figure 6.3.  FTIR profile of the immobilized biocatalysts prior to any reactions and after 10 reuses (red 

solid line and blue dashed line respectively). 

 

It appeared that alginate chain breakdown occurred slowly throughout cycling and 

reached a critical point of reduced polymeric integrity during the 10th cycle, causing the 

encapsulation system to break down.  Solubilization of the high molecular weight alginate 

polymers and leakage of the entrapped material is caused by degradation of the Ca2+ cross-linked 

matrix.[322]  This may occur by removal of the Ca2+ ions by chelating agents including organic 

acids, by a high concentration of other ions, proton catalyzed hydrolysis, and/or from enzymatic 

stress.[322]  The nature of the biocatalytic system used in this study is such that each of these 

factors likely contributed to the degradation of the alginate beads. 

 

6.5. Conclusions 

 

Encapsulation of filamentous fungal whole-cells in calcium alginate beads was shown to 

enable recycling of the biocatalyst with minimal loss of activity for up to 9 cycles.  After 9 

cycles, >290 mg of HMFCA was acquired (corresponding to a molar yield of ~60%).  Future 

work should focus on fungal strain evolution for enhanced substrate and by-product tolerance as 
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well as optimization of the composition of the immobilization matrix and its durability and 

functionality. 

 

6.6. Appendix D.  Supporting information for: Recyclable immobilized Trichoderma reesei 

whole-cells for the catalytic oxidation of 5-hydroxymethylfurfural 

 

Composition of the mineral salt media employed in the biocatalytic reactions 

 

1 g/L HMF, 0.2 g/L MgSO4•7H2O, 0.02 g/L CaCl2•2H2O, 0.5 g/L K2HPO4, 0.5g/L KH2PO4, 0.5 

NH4Cl, and 10 mL/L trace element solution (300 mg/L FeSO4•7H2O, 50 mg/L MnSO4•H2O, 

106 mg/L CoCl2•6H2O, 34 mg/L Na2MoO42H2O, 40 mg/L ZnSO4•7H2O, 50 mg/L 

CuSO4•5H2O) 

 

Parameters employed in high-performance liquid chromatography 

 

All HPLC analysis was performed on an Agilent 1260.  Components were analyzed using an 

Agilent ZORBAX Eclipse plus C18, 3.5 µm, 4.6 × 100 mm column with Agilent ZORBAX 

Reliance Cartridge guard column.  The specific LC parameters were as follows: 6 L injection 

volume, 0.8 mL/min flow rate, 274 nm detection wavelength, an isocratic elution of 100% HPLC 

grade water as mobile phase for 5 minutes plus 1-minute post-run.  All HPLC data analysis was 

performed using Agilent technologies OpenLAB CDS ChemStation software.  Analyte 

concentrations were calculated based on standard curves using pure reagents. 
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Figure S1.  FTIR spectra for Ca-alginate beads without cells. 
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Chapter 7: General Conclusions 

 

 

7.1. General conclusions and summary 

 

This thesis examined the application of filamentous fungi in the upgrading of biomass 

and biomass-derived feedstocks.  Filamentous fungi possess numerous advantages vis-à-vis more 

commonly employed biomass processes (i.e. thermochemical and/or non-filamentous fungal bio-

based conversions) and, as such, deserve continued exploration for use in biomass-based 

technologies.  Specifically, filamentous fungi are known to degrade myriad substrates and 

produce myriad valuable chemicals.  Here, it was shown that a specific strain of 

Penicillium/Talaromyces was able to degrade, albeit at different efficiencies, different biomass 

residues with widely varying compositions and, as an outcome of the degradation, to excrete 

chemicals with potential industrial application (Chapter 3).  Two products identified from this 

process were investigated further.  First, the production of biopigments from simulated food 

waste was enhanced (Chapter 4).  This was accomplished by employing a novel strategy 

involving the co-culturing of multiple strains of fungi together in one fermentation reaction.  

This ultimately elicited a near doubling of pigment production from the primary producing 

fungal strain. 

 The second chemical, which was first identified in the results described in Chapter 3 and 

then investigated further, was FDCA.  To that end, in Chapter 5, filamentous fungi were 

screened for their ability to oxidize the biomass-derived compound HMF (the primary substrate 

for production of FDCA).  Several strains demonstrated the ability to oxidize HMF into HMF 

acid and no further.  However, incorporation of an enzyme/mediator system with the whole-cells 

of Trichoderma reesei enabled the full oxidation pathway (i.e. HMF to FDCA).  Following this, 

the whole-cells of T. reesei were encapsulated in Ca-alginate beads in order to enable 

recyclability (Chapter 6). This technique was found to enable reuse of the whole-cell biocatalysts 

for up to nine reaction cycles. 
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7.2. Contributions to knowledge 

 

Filamentous fungi are expected to play an important role in the circular bio-economy due to 

their natural role as material recyclers.  This work has helped to advance the realization of such 

applications by making the folowing contributions to knowledge: 

 

1. A methodology was established for comprehensively screening and evaluating the 

products of filamentous fungal solid-state fermentation of waste biomass residues. 

2. A novel strategy involving the co-culturing of two filamentous fungal strains was 

described wherein significant enhancement of biopigment production may be achieved. 

3. Several strains of filamentous fungi were identified for the first time as having the ability 

to oxidize HMF into HMFCA. 

4. A novel chemo-biocatalytic cascade was described to achieve complete oxidation of 

HMF into FDCA. 

5. Encapsulation of filamentous fungal whole-cells, investigated here for the first time using 

filamentous fungal mycelia grown in liquid culture, was shown to enable the reuse of the 

biocatalysts for up to nine reaction cycles. 

 

7.3. Recommendations for future work 

 

Based on the work performed in this thesis, certain avenues for further advances in this line 

of research are proposed: 

 

1. The primary product of the methodology described in Chapter 3 was a large data set 

containing identities of all products of the bio-conversion of various residues. While 

statistical methods were useful in removing insignificant compounds from the data set, 

it was still necessary to perform identification of the products of industrial or 

commercial interest manually.  This approach is inefficient and hampers expanding the 

scope of such methodologies so as to include multiple organisms, process variables, etc.  

An efficient technique, likely sourced from bioinformatics, should be developed for 
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quickly distinguishing products of interest from those which have no industrial or 

commercial importance.     

2. The co-culturing of multiple strains of filamentous fungi was revealed to be an effective 

method for eliciting higher productivity in pigment-producing fungi (Chapter 4).  If 

these fungal-derived biopigments are to be used as natural colorants in food and 

textiles, their safety must be confirmed and, to that end, should be tested for toxicity 

toward mammalian cells.   

3. The results described in Chapter 5 suggest that the ability to oxidize HMF may be 

relatively common among filamentous fungi.  Future directions from here should be 

two-fold.  First, more strains of fungi should be screened for oxidative activity on 

HMF.  Second, but concurrently with the first strategy, a wider variety of industrially 

important aldehyde substrates (e.g. benzaldehyde) should be investigated using selected 

filamentous fungal whole-cell biocatalysts (e.g. T. reesei and A. niger). 

4. Encapsulation of T. reesei in Ca-alginate beads, as described in Chapter 6, enabled 

recyclability of the whole-cell biocatalysts for up to nine HMF oxidation reactions. As 

in (4), a wider variety of filamentous fungal strains as well as aldehyde substrates 

should be tested in encapsulated fungal whole-cell reaction systems.  Additionally, the 

ecapsulated biocatalysts should be employed in the chemo-biocatalytic cascade 

described in Chapter 5.  This may, for example, provide improved tolerance toward 

TEMPO which exhibited an inhibitory effect on the free whole-cell biocatalysts 

(especially A. niger). 

 

 

 

 

 

 

  



 158 

Bibliography 

 

[1] a) Miskolczi N, Bartha L, Deák G, Jóver B. Thermal degradation of municipal plastic waste 

for production of fuel-like hydrocarbons. Polym. Degrad. Stab. 2004;86(2):357-66; b) Galvin R, 

Asymmetric structuration theory: A sociology for an epoch of extreme economic inequality,in 

Inequality and Energy, Eds: Elsevier, 2020. ; c) Akorede MF, Hizam H, Pouresmaeil E. 

Distributed energy resources and benefits to the environment. Renewable Sustainable Energy 

Rev. 2010;14(2):724-34; d) Galkin KI, Ananikov VP. When will 5-hydroxymethylfurfural, the 

“sleeping giant” of sustainable chemistry, awaken? ChemSusChem. 2019;12(13):2976-82. 

[2] a) Egeblad K, Rass-Hansen J, Marsden CC, Taarning E, Christensen CH. Heterogeneous 

catalysis for production of value-added chemicals from biomass. Catalysis. 2009;21:13-50; b) 

Harvey LD. Energy and the new reality 2: carbon-free energy supply: Routledge; 2010; c) 

Kamm B, Kamm M. Principles of biorefineries. Appl. Microbiol. Biotechnol. 2004;64(2):137-

45. 

[3] a) H. Clark J, EI Deswarte F, J. Farmer T. The integration of green chemistry into future 

biorefineries. Biofuels, Bioproducts and Biorefining. 2009;3(1):72-90; b) Scarlat N, Dallemand 

J-F, Monforti-Ferrario F, Nita V. The role of biomass and bioenergy in a future bioeconomy: 

Policies and facts. Environmental Development. 2015;15:3-34. 

[4] Williamson MA. U.S. Biobased Products Market Potential and Projections Through 2025: 

Nova Science Publishers; 2010. 

[5] a) Sun Y, Cheng J. Hydrolysis of lignocellulosic materials for ethanol production: A review. 

Bioresour. Technol. 2002;83(1):1-11; b) Ubando AT, Felix CB, Chen W-H. Biorefineries in 

circular bioeconomy: A comprehensive review. Bioresour. Technol. 2020;299:122585. 

[6] a) Dahman Y, Dignan C, Fiayaz A, Chaudhry A, An introduction to biofuels, foods, 

livestock, and the environment,in Biomass, Biopolymer-Based Materials, and Bioenergy, Eds: 

Elsevier, 2019; b) Usmani Z, Sharma M, Awasthi AK, Lukk T, Tuohy MG, Gong L, et al. 

Lignocellulosic biorefineries: The current state of challenges and strategies for efficient 

commercialization. Renewable Sustainable Energy Rev. 2021;148:111258. 

[7] a) Attard T, Hunt A, Matharu A, Houghton J, Polikarpov I. Introduction to Chemicals from 

Biomass, Second Edition 2014; b) Putro JN, Soetaredjo FE, Lin S-Y, Ju Y-H, Ismadji S. 



 159 

Pretreatment and conversion of lignocellulose biomass into valuable chemicals. RSC Adv. 

2016;6(52):46834-52. 

[8] Bhatia SK, Kim SH, Yoon JJ, Yang YH. Current status and strategies for second generation 

biofuel production using microbial systems. Energy Convers. Manage. 2017;148:1142-56. 

[9] Brethauer S, Shahab RL, Studer MH. Impacts of biofilms on the conversion of cellulose. 

Appl. Microbiol. Biotechnol. 2020;104(12):5201-12. 

[10] a) Borkovich KA, Ebbole DJ. Cellular and molecular biology of filamentous fungi. 

Washington, DC: ASM Press; 2010; b) Ruisi S, Barreca D, Selbmann L, Zucconi L, Onofri S. 

Fungi in Antarctica. Rev. Environ. Sci. Bio/Technol. 2007;6(1):127-41; c) Rauch ME, Graef 

HW, Rozenzhak SM, Jones SE, Bleckmann CA, Kruger RL, et al. Characterization of microbial 

contamination in United States Air Force aviation fuel tanks. Journal of Industrial Microbiology 

and Biotechnology. 2006;33(1):29-36. 

[11] a) Meyer V, Basenko EY, Benz JP, Braus GH, Caddick MX, Csukai M, et al. Growing a 

circular economy with fungal biotechnology: A white paper. Fungal Biol. Biotechnol. 2020;7; b) 

Wikandari R, Hasniah N, Taherzadeh MJ. The role of filamentous fungi in advancing the 

development of a sustainable circular bioeconomy. Bioresour. Technol. 2022;345:126531. 

[12] a) Kumar D, Singh B, Korstad J. Utilization of lignocellulosic biomass by oleaginous yeast 

and bacteria for production of biodiesel and renewable diesel. Renewable and Sustainable 

Energy Reviews. 2017;73(Supplement C):654-71; b) Rackemann DW, Doherty WOS. The 

conversion of lignocellulosics to levulinic acid. Biofuels, Bioproducts and Biorefining. 

2011;5(2):198-214; c) Maity SK. Opportunities, recent trends and challenges of integrated 

biorefinery: Part I. Renewable Sustainable Energy Rev. 2015;43:1427-45. 

[13] Saxena RC, Adhikari DK, Goyal HB. Biomass-based energy fuel through biochemical 

routes: A review. Renewable Sustainable Energy Rev. 2009;13(1):167-78. 

[14] Bozell JJ, Petersen GR. Technology development for the production of biobased products 

from biorefinery carbohydrates-the US Department of Energy's "Top 10" revisited. Green Chem. 

2010;12(4):539-54. 

[15] Budzianowski WM. High-value low-volume bioproducts coupled to bioenergies with 

potential to enhance business development of sustainable biorefineries. Renewable Sustainable 

Energy Rev. 2017;70:793-804. 



 160 

[16] a) Teigiserova DA, Hamelin L, Thomsen M. Review of high-value food waste and food 

residues biorefineries with focus on unavoidable wastes from processing. Resour., Conserv. 

Recycl. 2019;149:413-26; b) Bhatia S. Advanced renewable energy systems: WPI Publishing; 

2014; c) Ishizaki H, Hasumi K, Ethanol Production from Biomass,in Research Approaches to 

Sustainable Biomass Systems, Eds: Tojo S, Hirasawa T. Academic Press, Boston, 2014. 

[17] Maina S, Kachrimanidou V, Koutinas A. A roadmap towards a circular and sustainable 

bioeconomy through waste valorization. Curr. Opin. Green Sustain. Chem. 2017;8:18-23. 

[18] a) Dusselier M, Mascal M, Sels BF, Top chemical opportunities from carbohydrate biomass: 

A chemist’s view of the biorefinery,in Selective Catalysis for Renewable Feedstocks and 

Chemicals, Eds: Springer International Publishing, Cham, 2014; b) Brown RC, Stevens C. 

Thermochemical Processing of Biomass: Conversion into Fuels, Chemicals and Power: Wiley; 

2011. 

[19] a) Leatham GF, Himmel ME. Enzymes in Biomass Conversion: American Chemical 

Society; 1991. 550 p; b) Sundarram A, Murthy TPK. Amylase production and applications: A 

review. J. Appl. Environ. Microbiol. 2014;2(4):166-75. 

[20] Liu G, Zhang J, Bao J. Cost evaluation of cellulase enzyme for industrial-scale cellulosic 

ethanol production based on rigorous Aspen Plus modeling. Bioprocess Biosyst. Eng. 

2016;39(1):133-40. 

[21] Hermann BG, Patel M. Today’s and tomorrow’s bio-based bulk chemicals from white 

biotechnology. Appl. Biochem. Biotechnol. 2007;136(3):361-88. 

[22] Cok B, Tsiropoulos I, Roes AL, Patel MK. Succinic acid production derived from 

carbohydrates: An energy and greenhouse gas assessment of a platform chemical toward a bio-

based economy. Biofuels, Bioproducts and Biorefining. 2014;8(1):16-29. 

[23] a) Koutinas AA, Vlysidis A, Pleissner D, Kopsahelis N, Lopez Garcia I, Kookos IK, et al. 

Valorization of industrial waste and by-product streams via fermentation for the production of 

chemicals and biopolymers. Chem. Soc. Rev. 2014;43(8):2587-627; b) Ferreira JA, Mahboubi A, 

Lennartsson PR, Taherzadeh MJ. Waste biorefineries using filamentous Ascomycetes fungi: 

Present status and future prospects. Bioresour. Technol. 2016;215:334-45. 

[24] a) Hanson JR. Chemistry of Fungi: Royal Society of Chemistry; 2008; b) Mueller GM, 

Schmit JP. Fungal biodiversity: What do we know? What can we predict? Biodiversity and 



 161 

Conservation. 2007;16(1):1-5; c) Garraway MO, Evans RC. Fungal nutrition and physiology: 

Wiley; 1984. 

[25] Moore D, Robson GD, Trinci APJ. 21st Century Guidebook to Fungi: Cambridge 

University Press; 2011. 

[26] El-Naggar NE-A, El-Hersh MS. Organic acids associated with saccharification of cellulosic 

wastes during solid-state fermentation. J. Microbiol. 2011;49(1):58-65. 

[27] a) Demirbas A. Biorefineries: Current activities and future developments. Energy Convers. 

Manage. 2009;50(11):2782-801; b) Girisuta B. Levulinic acid from lignocellulosic biomass: 

University of Groningen; 2007. 

[28] a) Roy Goswami S, Dumont M-J, Raghavan V. Starch to value added biochemicals. Starch - 

Stärke. 2016;68(3-4):274-86; b) Shannon JC, Garwood DL, Boyer CD, Genetics and Physiology 

of Starch Development,in Starch (Third Edition), Eds: Academic Press, San Diego, 2009. 

[29] a) Robyt JF, Enzymes and Their Action on Starch,in Starch (Third Edition), Eds: Academic 

Press, San Diego, 2009; b) Saha BC, Mathupala SP, Zeikus JG, Comparison of amylopullulanase 

to α-amylase and pullulanase,in Enzymes in Biomass Conversion, 460, Eds: American Chemical 

Society, 1991. 

[30] a) Chahal DS, Production of Trichoderma reesei cellulase system with high hydrolytic 

potential by solid-state fermentation,in Enzymes in Biomass Conversion, 460, Eds: American 

Chemical Society, 1991; b) Golan AE. Cellulase: Types and action, mechanism, and uses. 

Biotechnology in Agriculture, Industry and Medicine. 2011. 

[31] Ebringerova A. Structural diversity and application potential of hemicelluloses. Macromol. 

Symp. 2006;232:1-12. 

[32] Poutanen K, Tenkanen M, Korte H, Puls J, Accessory Enzymes Involved in the Hydrolysis 

of Xylans,in Enzymes in Biomass Conversion, 460, Eds: American Chemical Society, 1991. 

[33] a) Morohoshi N, Laccases of the ligninolytic fungus Coriolus versicolor,in Enzymes in 

Biomass Conversion, 460, Eds: American Chemical Society, 1991; b) Daniel G, Fungal 

Degradation of Wood Cell Walls in Secondary Xylem Biology, Eds: Academic Press, Boston, 

2016; c) Jaqueline Mendonça Maciel M, Castro e Silva A, Ribeiro H. Industrial and 

biotechnological applications of ligninolytic enzymes of the Basidiomycota: A Review2010. 

[34] Tkacz JS, Lange L. Advances in Fungal Biotechnology for Industry, Agriculture, and 

Medicine: Springer US; 2012. 



 162 

[35] Jongh Wd, Nielsen J. Organic acid production by Aspergillus niger: Technical University of 

Denmark; 2006. 

[36] Porro D, Branduardi P, Production of Organic Acids by Yeasts and Filamentous Fungi,in 

Biotechnology of Yeasts and Filamentous Fungi, Eds: Sibirny AA. Springer International 

Publishing, Cham, 2017. 

[37] Ho Nam Chang BHC, inventor; Korea Advances Institute of Science and Tech KAIST, 

assignee. Method for continuously producing citric acid by dual hollow fiber membrane 

bioreactor. US. 1990. 

[38] Berovič M, Rošelj M, Wondra M. Possibilities of redox potential regulation in submerged 

citric acid bioprocessing on beet molasses substrate. Food Technol. Biotechnol. 2000;38(3):193-

201. 

[39] Lotfy WA, Ghanem KM, El-Helow ER. Citric acid production by a novel Aspergillus niger 

isolate: I. Mutagenesis and cost reduction studies. Bioresour. Technol. 2007;98(18):3464-9. 

[40] Hang YD, Woodams EE. Apple pomace: A potential substrate for citric acid production by 

Aspergillus niger. Biotechnol. Lett. 1984;6(11):763-4. 

[41] Zhou P-P, Meng J, Bao J. Fermentative production of high titer citric acid from corn stover 

feedstock after dry dilute acid pretreatment and biodetoxification. Bioresour. Technol. 

2017;224:563-72. 

[42] Rodrigues C, de Souza Vandenberghe LP, Teodoro J, Pandey A, Soccol CR. Improvement 

on citric acid production in solid-state fermentation by Aspergillus niger LPB BC mutant using 

citric pulp. Appl. Biochem. Biotechnol. 2009;158(1):72-87. 

[43] Dhillon GS, Brar SK, Verma M, Tyagi RD. Utilization of different agro-industrial wastes 

for sustainable bioproduction of citric acid by Aspergillus niger. Biochem. Eng. J. 

2011;54(2):83-92. 

[44] Kudzai CT, Ajay K, Ambika P. Citric acid production by Aspergillus niger using different 

substrates. Malays. J. Microbiol. 2016;12(3):199-204. 

[45] Ozdal M, Kurbanoglu EB. Citric acid production by Aspergillus niger from agro-industrial 

by-products: Molasses and chicken feather peptone. Waste Biomass Valorization. 2018. 

[46] Dhillon GS, Brar SK, Kaur S, Verma M. Screening of agro-industrial wastes for citric acid 

bioproduction by Aspergillus niger NRRL 2001 through solid state fermentation. J. Sci. Food 

Agric. 2013;93(7):1560-7. 



 163 

[47] Barrington S, Kim JS, Wang L, Kim J-W. Optimization of citric acid production by 

Aspergillus niger NRRL 567 grown in a column bioreactor. Korean J. Chem. Eng. 

2009;26(2):422-7. 

[48] Hang YD, Woodams EE. Corn husks: A potential substrate for production of citric acid by 

Aspergillus niger. LWT--Food Sci. Technol. 2000;33(7):520-1. 

[49] Karthikeyan A, Sivakumar N. Citric acid production by Koji fermentation using banana peel 

as a novel substrate. Bioresour. Technol. 2010;101(14):5552-6. 

[50] Singh nee’ Nigam P, Production of organic acids from agro-industrial residues,in 

Biotechnology for Agro-Industrial Residues Utilisation: Utilisation of Agro-Residues, Eds: 

Springer Netherlands, Dordrecht, 2009. 

[51] Torrado AM, Cortés S, Manuel Salgado J, Max B, Rodríguez N, Bibbins BP, et al. Citric 

acid production from orange peel wastes by solid-state fermentation. Braz. J. Microbiol. 

2011;42(1):394-409. 

[52] Rivas B, Torrado A, Torre P, Converti A, Domínguez JM. Submerged citric acid 

fermentation on orange peel autohydrolysate. J. Agric. Food Chem. 2008;56(7):2380-7. 

[53] Vandenberghe LPS, Soccol CR, Prado FC, Pandey A. Comparison of citric acid production 

by solid-state fermentation in flask, column, tray, and drum bioreactors. Appl. Biochem. 

Biotechnol. 2004;118(1):293-303. 

[54] Mazaheri AM, Nikkhah M. Production of citric acid from date pulp by solid state 

fermentation. J. Agric. Sci. Technol. 2002;4:119-25. 

[55] Aravantinos‐Zafiris G, Tzia C, Oreopoulou V, Thomopoulos CD. Fermentation of orange 

processing wastes for citric acid production. J. Sci. Food Agric. 1994;65(1):117-20. 

[56] Hartmeier W, inventor; Boehringer Ingelheim GmbH, assignee. Glucose oxidation with 

immobilized glucose oxidase-catalase 1984. 

[57] Sakurai H, Hang Woo L, Sato S, Mukataka S, Takahashi J. Gluconic acid production at high 

concentrations by Aspergillus niger immobilized on a nonwoven fabric. J. Ferment. Bioeng. 

1989;67(6):404-8. 

[58] Anastassiadis S, Rehm HJ. Continuous gluconic acid production by Aureobasidium 

pullulans with and without biomass retention. Electron. J. Biotechnol. 2006;9(5):0-. 

[59] Roukas T. Citric and gluconic acid production from fig by Aspergillus niger using solid-

state fermentation. J. Ind. Microbiol. Biotechnol. 2000;25(6):298-304. 



 164 

[60] Singh OV, Jain RK, Singh RP. Gluconic acid production under varying fermentation 

conditions by Aspergillus niger. J. Chem. Technol. Biotechnol. 2003;78(2-3):208-12. 

[61] Ajala EO, Ajala MA, Ogunniyi DS, Sunmonu MO. Kinetics of gluconic acid production and 

cell growth in a batch bioreactor by Aspergillus niger using breadfruit hydrolysate. J. Food 

Process Eng. 2017;40(3):e12461. 

[62] Zhang H, Zhang J, Bao J. High titer gluconic acid fermentation by Aspergillus niger from 

dry dilute acid pretreated corn stover without detoxification. Bioresour. Technol. 2016;203:211-

9. 

[63] Sharma A, Vivekanand V, Singh RP. Solid-state fermentation for gluconic acid production 

from sugarcane molasses by Aspergillus niger ARNU-4 employing tea waste as the novel solid 

support. Bioresour. Technol. 2008;99(9):3444-50. 

[64] Purane N, Sharma S, Salunkhe P, Labade D, Tondlikar M. Gluconic acid production from 

golden syrup by Aspergillus niger strain using semiautomatic stirred-tank fermenter. Journal of 

Microbial Biochemical Technology. 2012;4:92-5. 

[65] Ying-Chieh Tsai M-CH, Shuen-Fuh Lin, Yuan-Chi Su, inventor; National Science Council, 

assignee. Method for the production of itaconic acid using Aspergillus terreus solid state 

fermentation. United States. 2001. 

[66] Yahiro K, Takahama T, Park YS, Okabe M. Breeding of Aspergillus terreus mutant TN-484 

for itaconic acid production with high yield. J. Ferment. Bioeng. 1995;79(5):506-8. 

[67] Kuenz A, Gallenmüller Y, Willke T, Vorlop K-D. Microbial production of itaconic acid: 

Developing a stable platform for high product concentrations. Appl. Microbiol. Biotechnol. 

2012;96(5):1209-16. 

[68] Yahiro K, Shibata S, Jia S-R, Park Y, Okabe M. Efficient itaconic acid production from raw 

corn starch. J. Ferment. Bioeng. 1997;84(4):375-7. 

[69] Karaffa L, Díaz R, Papp B, Fekete E, Sándor E, Kubicek CP. A deficiency of manganese 

ions in the presence of high sugar concentrations is the critical parameter for achieving high 

yields of itaconic acid by Aspergillus terreus. Appl. Microbiol. Biotechnol. 2015;99(19):7937-

44. 

[70] Saha BC, Kennedy GJ, Qureshi N, Bowman MJ. Production of itaconic acid from pentose 

sugars by Aspergillus terreus. Biotechnol. Prog. 2017;33(4):1059-67. 



 165 

[71] Krull S, Eidt L, Hevekerl A, Kuenz A, Prüße U. Itaconic acid production from wheat chaff 

by Aspergillus terreus. Process Biochem. 2017;63:169-76. 

[72] Krull S, Hevekerl A, Kuenz A, Prüße U. Process development of itaconic acid production 

by a natural wild type strain of Aspergillus terreus to reach industrially relevant final titers. Appl. 

Microbiol. Biotechnol. 2017;101(10):4063-72. 

[73] Wu X, Liu Q, Deng Y, Li J, Chen X, Gu Y, et al. Production of itaconic acid by 

biotransformation of wheat bran hydrolysate with Aspergillus terreus CICC40205 mutant. 

Bioresour. Technol. 2017;241:25-34. 

[74] Zhimin Y, Ke W, Jie J, Xiangming C. Solid state fermentation condition for itaconic acid 

production from agricultural waste. Food Ferment. Ind. 2009;1:99-102. 

[75] Dwiarti L, Otsuka M, Miura S, Yaguchi M, Okabe M. Itaconic acid production using sago 

starch hydrolysate by Aspergillus terreus TN484-M1. Bioresour. Technol. 2007;98(17):3329-37. 

[76] Lorraine B. Ling TKN, inventor; E I du Pont de Nemours and Co, assignee. Fermentation 

process for carboxylic acids. United States. 1989. 

[77] Shigeo A, Akira F, Ichiro TK, inventors; Kyowa Hakko Kogyo, Co Ltd, assignee. Method 

of producing L-malic acid by fermentation 1962. 

[78] Knuf C, Nookaew I, Brown SH, McCulloch M, Berry A, Nielsen J. Investigation of malic 

acid production in Aspergillus oryzae under nitrogen starvation conditions. Appl. Environ. 

Microbiol. 2013;79(19):6050-8. 

[79] Brown SH, Bashkirova L, Berka R, Chandler T, Doty T, McCall K, et al. Metabolic 

engineering of Aspergillus oryzae NRRL 3488 for increased production of L-malic acid. Appl. 

Microbiol. Biotechnol. 2013;97(20):8903-12. 

[80] Battat E, Peleg Y, Bercovitz A, Rokem JS, Goldberg I. Optimization of L-malic acid 

production by Aspergillus flavus in a stirred fermentor. Biotechnol. Bioeng. 1991;37(11):1108-

16. 

[81] West TP. Malic acid production from thin stillage by Aspergillus species. Biotechnol. Lett. 

2011;33(12):2463-7. 

[82] Iyyappan J, Bharathiraja B, Baskar G, Jayamuthunagai J, Barathkumar S, Anna shiny R. 

Malic acid production by chemically induced Aspergillus niger MTCC 281 mutant from crude 

glycerol. Bioresour. Technol. 2018;251:264-7. 



 166 

[83] Taing O, Taing K. Production of malic and succinic acids by sugar-tolerant yeast 

Zygosaccharomyces rouxii. Eur Food Res Technol. 2007;224(3):343-7. 

[84] Zelle RM, de Hulster E, van Winden WA, de Waard P, Dijkema C, Winkler AA, et al. 

Malic acid production by Saccharomyces cerevisiae: Engineering of pyruvate carboxylation, 

oxaloacetate reduction, and malate export. Appl. Environ. Microbiol. 2008;74(9):2766-77. 

[85] Liu J-M, Yu T-C, Lin S-P, Hsu R-J, Hsu K-D, Cheng K-C. Evaluation of kojic acid 

production in a repeated-batch PCS biofilm reactor. J. Biotechnol. 2016;218:41-8. 

[86] Hassan H, Saad A, Hazzaa M, Ibrahim E. Optimization study for the production of kojic 

acid crystals by Aspergillus oryzae var. effusus NRC 14 isolate. Int. J. Curr. Microbiol. Appl. 

Sci. 2014;3(10):133-42. 

[87] Kumar CR, Jayalakshmi S. Use of coconut coir fibers as an inert solid support for kojic acid 

production under solid state fermentation. Int. J. Curr. Microbiol. Appl. Sci. 2016;5(12):256-64. 

[88] Yan S, Tang H, Wang S, Xu L, Liu H, Guo Y, et al. Improvement of kojic acid production 

in Aspergillus oryzae B008 mutant strain and its uses in fermentation of concentrated corn stalk 

hydrolysate. Bioprocess Biosyst. Eng. 2014;37(6):1095-103. 

[89] Kwak MY, Rhee JS. Cultivation characteristics of immobilized Aspergillus oryzae for kojic 

acid production. Biotechnol. Bioeng. 1992;39(9):903-6. 

[90] Futamura T, Okabe M, Tamura T, Toda K, Matsunobu T, Park YS. Improvement of 

production of kojic acid by a mutant strain Aspergillus oryzae, MK107-39. J. Biosci. Bioeng. 

2001;91(3):272-6. 

[91] Rasmey A-h, Basha A. Isolation and screening of kojic acid producing isolate of Aspergillus 

oryzae potentially applicable for production from sugarcane molasses. Int. J. Biol. Sci. 

2016;4(2):119-28. 

[92] Nurashikin S, Rusley E, Husaini A. Solid-state bio conversion of pineapple residues into 

kojic acid by Aspergillus flavus: A prospective study. World Acad. Sci. Eng. Technol. 

2013;7(8):825-7. 

[93] Rosfarizan M, Ariff AB. Kinetics of kojic acid fermentation by Aspergillus flavus using 

different types and concentrations of carbon and nitrogen sources. J. Ind. Microbiol. Biotechnol. 

2000;25(1):20-4. 

[94] Coelho RS, Anschau A, Monte-Alegre R. Kojic acid production from glycerol: 

Optimization using central composite rotatable design. J. Biotechnol. 2010;150:84. 



 167 

[95] El-Kady IA, Zohri ANA, Hamed SR. Kojic acid production from agro-industrial by-

products using fungi. Biotechnol. Res. Int. 2014;2014. 

[96] Devi KBD, Vijayalakshmi P, Shilpa V, Kumar BV. Response surface methodology for the 

optimization of kojic acid production by Aspergillus flavus using Muntingia calabura fruits as a 

carbon source. Indian J. Sci. Technol. 2015;8(6):556-61. 

[97] Ammar HAM, Ezzat SM, Houseny AM. Improved production of kojic acid by mutagenesis 

of Aspergillus flavus HAk1 and Aspergillus oryzae HAk2 and their potential antioxidant activity. 

3 Biotech. 2017;7(5):276. 

[98] El-Aasar SA. Cultural conditions studies on kojic acid production by Aspergillus 

parasiticus. Int. J. Agric. Biol. 2006;8(4):468-73. 

[99] Shih-Perng Tsai SHM, Robert Coleman, inventor; University of Chicago, assignee. 

Fermentation and recovery process for lactic acid production. United States. 1995. 

[100] Park EY, Kosakai Y, Okabe M. Efficient production of L-(+) -lactic acid using mycelial 

cotton-like flocs of Rhizopus oryzae in an air-lift bioreactor. Biotechnol. Prog. 1998;14(5):699-

704. 

[101] Guo Y, Yan Q, Jiang Z, Teng C, Wang X. Efficient production of lactic acid from sucrose 

and corncob hydrolysate by a newly isolated Rhizopus oryzae GY18. J. Ind. Microbiol. 

Biotechnol. 2010;37(11):1137-43. 

[102] Wang P, Li J, Wang L, Tang M-l, Yu Z-l, Zheng Z-m. L(+)-lactic acid production by co-

fermentation of glucose and xylose with Rhizopus oryzae obtained by low-energy ion beam 

irradiation. J. Ind. Microbiol. Biotechnol. 2009;36(11):1363. 

[103] Soccol CR, Marin B, Raimbault M, Lebeault J-M. Potential of solid state fermentation for 

production of L(+)-lactic acid by Rhizopus oryzae. Appl. Microbiol. Biotechnol. 1994;41(3):286-

90. 

[104] Zhou Y, Domínguez JM, Cao N, Du J, Tsao GT, Optimization of L-lactic acid production 

from glucose by Rhizopus oryzae ATCC 52311,in Applied Biochemistry and Biotechnology 

Proceedings of the Twentieth Symposium on Biotechnology for Fuels and Chemicals, Eds: 

Davison B, Finkelstein M. Humana Press, Totowa, NJ, 1999. 

[105] Phrueksawan P, Kulpreecha S, Sooksai S, Thongchul N. Direct fermentation of L(+)-lactic 

acid from cassava pulp by solid state culture of Rhizopus oryzae. Bioprocess Biosyst. Eng. 

2012;35(8):1429-36. 



 168 

[106] Yamane T, Tanaka R. Highly accumulative production of l(+)-lactate from glucose by 

crystallization fermentation with immobilized Rhizopus oryzae. J. Biosci. Bioeng. 

2013;115(1):90-5. 

[107] Trakarnpaiboon S, Srisuk N, Piyachomkwan K, Yang S-T, Kitpreechavanich V. L-lactic 

acid production from liquefied cassava starch by thermotolerant Rhizopus microsporus: 

Characterization and optimization. Process Biochem. 2017;63:26-34. 

[108] Hu J, Lin Y, Zhang Z, Xiang T, Mei Y, Zhao S, et al. High-titer lactic acid production by 

Lactobacillus pentosus FL0421 from corn stover using fed-batch simultaneous saccharification 

and fermentation. Bioresour. Technol. 2016;214:74-80. 

[109] Hu J, Zhang Z, Lin Y, Zhao S, Mei Y, Liang Y, et al. High-titer lactic acid production 

from NaOH-pretreated corn stover by Bacillus coagulans LA204 using fed-batch simultaneous 

saccharification and fermentation under non-sterile condition. Bioresour. Technol. 

2015;182:251-7. 

[110] Liu G, Sun J, Zhang J, Tu Y, Bao J. High titer L-lactic acid production from corn stover 

with minimum wastewater generation and techno-economic evaluation based on Aspen plus 

modeling. Bioresour. Technol. 2015;198:803-10. 

[111] Qin J, Zhao B, Wang X, Wang L, Yu B, Ma Y, et al. Non-sterilized fermentative 

production of polymer-grade L-lactic acid by a newly isolated thermophilic strain Bacillus sp. 2–

6. PLoS One. 2009;4(2):e4359. 

[112] Awasthi D, Wang L, Rhee MS, Wang Q, Chauliac D, Ingram LO, et al. Metabolic 

engineering of Bacillus subtilis for production of D-lactic acid. Biotechnol. Bioeng. 

2018;115(2):453-63. 

[113] Rhodes RA, Lagoda AA, Misenheimer TJ, Smith ML, Anderson RF, Jackson RW. 

Production of fumaric acid in 20-liter fermentors. Appl. Microbiol. 1962;10(1):9-15. 

[114] Papadaki A, Papapostolou H, Alexandri M, Kopsahelis N, Papanikolaou S, de Castro AM, 

et al. Fumaric acid production using renewable resources from biodiesel and cane sugar 

production processes. Environ. Sci. Pollut. Res. 2018;25(36):35960-70. 

[115] Liu H, Ma J, Wang M, Wang W, Deng L, Nie K, et al. Food waste fermentation to fumaric 

acid by Rhizopus arrhizus RH7-13. Appl. Biochem. Biotechnol. 2016;180(8):1524-33. 



 169 

[116] Buzzini P, Gobetti M, Rossi J. Fumaric acid production by Rhizopus arrhizus in solid state 

fermentation on lyophilized orange peels. Annali della Facolta'di Agraria, Universita'degli Studi 

di Perugia (Italy). 1990. 

[117] Liu H, Hu H, Jin Y, Yue X, Deng L, Wang F, et al. Co-fermentation of a mixture of 

glucose and xylose to fumaric acid by Rhizopus arrhizus RH 7-13-9#. Bioresour. Technol. 

2017;233:30-3. 

[118] Liu H, Zhao S, Jin Y, Yue X, Deng L, Wang F, et al. Production of fumaric acid by 

immobilized Rhizopus arrhizus RH 7-13-9# on loofah fiber in a stirred-tank reactor. Bioresour. 

Technol. 2017;244:929-33. 

[119] Cao N, Du J, Gong CS, Tsao GT. Simultaneous production and recovery of fumaric acid 

from immobilized Rhizopus oryzae with a rotary biofilm contactor and an adsorption column. 

Appl. Environ. Microbiol. 1996;62(8):2926-31. 

[120] Deng Y, Li S, Xu Q, Gao M, Huang H. Production of fumaric acid by simultaneous 

saccharification and fermentation of starchy materials with 2-deoxyglucose-resistant mutant 

strains of Rhizopus oryzae. Bioresour. Technol. 2012;107:363-7. 

[121] Wang G, Huang D, Li Y, Wen J, Jia X. A metabolic-based approach to improve xylose 

utilization for fumaric acid production from acid pretreated wheat bran by Rhizopus oryzae. 

Bioresour. Technol. 2015;180:119-27. 

[122] Das RK, Lonappan L, Brar SK, Verma M. Bio-conversion of apple pomace into fumaric 

acid in a rotating drum type solid-state bench scale fermenter and study of the different 

underlying mechanisms. RSC Adv. 2015;5(126):104472-9. 

[123] a) Izmirlioglu G, Demirci A. Strain selection and medium optimization for glucoamylase 

production from industrial potato waste by Aspergillus niger. J. Sci. Food Agric. 

2016;96(8):2788-95; b) Mrudula S, Murugammal R. Production of cellulase by Aspergillus niger 

under submerged and solid state fermentation using coir waste as a substrate. Braz. J. Microbiol. 

2011;42:1119-27. 

[124] Jun H, Kieselbach T, Jönsson LJ. Enzyme production by filamentous fungi: Analysis of 

the secretome of Trichoderma reesei grown on unconventional carbon source. Microb. Cell Fact. 

2011;10:68. 

[125] a) Leatham GF, Forrester IT, Mishra C, Enzymes from Solid Substrates,in Enzymes in 

Biomass Conversion, 460, Eds: American Chemical Society, 1991. ; b) Dashtban M, Schraft H, 



 170 

Syed TA, Qin W. Fungal biodegradation and enzymatic modification of lignin. Int. J. Biochem. 

Mol. Biol. 2010;1(1):36-50. 

[126] Abd-Elhalem BT, El-Sawy M, Gamal RF, Abou-Taleb KA. Production of amylases from 

Bacillus amyloliquefaciens under submerged fermentation using some agro-industrial by-

products. Ann. Agric. Sci. 2015;60(2):193-202. 

[127] Sahnoun M, Kriaa M, Elgharbi F, Ayadi D-Z, Bejar S, Kammoun R. Aspergillus oryzae S2 

alpha-amylase production under solid state fermentation: Optimization of culture conditions. Int. 

J. Biol. Macromol. 2015;75:73-80. 

[128] Jain D, Katyal P. Optimization of gluco-amylase production from Aspergillus spp. for its 

use in saccharification of liquefied corn starch. 3 Biotech. 2018;8(2):101. 

[129] Colla E, Santos LO, Deamici K, Magagnin G, Vendruscolo M, Costa JAV. Simultaneous 

production of amyloglucosidase and exo-polygalacturonase by Aspergillus niger in a rotating 

drum reactor. Appl. Biochem. Biotechnol. 2017;181(2):627-37. 

[130] Ghosh B, Ray RR. Extra-cellular isoamylase production by Rhizopus oryzae in solid-state 

fermentation of agro wastes. Braz. Arch. Biol. Technol. 2011;54(5):867-76. 

[131] Ran H, Wu J, Wu D, Duan X. Enhanced production of recombinant Thermobifida fusca 

isoamylase in Escherichia coli MDS42. Appl. Biochem. Biotechnol. 2016;180(3):464-76. 

[132] Haque MA, Kachrimanidou V, Koutinas A, Lin CSK. Valorization of bakery waste for 

biocolorant and enzyme production by Monascus purpureus. J. Biotechnol. 2016;231:55-64. 

[133] Chahal D. Solid-state fermentation with Trichoderma reesei for cellulase production. Appl. 

Environ. Microbiol. 1985;49(1):205-10. 

[134] Gaur R, Tiwari S. Isolation, production, purification and characterization of an organic-

solvent-thermostable alkalophilic cellulase from Bacillus vallismortis RG-07. BMC 

Biotechnology. 2015;15(1):19. 

[135] Zhang F, Zhao X, Bai F. Improvement of cellulase production in Trichoderma reesei Rut-

C30 by overexpression of a novel regulatory gene Trvib-1. Bioresour. Technol. 2018;247:676-

83. 

[136] Xin F, Geng A. Horticultural waste as the substrate for cellulase and hemicellulase 

production by Trichoderma reesei under solid-state fermentation. Appl. Biochem. Biotechnol. 

2010;162(1):295-306. 



 171 

[137] Sukumaran RK, Singhania RR, Mathew GM, Pandey A. Cellulase production using 

biomass feed stock and its application in lignocellulose saccharification for bio-ethanol 

production. Renewable Energy. 2009;34(2):421-4. 

[138] Hemansi, Gupta R, Kuhad RC, Saini JK. Cost effective production of complete cellulase 

system by newly isolated Aspergillus niger RCKH-3 for efficient enzymatic saccharification: 

Medium engineering by overall evaluation criteria approach (OEC). Biochem. Eng. J. 2018. 

[139] Ruey-Shyang Hseu Y-HH, inventor; Yeeder Biotechnology Corp, Geneway Biotechnology 

Corp, assignee. Recombinant xylanases derived from anaerobic fungi, and the relevant 

sequences, expression vectors and hosts. United States. 2007. 

[140] Menezes BdS, Rossi DM, Antônio M, Ayub Z. Screening of filamentous fungi to produce 

xylanase and xylooligosaccharides in submerged and solid-state cultivations on rice husk, 

soybean hull, and spent malt as substrates. World J. Microbiol. Biotechnol. 2017;33(3):1. 

[141] Ye Y, Li X, Cao Y, Du J, Chen S, Zhao J. A β-xylosidase hyper-production Penicillium 

oxalicum mutant enhanced ethanol production from alkali-pretreated corn stover. Bioresour. 

Technol. 2017;245:734-42. 

[142] Lin T-C, Chen C. Enhanced mannanase production by submerged culture of Aspergillus 

niger NCH-189 using defatted copra based media. Process Biochem. 2004;39(9):1103-9. 

[143] Zine A, Peshwe S. Isolation screening and identification of fungal mannanase producer. 

Int. J. Curr. Res. Life Sci. 2018;7(02):1093. 

[144] Munir N, Asgher M, Tahir IM, Riaz M, Bilal M, Shah SA. Utilization of agro-wastes for 

production of ligninolytic enzymes in liquid state fermentation by Phanerochaete 

chrysosporium-IBL-03. Int. J. Chem. Biochem. Sci. 2015;7:9-14. 

[145] Rodríguez Couto S, Domínguez A, Sanromán A. Utilisation of lignocellulosic wastes for 

lignin peroxidase production by semi-solid-state cultures of Phanerochaete chrysosporium. 

Biodegradation. 2001;12(5):283-9. 

[146] Salvachúa D, Prieto A, López-Abelairas M, Lu-Chau T, Martínez ÁT, Martínez MJ. 

Fungal pretreatment: An alternative in second-generation ethanol from wheat straw. Bioresour. 

Technol. 2011;102(16):7500-6. 

[147] Stoilova IS, Gargova SA, Krastanov AI. Production of enzymes by mixed culture from 

micelial fungi in solid-state fermentation. Biotechnol. Biotechnol. Equip. 2005;19(1):103-8. 



 172 

[148] Kumar S, Mishra A. Optimization of laccase production from WRF-1 on groundnut shell 

and cyanobacterial biomass: By application of Box-Behnken experimental design. J. Microbiol. 

Biotechnol. Res. 2017;1(2):33-53. 

[149] Kachrimanidou V, Kopsahelis N, Chatzifragkou A, Papanikolaou S, Yanniotis S, Kookos 

I, et al. Utilisation of by-products from sunflower-based biodiesel production processes for the 

production of fermentation feedstock. Waste Biomass Valorization. 2013;4(3):529-37. 

[150] Wang R, Shaarani SM, Godoy LC, Melikoglu M, Vergara CS, Koutinas A, et al. 

Bioconversion of rapeseed meal for the production of a generic microbial feedstock. Enzyme 

Microb. Technol. 2010;47(3):77-83. 

[151] Tsouko E, Kachrimanidou V, dos Santos AF, do Nascimento Vitorino Lima ME, 

Papanikolaou S, de Castro AM, et al. Valorization of by-Products from palm oil mills for the 

production of generic fermentation media for microbial oil synthesis. Appl. Biochem. 

Biotechnol. 2017;181(4):1241-56. 

[152] Wang R, Godoy LC, Shaarani SM, Melikoglu M, Koutinas A, Webb C. Improving wheat 

flour hydrolysis by an enzyme mixture from solid state fungal fermentation. Enzyme Microb. 

Technol. 2009;44(4):223-8. 

[153] Sandhya C, Sumantha A, Szakacs G, Pandey A. Comparative evaluation of neutral 

protease production by Aspergillus oryzae in submerged and solid-state fermentation. Process 

Biochem. 2005;40(8):2689-94. 

[154] Mabrouk SS, Hashem AM, El-Shayeb NMA, Ismail AMS, Abdel-Fattah AF. Optimization 

of alkaline protease productivity by Bacillus licheniformis ATCC 21415. Bioresour. Technol. 

1999;69(2):155-9. 

[155] Bennett JW. An overview of the genus Aspergillus: Caiser Academic Press, Portland; 

2010. 

[156] Machida M, Yamada O, Gomi K. Genomics of Aspergillus oryzae: learning from the 

history of Koji mold and exploration of its future. DNA Res. 2008;15(4):173-83. 

[157] Rokas A. Aspergillus. Current Biology. 2013;23(5):R187-R8. 

[158] a) Saber WIA, El-Naggar NE, Abdal-Aziz SA. Bioconversion of lignocellulosic wastes 

into organic acids by cellulolytic rock phosphate-solubilizing fungal isolates grown under solid-

state fermentation conditions. Res. J. Microbiol. 2010;5(1):1-20; b) Lopes FC, Silva LADe, 



 173 

Tichota DM, Daroit DJ, Velho RV, Pereira JQ, et al. Production of proteolytic enzymes by a 

keratin-degrading Aspergillus niger. Enzyme Res. 2011;2011:487093. 

[159] Iqbal J, Utara U. Isolation of Aspergillus niger strains from soil and their screening and 

optimization for enhanced citric acid production using cane molasses as carbon source. J. Appl. 

Environ. Biol. Sci. 2015;5(4):128-37. 

[160] Show PL, Oladele KO, Siew QY, Aziz Zakry FA, Lan JC-W, Ling TC. Overview of citric 

acid production from Aspergillus niger. Front. Life Sci. 2015;8(3):271-83. 

[161] Grewal HS, Kalra KL. Fungal production of citric acid. Biotechnol. Adv. 1995;13(2):209-

34. 

[162] a) Max B, Salgado JM, Rodríguez N, Cortés S, Converti A, Domínguez JM. 

Biotechnological production of citric acid. Braz. J. Microbiol. 2010;41(4):862-75; b) Steiger 

MG, Blumhoff ML, Mattanovich D, Sauer M. Biochemistry of microbial itaconic acid 

production. Front. Microbiol. 2013;4:23. 

[163] Goldberg I, Rokem JS, Organic and Fatty Acid Production,in Encyclopedia of 

Microbiology (Third Edition), Eds: Academic Press, Oxford, 2009. 

[164] Sauer M, Mattanovich D, Marx H, Microbial production of organic acids for use in food,in 

Microbial Production of Food Ingredients, Enzymes and Nutraceuticals, Eds: Woodhead 

Publishing, 2013. 

[165] Gastrock E, Porges N, Wells P, Moyer A. Gluconic acid production on pilot-plant scale 

effect of variables on production by submerged mold growths. Ind. Eng. Chem. 1938;30(7):782-

9. 

[166] Arabatzis M, Velegraki A. Sexual reproduction in the opportunistic human pathogen 

Aspergillus terreus. Mycologia. 2013;105(1):71-9. 

[167] a) Klement T, Büchs J. Itaconic acid – A biotechnological process in change. Bioresour. 

Technol. 2013;135:422-31; b) Trotta JT, Watts A, Wong AR, LaPointe AM, Hillmyer MA, Fors 

BP. Renewable thermosets and thermoplastics from itaconic acid. ACS Sustainable Chem. Eng. 

2019;7(2):2691-701. 

[168] Owen OE, Satish C, W Hanson R. The key role of anaplerosis and cataplerosis for citric 

acid cycle function J. Biol. Chem. 2002;277:30409-12. 

[169] Jasper H Kane ACF, Philip F Amann, inventor; Pfizer Inc, assignee. Production of itaconic 

acid 1945. 



 174 

[170] a) Okabe M, Lies D, Kanamasa S, Park EY. Biotechnological production of itaconic acid 

and its biosynthesis in Aspergillus terreus. Appl. Microbiol. Biotechnol. 2009;84(4):597-606; b) 

Lee JW, Kim HU, Choi S, Yi J, Lee SY. Microbial production of building block chemicals and 

polymers. Curr. Opin. Biotechnol. 2011;22(6):758-67. 

[171] Robert C Nubel EJR, inventor; Pfizer Inc, assignee. Process for producing itaconic acid 

1962. 

[172] Hevekerl A, Kuenz A, Vorlop K-D. Influence of the pH on the itaconic acid production 

with Aspergillus terreus. Appl. Microbiol. Biotechnol. 2014;98(24):10005-12. 

[173] Luque PNCR, Luque R, Xu CP. Biomaterials: Biological Production of Fuels and 

Chemicals: Walter De Gruyter Incorporated; 2016. 

[174] Bressler E, Braun S. Conversion of citric acid to itaconic acid in a novel liquid membrane 

bioreactor. J. Chem. Technol. Biotechnol. 2000;75(1):66-72. 

[175] a) Bentley R. From miso, sake and shoyu to cosmetics: A century of science for kojic acid. 

Nat. Prod. Rep. 2006;23(6):1046-62; b) Burdock GA, Soni MG, Carabin IG. Evaluation of 

health aspects of kojic acid in food. Regul. Toxicol. Pharmacol. 2001;33(1):80-101. 

[176] Lichtenthaler FW. Sugar enolones: synthesis, reactions of preparative interest, and γ-

pyrone formation. Pure and Applied Chemistry. 1978;50(11-12):1343. 

[177] Ariff AB, Salleh MS, Ghani B, Hassan MA, Rusul G, Karim MIA. Aeration and yeast 

extract requirements for kojic acid production by Aspergillus flavus link. Enzyme Microb. 

Technol. 1996;19(7):545-50. 

[178] Hedayati MT, Pasqualotto AC, Warn PA, Bowyer P, Denning DW. Aspergillus flavus: 

Human pathogen, allergen and mycotoxin producer. Microbiology. 2007;153(6):1677-92. 

[179] Mondala AH. Direct fungal fermentation of lignocellulosic biomass into itaconic, fumaric, 

and malic acids: Current and future prospects. J. Ind. Microbiol. Biotechnol. 2015;42(4):487-

506. 

[180] Markham KR, Chari VM, Carbon-13 NMR Spectroscopy of Flavonoids,in The 

Flavonoids: Advances in Research, Eds: Harborne JB, Mabry TJ. Springer US, Boston, MA, 

1982. 

[181] Peleg Y, Barak A, Scrutton MC, Goldberg I. Malic acid accumulation by Aspergillus 

flavus. Appl. Microbiol. Biotechnol. 1989;30(2):176-83. 



 175 

[182] a) Hartley R, Nesbitt BF, O'kelly J. Toxic metabolites of Aspergillus flavus. Nature. 

1963;198(4885); b) Kraybill HF, Shapiro RE, Implications of fungal toxicity to human health in 

Aflatoxin, Eds: Academic Press, 1969. 

[183] Palazzolo MA, Mascotti ML, Lewkowicz ES, Kurina-Sanz M. Self-sufficient redox 

biotransformation of lignin-related benzoic acids with Aspergillus flavus. J. Ind. Microbiol. 

Biotechnol. 2015;42(12):1581-9. 

[184] a) Battaglia E, Benoit I, van den Brink J, Wiebenga A, Coutinho PM, Henrissat B, et al. 

Carbohydrate-active enzymes from the Zygomycete fungus Rhizopus oryzae: A highly 

specialized approach to carbohydrate degradation depicted at genome level. BMC Genomics. 

2011;12(1):38; b) Ghosh B, Ray RR. Current commercial perspective of Rhizopus oryzae: A 

review. J. Appl. Sci. 2011;11(14):2470-86. 

[185] Meussen BJ, de Graaff LH, Sanders JPM, Weusthuis RA. Metabolic engineering of 

Rhizopus oryzae for the production of platform chemicals. Appl. Microbiol. Biotechnol. 

2012;94(4):875-86. 

[186] Amore A, Faraco V. Potential of fungi as category I consolidated bioprocessing organisms 

for cellulosic ethanol production. Renewable Sustainable Energy Rev. 2012;16(5):3286-301. 

[187] Sin LT, Rahmat Abdul R, Rahman Wan AWA, 3 - Applications of Poly(lactic Acid),in 

Handbook of Biopolymers and Biodegradable Plastics, Eds: Ebnesajjad S. William Andrew 

Publishing, Boston, 2013. 

[188] John RP, Nampoothiri KM, Pandey A. Fermentative production of lactic acid from 

biomass: An overview on process developments and future perspectives. Appl. Microbiol. 

Biotechnol. 2007;74(3):524-34. 

[189] Litchfield JH, Microbiological Production of Lactic Acid,in Advances in Applied 

Microbiology, 42, Eds: Neidleman SL, Laskin AI. Academic Press, 1996. 

[190] Kang SW, Lee H, Kim D, Lee D, Kim S, Chun G-T, et al. Strain development and medium 

optimization for fumaric acid production. Biotechnol. Bioprocess Eng. 2010;15(5):761-9. 

[191] a) Kenealy W, Zaady E, du Preez JC, Stieglitz B, Goldberg I. Biochemical aspects of 

fumaric acid accumulation by Rhizopus arrhizus. Appl. Environ. Microbiol. 1986;52(1):128-33; 

b) Roa Engel CA, Straathof AJJ, Zijlmans TW, van Gulik WM, van der Wielen LAM. Fumaric 

acid production by fermentation. Appl. Microbiol. Biotechnol. 2008;78(3):379-89. 



 176 

[192] Gu C, Zhou Y, Liu L, Tan T, Deng L. Production of fumaric acid by immobilized 

Rhizopus arrhizus on net. Bioresour. Technol. 2013;131:303-7. 

[193] a) Schuster A, Schmoll M. Biology and biotechnology of Trichoderma. Appl. Microbiol. 

Biotechnol. 2010;87(3):787-99; b) Harman GE, Howell CR, Viterbo A, Chet I, Lorito M. 

Trichoderma species — Opportunistic, avirulent plant symbionts. Nat. Rev. Microbiol. 

2004;2:43. 

[194] Esposito E, Silva Md. Systematics and environmental application of the genus 

Trichoderma. Crit. Rev. Microbiol. 1998;24(2):89-98. 

[195] a) Maeda RN, Serpa VI, Rocha VAL, Mesquita RAA, Anna LMMS, de Castro AM, et al. 

Enzymatic hydrolysis of pretreated sugar cane bagasse using Penicillium funiculosum and 

Trichoderma harzianum cellulases. Process Biochem. 2011;46(5):1196-201; b) Warzywoda M, 

Larbre E, Pourquié J. Production and characterization of cellulolytic enzymes from Trichoderma 

reesei grown on various carbon sources. Bioresour. Technol. 1992;39(2):125-30. 

[196] Adav SS, Sze SK, Trichoderma secretome: An overview,in Biotechnology and Biology of 

Trichoderma, Eds: Elsevier, Amsterdam, 2014. 

[197] Wen Z, Liao W, Liu C, Chen S, Value-Added Products from Animal Manure in 

Bioprocessing for Value-Added Products from Renewable Resources, Eds: Elsevier, Amsterdam, 

2007. 

[198] Kunamneni A, Plou FJ, Alcalde M, Ballesteros A, Trichoderma enzymes for food 

industries,in Biotechnology and Biology of Trichoderma, Eds: Elsevier, Amsterdam, 2014. 

[199] a) Laufenberg G, Schulze N, A modular strategy for processing of fruit and vegetable 

wastes into value-added products in Handbook of Waste Management and Co-Product Recovery 

in Food Processing, Eds: Woodhead Publishing, 2009; b) Rivera FM, Barros EP, Oliveira A, 

Rezende C, Leite S. Production of 6-Pentyl-α-Pyrone by Trichoderma harzianum using Brazilian 

espresso coffee grounds 2014. 619-22 p. 

[200] Rajendran K, Rajoli S, Taherzadeh M. Techno-economic analysis of integrating first and 

second-generation ethanol production using filamentous fungi: An industrial case study. 

Energies. 2016;9(5):359. 

[201] Renewable Fuel Standard: Potential Economic and Environmental Effects of US Biofuel 

Policy: National Research Council of the National Acadamies; 2011. Available from: 

http://www.nap.edu/openbook.php?record_id=13105. 

http://www.nap.edu/openbook.php?record_id=13105


 177 

[202] Bozell JJ. Feedstocks for the future – Biorefinery production of chemicals from renewable 

carbon. CLEAN – Soil, Air, Water. 2008;36(8):641-7. 

[203] Ferreira JA, Lennartsson PR, Taherzadeh MJ. Production of ethanol and biomass from thin 

stillage using food-grade Zygomycetes and Ascomycetes filamentous fungi. Energies. 

2014;7(6):3872-85. 

[204] Meyer PA, Tews IJ, Magnuson JK, Karagiosis SA, Jones SB. Techno-economic analysis 

of corn stover fungal fermentation to ethanol. Appl. Energy. 2013;111:657-68. 

[205] Mohan SV, Dahiya S, Amulya K, Katakojwala R, Vanitha TK. Can circular bioeconomy 

be fueled by waste biorefineries — A closer look. Bioresource Technology Reports. 

2019:100277. 

[206] Kitney R, Adeogun M, Fujishima Y, Goñi-Moreno Á, Johnson R, Maxon M, et al. 

Enabling the advanced bioeconomy through public policy supporting biofoundries and 

engineering biology. Trends Biotechnol. 2019. 

[207] Dionisi D, Anderson JA, Aulenta F, McCue A, Paton G. The potential of microbial 

processes for lignocellulosic biomass conversion to ethanol: A review. J. Chem. Technol. 

Biotechnol. 2015;90(3):366-83. 

[208] Brethauer S, Studer MH. Consolidated bioprocessing of lignocellulose by a microbial 

consortium. Energy Environ. Sci. 2014;7(4):1446-53. 

[209] Singhania RR, Sukumaran RK, Patel AK, Larroche C, Pandey A. Advancement and 

comparative profiles in the production technologies using solid-state and submerged 

fermentation for microbial cellulases. Enzyme Microb. Technol. 2010;46(7):541-9. 

[210] Pandey A, Soccol CR, Larroche C. Current developments in solid-state fermentation. New 

York; New Delhi: Springer ; Asiatech Publishers; 2008. 

[211] Yao W, Nokes SE. The use of co-culturing in solid substrate cultivation and possible 

solutions to scientific challenges. Biofuels, Bioprod. Biorefin. 2013;7(4):361-72. 

[212] Ong LGA, Abd-Aziz S, Noraini S, Karim MIA, Hassan MA. Enzyme production and 

profile by Aspergillus niger during solid substrate fermentation using palm kernel cake as 

substrate. Appl. Biochem. Biotechnol. 2004;118(1):73-9. 

[213] Holladay JW, JF; Bozell, JJ; Johnson, D. Top value-added chemicals from biomass 

volume II—Results of screening for potential candidates from biorefinery lignin. Richland, WA 

(United States): Pacific Northwest National Lab; 2007. 



 178 

[214] Varman AM, He L, Follenfant R, Wu W, Wemmer S, Wrobel SA, et al. Decoding how a 

soil bacterium extracts building blocks and metabolic energy from ligninolysis provides road 

map for lignin valorization. Proc. Natl. Acad. Sci. U. S. A. 2016;113(40):E5802-E11. 

[215] Priefert H, Rabenhorst J, Steinbüchel A. Biotechnological production of vanillin. Appl. 

Microbiol. Biotechnol. 2001;56(3-4):296-314. 

[216] Fache M, Boutevin B, Caillol S. Vanillin production from lignin and its use as a renewable 

chemical. ACS Sustainable Chem. Eng. 2016;4(1):35-46. 

[217] a) Kaur B, Chakraborty D. Biotechnological and molecular approaches for vanillin 

production: A review. Appl. Biochem. Biotechnol. 2013;169(4):1353-72; b) dos Santos Barbosa 

E, Perrone D, do Amaral Vendramini AL, Leite SGF. Vanillin production by Phanerochaete 

chrysosporium grown on green coconut agro-industrial husk in solid state fermentation. 

BioResources. 2008;3(4):1042-50; c) Zhao L-Q, Sun Z-H, Zheng P, Zhu L-L. Biotransformation 

of isoeugenol to vanillin by a novel strain of Bacillus fusiformis. Biotechnol. Lett. 

2005;27(19):1505-9. 

[218] a) Cai D, Tien M, Lignin Peroxidase,in Enzymes in Biomass Conversion, 460, Eds: 

American Chemical Society, 1991; b) Sarkanen S, Enzymatic Lignin Degradation,in Enzymes in 

Biomass Conversion, 460, Eds: American Chemical Society, 1991. 

[219] Alcalde M. Engineering the ligninolytic enzyme consortium. Trends Biotechnol. 

2015;33(3):155-62. 

[220] van Zyl WH, Lynd LR, den Haan R, McBride JE, Consolidated bioprocessing for 

bioethanol production using Saccharomyces cerevisiae,in Biofuels, Eds: Springer Berlin 

Heidelberg, Berlin, Heidelberg, 2007. 

[221] a) Kannaiyan R, Mahinpey N, Kostenko V, Martinuzzi RJ. Nutrient media optimization for 

simultaneous enhancement of the laccase and peroxidases production by coculture of Dichomitus 

squalens and Ceriporiopsis subvermispora. Biotechnol. Appl. Biochem. 2015;62(2):173-85; b) 

Zoglowek M, Hansen GH, Lübeck PS, Lübeck M, Fungal consortia for conversion of 

lignocellulose into bioproducts,in Mycology: Current and Future Developments, Eds: Silva RN. 

Bentham Science Publisher, United Arab Emirates, 2016. 

[222] Shahab RL, Luterbacher JS, Brethauer S, Studer MH. Consolidated bioprocessing of 

lignocellulosic biomass to lactic acid by a synthetic fungal-bacterial consortium. Biotechnol. 

Bioeng. 2018. 



 179 

[223] Miura S, Arimura T, Itoda N, Dwiarti L, Feng JB, Bin CH, et al. Production of L-lactic 

acid from corncob. J. Biosci. Bioeng. 2004;97(3):153-7. 

[224] Wang XJ, Bai JG, Liang YX. Optimization of multienzyme production by two mixed 

strains in solid-state fermentation. Appl. Microbiol. Biotechnol. 2006;73(3):533-40. 

[225] Stoilova I, Krastanov A. Overproduction of laccase and pectinase by microbial 

associations in solid substrate fermentation. Appl. Biochem. Biotechnol. 2008;149(1):45-51. 

[226] Dhillon GS, Oberoi HS, Kaur S, Bansal S, Brar SK. Value-addition of agricultural wastes 

for augmented cellulase and xylanase production through solid-state tray fermentation employing 

mixed-culture of fungi. Ind. Crops Prod. 2011;34(1):1160-7. 

[227] Raza F, Raza NA, Hameed U, Haq I, Maryam I. Solid state fermentation for the production 

of β-glucosidase by co-culture of Aspergillus niger and A. oryzae. Pak. J. Bot. 2011;43(1):75-83. 

[228] Dwivedi P, Vivekanand V, Pareek N, Sharma A, Singh RP. Co-cultivation of mutant 

Penicillium oxalicum SAUE-3.510 and Pleurotus ostreatus for simultaneous biosynthesis of 

xylanase and laccase under solid-state fermentation. New Biotechnol. 2011;28(6):616-26. 

[229] Chan Cupul W, Heredia Abarca G, Martínez Carrera D, Rodríguez Vázquez R. 

Enhancement of ligninolytic enzyme activities in a Trametes maxima-Paecilomyces carneus co-

culture: Key factors revealed after screening using a Plackett-Burman experimental design. 

Electron. J. Biotechnol. 2014;17(3):114-21. 

[230] a) Olson DG, McBride JE, Joe Shaw A, Lynd LR. Recent progress in consolidated 

bioprocessing. Curr. Opin. Biotechnol. 2012;23(3):396-405; b) Salehi Jouzani G, Taherzadeh 

MJ. Advances in consolidated bioprocessing systems for bioethanol and butanol production from 

biomass: A comprehensive review. Biofuel Res. J. 2015;2(1):152-95. 

[231] Mukherjee A, Dumont M-J, Raghavan V. Review: Sustainable production of 

hydroxymethylfurfural and levulinic acid: Challenges and opportunities. Biomass Bioenergy. 

2015;72(Supplement C):143-83. 

[232] a) Mapari SA, Thrane U, Meyer AS. Fungal polyketide azaphilone pigments as future 

natural food colorants? Trends Biotechnol. 2010;28(6):300-7; b) Pérez-Fuentes C, Ravanal MC, 

Eyzaguirre J. Heterologous expression of a Penicillium purpurogenum pectin lyase in Pichia 

pastoris and its characterization. Fungal Biol. 2014;118(5-6):507-15; c) Machado EM, 

Rodriguez-Jasso RM, Teixeira JA, Mussatto SI. Growth of fungal strains on coffee industry 

residues with removal of polyphenolic compounds. Biochem. Eng. J. 2012;60:87-90. 



 180 

[233] a) Sevgili A, Erkmen O. Improved lycopene production from different substrates by mated 

fermentation of Blakeslea trispora. Foods. 2019;8(4):120; b) Mukherjee G, Mishra T, Deshmukh 

SK, Fungal Pigments: An Overview,in Developments in Fungal Biology and Applied Mycology, 

Eds: Satyanarayana T, Deshmukh SK, Johri BN. Springer Singapore, Singapore, 2017. 

[234] a) Chen G-Q, Industrial Production of PHA,in Plastics from Bacteria: Natural Functions 

and Applications, Eds: Chen GG-Q. Springer Berlin Heidelberg, 2010; b) Troiano D, Orsat V, 

Dumont MJ. Status of filamentous fungi in integrated biorefineries. Renewable Sustainable 

Energy Rev. 2020;117:109472; c) Troiano D, Orsat V, Dumont M-J. Status of biocatalysis in the 

production of 2,5-furandicarboxylic acid. ACS Catal. 2020;10(16):9145-69. 

[235] a) Baker M. Metabolomics: From small molecules to big ideas. Nat. Methods. 

2011;8(2):117-21; b) Dettmer K, Aronov PA, Hammock BD. Mass spectrometry-based 

metabolomics. Mass Spectrom. Rev. 2007;26(1):51-78. 

[236] a) Naz S, Vallejo M, García A, Barbas C. Method validation strategies involved in non-

targeted metabolomics. J. Chromatogr. A. 2014;1353:99-105; b) Garcia DP, Caraschi JC, 

Ventorim G, Vieira FHA, de Paula Protásio T. Assessment of plant biomass for pellet production 

using multivariate statistics (PCA and HCA). Renewable Energy. 2019;139:796-805; c) 

Gehlenborg N, O'donoghue SI, Baliga NS, Goesmann A, Hibbs MA, Kitano H, et al. 

Visualization of omics data for systems biology. Nat. Methods. 2010;7(3):S56-S68. 

[237] a) VanderGheynst J, Gossett J, Walker L. High-solids aerobic decomposition: Pilot-scale 

reactor development and experimentation. Process Biochem. 1997;32(5):361-75; b) Phillip E, 

Clark O. A pilot-scale reactor for the study of gas emissions from composting. Biol. Eng. Trans. 

2012;5(1):3-17. 

[238] ANKOM. Delta fiber analyzer operator’s manual. ANKOM Technology. Macedon, NY 

2020. 

[239] a) Samson RA, Yilmaz N, Houbraken J, Spierenburg H, Seifert KA, Peterson SW, et al. 

Phylogeny and nomenclature of the genus Talaromyces and taxa accommodated in Penicillium 

subgenus Biverticillium. Stud. Mycol. 2011;70:159-83; b) Yilmaz N, Houbraken J, Hoekstra ES, 

Frisvad JC, Visagie CM, Samson RA. Delimitation and characterisation of Talaromyces 

purpurogenus and related species. Persoonia. 2012;29:39-54; c) Frisvad JC, Yilmaz N, Thrane 

U, Rasmussen KB, Houbraken J, Samson RA. Talaromyces atroroseus, a new species efficiently 

producing industrially relevant red pigments. PLoS One. 2013;8(12):e84102. 



 181 

[240] Patti GJ, Yanes O, Siuzdak G. Metabolomics: The apogee of the omics trilogy. Nat. Rev. 

Mol. Cell Biol. 2012;13(4):263-9. 

[241] van den Berg RA, Hoefsloot HCJ, Westerhuis JA, Smilde AK, van der Werf MJ. 

Centering, scaling, and transformations: Improving the biological information content of 

metabolomics data. BMC Genomics. 2006;7(1):142. 

[242] a) Williams CL, Westover TL, Emerson RM, Tumuluru JS, Li C. Sources of biomass 

feedstock variability and the potential impact on biofuels production. BioEnergy Res. 

2016;9(1):1-14; b) Li C, Aston JE, Lacey JA, Thompson VS, Thompson DN. Impact of 

feedstock quality and variation on biochemical and thermochemical conversion. Renewable 

Sustainable Energy Rev. 2016;65:525-36. 

[243] a) Raveendran K, Ganesh A, Khilar KC. Influence of mineral matter on biomass pyrolysis 

characteristics. Fuel. 1995;74(12):1812-22; b) McKendry P. Energy production from biomass 

(part 1): Overview of biomass. Bioresour. Technol. 2002;83(1):37-46; c) Chow P, Rolfe G. 

Carbon and hydrogen contents of short-rotation biomass of five hardwood species. Wood Fiber 

Sci. 1987;21(1):30-6; d) Imamura H, Contribution of Extractives to Wood Characteristics,in 

Natural Products of Woody Plants: Chemicals Extraneous to the Lignocellulosic Cell Wall, Eds: 

Rowe JW. Springer, Berlin, Heidelberg, 1989; e) Kennedy M, List D, Lu Y, Foo LY, Newman 

RH, Sims IM, et al., Apple Pomace and Products Derived from Apple Pomace: Uses, 

Composition and Analysis,in Analysis of Plant Waste Materials, Eds: Linskens HF, Jackson JF. 

Springer, Berlin, Heidelberg, 1999. 

[244] Vassilev SV, Baxter D, Andersen LK, Vassileva CG. An overview of the chemical 

composition of biomass. Fuel. 2010;89(5):913-33. 

[245] Jaskowiak PA, Campello RJGB, Costa IG. On the selection of appropriate distances for 

gene expression data clustering. BMC Bioinf. 2014;15 Suppl 2(Suppl 2):S2-S. 

[246] Jolliffe IT, Cadima J. Principal component analysis: A review and recent developments. 

Philos. Trans. R. Soc., A. 2016;374(2065):20150202. 

[247] Jackson JE. A user's guide to principal components: John Wiley & Sons; 2005. 

[248] Nikas JB, Low WC. ROC-supervised principal component analysis in connection with the 

diagnosis of diseases. Am. J. Transl. Res. 2011;3(2):180. 

[249] a) D'Haeseleer P. How does gene expression clustering work? Nat. Biotechnol. 

2005;23(12):1499-501; b) Xu R, Wunsch D. Clustering: John Wiley & Sons; 2008; c) Eisen MB, 



 182 

Spellman PT, Brown PO, Botstein D. Cluster analysis and display of genome-wide expression 

patterns. Proc. Natl. Acad. Sci. U. S. A. 1998;95(25):14863. 

[250] Thorndike RL. Who belongs in the family? Psychometrika. 1953;18(4):267-76. 

[251] Cui X, Churchill GA. Statistical tests for differential expression in cDNA microarray 

experiments. Genome Biol. 2003;4(4):210. 

[252] Sauer M, Porro D, Mattanovich D, Branduardi P. Microbial production of organic acids: 

Expanding the markets. Trends Biotechnol. 2008;26(2):100-8. 

[253] Willke T, Vorlop KD. Biotechnological production of itaconic acid. Appl. Microbiol. 

Biotechnol. 2001;56(3):289-95. 

[254] de Jong E, Dam M, Sipos L, Gruter G-J, Furandicarboxylic acid (FDCA), a versatile 

building block for a very interesting class of polyesters,in Biobased monomers, polymers, and 

materials, Eds: Smith PB, Gross R. ACS Publications, 2012. 

[255] a) Lange J-P, van der Heide E, van Buijtenen J, Price R. Furfural—A Promising Platform 

for Lignocellulosic Biofuels. ChemSusChem. 2012;5(1):150-66; b) Mariscal R, Maireles-Torres 

P, Ojeda M, Sádaba I, Granados ML. Furfural: A renewable and versatile platform molecule for 

the synthesis of chemicals and fuels. Energy Environ. Sci. 2016;9(4):1144-89; c) Pagliaro M, 

Ciriminna R, Kimura H, Rossi M, Della Pina C. From glycerol to value-added products. Angew. 

Chem., Int. Ed. 2007;46(24):4434-40. 

[256] a) Robert T, Friebel S. Itaconic acid – A versatile building block for renewable polyesters 

with enhanced functionality. Green Chem. 2016;18(10):2922-34; b) Dai J, Ma S, Wu Y, Han L, 

Zhang L, Zhu J, et al. Polyesters derived from itaconic acid for the properties and bio-based 

content enhancement of soybean oil-based thermosets. Green Chem. 2015;17(4):2383-92; c) 

Fujimaki T. Processability and properties of aliphatic polyesters, ‘BIONOLLE’, synthesized by 

polycondensation reaction. Polym. Degrad. Stab. 1998;59(1):209-14. 

[257] Sato K, Aoki M, Noyori R. A "green" route to adipic acid: Direct oxidation of 

cyclohexenes with 30 percent hydrogen peroxide. Science. 1998;281(5383):1646-7. 

[258] a) CEC. Characterization and management of organic waste in North America - 

Foundational report. Montreal: Commission for Environmental Cooperation; 2017; b) CEC. 

Characterization and management of food loss and waste in North America. Montreal: 

Commission for Environmental Cooperation; 2017. 



 183 

[259] a) Gürses A, Açıkyıldız M, Güneş K, Gürses MS, Classification of dye and pigments,in 

Dyes and Pigments, Eds: Gürses A, Açıkyıldız M, Güneş K, Gürses MS. Springer International 

Publishing, Switzerland, 2016; b) Saska J, Li Z, Otsuki AL, Wei J, Fettinger JC, Mascal M. 

Butenolide derivatives of biobased furans: Sustainable synthetic dyes. Angew. Chem. 

2019;131(48):17453-6. 

[260] Salvachúa D, Karp EM, Nimlos CT, Vardon DR, Beckham GT. Towards lignin 

consolidated bioprocessing: Simultaneous lignin depolymerization and product generation by 

bacteria. Green Chem. 2015;17(11):4951-67. 

[261] a) Osmanova N, Schultze W, Ayoub N. Azaphilones: A class of fungal metabolites with 

diverse biological activities. Phytochem. Rev. 2010;9(2):315-42; b) Chen W, Chen R, Liu Q, He 

Y, He K, Ding X, et al. Orange, red, yellow: biosynthesis of azaphilone pigments in Monascus 

fungi. Chem. Sci. 2017;8(7):4917-25. 

[262] a) Kantifedaki A, Kachrimanidou V, Mallouchos A, Papanikolaou S, Koutinas AA. 

Orange processing waste valorisation for the production of bio-based pigments using the fungal 

strains Monascus purpureus and Penicillium purpurogenum. J. Cleaner Prod. 2018;185:882-90; 

b) Avalos J, Carmen Limón M. Biological roles of fungal carotenoids. Curr. Genet. 

2015;61(3):309-24; c) Barton D, Meth-Cohn O. Comprehensive natural products chemistry. 

Oxford, UK: Newnes; 1999; d) Goyal S, Ramawat KG, Mérillon J-M, Different shades of fungal 

metabolites: An overview,in Fungal Metabolites, Eds: Mérillon J-M, Ramawat KG. Springer 

International Publishing, Switzerland, 2017. 

[263] Gao JM, Yang SX, Qin JC. Azaphilones: Chemistry and biology. Chem. Rev. 

2013;113(7):4755-811. 

[264] a) Arai T, Kojima R, Motegi Y, Kato J, Kasumi T, Ogihara J. PP-O and PP-V, Monascus 

pigment homologues, production, and phylogenetic analysis in Penicillium purpurogenum. 

Fungal Biol. 2015;119(12):1226-36; b) Velmurugan P, Hur H, Balachandar V, Kamala-Kannan 

S, Lee K-J, Lee S-M, et al. Monascus pigment production by solid-state fermentation with corn 

cob substrate. J. Biosci. Bioeng. 2011;112(6):590-4; c) Chen W, Feng Y, Molnár I, Chen F. 

Nature and nurture: confluence of pathway determinism with metabolic and chemical serendipity 

diversifies Monascus azaphilone pigments. Nat. Prod. Rep. 2019;36(4):561-72. 



 184 

[265] Arai T, Koganei K, Umemura S, Kojima R, Kato J, Kasumi T, et al. Importance of the 

ammonia assimilation by Penicillium purpurogenum in amino derivative Monascus pigment, PP-

V, production. AMB Express. 2013;3(1):19. 

[266] Riddell RW. Permanent stained mycological preparations obtained by slide culture. 

Mycologia. 1950;42(2):265-70. 

[267] Pridmore RW. Complementary colors theory of color vision: Physiology, color mixture, 

color constancy and color perception. Color Research & Application. 2011;36(6):394-412. 

[268] a) Uçkun Kiran E, Trzcinski AP, Ng WJ, Liu Y. Bioconversion of food waste to energy: A 

review. Fuel. 2014;134:389-99; b) Vavouraki AI, Angelis EM, Kornaros M. Optimization of 

thermo-chemical hydrolysis of kitchen wastes. Waste Manag. 2013;33(3):740-5; c) Rao MS, 

Singh SP. Bioenergy conversion studies of organic fraction of MSW: Kinetic studies and gas 

yield–organic loading relationships for process optimisation. Bioresour. Technol. 

2004;95(2):173-85; d) Tang YQ, Koike Y, Liu K, An MZ, Morimura S, Wu XL, et al. Ethanol 

production from kitchen waste using the flocculating yeast Saccharomyces cerevisiae strain KF-

7. Biomass Bioenergy. 2008;32(11):1037-45; e) He M, Sun Y, Zou D, Yuan H, Zhu B, Li X, et 

al. Influence of temperature on hydrolysis acidification of food waste. Procedia Environ. Sci. 

2012;16:85-94; f) Hansen TL, la Cour Jansen J, Spliid H, Davidsson Å, Christensen TH. 

Composition of source-sorted municipal organic waste collected in Danish cities. Waste Manag. 

2007;27(4):510-8; g) Carmona-Cabello M, García IL, Sáez-Bastante J, Pinzi S, Koutinas AA, 

Dorado MP. Food waste from restaurant sector – Characterization for biorefinery approach. 

Bioresour. Technol. 2020;301:122779; h) Poe NE, Yu D, Jin Q, Ponder MA, Stewart AC, Ogejo 

JA, et al. Compositional variability of food wastes and its effects on acetone-butanol-ethanol 

fermentation. Waste Manag. 2020;107:150-8. 

[269] a) Schwalm ND, Mojadedi W, Gerlach ES, Benyamin M, Perisin MA, Akingbade KL. 

Developing a microbial consortium for enhanced metabolite production from simulated food 

waste. Fermentation. 2019;5(4):98; b) Fernández A, Sanchez A, Font X. Anaerobic co-digestion 

of a simulated organic fraction of municipal solid wastes and fats of animal and vegetable origin. 

Biochem. Eng. J. 2005;26(1):22-8. 

[270] Ogihara J, Oishi K. Effect of ammonium nitrate on the production of PP-V and 

monascorubrin homologues by Penicillium sp. AZ. J. Biosci. Bioeng. 2002;93(1):54-9. 



 185 

[271] a) Nimnoi P, Lumyong S. Improving solid-State fermentation of Monascus purpureus on 

agricultural products for pigment production. Food Bioprocess Technol. 2011;4(8):1384-90; b) 

Babitha S, Soccol CR, Pandey A. Jackfruit seed-a novel substrate for the production of 

Monascus pigments through solid-state fermentation. Food Technol. Biotechnol. 

2006;44(4):465-71. 

[272] Wei WG, Yao ZJ. Synthesis studies toward chloroazaphilone and vinylogous γ-pyridones:  

Two common natural product core structures. J. Org. Chem. 2005;70(12):4585-90. 

[273] Morales-Oyervides L, Ruiz-Sánchez JP, Oliveira JC, Sousa-Gallagher MJ, Méndez-Zavala 

A, Giuffrida D, et al. Biotechnological approaches for the production of natural colorants by 

Talaromyces/Penicillium: A review. Biotechnol. Adv. 2020;43:107601. 

[274] Brakhage AA. Regulation of fungal secondary metabolism. Nat. Rev. Microbiol. 

2013;11(1):21-32. 

[275] a) Ma K, Ruan Z. Production of a lignocellulolytic enzyme system for simultaneous bio-

delignification and saccharification of corn stover employing co-culture of fungi. Bioresour. 

Technol. 2015;175:586-93; b) Xu X, Qu R, Wu W, Jiang C, Shao D, Shi J. Applications of 

microbial co‐cultures in polyketides production. J. Appl. Microbiol. 2021;130(4):1023-34; c) 

Bader J, Mast‐Gerlach E, Popović MK, Bajpai R, Stahl U. Relevance of microbial coculture 

fermentations in biotechnology. J. Appl. Microbiol. 2010;109(2):371-87. 

[276] Panda BP, Javed S, Ali M. Optimization of fermentation parameters for higher lovastatin 

production in red mold rice through co-culture of Monascus purpureus and Monascus ruber. 

Food Bioprocess Technol. 2010;3(3):373-8. 

[277] Hailei W, Zhifang R, Ping L, Yanchang G, Guosheng L, Jianming Y. Improvement of the 

production of a red pigment in Penicillium sp. HSD07B synthesized during co-culture with 

Candida tropicalis. Bioresour. Technol. 2011;102(10):6082-7. 

[278] a) Derntl C, Rassinger A, Srebotnik E, Mach RL, Mach-Aigner AR. Identification of the 

main regulator responsible for synthesis of the typical yellow pigment produced by Trichoderma 

reesei. Appl. Environ. Microbiol. 2016;82(20):6247-57; b) Sperandio GB, Filho EXF. An 

overview of Trichoderma reesei co-cultures for the production of lignocellulolytic enzymes. 

Appl. Microbiol. Biotechnol. 2021;105:1-7; c) Minty JJ, Singer ME, Scholz SA, Bae CH, Ahn 

JH, Foster CE, et al. Design and characterization of synthetic fungal-bacterial consortia for direct 



 186 

production of isobutanol from cellulosic biomass. Proc. Natl. Acad. Sci. U. S. A. 

2013;110(36):14592-7. 

[279] a) Porter CL. Concerning the characters of certain fungi as exhibited by their growth in the 

presence of other fungi. Am. J. Bot. 1924;11(3):168-88; b) Cook R, Rayner A. Ecology of 

saprotrophic fungi. New York, USA: Longman; 1984. 

[280] Keller NP. Fungal secondary metabolism: Regulation, function and drug discovery. Nat. 

Rev. Microbiol. 2019;17(3):167-80. 

[281] a) Sun Y, Liu WC, Shi X, Zheng HZ, Zheng ZH, Lu XH, et al. Inducing secondary 

metabolite production of Aspergillus sydowii through microbial co-culture with Bacillus subtilis. 

Microb. Cell Fact. 2021;20(1):1-16; b) Yao L, Zhu LP, Xu XY, Tan LL, Sadilek M, Fan H, et al. 

Discovery of novel xylosides in co-culture of Basidiomycetes Trametes versicolor and 

Ganoderma applanatum by integrated metabolomics and bioinformatics. Sci. Rep. 

2016;6(1):33237; c) Shi Y, Pan C, Wang K, Chen X, Wu X, Chen C-TA, et al. Synthetic 

multispecies microbial communities reveals shifts in secondary metabolism and facilitates 

cryptic natural product discovery. Environ. Microbiol. 2017;19(9):3606-18. 

[282] a) Li C-X, Zhao S, Zhang T, Xian L, Liao L-S, Liu J-L, et al. Genome sequencing and 

analysis of Talaromyces pinophilus provide insights into biotechnological applications. Sci. Rep. 

2017;7(1):490; b) Vinale F, Nicoletti R, Borrelli F, Mangoni A, Parisi OA, Marra R, et al. Co-

culture of plant beneficial microbes as source of bioactive metabolites. Sci. Rep. 

2017;7(1):14330; c) Nonaka K, Abe T, Iwatsuki M, Mori M, Yamamoto T, Shiomi K, et al. 

Enhancement of metabolites productivity of Penicillium pinophilum FKI-5653, by co-culture 

with Trichoderma harzianum FKI-5655. J. Antibiot. 2011;64(12):769-74. 

[283] a) Gmoser R, Sintca C, Taherzadeh MJ, Lennartsson PR. Combining submerged and solid 

state fermentation to convert waste bread into protein and pigment using the edible filamentous 

fungus N. intermedia. Waste Manag. 2019;97:63-70; b) Arikan EB, Canli O, Caro Y, Dufossé L, 

Dizge N. Production of bio-based pigments from food processing industry by-products (apple, 

pomegranate, black carrot, red beet pulps) using Aspergillus carbonarius. J. Fungi. 

2020;6(4):240. 

[284] a) Wang K-F, Liu C-l, Sui K-y, Guo C, Liu C-Z. Efficient catalytic oxidation of 5-

hydroxymethylfurfural to 2,5-furandicarboxylic acid by magnetic laccase catalyst. 

ChemBioChem. 2018;19(7):654-9; b) Romano D, Villa R, Molinari F. Preparative 



 187 

biotransformations: Oxidation of alcohols. ChemCatChem. 2012;4(6):739-49; c) Knaus T, 

Tseliou V, Humphreys LD, Scrutton NS, Mutti FG. A biocatalytic method for the 

chemoselective aerobic oxidation of aldehydes to carboxylic acids. Green Chem. 

2018;20(17):3931-43. 

[285] Galletti P, Pori M, Funiciello F, Soldati R, Ballardini A, Giacomini D. Laccase‐mediator 

system for alcohol oxidation to carbonyls or carboxylic acids: Toward a sustainable synthesis of 

profens. ChemSusChem. 2014;7(9):2684-9. 

[286] a) Sheldon R, Biochemical Oxidations,in Metal-catalyzed oxidations of organic 

compounds: mechanistic principles and synthetic methodology including biochemical processes, 

Eds: Elsevier, 2012; b) Védrine JC. Metal oxides in heterogeneous oxidation catalysis: State of 

the art and challenges for a more sustainable world. ChemSusChem. 2019;12(3):577-88. 

[287] a) Yang Z-Y, Wen M, Zong M-H, Li N. Synergistic chemo/biocatalytic synthesis of 2,5-

furandicarboxylic acid from 5-hydroxymethylfurfural. Catal. Commun. 2020;139:105979; b) 

Zou L, Zheng Z, Tan H, Xu Q, Ouyang J. Synthesis of 2,5-furandicarboxylic acid by a 

TEMPO/laccase system coupled with Pseudomonas putida KT2440. RSC Adv. 

2020;10(37):21781-8. 

[288] Wu S, Li Z. Whole‐cell cascade biotransformations for one‐pot multistep organic 

synthesis. ChemCatChem. 2018;10(10):2164-78. 

[289] a) De Bont JAM, Ruijssenaars HJ, Werij J, inventors Fungal Production of FDCA 2016; b) 

Dörsam S, Fesseler J, Gorte O, Hahn T, Zibek S, Syldatk C, et al. Sustainable carbon sources for 

microbial organic acid production with filamentous fungi. Biotechnol. Biofuels. 2017;10(1):242; 

c) Meyer V, Andersen MR, Brakhage AA, Braus GH, Caddick MX, Cairns TC, et al. Current 

challenges of research on filamentous fungi in relation to human welfare and a sustainable bio-

economy: A white paper. Fungal Biol. Biotechnol. 2016;3(1):6. 

[290] a) Lange L, Bech L, Busk PK, Grell MN, Huang Y, Lange M, et al. The importance of 

fungi and of mycology for a global development of the bioeconomy. IMA Fungus. 2012;3(1):87-

92; b) Ferreira JA, Varjani S, Taherzadeh MJ. A critical review on the ubiquitous role of 

filamentous fungi in pollution mitigation. Curr. Pollut. Rep. 2020;6(4):295-309. 

[291] Wierckx N, Elink Schuurman TD, Blank LM, Ruijssenaars HJ, Whole-Cell Biocatalytic 

Production of 2,5-Furandicarboxylic Acid,in Microorganisms in Biorefineries, Eds: Springer 

Berlin Heidelberg, Berlin, Heidelberg, 2015. 



 188 

[292] a) Sousa AF, Vilela C, Fonseca AC, Matos M, Freire CS, Gruter G-JM, et al. Biobased 

polyesters and other polymers from 2, 5-furandicarboxylic acid: A tribute to furan excellency. 

Polym. Chem. 2015;6(33):5961-83; b) Eerhart A, Faaij A, Patel MK. Replacing fossil based PET 

with biobased PEF; process analysis, energy and GHG balance. Energy Environ. Sci. 

2012;5(4):6407-22; c) Sajid M, Zhao X, Liu D. Production of 2,5-furandicarboxylic acid 

(FDCA) from 5-hydroxymethylfurfural (HMF): Recent progress focusing on the chemical-

catalytic routes. Green Chem. 2018;20(24):5427-53. 

[293] Martins C, Hartmann DO, Varela A, Coelho JA, Lamosa P, Afonso CA, et al. Securing a 

furan‐based biorefinery: Disclosing the genetic basis of the degradation of 

hydroxymethylfurfural and its derivatives in the model fungus Aspergillus nidulans. Microb. 

Biotechnol. 2020;13(6):1983-96. 

[294] Rajesh RO, Godan TK, Rai AK, Sahoo D, Pandey A, Binod P. Biosynthesis of 2, 5-furan 

dicarboxylic acid by Aspergillus flavus APLS-1: Process optimization and intermediate product 

analysis. Bioresour. Technol. 2019;284:155-60. 

[295] Rajulu MG, Lai LB, Murali T, Gopalan V, Suryanarayanan T. Several fungi from fire-

prone forests of southern India can utilize furaldehydes. Mycol. Progress. 2014;13(4):992. 

[296] Feldman D, Kowbel DJ, Glass NL, Yarden O, Hadar Y. Detoxification of 5-

hydroxymethylfurfural by the Pleurotus ostreatus lignolytic enzymes aryl alcohol oxidase and 

dehydrogenase. Biotechnol. Biofuels. 2015;8(1):1-11. 

[297] Yang C-F, Huang C-R. Biotransformation of 5-hydroxy-methylfurfural into 2,5-furan-

dicarboxylic acid by bacterial isolate using thermal acid algal hydrolysate. Bioresour. Technol. 

2016;214:311-8. 

[298] Yu G, Smith DK, Zhu H, Guan Y, Lam TTY. ggtree: An R package for visualization and 

annotation of phylogenetic trees with their covariates and other associated data. Methods in 

Ecology and Evolution. 2017;8(1):28-36. 

[299] Payton M, Roberts C. Agar as a carbon source in relation to the isolation of lactose non-

utilizing mutants of Aspergillus nidulans. Microbiology. 1979;110(2):475-8. 

[300] Upton DJ, McQueen-Mason SJ, Wood AJ. An accurate description of Aspergillus niger 

organic acid batch fermentation through dynamic metabolic modelling. Biotechnol. Biofuels. 

2017;10(1):258. 



 189 

[301] Kumar V, Binod P, Sindhu R, Gnansounou E, Ahluwalia V. Bioconversion of pentose 

sugars to value added chemicals and fuels: Recent trends, challenges and possibilities. Bioresour. 

Technol. 2018;269:443-51. 

[302] Zhang Z, Ren Z, Chen S, Guo X, Liu F, Guo L, et al. ROS generation and JNK activation 

contribute to 4-methoxy-TEMPO-induced cytotoxicity, autophagy, and DNA damage in HepG2 

cells. Arch. Toxicol. 2018;92(2):717-28. 

[303] Hauer B. Embracing nature´s catalysts: A viewpoint on the future of biocatalysis. ACS 

Catal. 2020. 

[304] Chroumpi T, Mäkelä MR, de Vries RP. Engineering of primary carbon metabolism in 

filamentous fungi. Biotechnol. Adv. 2020;43:107551. 

[305] a) Zheng Z, Wang J, Zhang M, Xu L, Ji J. Magnetic polystyrene nanosphere immobilized 

TEMPO: A readily prepared, highly reactive and recyclable polymer catalyst in the selective 

oxidation of alcohols. ChemCatChem. 2013;5(1):307-12; b) Polakovič M, Švitel J, Bučko M, 

Filip J, Neděla V, Ansorge-Schumacher MB, et al. Progress in biocatalysis with immobilized 

viable whole cells: Systems development, reaction engineering and applications. Biotechnol. 

Lett. 2017;39(5):667-83; c) Das A, Stahl SS. Noncovalent immobilization of molecular 

electrocatalysts for chemical synthesis: Efficient electrochemical alcohol oxidation with a 

pyrene–TEMPO conjugate. Angew. Chem., Int. Ed. 2017;56(30):8892-7. 

[306] a) Karel SF, Libicki SB, Robertson CR. The immobilization of whole cells: Engineering 

principles. Chem. Eng. Sci. 1985;40(8):1321-54; b) Sheldon RA. Enzyme immobilization: The 

quest for optimum performance. Adv. Synth. Catal. 2007;349(8‐9):1289-307. 

[307] Portillo Perez G, Mukherjee A, Dumont M-J. Insights into HMF catalysis. J. Ind. Eng. 

Chem. 2019;70:1-34. 

[308] Dutta S, De S, Saha B. Advances in biomass transformation to 5-hydroxymethylfurfural 

and mechanistic aspects. Biomass Bioenergy. 2013;55:355-69. 

[309] Xia H, Xu S, Hu H, An J, Li C. Efficient conversion of 5-hydroxymethylfurfural to high-

value chemicals by chemo-and bio-catalysis. RSC Adv. 2018;8(54):30875-86. 

[310] Su T, Zhao D, Wang Y, Lü H, Varma RS, Len C. Innovative protocols in the catalytic 

oxidation of 5-hydroxymethylfurfural. ChemSusChem. 2021;14(1):266-80. 



 190 

[311] Zhang X-Y, Zong M-H, Li N. Whole-cell biocatalytic selective oxidation of 5-

hydroxymethylfurfural to 5-hydroxymethyl-2-furancarboxylic acid. Green Chem. 

2017;19(19):4544-51. 

[312] a) Sayed M, Pyo S-H, Rehnberg N, Hatti-Kaul R. Selective oxidation of 5-

hydroxymethylfurfural to 5-hydroxymethyl-2-furancarboxylic acid using Gluconobacter 

oxydans. ACS Sustainable Chem. Eng. 2019;7(4):4406-13; b) Wang ZW, Gong CJ, He YC. 

Improved biosynthesis of 5-hydroxymethyl-2-furancarboxylic acid and furoic acid from 

biomass-derived furans with high substrate tolerance of recombinant Escherichia coli 

HMFOMUT whole-cells. Bioresour. Technol. 2020;303:122930. 

[313] Troiano D, Orsat V, Dumont M-J. Use of filamentous fungi as biocatalysts in the oxidation 

of 5-(hydroxymethyl)furfural (HMF). Bioresour. Technol. 2022;344:126169. 

[314] a) Meyer V. Genetic engineering of filamentous fungi — Progress, obstacles and future 

trends. Biotechnol. Adv. 2008;26(2):177-85; b) Liao JC, Mi L, Pontrelli S, Luo S. Fuelling the 

future: Microbial engineering for the production of sustainable biofuels. Nat. Rev. Microbiol. 

2016;14(5):288-304; c) Weber C, Farwick A, Benisch F, Brat D, Dietz H, Subtil T, et al. Trends 

and challenges in the microbial production of lignocellulosic bioalcohol fuels. Appl. Microbiol. 

Biotechnol. 2010;87(4):1303-15. 

[315] a) Vassilev N, Vassileva M. Production of organic acids by immobilized filamentous 

fungi. Mycol. Res. 1992;96(7):563-70; b) Sankaran S, Khanal SK, Jasti N, Jin B, Pometto III 

AL, Van Leeuwen JH. Use of filamentous fungi for wastewater treatment and production of high 

value fungal byproducts: A review. Crit. Rev. Environ. Sci. Technol. 2010;40(5):400-49; c) 

Wang L, Ridgway D, Gu T, Moo-Young M. Bioprocessing strategies to improve heterologous 

protein production in filamentous fungal fermentations. Biotechnol. Adv. 2005;23(2):115-29. 

[316] Peart PC, Chen ARM, Reynolds WF, Reese PB. Entrapment of mycelial fragments in 

calcium alginate: A general technique for the use of immobilized filamentous fungi in 

biocatalysis. Steroids. 2012;77(1):85-90. 

[317] Papagianni M. Fungal morphology and metabolite production in submerged mycelial 

processes. Biotechnol. Adv. 2004;22(3):189-259. 

[318] Léonard A, Dandoy P, Danloy E, Leroux G, Meunier CF, Rooke JC, et al. Whole-cell 

based hybrid materials for green energy production, environmental remediation and smart cell-

therapy. Chem. Soc. Rev. 2011;40(2):860-85. 



 191 

[319] a) Hecht H, Srebnik S. Structural characterization of sodium alginate and calcium alginate. 

Biomacromolecules. 2016;17(6):2160-7; b) Amsden B, Turner N. Diffusion characteristics of 

calcium alginate gels. Biotechnol. Bioeng. 1999;65(5):605-10. 

[320] a) Zhang W, Li X, Liu S, Qiu J, An J, Yao J, et al. Photo‐catalytic oxidation of 5‐

hydroxymethylfurfural over interfacial‐enhanced Ag/TiO2 under visible light irradiation. 

ChemSusChem. 2021; b) Xia H, An J, Zhang W. Aerobic oxidation of 5-hydroxymethylfurfural 

over Ag nanoparticle catalysts stabilized by polyvinylpyrrolidone with different molecular 

weights. Nanomaterials. 2020;10(9):1624; c) An J, Sun G, Xia H. Aerobic oxidation of 5-

hydroxymethylfurfural to high-yield 5-hydroxymethyl-2-furancarboxylic acid by poly 

(vinylpyrrolidone)-capped Ag nanoparticle catalysts. ACS Sustainable Chem. Eng. 

2019;7(7):6696-706; d) Schade OR, Kalz KF, Neukum D, Kleist W, Grunwaldt J-D. Supported 

gold-and silver-based catalysts for the selective aerobic oxidation of 5-(hydroxymethyl) furfural 

to 2, 5-furandicarboxylic acid and 5-hydroxymethyl-2-furancarboxylic acid. Green Chem. 

2018;20(15):3530-41. 

[321] Valentin R, Horga R, Bonelli B, Garrone E, Di Renzo F, Quignard F. FTIR spectroscopy 

of NH3 on acidic and ionotropic alginate aerogels. Biomacromolecules. 2006;7(3):877-82. 

[322] Gombotz WR, Wee S. Protein release from alginate matrices. Adv. Drug Delivery Rev. 

1998;31(3):267-85. 

 


	2.3. Overview of Filamentous Fungi: Ecology and Metabolism ……………………..........8
	2.4. Filamentous Fungi in the Production of Valuable Chemicals ...………………..........11
	2.4.1. Aspergillus ...…………………………………………….…………….......20
	2.4.1.1. Aspergillus niger ………………………………….…………......20
	2.4.1.2. Aspergillus terreus …………………………………..………......24
	2.4.1.3. Aspergillus oryzae ...…………………………………...……......25
	2.4.1.4. Aspergillus flavus ……………………………………………......27
	2.4.2. Rhizopus ...…………………………………………………………….......28
	2.6. Future Prospects ...………………………………………………………………......36
	2.7. Concluding Remarks ...………………………………………………………….......42
	2.8. References ...………………………………………………………………………...43
	2.1. Abstract
	2.2. Introduction
	2.3. Overview of Filamentous Fungi: Ecology and Metabolism
	2.4. Filamentous Fungi in the Production of Valuable Chemicals
	2.4.1. Aspergillus
	2.4.1.1. Aspergillus niger
	2.4.1.2. Aspergillus terreus
	2.4.1.3. Aspergillus oryzae
	2.4.1.4. Aspergillus flavus
	2.4.2. Rhizopus
	2.6. Future Prospects
	2.7. Concluding Remarks

