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Abstract 

Exploration of fungal biodiversity capable of producing fructosyltransferase and inulinase 

enzymes in significant amounts is crucial for the production of oligofructans. Indigenous 

coprophilous fungi are predominantly sustainable bioresources, harbouring novel enzymes with 

potential industrial and biotechnological applications. Fructosyltransferase (Ftase) and inulinase 

are gaining considerable attention due to their capability to synthesise biofunctional nutraceuticals 

with low calories and health benefits when ingested in recommended dosages. Hence, due to 

several health benefits associated with prebiotics, bioprospecting for coprophilous fungi as unique 

bioresources of fructosyltransferase and inulinase was imperative. The present study therefore 

focused on the collection of herbivore dung from various terrestrial habitats in KwaZulu-Natal 

Province, South Africa whereby sixty-one (61) indigenous coprophilous fungal strains were 

isolated after repeated purification to monoculture. The axenic fungal strains were identified using 

morpho-taxonomic keys and molecular identification by 18S rDNA sequencing where 

Neocosmospora spp, Trichoderma spp., Aspergillus spp and Fusarium spp. were dominant. The 

fungal strains were subsequently assessed for their ability to produce extracellular and intracellular 

Ftase and inulinase enzymes. During the preliminary screening, the culture filtrate was examined 

for transfructosylating and hydrolytic activity using 2,3,5-triphenyl tetrazolium chloride (TTC) as 

a chromogenic marker and Lugol’s iodine solution, respectively. Zones of hydrolysis on 30 fungal 

isolates were observed on the TTC assay plates in diameters ranging from 15 mm to 30 mm, 

representing high extracellular Ftase activity. The formation of clear zones following addition of 

iodine solution on inulin rich media indicated the presence of inulinolytic activity. Secondary 

screening involved DNS assays of eight (8) isolates that secreted high concentrations of Ftase 

while six (6) different fungal strains showed <50 % inulinase: invertase ratio. The final screening 

step was tertiary screening where products of biocatalysis were qualitatively detected by thin layer 

chromatography to visualize saccharide spots of fructooligosaccharides and inulooligosaccharides. 

HPLC analysis of Ftase and inulinase reaction products revealed and further confirmed that 

coprophilous fungi harbour fructosyltransferase and inulinase enzymes. The crude extracellular 

fructosyltransferase enzyme was partially purified by 9.3-fold with a yield of 7.3 % and a specific 

activity of 2465.5 U mg-1 after a three-step procedure involving (NH4)2SO4 fractionation, dialysis 

and ion exchange chromatography. The apparent molecular weight of this Ftase was estimated by 

SDS-PAGE to be approximately 70 kDa. Zymogram analysis under non-reducing conditions 
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showed the enzyme migrating as a polydisperse aggregate yielding broad band of approximately 

100 kDa. The enzyme further exhibited an enhanced activity at a broad pH range of 4.0 – 8.0 and 

optimal activity at a temperature range of 40 °C – 80 °C, while the enzyme was stable at pH 8.0 

and between 40 °C – 60 °C, respectively. Under these conditions, the enzyme remained stable 

retaining 95 % residual activity after incubation for 6 h. The presence of metal ions such as Hg2+ 

and Ag2+ inhibited Ftase activity while, Ca2+, Mg2+ and K+ at 1 mM increased the enzyme activity, 

with stabilization observed with Na+, Zn2+ and Cu2+. With sucrose as the substrate, the enzyme 

kinetics fitted the Michaelis-Menten model. The Km, Vmax and kcat values were 2.076 mM, 4.717 

µmole min-1, and 4.7 min-1, respectively with a catalytic efficiency of 2.265 µmole min-1. In vitro 

antioxidant potential of FOS by 1,1 - diphenyl-2-picryl hydroxyl (DPPH) assay, ferric reducing 

antioxidant power (FRAP) assay and nitric oxide (NO) radical inhibition yielded IC50 of 6.71 

µg/ml, 1.76 µg/ml and IC25 of 0.27 µg/ml, respectively. Free radical scavenging and inhibition 

activities showed a concentration-dependent antioxidant activity with no significant differences 

with oligosaccharide standards (p < 0.01). However, vitamin C was significant in FRAP and NO 

assays. These results clearly demonstrated that an indigenous coprophilous fungus is a potential 

new reservoir of salient biotechnological enzymes that can be exploited for the production of 

prebiotics for subsequent biotechnological applications. 
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CHAPTER 1: Introduction 

1.1 General Introduction 

Food has long been used to improve health, but more recently the knowledge of interrelation 

between food and health is now used to revamp food (MacAulay et al., 2005, Dominguez et al., 

2014). Due to advances and desires in food technology and the emerging scientific evidence 

linking diet to disease, there is a need to address consumption of functional foods with health-

promoting properties besides basic nutrition (Cassani et al., 2018). The design of food products 

that confer health-promoting properties is emerging and there is a growing acceptance that 

functional food can lead to disease prevention, well-being and treatment (Roberfroid, 1999a, 

Goldberg, 2012). Ideally, all food is functional in that, they provide energy and nutrients necessary 

for growth and survival (Roberfroid, 2000). The term functional food was first coined by Gibson 

and co-workers (Gibson and Roberfroid, 1995, Gibson et al., 1999) in that food supplements with 

health properties help in gut manipulation and composition towards a salutary regimen. These 

foods provide additional physiological benefit that may promote health or prevent disease (Hasler, 

1996). This increases the proliferation of endogenous Bifidobacterium and Lactobacillus 

composition by fermenting short chain fatty acid (SCFAs) in the colon by creating a prebiotic 

effect (Femia et al., 2002). Prebiotics are defined as non-digestible food ingredients that affect the 

host by selective stimulation of growth and/or of one or a limited number of bacteria in the gut and 

thus improves health (Gibson et al., 2004). Prebiotics therapies have been claimed to cure gut 

related illness like constipation, insulin resistance, diarrhoea, obesity, probably type 2 diabetes and 

some cardiovascular disease associated with dyslipidaemia (Younis et al., 2015). Fermentation 

features that have led to the emphasis on prebiotics go beyond basic nutrition as they also include 

also nutraceutical effects. For a food ingredient to be considered a prebiotic, it must resist gastric 

metabolism and hydrolysis from enzymatic activity. Secondly, the oligomers must be fermented 

by intestinal microbes and also stimulate the activity of selective bacteria in the colon associated 

with well-being (Barreteau et al., 2006). Thirdly, they must have high rate of proliferation and 

affinity for adherence to intestinal mucosa (Gibson, 1999). In addition to these prebiotic effects, 

these food ingredients are still pursued due to their nutraceutical effects. The term nutraceutical 

was first conceived by S. DeFelice from nutrition and pharmaceutical to give a much needed 

identity and legitimacy to this amorphous nomenclatural area (DeFelice, 1992, DeFelice, 1995). It 
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is described as food that has health or medical benefits including prevention, treatment or disease 

control. Such products may range from dietary supplements like oligosaccharides, isolated 

nutrients and specific diets to genetically engineered designer foods, herbal products and processed 

foods (Kalra, 2003, Pandey et al., 2010, Pearson, 2018). Specifically, these food products include 

oligosaccharides which are said to be dietary carbohydrates which play a more fundamental role 

as functional ingredients compared to probiotics, sugars, polyunsaturated fatty acids and peptides 

(Khodaei and Karboune, 2016). The prebiotic compound can also be applied to their fortification 

of different food products and develop food with high nutritional values (Panesar et al., 2014). The 

requisite end products of carbohydrates metabolism are short-chain fatty acids majorly butyric, 

acetic and propionic acid, which are consumed by host organism as a source of energy (Al-Sheraji 

et al., 2013). Sources of prebiotics such as non-digestible carbohydrates and oligosaccharides are 

plants like chicory, asparagus, onions, leeks and Jerusalem artichoke (Kalyani Nair et al., 2010). 

Microbes are also widely documented as an alternative source of oligosaccharides production 

(Belorkar and Gupta, 2016, Michel et al., 2016a). Current knowledge of carbohydrate fermentation 

in the gut, microbiome denote that health benefits of dietary fibre and prebiotics are not limited to 

stimulation of selective bacteria but attributed to the capacity of intestinal microbiomes for 

bioconversion of oligosaccharides to short-chain fatty acids (SCFA) (Yan et al., 2018). Currently, 

prebiotics are recognized as oligosaccharides and polysaccharides, which are also included in the 

definition of fermentable Oligo-, Di-, Mono-saccharides and Polyols (FODMAPs) such as short-

chain carbohydrates and dietary fibres (Gearry et al., 2009). Oligosaccharides are sugar 

combinations with the degree of polymerization (DP3-DP10) and are from plant inulin or produced 

commercially from sucrose as substrate (Hernández et al., 2018). In the first approach, inulin is 

randomly cleaved from chicory by microbial endoinulinase (EC 3.2.1.7) yielding oligofructosides 

(Mutanda et al., 2014b). In the second approach sugar cane is fructosylated to GF2, GF3 and GF4 

by β-fructofrunosidases (EC 3. 2. 1. 26) or β-fructosyltransferases (EC 2.4.1.100) from fungal 

species of Aureobasidium and Aspergillus (Ganaie et al., 2014, Bali et al., 2015). Prebiotic 

oligosaccharides are mainly produced in three different ways, that is: isolation from plant sources 

(Roberfroid et al., 1998, Scholz-Ahrens and Schrezenmeir, 2002), enzymatic degradation of 

polysaccharides (Prapulla et al., 2000, Antosova and Polakovic, 2001), and microbial production 

or enzymatic synthesis (Al-Sheraji et al., 2013). A combination of probiotics and prebiotics are 

used together to take advantage of synergic effects in food application and biotechnology and the 
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mixture is called synbiotic (Ziemer and Gibson, 1998). Due to health effects of functional foods, 

including their nutraceutical effect, this has led to numerous studies on food grade oligosaccharides 

which include fructooligosaccharides (FOS), inulooligosaccharides (IOS), xylo-oligosaccharides 

(XOS), and galactooligosaccharides (GOS) among the classes of prebiotics (Sangeetha et al., 

2005b, Goulas et al., 2007, Lecerf et al., 2012). In order to produce foodborne FOS and IOS, 

microbial enzymatic syntheses remains attractive and desirable, as they are less toxic and 

hazardous to the environment, emit fewer emission and by-products, operates at low temperatures 

and biocatalysts can be reused easily. Furthermore, enzymes are more specific and utilize raw 

materials (Tomotani and Vitolo, 2007, Silvério et al., 2018). In this study, the feasibility of a novel 

approach to bioprospecting for indigenous coprophilous fungi from herbivore dung for transferase 

and inulinase enzymes was explored. To our comprehension, this is the first report on isolation of 

autochthonous coprophilous fungi as producers of fructosyltransferase and inulinase for potential 

biotechnological application.  

1.2 Aims 

The following aims and objectives of this study were pursued:  

1.2.1 Sampling of coprophilous fungi from herbivore dung from various terrestrial environments 

for intracellular and extracellular inulinase and fructosyltransferase (Ftase) enzymes for IOS and 

FOS production. 

1.2.2 Purification of fungi to axenicity by conventional microbiological techniques and 

investigation of inulinolytic and Ftase activity from a wide range of coprophilous fungal strains. 

1.2.3 Identification of fungi using morpho-taxonomic keys and molecular biology tools and 

selection of the best fungal strain showing potential for highest inulinase and fructosyltransferase 

activity. 

1.2.4 Partial purification of the crude enzyme of either Ftase or inulinase, characterize the enzyme 

and determine its enzyme kinetics properties. 

1.2.5 Demonstration of potential biotechnological applications of the partially purified Ftase or 

inulinase enzyme. 
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1.3 Objectives 

1.3.1 To collect samples of fresh pieces of herbivore dung in sterile bags and isolation of 

coprophilous fungi using normal microbial plating techniques. 

1.3.2 To screen for unique inulinase and fructosyltransferase from fungal extracts from herbivore 

dung using a chromogenic technique for transfructosylation and inulinolytic activity. To further 

identify the pure fungal strains using morpho-taxonomic techniques and molecular biology tools 

(18S rDNA) and to select the best fungal strain. 

1.3.3 To detect, separate, identify and quantify FOS and IOS using thin layer chromatography 

(TLC) and high performance liquid chromatography (HPLC). 

1.3.4 To purify, characterize the enzyme, and determine its physicochemical and biochemical 

properties such as pH, temperature optima and stability. To determine the effects of different metal 

ions and compounds on enzyme activity. 

1.3.5 To estimate the molecular weight of either Ftase or inulinase enzyme by SDS-PAGE and 

perform zymogram analysis by native-PAGE. 

1.3.6 To determine enzyme kinetics Km, Vmax and kcat values for the partially purified enzyme by 

using sucrose or inulin as the substrate in citrate-phosphate buffer at optimal pH and temperature. 

1.3.7 To investigate the potential biotechnological applications of IOS or FOS as food supplements 

and their antioxidant properties. 
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CHAPTER 2: Literature Review  

2.1 What are Oligosaccharides? 

Fructo-oligosaccharides (FOS) are natural food products with beneficial health effects to the 

human colon when consumed in recommended dosages, by selectively stimulating the 

proliferation of Bifidobacteria and Lactobacilli while concurrently suppressing the growth of 

potentially pathogenic microbiota such as Clostridia (Al-Sheraji et al., 2013, Zhang et al., 2017a). 

FOS are oligosaccharides of fructose consisting of a glucose unit (G) connected with fructosyl 

units (F) at the β-(2-1) position of sucrose (Ganaie and Gupta, 2014, Bersaneti et al., 2018). It is 

for this reason that FOS have received particular attention as biofunctional food products. Due to 

their biofunctional properties, FOS can safely be consumed as alimentary additives, are safe for 

diabetics, are non-cariogenic as nutraceutical compounds, and are therefore termed prebiotics 

(L’Hocine et al., 2000, Saminathan et al., 2011, Dominguez et al., 2014, Ganaje et al., 2014, 

Mutanda et al., 2014b). FOS are short-chain carbohydrates, which are not digested in the upper 

part of the gastrointestinal tract (GIT), therefore they are also referred to as non-digestible 

oligosaccharide (NDO) (Al-Sheraji et al., 2013, Benkeblia, 2013). The linkage type between their 

monosaccharide residues distinguishes FOSs from other polysaccharides. They consist of fructan 

oligomers mainly of 1- kestose (GF2), nystose (GF3) and 1F- fructofuranosyl nystose (GF4) and are 

termed prebiotics (Panesar et al., 2014, Meyer et al., 2015). Prebiotics are compounds that 

selectively stimulate proliferation of gut microbiota in the colon by inhibiting pathogenic 

microbes, protonation of potentially toxic ammonia and amines, diminution of total cholesterol in 

the blood, relieving constipation, triglyceride and phospholipids (Brownawell et al., 2012). The 

human colon is one of the mostly colonized and metabolically active organ in the human body. It 

presents different bacterial composition and variability is largely due to different physicochemical 

conditions like favourable pH, slow transit time and nutrient availability in the gut (Roberfroid, 

1999b, Brownawell et al., 2012). The human body does not have the necessary enzymes to 

hydrolyze β-glyosidic linkages of sugars consumed and as such, non-digestible oligosaccharides 

(NDO) can ferment these sugars creating a prebiotic effect (Zhao and Cheung, 2011). Prebiotics 

also display secondary functions like mineral absorption, synthesis of vitamin B-complex, immune 

system activation and non-cariogenecity (Tanriseven and Gokmen, 1999, Ganaie et al., 2013). The 

human gut ferments a range of carbohydrates that pass the ileum and are available for fermentation 

in the colon (Dominguez et al., 2014). Additionally, FOS have generated a great demand in the 
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global food market and are generally regarded as safe (GRAS). Synthesis of FOS occurs through 

the catalytic action of transfructosylating enzymes, which are classified into two categories. β-D-

fructofuranosidase (Ffase) (EC 3.2.1.26) and fructosyltransferases (Ftase) (EC 2.4.1.9) (Lorenzoni 

et al., 2014, Bali et al., 2015). The Ffase enzyme possess both hydrolytic and transfructosylating 

activity as it releases glucose molecule from sucrose by cleaving the β-1, 2-glyosidic linkage and 

thereby shifting the fructosyl group to sucrose forming FOS products (Fernández et al., 2004). 

Ftases exhibit a high transfructosylating activity by catalyzing the transfer of fructosyl moiety from 

one sucrose molecule to another in order to produce higher FOS units as major products (Bali et 

al., 2015). These enzymes occur in many higher plants like Cichorium intybus and Helianthus 

tuberosus that produce high levels of Ftase such as sucrose: sucrose fructosyltransferase (1-SST, 

EC.2.4.1.99) and fructose: fructose 1-fructosyltransferase (1-FFT, EC 2.4.1.100) (Nemukula et al., 

2009). Microorganisms such as fungi e.g. Aspergillus niger ATCC 20611, Aspergillus niger strain 

AN 166, Aspergillus foetidus, Aspergillus oryzae CFR 202 and Aureobasidium pullulans CFR 77 

have been largely documented to produce enzymes with both hydrolytic and transfructosylating 

activities (Michel et al., 2016b). Bacterial strains have also been reported to produce Ftase for FOS 

production but only a few species have been mentioned which include Bacillus macerans, 

Lactobacillus reutri, Streptococcus mutans and Zymomonas mobilis (Russell et al., 1983, Burne 

et al., 1987, Shiroza and Kuramitsu, 1988, Cheetham et al., 1989, Park et al., 2001, van Hijum, 

2004, Michel et al., 2016b). FOS consist mainly of 1-kestose (GF2), nystose (GF3)  and 1-β-D-

fructofuranosyl nystose (GF4) which have 1-3 fructose units bond to the β-2-1 position of sucrose 

(Sangeetha et al., 2005b, Manosroi et al., 2014). 

Numerous species of microorganisms such as Aspergillus niger, Aspergillus oryzae, Aspergillus 

japonicas and Aureobasidium pullulans have been studied for their ability to produce FOS. Strains 

of bacteria, yeasts and moulds have been reported, but the most studied and investigated are fungi 

belonging to the genera Aureobasidium, Aspergillus and Penicillium (Hirayama et al., 1989, Park 

and Almeida, 1991, Hayashi et al., 1992, Yun et al., 1992, Yun et al., 1997a, Yun et al., 1997b, 

Ganaie et al., 2013). For a food ingredient to be classified as a prebiotic, it must not be hydrolyzed 

or absorbed in the upper part of the gastrointestinal tract, it must be a selective substrate specific 

to beneficial bacteria commensal to the colon, it must be able to alter the colonic microbiota of 

healthier individuals and should induce systemic flow beneficial to individual health (Glenn and 

Roberfroid, 1995, Prapulla et al., 2000, Roberfroid, 2000). Inulin-type and non-digestible 
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oligosaccharides are among the group of products reported to have important health benefits and 

their functionality as a food ingredient (Khodaei and Karboune, 2018). They provide a dietary and 

prebiotic effect on human health (Delzenne et al., 2007).  

The demand for functional food is growing and efforts are being made to identify and screen novel 

microorganisms that are stable and have the desired activity to produce Ftases and inulinases. The 

present study, therefore, focuses on exploiting new fungal strains with robust transfructosylating 

and inulinolytic activity for the synthesis of FOS and IOS, respectively. 

2.1.1 Overview of Oligosaccharides 

Oligosaccharides form part of new functional foods with great potential to improve health due to 

their physicochemical characteristics. They are classified as oligosaccharides, since they contain 

3 - 10 simple sugar moieties that are linked together (Kothari et al., 2014). Commercially, there 

are approximately 12 classes of food grade oligosaccharides produced (Table 2.1). Most food 

grade oligosaccharides are produced from simple sugars such as lactose or sucrose (Han et al., 

2009). They can also be produced from the controlled hydrolysis of starch or other polysaccharides 

(Murphy, 2001). Oligosaccharides produced from these enzymatic reactions are not homogeneous, 

but rather contain oligosaccharide mixtures of different molecular weights, glycosidic linkages and 

monosaccharide residues (Crittenden and Playne, 2002). Food grade oligosaccharides are not pure 

products as they contain mixtures with varying degrees of polymerization, disaccharide and 

monomer sugars (Crittenden and Playne, 1996). Oligosaccharides are carbohydrates with a low 

molecular weight and degree of polymerization. Carbohydrates are the main group forming 

oligosaccharides and their monosaccharide units are glucose, galactose, fructose and xylose 

(Crittenden and Playne, 1996). The concept of non-digestible oligosaccharides emanates from the 

survey that carbon atoms of the monosaccharide have some disposition that make glycosidic bonds 

resistant to hydrolytic activity of enzymes in the human intestine (Sangeetha, 2003). 

Oligosaccharide stability differs according to classes depending on sugar residues present, and 

their anomeric configuration. Predominantly β-linkages are stronger and stable than α-linkages, 

and hexoses are more strongly linked than pentoses (Voragen, 1998). Furthermore, pyranoses and 

deoxysugars are more strongly linked than furanoses. They differ from FOS as they can be 

hydrolyzed resulting in loss of nutritional and physicochemical properties (Mudgil and Barak, 

2013). They also have high moisture retaining capabilities, preventing excessive drying and low 
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water activity that inhibits microbial contamination (Mussatto and Mancilha, 2007). A review by 

Sako et al., (1999) has reported the caloric value of non-digestible oligosaccharide estimated at 

1.5- 2.0 kcal/g average 45 % digestible carbohydrate like sucrose (Sako et al., 1999). 

Table 2.1: Different types of food grade oligosaccharides (Playne and Crittenden, 1996, 

Murphy, 2001, Crittenden and Playne, 2002) 

Type of Oligosaccharide Sources Industrial production 

Lactosucrose  Synthesis from lactose and 

sucrose either by β-

fructofuranosidase (E.C. 3.2.1.26) 

or levansucrase (E.C. 2.4.1.10) 

Lactulose  Synthesis of lactose 

Galacto-oligosaccharides Breast milk Synthesis of lactose 

Malto-oligosaccharides  Synthesis from starch 

Isomalto-oligosaccharides Dextran and maltose Dextran hydrolysis 

Fructo-oligosaccharides Fruits and vegetables 

such as garlic, onions, 

asparagus. 

Synthesis of sucrose by Ftase or 

Ffase 

Inulo-oligosaccharides Chicory roots, and leaves Enzymatic hydrolysis of the 

polysaccharide inulin by endo-

inulinases 

Soybean oligosaccharides Soybean  

Xylo-oligosaccharides  Polyxylans hydrolysis 

Cyclodextrin Vegetables such as potato  Starch synthesis 

Glycosyl sucrose   

Gentio-oligosaccharides  Produced from starch via a 

combination of hydrolytic and 

transglucosylase enzymes 
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2.1.2 Chemical Structure of FOS 

FOS are generally known as inulin-type and are short-chain fructooligosaccharides containing D-

fructose of linear polymers and oligomers connected by β-(2-1) linkages bonds (Vogt et al., 2015). 

A glucose molecule typically resides at the end of each fructose chain where it is linked by an α-

(1-2) bond like in sucrose (Wang, 2015). Inulin is a highly polymerized fructan with chain length 

ranging from 2 - 60 units and an average degree of polymerization (DP) of 25 with its molecular 

distribution ranging from 11 to 60 monomers (Niness, 1999, Barclay et al., 2010, Mensink et al., 

2015). While, FOS are fructan with DP ranging from 2 to 10 (Cassani et al., 2018). They are 

depicted by the formula GFn and constitute a series of homologous oligosaccharide gleaned from 

sucrose (Yun, 1996a, Yun, 1996b). FOS are short-chain oligosaccharides and members of the 

fructan group having a general glucose unit linked to several fructose units. Fructans present in 

nature can be distinguished based on glycosidic linkages where fructose residues are linked 

together. They can be divided into three distinct groups. The first group are inulin where fructose 

units are linked through β-(2-1) bond, the second group are levans, which are linear fructans and 

the fructose units are linked via a β-(2-6) bond and the third group graminan fructan of mixed type 

which has both β-(2-1) and β-(2-6) linkages bonds between fructose units (Ponce S et al., 2008). 

FOS is mainly used for short inulin-type fructose with a terminal glucose moiety bound to the β-

(1-2) glycosidic bonds (Antošová and Polakovič, 2001). 

Chain length or degree of polymerization has a vital role in inulin biofunctionalities. Biofunctional 

attributes of inulin and oligofructose are attributed to their chain length. Inulin has a longer chain 

length than oligofructose which makes it less soluble and it forms inulin microcrystals when 

sheared in water or milk (Niness, 1999). Oligofructose is defined by IUB-IUPAC Joint 

Commission on Biochemical Nomenclature as a fructose oligosaccharide containing 2-10 

monosaccharide residues connected by glycosidic linkages (Flamm et al., 2001b). Oligofructose 

are short chain oligomers that display similar functional properties to glucose syrup or sugar. Its 

solubility is higher than sucrose and accounts for 30 - 50 % of sugars. Oligofructoses, have 

numerous nutritional properties such as providing crispiness to low-fat cookies, acts as a binder in 

nutritional or granola bars (Cherbut, 2007). Since inulin and oligofructose have desirable 

functional properties they are used together and offer dietary fibre effect leading to reduced caloric 

effect in foods than typical carbohydrates because they possess β-(2-1) bonds linking fructose 

molecule (Niness, 1999). FOS are substantially composed of 1-kestose, 1-nystose and 1-β-
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fructofuranosyl nystose. The chemical structures of oligosaccharides are depicted by Dominguez 

et al. (2014) showing 1-kestose (Figure 2.1), 1-nystose (Figure 2.2), 1-β-fructofuranosyl nystose 

(Figure 2.3). 

 

 

Figure 2.1: Structure of 1-kestose (GF2) adapted from (Dominguez et al., 2014). 
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Figure 2.2: Structure of 1-nystose (GF3) adapted from (Dominguez et al., 2014). 
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Figure 2.3: Structure of 1-β-fructofuranosyl nystose (GF4) adapted from (Dominguez et al., 

2014). 

2.1.3 Physicochemical and Functional Properties of Oligosaccharides 

Oligosaccharides have biofunctional and physicochemical properties that make them desirable for 

consumption as food ingredients or supplements. Incorporation of oligosaccharides enriches the 

rheological and physiological characteristics of foods (Alméciga-Díaz et al., 2011). This is 

predominantly due to their undermentioned specific properties: They are water soluble, slightly 

sweeter than sucrose (0.3 - 0.6 times), but the sweetness is dependent on the degree of 

polymerization, chemical array and level of mono and disaccharides present in the mixture 

(Mussatto and Mancilha, 2007, Ur Rehman et al., 2016). The viscosity of fructo-oligosaccharides 

solution is relatively higher than that of mono-and disaccharide (sucrose) at the same concentration 

(Prapulla et al., 2000). They are more viscous due to their higher molecular weight (Patel and 

Goyal, 2010). They have humectant properties, which alter the amount of browning in food by 

recasting the freezing temperature of some foods (Voragen, 1998). They control microbial 
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contamination by absorbing water since they act as a drying agent due to their moisture-retaining 

capabilities (Roberfroid and Slavin, 2000b). FOS have higher thermal stability than sucrose, 

moreover, they are stable within normal pH range of foods (pH 4.0 - 7.0) (Prapulla et al., 2000). 

Their stability is dependent on ring form, sugar residue content, anomeric configuration and 

linkage type. Principally, β-linkages are stronger compared to α-linkages while hexoses are 

strongly linked than pentoses (Patel and Goyal, 2010). Oligosaccharides are used as low cariogenic 

sugar substitutes as they are inactivated by mouth enzymes or in the upper gastrointestinal tract to 

form acid or polyglucans due to their physicochemical characteristics of being less sweet, thus 

making it suitable for consumption by diabetics (Kwak and Jukes, 2001, Roberfroid, 2007a). They 

show immoderately high structural diversity than oligonucleotides and oligopeptides (Raman et 

al., 2005). They are also used as bulking up components with sucralose, aspartame, and 

phenylalanine providing effects similar to dietary fibres (Crittenden and Playne, 1996). Moreover, 

most oligosaccharides have shown strong inhibition of starch retrogradation leading to improved 

body and mouth feel (Topping and Clifton, 2001, Wang et al., 2015). 

2.2 FOS Occurrence 

FOS derived from sucrose are produced in many higher plants as reserve carbohydrates. The plants 

include asparagus, garlic, chicory, sugar beet, Jerusalem artichoke, onion, wheat, and tomatoes 

while some are found in trace amounts in edible fruits like banana (Figure 2.4) (Roberfroid et al., 

1998, Flamm et al., 2001b, Sangeetha et al., 2005b, Dominguez et al., 2014). FOS concentration 

is minimal in these sources and is limited by changing seasonal conditions (Michel et al., 2016b). 

FOS and IOS can be produced using three methods, either from extraction from inulin-rich plant 

material, or by enzymatic synthesis of sucrose, and/or degradation of inulin by enzyme hydrolysis, 

respectively (Kango and Jain, 2011, Fernandes et al., 2013, Rawat et al., 2017b). The majority of 

FOS like inulin which are food ingredients are synthesized through enzymatic degradation of plant 

polysaccharides or synthesized from sucrose by fructosyltransferase activity (Flamm et al., 2001a). 

Inulin as a food ingredient with nutritional health-promoting features together with its hydrolytic 

products, is generally regarded as safe (GRAS) (Kumar et al., 2015, Singh et al., 2016b). 
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Figure 2.4: FOS concentration in some natural foods mentioned according to the data of the 

Environmental Protection Agency Dietary Risk (EPA 1984) (Sangeetha, 2003). 

Chicory species (C. intybus), Jerusalem artichoke (H. tuberosus), dahlia (Dahlia pinnata) and 

yacon (Polymnia sonchifolia) are the major sources of inulin as inulin content in this plants range 

from 10 % to 20 % of fresh weight (Apolinário et al., 2014); Notwithstanding the fact that at 

harvest, the roots of chicory contain 75 % inulin on a dry matter basis as compared to Jerusalem 

artichoke. Moreover, chicory is a more reliable source of inulin than other plant sources due to less 

variability in crop yield annually (Monti et al., 2005, Lucchin et al., 2008). Inulin derived from 

plants are polydisperse and from different mixtures of carbohydrates with varying chain length 

and molecular weights depending on their growth conditions (Mutanda et al., 2014b).  

FOS and their derivatives can also be derived from microbial sources, as they are isolated from 

plants. FOS are synthesized by a wide array of enzymes like inulinases and fructosyltransferases 

in large-scale industrial production. It has been reported to be difficult to source this enzyme from 

plants hence the need for a microbial approach, which can be bacteria, yeast or fungi (Sangeetha 
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et al., 2005b, Mutanda et al., 2014b). Various microbial and plant sources of IOS and FOS are 

presented in Table 2.2.  

Table 2.2: Microbial and plant sources of FOS synthesizing enzymes 

Fungal source Plant source Bacterial source 

Aureobasidium pullulans 

Aureobasidium sp. 

Aspergillus oryzae 

Aspergillus japonicas 

Aspergillus niger 

Aspergillus phoenics 

Aspergillus phoenics 

Aspergillus foetidus 

Aspergillus sydowi 

Calviceps purpurea 

Fusarium oxysporum 

Penicillium frequentans 

Penicillium spinulosum 

Phytophthora parasitica 

Penicillium citrinum 

Scopulariopsis brevicaulis 

Saccharomyces cerevisiae 

(Voragen, 1998, L’Hocine et 

al., 2000, Sangeetha, 2003, 

Sangeetha et al., 2005b, de 

Oliveira Kuhn et al., 2013, 

Mutanda et al., 2014b, Singh 

and Chauhan, 2017) 

Agave vera cruze 

Agave americana 

Asparagas officinalis(asparagus roots) 

Cichorium intybus (Chicory) 

Allium cepa 

Crinum longifolium (Sugar beet) 

Helianthus tuberosus (Jerusalem artichoke) 

Lactuca sativa 

Lycoris radiate 

Taraxacum officinale (Sangeetha, 2003, 

Sangeetha et al., 2005b, Dominguez et al., 

2014, Mutanda et al., 2014b) 

 

 

Lactobacillus reuti 

Arthrobacter sp 

Bacillus macerans 

Zymomonas mobilis 

Pseudomonas sp.(Kalil 

et al., 2001, Sangeetha 

et al., 2005b, Catana et 

al., 2007, Singh et al., 

2017a) 
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2.3 Enzymes used for FOS Production 

Plants and microbes are documented as major sources of inulinases and fructosytransferases for 

the production of FOS and inulooligosaccharides, respectively. Moreover, FOS such as 1-kestose, 

nystose and fructofuranosyl nystose are synthesized by a wide array of enzymes for industrial 

application (Mutanda et al., 2014b). Industrially salient FOS consist mainly of 1-kestose, nystose 

and fructofuranosyl nystose (Prapulla et al., 2000). Conventionally, chemical methods have been 

used for the synthesis of oligosaccharides but have posed several disadvantages. These methods 

use hazardous and expensive chemicals. They are laborious since they require rigid monitoring 

due to multiple reaction steps. More importantly, they result in low yield with high costs of 

production, which is inherently undesirable (Feizi et al., 2003). This has prompted a move to a 

more feasible microbial production system which is increasingly attractive for the industrial 

production of biofunctional prebiotics (Prapulla et al., 2000, Schmid et al., 2001).  

FOS is produced by transfer of fructose residues to sucrose molecules by the action of 

fructosyltransferase (E.C.2.4.1.9) or β-fructofuranosidase (E.C.3.2.1.26) and inulinase enzymes, 

respectively (Table 2.3) (Prapulla et al., 2000, Guío et al., 2009). Inulinases are divided into two 

subclasses mainly due to their different mode of action. Exoinulinases (EC: 3.2.2.80) which cleave 

fructose from the non-reducing sugar end of inulin through hydrolysis and is mainly used in the 

synthesis of ultrahigh fructose syrup. Endoinulinases (EC:3.2.1.7) hydrolyses inulin into 

inulooligosaccharides. Inulooligosaccharides produced from inulin are suggested to have 

corresponding physiological functions to FOS with variations in their degree of polymerization 

(Cho and Yun, 2002). Numerous strains of fungi, yeast and bacteria such as Aspergillus niger, 

Aspergillus ficuum, Arthrobacter sp, Penicillium purpurogenum, Bacillus macerans and 

Streptococcus mutans, respectively, are sources of endoinulinases (Shiroza and Kuramitsu, 1988, 

Park et al., 2001). Moulds are the most prominent groups producing endoinulinases and 

interestingly, few fungal species have both exo and endoinulinase properties (Singh et al., 2016b). 
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Table 2.3: Synopsis studies of microbes used for FOS production and yield produced 

 

 

Microorganism Enzyme Optimal 

condition 

Substrate 

(g/L 

sucrose) 

Yield 

(%) 

Reference 

Aspergillus niger AS 0023 β-fructofuranosidase 

(EC2.1.4.9) free enzymes 

Extracellular ftase 

Intracellular ftase 

40 – 60 °C, pH 

6.0 -8.5 

Sucrose 40 - 70 

% 

500 54 (L’Hocine et al., 2000) 

Aspergillus japonicus β-fructofuranosidase 

(EC 3.2.1.26) free enzymes. 

Intra and extracellular ftase 

Extracellular ftase 

Extracellular ftase 

55 °C, pH 5.5, 

Sucrose 65 % 

400 55.8 (Wang and Zhou, 2006) 

 

 

Aspergillus oryzae CFR 

202 

Fructosyltransferase 

(EC 2.1.4.9) free enzymes 

Extracellular ftase 

55 °C, pH 5.5, 

24 h 

Sucrose 55% 

600 58 (Sangeetha, 2003) 

(Sangeetha et al., 2004) 

Penicillium citrum Neo-fructosyltransferase 

free mycelia 

50 °C, 40 h - 

100 rpm 

Sucrose 70 % 

700 55 (Lim et al., 2005a, Lim et al., 

2005b) 

Rhodotorula sp. Extracellular β-fructofuranosidase 

and fructosyltransferase 

72 °C – 75 °C, 

pH 4.0, 65 °C 

– 70 °C, 48 h 

500 48 (Hernalsteens and Maugeri, 

2008) 

Zymomonas mobilis levansucrase 24 h 500 - 600 24 - 32 (Bekers et al., 2002) 
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Table 2.3b: Continuation 

Microorganism Enzyme Optimal condition Substrate 

(g/L   

sucrose) 

Yield (%) Reference 

Aspergillus sp. N74 Fructosyltransferase 

(EC 2.1.4.9) 

pH 5.5 temp 60 ºC at 

350 rpm sucrose con 

70% w/v 

700 57 (Sánchez et al., 2008, Sánchez 

et al., 2010) 

Bacillus macerans 

EG-6 

B. macerans EG-6 

Fructosyltransferase 

(EC 2.4.1.9) free enzymes 

fructosyltransferase 

50 °C, pH 5.0 - 7.0, 

100 h 

 

37 °C, pH 6.0, 40 h 

500 

 

500 

33 

 

GF4 (42.3) 

(Park et al., 2001) 

 

(Woo Kim et al., 1998) 

Aureobasidium 

pullulans CFR 77 

Fructosyltransferase 

(EC 2.1.4.9) free enzymes 

Extracellular ftase  

55 °C,pH5.5, 9 - 24 h 

Sucrose 80 % 

200 59 (Lateef et al., 2007a, Lateef et 

al., 2007b) 

 

(Chi et al., 2009b) 

Aureobasidium 

pullulans CCY-27-

1-1194 

 

Extracellular and 

intracellular 

fructosyltransferase  

55 °C, pH 5.5, 48 – 72 

h 

350 52 - 56 (Antosova et al., 2003) 

Penicillium 

purpurugenum 

 

Extracellular and 

intracellular 

fructosyltransferase 

30 °C, pH 5.5, 720 h 10 58 (Dhake and Patil, 2007) 
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Table 2.3c: Continuation 

 

      

Microorganism Enzyme Optimal condition Substrate 

(g/L   

sucrose) 

Yield (%) Reference 

Aspergillus 

japonicus 

 

β-fructofuranosidase 28 °C, pH 5.5, rpm 

200, 72 h 

150 - 180 55.2 (Chen and Liu, 1996) 

Aspergillus 

aculeatus 

Ftase from commercial 

enzyme: Pectinex Ultra SP-

L 

 

60 °C, pH 5.0 – 7.0, 24 

h 

60 °C, pH 6.0, 16 h 

 

600 

600 

 

60.7 

88 

(Ghazi et al., 2005) 

(Ghazi et al., 2007) 

(Nemukula et al., 2009) 

Penicillium 

expansum 

 

β-fructofuranosidase 60 °C, pH 5.0 – 6.5, 

 

200 GF2 80 %, 

GF3 19 %, 

GF4 1% 

(Prata et al., 2010) 

Aspergillus foetidus 

NRRL 337 

 

Extracellular 

fructosyltransferase 

(EC 2.4.1.9) 

40 °C – 45 °C, pH 5.0, 

120 h 

260 - 470 26% - 47 

% 

(Hang et al., 1995) 

Penicillium citrium 

FERM P-15944 

 

Β-fructofuranosidase 30 °C, pH 4.0, 100 

rpm, 72 h 

100 57 (Hayashi et al., 2000) 
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2.4 Fungal Fructosyltransferases 

Fungal Ftases have a molecular mass ranging between 180,000 - 600,000 Da and are 

homopolymers with two to six monomeric units (Maiorano et al., 2008). Fructofuranosidase 

isolated from Aspergillus oryzae is a monomer with a molecular weight of 87000 - 89000 da 

(Antošová and Polakovič, 2001, Dominguez et al., 2014). Several studies on features of 

transfructosylation enzymes produced by some species of Aspergillus and Aureobasidium 

produced a maximum yield of FOS after media cultivation and the isolated enzyme displayed both 

hydrolytic and transferase activity. Yoshikawa et al., (2006) reported Ftase from the cell wall of 

Aureobasidium pullulans with high transferase activity. The Ffase 1 was not hindered by glucose 

but those of Ffases II-V were inhibited by the presence of glucose during the reaction. In fungi, 

Ffase 1 plays a major role in FOS formation while Ffase IV has a strong hydrolytic action that may 

degrade FOS in fungi (Dominguez et al., 2014). A number of fungi such as species of Aspergillus, 

Aureobasidium, and Penicillium are known to produce both intracellular and extracellular β-

fructofuranosidase and fructosyltransferase enzymes, respectively (Barthomeuf and Pourrat, 1995, 

Chi et al., 2009b, Kurakake et al., 2009, Lateef et al., 2012, Mashita and Hatijah, 2014, Xu et al., 

2015, Ademakinwa et al., 2017). Fungal enzymes are reported to produce high yields of FOS (Yun, 

1996b). Predominantly, Aspergillus species have received particular interest. A. niger and A. 

oryzae have been exploited for biotechnological programs for enzyme production since they have 

GRAS status (Maiorano et al., 2008). Other microorganisms such as Penicillium rugulosum 

(Barthomeuf and Pourrat, 1995), and Aspergillus phoenicis CBS 294.80 which produces a 

thermostable inulinase for industrial fructose production also produces a sucrose-1F-

fructosyltransferase, SFT (E.C 2.4.1.99) (Van Balken et al., 1991). Fungal Ftases have been the 

focal point as numerous studies on industrial biotechnology have described the isolation and 

screening of intra- or extracellular fructosyltransferase. Aspergillus japonicus, with five other 

mould strains, were selected after a screening exercise revealed their ability to produce transferase 

enzymes (Chen and Liu, 1996). In addition, (Madlov et al., 2000) investigated two strains of A. 

pullulans and A. niger. After the screening exercise, the microorganisms revealed 

transfructosylation ability by their catalytic action of fructosyltransferase. Afterwards (Fernandez 

et al., 2007), reported screening of seventeen different filamentous fungi grown in batch cultures 

and compared their ability to produce β-fructofuranosidase and fructosyltransferase. The findings 
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revealed three strains of A. niger ATTC 20611, IPT-615 and A. oryzae IPT-301 as potential 

candidates for industrial Ftase production. 

Screening of new fungal isolates is always a difficult and laborious procedure due to a number of 

considerations (Maiorano et al., 2008). However, numerous reports still exist on screening fungi 

for biotechnological applications. A presumptive and indirect colourimetric plate assay was 

employed for screening a filamentous fungus for transfructosylation ability. The method was to 

simultaneously determine the release of fructose and glucose from sucrose biotransformation. A 

glucose oxidase-peroxidase reaction using phenol and 4-aminoantipyrine was used for glucose 

determination. Fructose dehydrogenase oxidation in the presence of tetrazolium salt was used for 

fructose determination. The formation of a pink halo was observed which revealed the presence of 

glucose, while blue halo formation revealed and further confirmed the presence of fructose and 

transfructosylation activity (Dominguez et al., 2006b). Other studies on screening fungal and yeast 

species for Ftase production have been reported as they are a more feasible and economic source 

of biocatalytic enzymes (Guimarães et al., 2006, Maugeri and Hernalsteens, 2007, Ganaie et al., 

2013, Lama, 2017). Based on this evaluation, fungal Ftases are more desirable than plant and 

bacterial Ftases for large-scale production of FOS. This is due to their physicochemical 

characteristics like minimal loss of enzyme activity, by-product inhibition, and low molecular 

weight to allow for easier separation from product. The scope still exists to unravel the new sources 

of fungal Ftases for screening, identification and purification. This study therefore reports on the 

screening and production of FOS by extracellular and intracellular inulinase and Ftase isolated 

from coprophilous fungi.  

2.5 Purification, Characterization and Properties of Ftase and Inulinase Enzymes 

Purification and characterization of Ftases are crucial in order to understand their mode of action 

including its kinetic properties. The use of purified Ftases is preferable when compared to crude 

Ftase for the synthesis of FOS. Theoretically, the purified enzymes give higher Ftase activity and 

FOS production (Sangeetha, 2003, Kovács et al., 2013). However, the mechanism of reaction of 

FOS does not necessarily lead to the expected theoretical maxima of about 60 % due to end product 

inhibition caused by glucose accumulation. Several studies on FOS production have reported a 

yield of 60 % or more using purified Ftases (Ghazi et al., 2007, Nemukula et al., 2009). 

Furthermore, minimal time is required and higher yields of FOS are achieved by using the purified 
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Ftase instead of the crude Ftase (Trollope, 2015). Many authors have reported the purification and 

characterization of microbial Ftases and inulinases (Gill et al., 2004, Fujishima et al., 2005, Lateef 

et al., 2007b, Chen et al., 2009). Numerous reports on the purification of extracellular Ftases and 

inulinases produced by microbes deal with the conventional methods of centrifugation, 

salt/organic precipitation or ultrafiltration and/or ammonium sulphate precipitation, followed by 

ion-exchange and gel filtration chromatography (Ettalibi and Baratti, 1987, Chen et al., 2009, 

Singh and Singh, 2010). In some instances, fast protein liquid chromatography, hydrophobic 

interaction chromatography and preparative electrophoresis have been used (Uhm et al., 1999). 

Intracellular inulinase and Ftases need the usual step of cell wall disruption followed by sonication 

and centrifugation. Ftases and inulinase of fungal origin are mostly extracellular in nature, and 

generally, exo-acting due to challenges of cell disruption encountered with intracellular enzymes 

(Fernandes and Jiang, 2013). Moreover, endoinulinases purified from fungal and bacterial strains 

have been extracellular in nature. However, few reports of intracellular endoinulinase in 

Kluyveromyces sp. Y-85 and Aspergillus niger strain 12 have been documented (Wei et al., 1997, 

Nakamura et al., 2001). 

Detailed purification procedures have been reported for fungal Ftases by (Wei et al., 2014). A 

novel fructosyltransferase capable of synthesizing sucrose 6-acetate from glucose 6-acetate and 

sucrose was purified by successive chromatographies to homogeneity from Aspergillus oryzae ZZ-

01. The enzyme was purified to 17-fold with a yield of 30 % on Q-Sepharose FF, phenyl-Sepharose 

FF and Sephacryl S-200 HR columns (Ratnam et al., 2010). Purification of Ftase from the crude 

extract of Aspergillus niger AS 0023 up to nine steps by successive chromatogarphies on DEAE 

Sephadex A-25, Sepharose 6B, Sephacryl S-200, and concanavalin A-Sepharose 4B columns has 

been reported (L’Hocine et al., 2000). The yield of FOS increased to 8 % using the purified enzyme 

(L’Hocine et al., 2000, Sangeetha, 2003). A transferase from Aspergillus aculeatus sp. was 

purified from a crude extract of Pectinex Ultra SP-L (Nemukula et al., 2009). The enzyme was 

purified 7.1 fold with a yield of 22.3 % and specific activity of 486.1 U mg-1 after dialysis using 

30 % PEG and DEAE-Sephacel chromatography. From the enzymatic elongation of sucrose, GF2 

and GF4 were the main FOS products after 4 h and 8 h of reaction, respectively.  

Biochemical properties of the microbial Ftase enzyme such as pH and temperature profiling as 

well as stability have been determined and reported (Nemukula et al., 2009). An invertase was 
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partially purified by dialysis followed by DEAE-column chromatography from the crude extract 

of Aspergillus terreus. The enzyme was purified 8 fold with a yield of 76 %. The enzyme was 

stable at the temperature range of between 20 °C – 40 °C and pH range of 3.0 – 5.0 (Shaker, 2015).  

Inulinases extracted from microbial sources have been purified and characterized (Ettalibi and 

Baratti, 1987, Kushi et al., 2000). An exoinulinase was purified from a commercially available 

broth (Fructozyme ®) obtained from the submerged fermentation of Aspergillus ficuum. The 

extract was treated with 50 % ammonium sulphate, and subsequently dialysed overnight followed 

by successive chromatographies of size exclusion on Sephacryl S-200 and ion exchange. The 

enzyme was purified 4.2 fold with a yield of 21 % and a specific activity of 12,300 U mg-1 protein. 

The molecular weight was estimated to be approximately 63 kDa by SDS-PAGE and the enzyme 

biochemical and physicochemical characteristics were evaluated (Mutanda et al., 2009). In another 

study, an inulinase was purified from a marine bacterium identified as Bacillus cereus MU-31. 

The inulinase was conventionally purified with 80 % ammonium sulphate, then dialysed, followed 

by anion exchange chromatography on DEAE-cellulose column. The enzyme was purified to 

homogeneity and it gave a single band and the molecular weight was estimated to be approximately 

66 kDa by SDS-PAGE. The purified inulinase was characterized for optimum fructose production. 

The enzyme was purified 25-fold with a yield of 27.3 % and a specific activity of 1636.3 U/mg 

(Meenakshi et al., 2013). Additionally, the extracellular endoinulinase extracted from 

Xanthomonas oryzae No. 5 was purified by ammonium sulphate fractionation, followed by column 

chromatography on Phenyl-Sepharose and DEAE-Sephacel. The enzyme was purified 29-fold 

with a yield of 5.5 % and a specific activity of 1372 U/mg of protein. The purified endoinulinase 

gave a single band on SDS with molecular weight estimated to be 139 kDa. The enzyme 

biochemical and physicochemical properties revealed pH and temperature optima of 7.5 and 50 

°C, respectively. The enzyme was stable at pH and temperature ranges of 6.0 – 9.0 and 45 °C 

respectively. The enzyme further obeyed the Michaelis-Menten kinetics with Km of 16.7 g/l and 

Vmax of 12.1 g/l.h  (Cho and Yun, 2002). 

2.6 Inulooligosaccharides 

Due to increasing demand for basic nutrition, significant attention is being paid to biofunctional 

foods with health-promoting properties. Beside basic nutrition, the functionality of food with high 

product value and nutraceutical effect is in great demand (Mutanda et al., 2014b, Singh et al., 
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2018). These reasons have led to the production of inulooligosaccharides (IOS), which is a class 

of prebiotics. According to a Global Industry Analysis (GIA), it was reported that the prebiotic 

market rose to nearly USD 3 million, and £ 1 billion in the USA and Europe, respectively in 2015 

(Bali et al., 2015). Another report by the Leatherhead Food Research (LFR) predicted a global 

increase in demand for functional food market by 25 % from 2019 onwards compared to the 

previous years, with estimates reaching USD 54 billion (Abdul Manas et al., 2018). Overwhelming 

consumer consciousness for healthier food has heightened the fast growth of the functional food 

market of FOS and IOS. Inulin as a substrate can be regarded as a promising source for 

oligosaccharide production (Singh et al., 2016b). IOS produced from inulin hydrolysis are reported 

to have homogeneous biochemical and physiological functions as compared to FOS (Yun et al., 

1997c, Roberfroid, 2005, Roberfroid, 2007b). Inulin has been reported to have a high degree of 

polymerization (DP) ranging between 2 to 60 fructose units with a few reports indicating a high-

DP as 100 (Yun et al., 1997c, Niness, 1999). Inulin with high DP has shown good prebiotic 

potential (Singh et al., 2016b). This is due to their resistance to digestion by the gut enzymes 

because of the presence of fructose in their β-configuration (He et al., 2014). However, the DP 

varies from different plant species, the age of plants, climatic conditions, harvesting periods and 

inulin-rich plant organic material (Singh et al., 2016b). Inulin serves as reserve carbohydrate of 

vegetable and plant polysaccharides in Compositae and Gramineae (Vandamme and Derycke, 

1983). It is accumulated in the underground roots and tubers of dahlia (Dahlia pinnata), chicory 

(Cichorium intybus), Jerusalem artichoke (Helianthus tuberosus), asparagus (Asparagus 

racemosus) and dandelion (Taraxacum officinale) as illustrated in (Figure 2.6) (Rawat et al., 

2015). Inulin consists of linear chains of β-(2-1)-D-fructosyl fructose links terminated by a glucose 

residue via a sucrose-type linkage at the reducing end. Regioselective-reaction and mode of action 

of inulin with inulinases release fructose units or inulooligosaccharides as illustrated in Figure 2.5 

(Chi et al., 2009a, Singh et al., 2017a). There are several types of fructans such as inulin, levan, 

phlein, kestoses, kesto-n-oses and graminan (Mutanda et al., 2014b). However, inulin fructan is a 

potential substrate for the production of ultra-high fructose syrup (UHFS). The partial hydrolysis 

of inulin using endoinulinases yields oligofructose with an average DP of 4. Lower DP 

oligosaccharides are composed of inulobiose (F2), inulotriose (F3), inulotetraose (F4) and 

prebiotic IOS (Ganaie et al., 2014, Rawat et al., 2015, Trollope, 2015). 
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Inulin represents an inexpensive, abundant, renewable raw material and the hydrolytic product of 

inulin consist of fermentable sugars (Hughes et al., 2017). Value-added products such as 

bioethanol, 2,3-butanediol, UHFS, single-cell protein, single cell oil, high-optical purity L-acetate 

and citric acid are produced by microbial inulinolytic enzymes (Xu et al., 2016).  

 

Figure 2.5: Degradation pattern of inulinase on inulin. Adapted from (Roberfroid et al., 1998)                            

(Singh and Singh, 2010, Singh et al., 2017a). 
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Figure 2.6: Photographs of inulin producing plants A and B chicory flowery plants and its 

storage roots (Cichorium intybus), C, D and F Jerusalem artichoke (Helianthus tuberosus), and E 

onions. Adapted from (en.wikipedia.org/wiki/chicory, www.thespruce.com/how-to-grow-

organic-jerusalem-artichokes-2539639). 
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Inulin-type fructans have desirable properties similar to FOS such as low sweetness intensity, as 

they are a third sweeter as sucrose and this feature is important in foods restricted to sucrose 

because of its high sweetness (Apolinário et al., 2014). Secondly, IOS has low levels of calories 

that are rarely absorbed by the upper part of the gut and consequently are not used up as an energy 

source making them safe for consumption by diabetics. Thirdly, IOS are noncariogenic, that is, 

they are unused by Streptococcus mutans to form acids and β-glucan which is insoluble and a 

major cause of dental caries (Rawat et al., 2017b). Fourth, inulin-type fructans act as prebiotics as 

they encourage the growth of bifidobacteria and suppress the growth of potentially putrefactive 

microbes in the digestive tract (Mutanda et al., 2014b, Khuenpet et al., 2017). These properties 

improve gut functions as illustrated in (Figure 2.7). The gut microflora was evaluated before inulin 

intake as shown in Figure 2.7 and after inulin intake as illustrated in Figure 2.8 showed 

proliferation of bifidobacteria. 

 

 

Figure 2.7: Prevalence of pathogenic microbes before uptake of inulin. Adapted from (Gibson 

and Roberfroid, 1995, Gibson et al., 1999, Roberfroid, 1999b, Roberfroid, 1999a). 

Bacteroides

65%

Bifidobacteria 

20%

Fusobacteria

12%

Clostridia

3%



28 
 

 

Figure 2.8: Proliferation of Bifidobacteria after inulin intake showing the prebiotic effect of 

inulo-oligosaccharide. Adapted from (Gibson and Roberfroid, 1995, Gibson et al., 1999, 

Roberfroid, 1999b, Roberfroid, 1999a). 

FOS production can be achieved through controlled fructan hydrolysis. About 15% of flowering 

plant species contain fructose-based polysaccharides, which is a major reserve of fructans base. 

Due to their differences in glycosidic linkages, they can be classified into different types, the linear 

inulin being the best studied and most characterized (Bezerra et al., 2017). Inulin consists of β-(2-

1)-linked fructose units terminating at the tail end with a glucose residue annexed through sucrose-

type linkage (Sheng et al., 2007). Action of inulinase on the β-(2-1) linkage in inulin can yield 

either fructose or IOS (Kango and Jain, 2011). The exoinulinase (β-D-fructanfructohydrolase, EC 

3.2.1.80) catalyse the removal of terminal fructose residue to yield fructose as the main residue, 

while the endoinulinase (2,1-β-D—fructanfructohydrolase, EC 3.2.1.7) act randomly by 

hydrolysing inulin internal linkages to liberate short-chain IOS such as inulobiose, inulotriose, 

inulotetrose and inulopentaose as the main products (Pouyez et al., 2012, Altunbaş et al., 2013, 

Rawat et al., 2015). 
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Microorganisms are the best sources of commercial inulinase because of their high yields and easy 

cultivation for the production of fructose and IOS (Dinarvand et al., 2017). Fructose was 

conventionally produced from starch, including α-amylase, amyloglucosidase, and glucose 

isomerase action liberating about 45 % fructose. In contrast, fructose formation from inulin is a 

single enzymatic step yielding up to 95 % fructose (Vandamme and Derycke, 1983, Meenakshi et 

al., 2013). Due to these drawbacks of numerous enzymatic steps associated with chemical 

hydrolysis of inulin to fructose such as low yields, high temperatures and the high cost of 

production, microbial inulinase is desirable (Singh et al., 2018). A panorama of bacterial producing 

inulinases for industrial application has been reported (Singh et al., 2017a). Bacterial strains such 

as Bacillus sp., Streptomyces sp., Arthrobacter sp., and Clostridium sp., have been reported to 

produce an acceptable amount of inulinase (Allais et al., 1987, Drent et al., 1991, Keto et al., 

1999). These bacterial strains have the ability to survive adverse environmental conditions like 

acidity, alkalinity, high temperature and salinity (Pikuta et al., 2007). Due to the low yield of 

inulinase recovered, only a few investigations for industrial applications has been carried out. It is 

for this reason that fungal inulinases are a more feasible and appealing microbial source for 

production of inulinase enzymes. 

2.6.1 Microbial Exoinulinases 

Inulin is a polyfructan containing linear β-(2-1) linked polyfructose chain and is considered the 

most suitable substrate for IOS production. It is also considered a renewable source of raw material 

in fructose syrup manufacturing and FOS production (Naidoo et al., 2015). It is insoluble in water 

due to variations in chain length elongation and molecular weight, which varies between 3500 – 

5500 Da. Microbial inulinase (2,-++1-β-D-fructan fructohydrolase EC, 3.2.1.80) catalyses inulin 

hydrolysis by cleaving D-fructose from non-reducing sugar β-2,1 end of inulin. Inulinase (I) and 

invertase (S) activity are used to characterize exoinulinases using the (I/S) ratio criteria to 

determine their affinity to sucrose or inulin substrates (Moriyama et al., 2002). Microorganisms 

involved in exoinulinase production include species of Penicillium, Aspergillus, Kluyveromyces, 

Sporotrichum, Cryptococcus, Pichia, Cladosporium, Bacillus, Pseudomonas, Xanthomonas, 

Sporotrichum and Candida (Pandey et al., 1999, Gao et al., 2007). 



30 
 

2.6.2 Microbial Endoinulinases 

Microbial endoinulinases (2,1-β-D-fructan-fructan hydrolase, EC3.2.1.7) act on the internal 

linkage of inulin to randomly form intermediates such as inulotriose, inulotetraose and 

inulopentaose (Mutanda et al., 2014b). It is noted that similarities exist between exoinulinases and 

endoinulinases and this makes it difficult to separate by these conventional methods. However, 

native-PAGE has been proposed as an efficient tool to separate enzymes displaying similar 

characteristics (Jing et al., 2003a). Endoinulinase that is free from invertase or exoinulinase 

activity has been investigated and reported to hydrolyze inulin internal linkages, and thus 

producing several oligosaccharides which are soluble dietary fibre with low caloric value (Cho 

and Yun, 2002). 

2.7 Functionalities and Applications of Fructooligosaccharides 

2.7.1 Fructooligosaccharides as Prebiotics 

Prebiotics are biofunctional food supplements that stimulate the selective growth of Lactobacilli 

and Bifidobacteria in the gut leading to improved health (Figure 2.9). Prebiotics create an 

unfavourable environment to harmful invasive pathogens by stimulating Lactobacilli and 

Bifidobacteria proliferation (Kaprasob et al., 2018b). The intestinal bacteria ferment FOS and 

produce large compounds of short-chain fatty acid that result to acidic conditions in the colon 

which colonize adhesive sites and secrete bacteriostatic peptides (Cummings and Macfarlane, 

2007). The probiotic bacteria survive harsh acid conditions and are adherent to mucosal walls of 

the gut by producing organic acids like lactic acid which are inhibitors of many pathogenic 

microorganisms hence improving gut health (Durieux et al., 2001).  

Figure 2.9: Beneficial impacts of Bifidobacteria accumulation in the colon. Adapted from 

(Gibson and Roberfroid, 1995). 
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2.7.2 Dietary Fibre Effect 

Dietary fibre has been defined as plant or carbohydrate analogs that are not easily hydrolysed in 

the upper part of the small intestines (Champ et al., 2003). They contain edible plant cell 

polysaccharides remnants associated substances that are resistant to enzyme hydrolysis by the 

human gut (AACC, Report 2001). This definition recognizes partial or complete fermentation in 

large bowel as a crucial part in the metabolism of dietary fibre. There is an increasing evidence 

that supplementation of diet with fermentable fibre alters the gut function and structure either by 

modification or production of gut-derived hormones which are associated with improved glucose 

homeostasis (Schley and Field, 2002). Moreover, oligosaccharides, which are associated with 

dietary fibre both portray beneficial physiological characteristics and show similarity with dietary 

fibre intake (Cherbut, 2007, Candela et al., 2011). Some important physiological effects are the 

bioavailability of minerals and aids in lipid metabolism, which contributes to the reduction of risks 

associated with colon cancer and cardiovascular disease (Kalyani Nair et al., 2010). They also 

contribute to faecal bulking either by attracting their own water or through their own mass 

(Roberfroid, 2005). They can be incorporated into food and drinks as they provide caloric dilution 

in viscous drinks and diets (Flamm et al., 2001b). 

2.7.3 Role as an Anticancer Agent 

Diets containing high protein, high animal fat concentrations and with low dietary fibre 

concentration have been associated with colonic cancer (Sabater-Molina et al., 2009). However, 

FOS contributes indirectly to colon cancer prevention. Oligofructose administration has been 

found to decrease genotoxicity. Some bacterial commensal of the colon are carcinogenic and 

tumour promoters as a result of food metabolism (Azcárate-Peril et al., 2011). In the gut, there 

exist two types of fermentation after ingestion of food proteolytic and saccharolytic where the 

latter is more favourable due to metabolic by-products formed such as acetate, short-chain fatty 

acid (SCFAs), propionate and butyrate (Van Loo, 2004). When a model system of the human gut 

was investigated after feeding of galactooligosaccharides (GOS) there was a considerable 

depreciation of nitroreductase. This is a metabolic activator and carcinogenic substance that also 

decreases indole and isovaleric levels (Al-Sheraji et al., 2013). According to a study conducted by 

Kim et al. (1982), butyrate has been found to have antitumor characteristics, also up-regulates 

apoptosis, therefore, contributing to the prevention of colon cancer by promoting cell 

differentiation (Dominguez et al., 2014). In another study reported by (Bali et al., 2015), 
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consumption of FOS was observed to reduce an intestinal tumour while increasing development 

of lymphoid nodules in the gut-associated lymphoid tissue (GALT). In addition, propionate has 

chemoprevention properties that induces an anti-inflammatory effect on colon cancer cells 

(Scharlau et al., 2009). Another study looked at the effect of starch administration to human flora-

associated rats (Bird et al., 2000). There was decrease in ammonia levels and β-glucuronidase with 

the observation of high-levels caecal butyrate. Butyrate plays a dual role in maintaining a healthy 

epithelium as well as providing energy for colonocytes proliferation and thereby reversing colonic 

atrophy which is a feature of low-fibre diets (Al-Sheraji et al., 2013). Furthermore, the decrease in 

AOM-induced colorectal cancer in F344 rats by being fed on oligofructose diet has also been 

evident with an indication of anti-cancer properties (Bali et al., 2015). 

2.7.4 Role in Mineral Absorption 

To expand the knowledge of FOS in improving mineral absorption, several mechanisms have been 

explained. The consumption of FOS has been elucidated in several experimental animals. The 

dietetic fibre binds to or sequesters minerals reducing their absorption in the ileum (Sabater-Molina 

et al., 2009). The sequestered minerals along with fermented soluble fibre become available in the 

colon and the high concentration of SCFAs from colonic fermentation of oligofructose increases 

the solubility of calcium and magnesium ions (Roberfroid and Delzenne, 1998). The stimulation 

of magnesium and calcium absorption was also observed in dogs, while in adult animals mineral 

absorption was stimulated by the consumption of recommended dosages of starch or inulin. 

Moreover, there was a significant increase in calcium absorption if there was a combination of the 

two (Scholz-Ahrens et al., 2007). Bioavailability of FOS occurs largely in the colon. This is due 

to fermentation by commensal microorganisms (Bornet et al., 2002). Short-chain fatty acid 

decreases luminal pH, leading to acidic environment favouring mineral solubility of Ca2+, Mg2+, 

Fe2+ that maintain a homeostatic balance between Fe2+and Zn2+ (Freitas et al., 2011, Dominguez 

et al., 2014). A study on gastrectomized experimental animals was fed with oligosaccharides and 

it was seen to increase iron uptake, a key mineral in anaemic conditions. FOS uptake was also seen 

to prevent osteopenia in rats as calcium ions stored in bones was easily absorbed (Bali et al., 2015). 

Numerous benefits emanate from intestinal calcium and magnesium uptake such as an increase in 

bone Mg2+ content consequently leading to a reduction in risks of osteoporosis (Gibson et al., 

2004). Furthermore, high levels of magnesium ions have been implicated in assuaging asthma 

symptoms in young people (Abrams et al., 2007). 
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2.7.5 Role in Lipid Metabolism 

Animal studies carried out in mice have shown oligofructan and inulin or a non-digestible but 

fermentable oligomer of β-D-fructose obtained by inulin hydrolysis to display physiological 

effects on cholesterol. This significantly lowers serum triglyceride levels by decreasing 

postprandial cholesterolemia and triglyceridemia by 15 % and 50 % respectively (Kok et al., 

1996). It was on the finding of a lipogenic decline in enzyme activity and very low-density 

lipoprotein (VLDL) which contains the highest amount of triglycerides particle that contribute to 

this effect (Yamamoto et al., 1999). Moreover, FOS fermentation increases propionic acid in the 

intestinal mucosa and in turn, reduces levels of triacylglycerol (TAG) and associated 

hypercholesterolemia LDL and VLDL (Bali et al., 2015). In human studies using inulin and 

oligofructose as food, supplements in normal and hyperlipidaemic conditions displayed no effect 

on serum level cholesterol or triglyceride. However, three investigations showed a slight reduction 

in triacylglycerol, while four inspections cholesterol and triacylglycerol lowered significantly. It 

was concluded by (Saad et al., 2013a) that inulin appears to be more suitable to oligofructose in 

reducing triglyceridemia while in animal studies both oligofructose and inulin were equally active. 

Based on these findings, prebiotics were shown to have an effect on hepatic lipid metabolism (Saad 

et al., 2013b). In a study of diabetic rats, simple carbohydrates were replaced with 

xylooligosaccharides (XOS) in their diets and there was a drastic drop in serum cholesterol and 

TAG in diabetic rats while liver triacylglycerol increased to commensurate levels to that observed 

in healthy rats (Imaizumi et al., 1991). The findings were attributed to lipogenic enzyme inhibition 

resulting from prebiotic fermentation in the gut by the action of propionate (Al-Sheraji et al., 

2013). 

2.7.6 Role in Defence Mechanism and Immune Regulation 

Emphasis on functional foods is made as it is claimed to bolster the immune system. Fermentation 

of saccharolytic metabolites resulting from the dietary intake is closely associated to be in contact 

with gut lymphoid tissues, which covers a majority of the intestinal immune system. Products of 

FOS fermentation may modulate the gut-associated lymphoid tissue, (GALT) as well as the 

systemic immune system (Schley and Field, 2002). A concept of immunity suggested by Saad et 

al. (2013) is that innate immune response can be activated by sugar moieties interacting 

synergistically with innate receptors on host plasma membrane in dendritic cells and macrophages. 

Β-glucose oligosaccharide activates immune reactions by binding to macrophages receptors. 
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Orally ingested oligofructose and inulin are claimed to modulate immune system parameters like 

IL- 10 and IFN-γ natural killer cells activity, lymphocyte proliferation, intestinal IgA and increase 

polymeric immunoglobulin receptor expression in ileum and colon regulation. Consumption of 

prebiotics fibre induces bifidogenic microflora as a result of short-chain fatty acid from fibre 

fermentation and direct contact with cytoplasmic components with immune cells (Saad et al., 

2013b). 

2.7.7 Antioxidant Effect 

Antioxidants are natural or synthetic compounds that may delay or prevent oxidative stress caused 

by physiological oxidants (Sies, 1997, Finkel and Holbrook, 2000, Carocho and Ferreira, 2013). 

Conventionally the antioxidants are divided into two groups: the antioxidants that scavenge 

directly for active free radicals such as reactive oxygen species (ROS) or reactive nitrogen species 

(RNS) and antioxidants that inhibit oxidative stress (Guo et al., 2003, Lama, 2017). Free radicals 

are customarily unsteady and originate from nitrogen (RNS), oxygen (ROS) and, sulfur (Reactive 

Sulphur Species: RSS) (Amir Aslani and Ghobadi, 2016). ROS, RNS, and RSS generation both in 

their radical and/or non-radical forms occur in humans and animal cells because of metabolic and 

physiological processes (Kunwar and Priyadarsini, 2011). Moreover, ROS-induced free radical 

whether from exogenous or endogenous sources can be injurious to the body cell biomolecules, 

cause impairment to cell functions, oxidative stress or apoptosis (Fang et al., 2002). Free radicals 

have also been implicated in numerous pathologies including cardiovascular complications, 

neurodegenerative disorders as well as oncogenic complications (Battin and Brumaghim, 2009). 

Intake of inulin-type oligosaccharides, vitamin C, vitamin E and carotenoids have been found to 

have the potential to minimize the harmful effects of reactive species (Amir Aslani and Ghobadi, 

2016). Dietary intake of antioxidants such as tocopherol, carotenoids and ascorbate are difficult to 

disentangle through epidemiological studies from other vital vitamins and ingredients in fruits and 

vegetables. Nevertheless, several studies published suggest that antioxidants are a major remedy 

for endogenous damage to DNA, lipids and proteins. Antioxidants play a key role in immune 

system activation. The proliferation of B and T cells, natural killer cells and lymphokine-activated 

killer cells that protect the body’s defence mechanism from pathogens (Ames et al., 1993). 

Supplementation with dietary antioxidants counteracts the oxidants and thereby boosting the 

complement system. 
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2.7.8 Dosage and Side Effects 

A daily dosage of 8.8 g/day of γ-cyclodextrin has been recommended to be sufficient for gut 

tolerance. However, the dosage of non-digestible oligosaccharides tends to vary depending on their 

action on Bifidobacteria in the colon. Some authors have reported FOS<15 g/day while others 

claim that 10 g/day is sufficient to create a bifidogenic effect (Morris and Morris, 2012). In some 

studies where an individual’s indigenous Bifidobacteria is low like in adults a 2.5 g/day has been 

recommended (Brusaferro et al., 2018, Kerry et al., 2018, Mall and Peter, 2018). Dosages of non-

digestible oligosaccharides are also compared to galactooligosaccharides (GOS) and 

xylooligosaccharides (XOS) and prescription of 8-10 g/day appear to be recommended. In 

conclusion, the acceptable limit of dosage is difficult to predict as it varies in individuals as some 

have reported loose diarrhoea, flatulence and intestinal discomfort on ingesting large quantities 

(Mussatto and Mancilha, 2007). 

2.7.9 Applications of FOS in the Global Market 

FOS interest as functional food has led to their industrial applications in the food and beverage 

industry. In beverages, they are used in cocoa, fruit drinks, infant formulas and powdered milk as 

supplements. Also as probiotics, yoghurt and yoghurt drink to create synbiotic products. Other 

current applications include puddings and sherbets, desserts such as jellies, confectioneries like 

chocolate, biscuits, pastries spread like jam, marmalades and meat products such as fish paste and 

tofu (Crittenden and Playne, 1996, Mussatto and Mancilha, 2007). 

There is increasing demand for prebiotics worldwide, which is estimated to be around 167,000 

tones and 390 million euros. The total cost of developing functional foods is estimated to be 

between 1 - 1.5 million euros while the cost of marketing and product value may surpass it. Many 

European countries like France, the United Kingdom, the Netherlands, and Germany produce 

nearly two-thirds of functional dairy products sales in Europe (Mishra et al., 2018). For Germany, 

alone volumes from 1995 to 2000 have increased considerably to 317 million euros synbiotics 

contributing 228 million. The most popular FOS are of the inulin type non-digestible 

oligosaccharide, lactulose and resistant starch. Companies that produce FOS from sucrose around 

the world include Meiji Seika Kasha Limited in Japan has been known for producing enzymes 

from A. niger and it had a merger with Beghin-Meiji industries in France to increase FOS 
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production which is marketed as ActilightR and also with USA based GTC for nutrition. In a 2011 

report, Meiji holdings presented its annual financial records with reports of net sales amounting to 

21 million euros (Dominguez et al., 2014). 

Wako pure chemicals and Sigma-Aldrich in Japan and USA manufacture FOS oligomers such as 

1-kestose (GF2), nystose (GF3) and 1F-β-fructofuranosyl nystose (GF4), respectively. The USA 

also manufactures inulin from derived products such as chicory roots under the trade name 

RaftilineR and RaftiloseR, respectively (Singh et al., 2016b). 

Based on this statistics, it is clear that the field of prebiotics and FOS studies should be explored 

further for more biotechnological and pharmaceutical applications. Due to their strong 

physicochemical properties that show anti-cancer effects combined with the numerous health 

benefits mentioned, it is prudent to expand studies on FOS and IOS in order to unravel novel 

sources. 

2.8 Coprophilous Fungi 

Coprophilous fungi are described as the dung loving fungi, (copro: dung; philous: loving) (Farouq 

et al., 2012). They occur on dung substratum and due to their dung-loving nature are sometimes 

referred to as fimicolous species (Eliasson, 2013). Herbivore dung is an extremely complex 

substrate comprising of ingested vegetation, gut microbiota and a diversity of supplementary 

components ranging from soil particles, hair follicles to organic and inorganic sediments 

(Harrower and Nagy, 1979). Variations in dung composition is in most cases influenced by the 

herbivore diet such as leaves of dicotyledonous plants, fruits, seeds, barks and pollen (Shahack-

Gross, 2011). According to (Dix, 2012) the excrement of coprophilous have been characterized as 

either optional or obligate. The obligate coprophilous contain spores that require the action of gut 

enzymes to break their dormancy, while facultative coprophilous don’t need to go through animal 

digestive tract to sporulate and germinate (Richardson, 2001b). Coprophilous fungi are a group of 

saprophytic fungi adapted to life on dung and faecal pellets of herbivores (Sarrocco, 2016b). Most 

of these fungi rely on terrestrial warm-blooded herbivores to complete their life cycle (Baker et 

al., 2013). Coprophilous fungi play a prominent role in herbivore dung decomposition and are 

therefore crucial in nutrient recycling in the ecosystem (Aluoch et al., 2017). They have special 

features that make them reappear on dung such as higher pH, value usually above 6.5, high 
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moisture content as well as readily available nutrients in large quantities in the dung substrates and 

high carbohydrates in their biomass (Abdullah, 1982, Kuthubutheen and Webster, 1986a). When 

herbivores graze on vegetation they ingest spores of which some are coprophilous while others 

from non-coprophilous fungi along with vegetation. The spores of non-coprophilous are killed by 

high temperature and gastric juices in the GIT while spores of coprophilous survive gut hydrolysis 

and are passed out germinate, grow and fruit on dung (Harper and Webster, 1964, López-Sáez and 

López-Merino, 2007). They grow on herbage where by good fortune may be eaten by a herbivore, 

then pass through the animal digestive system to continue their life cycle (Bell, 1983). However, 

any dung can yield fungi but herbivore dung have been regarded as the best source of coprophilous 

fungi. These fungi have a cosmopolitan distribution as they occur in many herbivore species 

around the world (Johnson et al., 2015, Calaça and Xavier-Santos, 2016). 

Coprophilous are classified into different morphological keys. Key one and two (MJR) are said to 

belong to coprophilous ascomycetes that are a very diverse group with many species yet to be 

discovered. The second key includes the original plectomycete key (RW). This key contains fungi 

not only biased on herbivore but also occur in horn, hair, cadavers and carnivore dung. The third 

key is (RW, p52) belongs to basidiomycetes of dung associated debris. The fourth key (MJR, p63) 

is of zygomycetes and was found to appear first on freshly dropped dung but soon disappear. 

However, it can be prolonged by plating a small portion on enumeration media like potato dextrose 

agar (Richardson and Watling, 1997). 

Herbivore dung is a rich substratum of coprophilous fungi (Figure 2.10) and supports high species 

diversity. Fruiting bodies of dung fungi appear in succession mostly following the sequence of  

Zygomycotina, Ascomycotina and Basidiomycotina (Weber and Webster, 1998, Richardson, 

2001b). Dung fungi play a vital role in mineralization and decomposition of herbivore dung while 

some display few modifications peculiar to their habitat. Coprophilous fungi growing in some 

dung in their natural habitat are illustrated on (Figure 2.10). 

2.8.1 Fungal Succession on Herbivore Dung 

Freshly voided dung, on incubation in moist chamber, displays a host of fruiting bodies in 

succession, with zygomycets the first to appear after two to three days. The species of Mucor, 

Pilaria and Pilobolus dominate the first phase (Santiago et al., 2011, Pinto et al., 2012, de Souza 

et al., 2017). This is succeeded by apothecial Ascomycota after six to seven days that include the 
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genera of Coprobia, Ascobolus, Podospora, Saccobolus (Richardson, 1972). The perithecial 

ascomycetes of Chaetomium and Podospora are mainly observed after nine to ten days on 

herbivore dung. These species persist for 3 – 4 weeks until the appearance of basidiocarps of  

Coprinus, Sropharia, Conocybe, and Panaeolus (Caretta et al., 1998, Richardson, 2002, Doveri, 

2011). The timing and succession pattern is dependent on herbivores species and dung droppings. 

Nutrient utility is always considered as a fundamental factor influencing succession of 

coprophilous fungi (Webster and Weber, 2007). The proteins, sugars and starch are mainly utilized 

by species of Mucorales, which have been termed as sugar fungi (de Souza et al., 2017). Cellulose 

component is consumed by ascomycetes and the basidiomycetes exhaust both lignin and cellulose 

in dung substrate (Webster and Weber, 2007). The presence of reproductive structures such as 

ascocarps, or basidiocarps and sporangiophores forms the basis of fungal succession while the 

development of mycelial sequence may not be the same (Yadav, 2011). From an ecological 

standpoint, fungal succession in its habitat is influenced by resident microbes competing which 

influences the actual time and appearance of fruiting bodies (Krug et al., 2004). In the succession 

sequence basidiomycetes have been observed as not only the last group to appear as some 

ascomycetes of genera Podospora, Coprotus and certain Gymnoascaceae have been seen to 

develop fruiting bodies even after 35 – 50 days of incubation (Bell, 1983). 

2.8.2 Coprophilous Diversity and Taxonomic Studies 

Most species of coprophilous fungi have a cosmopolitan distribution worldwide (Watling, 2005, 

Mueller, 2011). However, certain coprophilous fungi are restricted to specific areas. Some species 

are more common in the northern latitude than the southern latitude and vice versa (Richardson, 

2001b). The diversity of coprophilous community tends to decrease with increasing latitude, and 

it is vast in the tropics (Lundqvist, 1972, Richardson, 2001b). Most hitherto works on coprophilous 

have been reported in Europe (Denmark, Italy), North America and Latin America (Doveri, 2011, 

Calaça et al., 2014, de Souza et al., 2017, Loughlin et al., 2018). Some studies have also been 

reported around East Africa, Asia with few taxonomic studies in South Africa (Mungai et al., 

2012a, Mungai et al., 2012b, Ndlela and Schmidt, 2016). Fungal frequencies and species richness 

in most instances are correlated with geographical origin, sampling intensity and interest and 

expertise of the mycologist. Therefore, in the present study, the focus was not on fungal ecology, 

taxonomy or fungal succession even though an overview of coprophilous fungi is reported sensu 

lato. The present study evaluated the ability of dung fungi to produce important biocatlytic 
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enzymes that may potentially have industrial significance in production fructo-oligosaccharide and 

inulo-oligosaccharide, respectively. 

 

 

 

 

 

 

 

 

 

 

Figure 2.10: Coprophilous fungi growing on dung substratum of some herbivores. Adapted from 

https://www.google.com/search?q=coprophilous+fungi. 

2.8.3 Adaptations of Coprophilous Fungi on Herbivore Dung 

2.8.3.1 Phototropism and violent spore-discharge:  

There are various adaptations that enable coprophilous fungi to adapt to their habitat. Phototrophic 

response determines the direction of where spore mass will be projected. In most coprophilous 

fungi, the spore-bearing structures such as sporangiospore in Zygomycetes, conidiophores of 

hyphomycetes, asci and basidia in higher fungi get phototrophic orientation towards light and are 

usually supplemented by violent spore discharge (Ingold, 1953, Fischer et al., 2004). This 

phenomenon of violent spore discharge is demonstrated by Pilobolous the first coprophilous 

fungus to have its whole genome sequenced (Viriato, 2008). The spores are ingested with herbage 

and survive herbivore gut metabolism are egested out back to the environment to continue the life 

cycle. 

https://www.google.com/search?q=coprophilous+fungi
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2.8.3.2 Adhesive projectiles:  

Ascospores of coprophilous are armoured with gelatinous appendages as extensions of their 

spores. These projectiles provide the necessary attachment to the fungi that hold on to herbage and 

consumed by other herbivores before being blown away by wind or washed with water 

(Richardson, 2008b). Their cell wall fragmentation lead to the formation of primary appendages, 

whereas secondary appendages are formed by exudation through spore in the cell wall (Yadav, 

2011). 

2.8.3.3 Mucilaginous spores: 

 Most species of Ascomycota have elaborate or brief mucilaginous sheaths which aid in attachment 

of spores to the substrata (Gareth Jones, 2006). Species of Sodaria and Podospora have gelatinous 

ascospores that favour adherence of propagules to adjacent vegetative environment (Doveri, 2014). 

2.8.3.4 Spore-wall pigmentation:  

The spore walls of coprophilous fungi are often pigmented and protect them from exposure to 

excess UV radiation while on vegetation (Krug et al., 2004, Richardson, 2008a). Numerous 

coprophilous species especially of the Ascomycota are thick-walled and contain pigments that 

protect their spores from excessive UV radiation. This characteristic accounts for long time 

survival in the soil and consequently their presence in sedimentary samples (van Asperen, 2017).  

2.8.3.5 Resistance to gut metabolism of herbivore:  

Passage of spore through the gut of herbivore is necessary to facilitate spore germination of dung 

fungi (Richardson, 2008a). Passage of spores in the herbivore alimentary canal leads to stimulation 

of spore when they are passed out as they remain unhydrolyzed by the enzymatic action of the gut 

following physical and chemical reaction in the animal GIT (Kuthubutheen and Webster, 1986a, 

Kuthubutheen and Webster, 1986b). When animals egest dung, the spore are triggered to 

germinate on vegetation. Fungi that survive gut metabolism have been referred to as “true 

coprophilous”(Larsen, 1971, Eliasson, 2013). 

2.9 Why Coprophilous Fungi? 

Farouq et al., (2012) reported that fungi that grow on herbivore dung are full of fibre from dung 

biomass and have potential cellulase activity (Farouq et al., 2012). Cellulose is a linear glucose 

polymer linked by β-1,4-glycosidic bond forming a large component of plant biomass. Cellulase 
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has two major enzymes which are endo-β-D-glucanase (EC3.2.1.4) which catalyzes cellulose 

hydrolysis by randomly splitting sugar moieties of the molecule. The other enzyme exo-β-D-

glucanase (EC3.2.1.19) β-glucosidase can hydrolyze cellulose to glucose (Sohail et al., 2009). 

Herbivore dung contains a high amount of readily available complex carbohydrates made up of 

cellulose, hemicellulose, pectin, lignin and high nitrogen content. In addition, they have a high 

moisture content, vitamin, growth factors, pH closer to neutral and minerals (Richardson, 2002, 

Sarrocco, 2016a). The ruminal ecosystem represents the most potent fibrolytic fermentation 

system known. It is composed of a diverse population of obligate anaerobic fungi, bacteria and 

protozoa (Selinger et al., 1996). Fungi in the rumen produce potent fibrolytic enzymes that have 

the ability to degrade recalcitrant plant cell wall polymers. The gut metabolism of herbivores is 

specifically adapted for highly specialized microbial processing of complex plant polysaccharides 

ingested (Selinger et al., 1996). Since dung is egested along with, plant cells and interwoven matrix 

of plant polymers from rumen incomplete digestion and consequently microbes on dung use them 

up. The array of enzymes population in the rumen is not only from microbial diversity but also 

from the multiplicity of fibrolytic enzymes produced by individual microbes (Selinger et al., 

1996). The complex carbohydrates including cellulose and lignin in dung biomass, therefore 

displays unexplored reservoir as it can produce substrates with potential transfructosylating 

activities. Cellulases have been used for several years in food industries for wine fermentation, 

wastewater treatment, textile production and detergent formulation (Jahangeer et al., 2005). In 

another study, extracellular hydrolases were isolated from the dung of Koala and were 

characterized comprehensively with potential biotechnological applications. Enzymes such as 

endoglucanases (EC 3.2.1.4 cellulase), β-glucosidase (EC 3.2.2.1.21) and xylamase (EC 3.2.1.8 

endo1-4-β-xylanase) displayed desirable characteristics sought after for industrial exploitation 

(Peterson et al., 2011). Need for additional applications should be investigated. Several 

investigations involving herbivore dung have demonstrated potential for enzyme production for 

industrial and biotechnological applications (Table 2.4). 

Coprophilous fungi, which grow on herbivore dung appear to encode an unexpectedly high number 

of enzymes with potential to degrade lignin. The filamentous coprophilous of Podospora anserina 

and Sordaria macrospora have been implicated in lignin degradation (Poggeler, 2011). 

Degradation of plant biomass is a major challenge towards the production of biological 
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compounds. The coprophilous ascomycete Podospora ansenira has had its whole genome 

sequenced and it is well delineated to be used as a model organism to study various biological 

mechanisms. The sequence revealed a wide array of enzymes targeting lignin and plant 

carbohydrates (Couturier et al., 2016). The coprophilous basidiomycete Coprinus sp. was 

investigated for its ability to produce extracellular peroxidase. After preliminary screening, three 

strains namely Coprinus cinerreus UAM 4103, IFO 30116 and UAMH 7907 revealed potential 

peroxidase activity (Ikehata and Buchanan, 2002, Anh et al., 2007). The effectiveness of the 

cultivated C. cinerreus peroxidase was evaluated for its ability to remove phenolic and other 

aromatic compounds from wastewater (Ikehata et al., 2004). Phenols and phenolic are constituents 

of industrial effluents which impact water bodies causing toxicity on flora and fauna (Nair et al., 

2008). Additionally, herbivore dung also offers novel opportunities for antibiotic discovery from 

microbes that compete for the nutrient-rich ephemeral source (Bills et al., 2013). Antimicrobial 

and biochemical studies on microbes isolated from herbivore dung samples can open new vistas 

in comprehending coprophilous fungi as an emerging, cheap and readily available bioresource 

(Teo and Teoh, 2011). Sohail et al., (2009) has studied species of Aspergillus such as Aspergillus 

niger and reported to produce cellulose under solid state fermentation. It also produces large 

quantities of endoglucanase and β-glucosidase, but with relatively low exoglucanase and some 

high-level protein (Sohail et al., 2009). In numerous reports, Aspergillus sp. have been documented 

to have high fructosyltransferase (Ftase) activity and since it displays high cellulase activity, a 

correlation can be drawn with similarities to coprophilous fungi. 

A lot of work involving the study of coprophilous fungi has boarded on fungal taxonomy, fungal 

ecology and coprophilous succession (Ebersohn and Eicker, 1992, Ebersohn and Eicker, 1997, 

Monteiro et al., 2011). Even though taxonomic studies are a vital tool to contribute to better 

comprehension of dung-inhabiting fungi, the main objective of this study was to source for novel 

fructosyltransferase and inulinase enzymes.  
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Table 2.4: Recent investigations of herbivore dung as a source of enzymes 

Source of 

dung 

Aim of the 

study 

Preliminary investigation References  

Giraffe, 

zebra and 

impala 

To evaluate the 

faeces of wild 

herbivores in 

South Africa as 

a potential 

source of 

hydrolytically 

active microbes  

Dung from three indigenous herbivores in Pietermaritzburg, South Africa were sampled. Soil 

and faecal droppings was measured by triphenyltetrazolium chloride and fluorescein diacetate 

for hydrolase and dehydrogenase activity respectively. Cellulose, amylase and protease 

producers were determined by viable plate count on solid agar media containing cellulose, skim 

milk, starch and Tween 80. Zebra dung displayed the highest hydrolytic activity confirming 

potential target for new hydrolytic enzyme. 

(Ndlela and 

Schmidt, 2016) 

Cow dung 

from India 

A review on 

cow dung as a 

cheap available 

bioresource.  

Cow dung contains high diversity of microbial population. Due to this characteristic, it is 

feasible to obtain microbial enzymes with potential biocatalytic application that can be 

harnessed to produce enzymes from its high microbial diversity. Bacillus sp. from cow dung is 

capable of producing cellulose, carboxymethyl cellulose and cellulose. 

(Gupta et al., 

2016) 

Cow dung 

used as 

substrate 

To produce a 

protease from 

dung for 

enzyme 

bioprocess  

In the study, a halo-tolerant-alkaline protease from Halomonas sp. PVI was produced under 

solid-state fermentation. Cow dung serves as a good substrate for enzyme production of 

detergent-stable dehairing protease by alkaphilic B subtilis. Dehairing process was important as 

it eliminated use of hazardous sodium sulphide.  

(Vijayaraghavan 

et al., 2012, 

Vijayaraghavan 

and Vincent, 

2012) 
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Table 2.4: Continuation 

Source of 

dung 

Aim of the 

study 

Preliminary investigation References  

Cow dung Statistical 

optimization of 

fibrinolytic 

enzyme 

Considering its cheap and readily available cow dung was used as substrate for production of 

fibrinolytic enzyme from Pseudoalteromonas sp. under solid-state culture. The newly protease 

producing Pseudoalteromonas sp. has been reported by various researchers as a potential 

producer of thrombolytic enzyme. Hence, in the reported study it was worthwhile to screen 

Pseudoalteromonas sp. for fibrinolytic enzyme secretion and statistical model of central 

composite design employed for enzyme production 

(Vijayaraghavan 

and Vincent, 

2014) 

Koala 

faeces 

Screening dung 

from koala 

species for 

enzymes 

production  

Thirty-seven (37) fungal strains isolated from koala faeces were identified by molecular tools of 

18S rDNA whereby, they were amplified and sequenced. The enzymes extracted from the fungi 

were screened for various enzyme production such as xylanase, protease, ligninase and 

endoglucanase. Using plate agar technique one third of the fungi displayed a halo indicating 

presence of amylase and tannase activity. Some isolates degraded crystalline cellulose while 

others displayed lipase activity. It was concluded that koala dung could be harbouring wide 

array of biocatalytic enzymes capable of breaking down recalcitrant substrates. 

(Peterson et al., 

2009) 

Cow dung Investigate 

potential of 

enzyme 

production from 

herbivore dung 

A potent bacteria Bacillus sp. Identified by 16S rDNA was isolated from cow dung. On 

preliminary screening, the strain showed potential to produce a thermotolerant endoglucanase 

(CMCase). The strain was purified 8.5 fold with recovery of 39.5 % and characterized for 

different parameters including temperature, effect of metal ions, chemicals and pH stability. 

The enzyme in this strain could be applied for bioconversion of lignocellulosic biomass into 

fermentable sugars. 

(Sadhu et al., 

2013) 
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2.10 Rationale of the Study  

Several studies have found that human gut flora can be modulated with prebiotics to increase in 

numbers and activity of Bifidobacteria. However, there are positive outcomes against specific 

disease conditions (Tuohy et al., 2003). The search for new sources of enzymes with potential for 

pharmaceutical and biotechnological applications remains as a contested field of research as there 

is a growing awareness of benefits and market for functional foods. 

Many works have reported of the availability of FOS in trace amounts in fruits, vegetables and 

some plant products. Therefore, to harness large amounts of FOS yields the route of microbial 

enzymatic activity of Ftase is more desirable. Enzymes are the most proficient biocatalysts offering 

a more competitive approach compared to chemical hydrolysis. In addition, environmental 

awareness has led to processes that are cleaner, safer and more eco-friendly such as biocatalysis. 

These are  compounded by overwhelming consumer awareness and health benefits of fructose, 

inulooligosaccharides and fructooligosaccharide consumptions. Due to increase in the market 

value of functional foods, industrial enzymes are preferred alternative for large-scale 

oligosaccharide production at minimal cost. Herbivorous dung represents a cheap and readily 

available bioresource that can offer an alternative source of obtaining microbes such as 

coprophilous fungi. 

Researchers have reported Ftase production from different microbial sources like fungi and 

bacteria with the former proving more economically viable, feasible and sustainable (Gupta and 

Prakash, 2017). Enzyme cost remains a fundamental factor in the economy of biocatalysed 

processes. Higher specific activity influences the scale of the required enzyme dosage in the 

synthesis of FOS (Trollope, 2015). The present study involved bioprospecting for autochthonous 

coprophilous fungi with potential for producing hydrolytic and transferase enzymes that can be 

exploited for biotechnological upstream and downstream applications. This study further 

investigated the synthesis, detection and quantification of inulo-oligosaccharides (IOS) and fructo-

oligosaccharides (FOS) by extracellular and intracellular inulinase and fructosyltransferase 

enzymes isolated from different strains of coprophilous fungi. 

Screening for fungal strains for the enzymatic production of FOS and IOS is yet to be explored 

satisfactorily and not established.  
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2.11 Hypothesis of Study 

It was hypothesized that autochthonous strains of coprophilous fungi can yield high amounts of 

fructosyltranferase (Ftases) and inulinase enzymes for the production of biofunctional fructo-

oligosaccharides (FOS) and inulo-oligosaccharides (IOS), respectively, with antioxidant 

properties. 
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CHAPTER 3: Screening, Morphotaxonomic and Molecular Identification of Indigenous 

Coprophilous Fungi for the Biocatalytic Conversion of Sucrose and Inulin into 

Biofunctional Prebiotics 

3.1 Abstract 

Indigenous coprophilous fungi were explored for their ability to produce fructosyltransferase 

(Ftase) and inulinase enzymes for the biocatalytic conversion of sucrose and inulin into fructo-

oligosaccharides (FOSs) and inulo-oligosaccharides (IOSs), respectively. The present study 

involved collection of herbivore dung from various terrestrial habitats in KwaZulu-Natal province, 

South Africa, whereby sixty-one (61) indigenous coprophilous fungal strains were isolated and 

purified to monoculture. The axenic fungal strains were identified to belong to the genera 

Neocosmospora, Trichoderma, Aspergillus, Mucor and Fusarium via morpho-taxonomic keys and 

molecular identification by 18S rDNA sequencing. During preliminary screening, the culture 

filtrate was examined for transfructosylating and hydrolytic activity using 2,3,5-triphenyl 

tetrazolium chloride (TTC) as a chromogenic marker and Lugol’s iodine solution respectively. 

Zones of hydrolysis on 30 fungal isolates were observed on the TTC assay plates in diameters 

ranging from 15 mm to 30 mm, representing high extracellular Ftase to intracellular activity. 

Staining and clearing zones formed after addition of iodine solution on inulin rich media indicated 

the absence and presence of inulinolytic activity respectively. Secondary screening involved DNS 

assays of submerged culture and eight (8) isolates secreted high concentrations of Ftase while six 

(6) different fungal strains showed <50% inulinase: invertase ratio. The final screening step was 

tertiary screening involving qualitative detection of biocatalysis products by TLC to visualize 

saccharide spots of FOSs and IOSs. High performance liquid chromatography coupled with 

refractive index detection (HPLC-RI) and analysis of Ftase and inulinase reaction products 

revealed and further confirmed that coprophilous fungi harbour fructosyltransferase and inulinase 

enzymes for potential biotechnological application for the industrial production of biofunctional 

prebiotics. 

Keywords: Coprophilous, Fructosyltransferase, Inulinase, Fructooligosaccharides, 

Inulooligosaccharides, HPLC-RI. 
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3.2 Introduction 

Recently, functional foods have been gaining interest due to their physiological bioactive 

components aside from basic nutrition (Reddy et al., 2010, Mutanda et al., 2014b). Among these, 

fructo-oligosaccharides (FOSs) and inulo-oligosaccharides (IOSs) are more desirable due to their 

low caloric value, anti-cariogenecity factor, decreased levels of phospholipid triglycerides, 

cholesterol and protonation of potentially toxic ammonia and amine (Zhang et al., 2017a, 

Hernández et al., 2018, Kaprasob et al., 2018a, Kumar et al., 2018b, Nobre et al., 2018). These 

biofunctional compounds are also useful in facilitating the gut to absorb calcium and magnesium 

ions and more fundamentally, their ability to promote proliferation of Bifidobacteria in the 

intestinal flora while concomitantly suppressing the growth of pathogenic and deleterious bacteria 

(Ganaie et al., 2013, Wang et al., 2017). FOS are comprehended as inulin-type oligosaccharide 

and they are not susceptible to hydrolysis by the human or animal digestive enzymes hence they 

are considered as prebiotics as they survive gut metabolism and metabolism of these compounds 

occurs in the colon (Wang et al., 2017). The degree of polymerization (DP) influences the speed 

of fructan fermentation by the gut microbes in the large intestine. Fermentation of FOS primarily 

occurs in the colon while degradation of inulin chain length elongation mostly occurs in the distal 

colon (Hernández et al., 2018). Commercially, the biocatalytic conversion of sucrose to produce 

FOSs is mediated by two major enzymes, an invertase (β-fructofuranosidases fructohydrolase, 

FFase, EC 3.2.1.26) which catalyze the hydrolysis of sucrose as well as the transfructosylation 

from sucrose (Xu et al., 2015). Sucrose and inulin hydrolysis is a result of invertase and inulinase 

activity respectively (Chand et al., 2017), while sucrase (sucrose fructosyltransferase, FTase, EC 

2.4.1.9) is another enzyme possessing transfructosylating activity to produce FOSs (Gujar et al., 

2018), which are oligosaccharides containing a single terminal glucose moiety (Sánchez et al., 

2008). FOS are mainly composed of 1-kestose (GF2), nystose (GF3), and 1F- β- fructofuranosyl 

nystose (GF4) in which fructose units are bound at the β-(2-1) position of sucrose molecule 

(Sangeetha et al., 2005a, Sangeetha et al., 2005b, Fernandes et al., 2018). To efficiently continue 

production of Ftase and inulinase there is a need for bioprospecting for novel and sustainable 

biosources not commonly explored. It is for this reason that increased demand for prebiotics is 

driving search for novel biosources of FOSs and IOSs producers with differentiated 

biofunctionalities (Nobre et al., 2018). Numerous health benefits of non-digestible carbohydrates 

via gut fermentation provide energy and nutrient supply to the host and this represent a good 
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environment for immune regulation, mineral absorption and increased expression of short-chain 

fatty acids (Younis et al., 2015). For the production of prebiotics, two methods are widely used 

that is; hydrolysis of inulin by inulinase and sucrose biotransformation by Ftase (Gujar et al., 

2018). Acid or chemical hydrolysis was previously used but has posed several disadvantages due 

to formation of colored products with no sweetening capacity, formation of di-fructose anhydride 

and also requirement for high temperatures, which hinder effectiveness of the biocatalyst. These 

high temperatures may decrease final yield and lead to high energy economy (Díaz et al., 2006). 

It is for this reason that microbial enzymes are considered as superior alternative sources of Ftase 

and inulinase enzymes. Enzyme based processes operate at low temperatures, produce less toxic 

pollutant waste to the environment and have fewer emissions and by-products compared to the 

conventional chemical process (Tomotani and Vitolo, 2007). The increase in market value of FOS 

along with other desirable prebiotic properties has propelled the need for novel microbial sources 

(Ganaie et al., 2013, Yan et al., 2018). Screening of new strains for Ftase and inulinase enzymes 

is a tedious and complicated exercise due to a number of evaluations. Nevertheless, researchers 

have reported on screening of different strains of microbes such as yeast, fungi and bacteria for 

Ftases and β-Ffase production at high sucrose concentration (Hidaka et al., 1988a, Yun, 1996b, 

Bañuelos et al., 2005, Dominguez et al., 2006a, Guimarães et al., 2006, Lateef et al., 2008, 

Yoshikawa et al., 2008, Mussatto et al., 2009b, Nascimento et al., 2016, Rawat et al., 2017a, Singh 

et al., 2017a). To the best of the researchers knowledge, there is no report of transferase or 

inulinase enzymes production from coprophilous fungi. Coprophilous fungi are dung loving fungi 

that grow and sporulate on herbivore dung (Perrotti and van Asperen, 2018). They assimilate 

nutrients, that are unused when food passes through the herbivore digestive tract and help in 

decomposition and recycle nutrients back to the environment (Calaça et al., 2014, Calaça and 

Xavier-Santos, 2016). Herbivorous dung represent a rich reservoir of a cheap and readily available 

bioresource for growth and manipulation of vital microbes such as fungi that produce transferase 

and hydrolytic enzymes. Preliminary research has demonstrated that coprophilous fungi can 

produce enzymes for applied biotechnological upstream and downstream processing (Ndlela and 

Schmidt, 2016, Lee et al., 2018, Mata et al., 2018). Therefore, the main aim of the current study 

was to isolate and screen indigenous coprophilous fungi from various terrestrial habitats in and 

around KwaZulu-Natal. Consequently, their ability of production, transfructosylating and 

inulinolytic activities of Ftase and inulinase enzymes was evaluated through a three step screening 
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exercise. Furthermore, their reaction products were quantified by HPLC-RI, in order to select the 

best FOS or IOS producer for biotechnological application. The selected strain was identified using 

morphological taxonomic keys, and by PCR amplification of 18S rDNA sequences and 

phylogenetic analysis of close nucleotide homology was determined. 

3.3 Materials and Methods 

3.3.1 Reagents 

Triphenyl tetrazolium chloride (TTC), inulin, glucose, fructose (Sigma Aldrich, St Louis), FOS 

standards 1,1,1- kestotetraose, 1,1- kestopentaose, 1-kestose (Megazyme, Ireland). Sucrose 

(anhydrous) D-Fructose (Sigma Aldrich), 3,5 Dinitrosalicylic acid, Bradford reagent, NaCl, KCl, 

MgSO4, FeCl3, K2Cl, TLC Silica gel 60 F254 (Merck, Germany). Czapek Dox Media (CD) (Oxoid), 

bovine serum albumin (BSA) (Merck, South Africa), Potato dextrose agar, bis-acrylamide, 

acetonitrile (HPLC grade) (Sigma Aldrich St Louis), Whatman No. 1 filter paper 240mm. Inulin 

from chicory was purchased from (Sigma Aldrich, St Louis) and  Malt extract agar was supplied 

by Merck, Darmstadt, Germany. All other reagents were supplied by reputable scientific suppliers 

and were of analytical grade unless stated otherwise. 

3.3.2 Sampling and Collection of Herbivore Dung 

Sampling of herbivore dung was carried out in three different locations in KwaZulu-Natal 

Province, South Africa. The herbivore dung samples were collected in North-West KwaZulu-Natal 

at Ukulinga Research Farm in Pietermaritzburg. The farm covers an area of 400 hectares situated 

near the University of KwaZulu-Natal, with central coordinates of 29.6627 ºS, 30.4050 ºE. In this 

site, herbivore dung was collected from three species of domesticated herbivores namely cow, goat 

and horse and immediately put in clearly labelled sterile plastic bags. The second collection site 

was Tala game reserve, 30 km from Durban and the area spans nearly 3000 hectares of pristine 

natural plains characterized by a mix of acacia thorn veld, open grassland and natural wetlands 

with central coordinates 29.8257 ºS, 30.5416 ºE. The dung collected were from rhino, hippo, 

giraffe, waterbuck, bush back, impala and zebra. The third sampling site was Phinda game reserve 

situated in Northern KZN, about 350 km from Durban between Mkuze Game Reserve and greater 

St. Lucia Wetland Park. The park covers an area of 170 km2 covered with savannah, bushveld and 

open woodland with massive flora and fauna. Its central coordinates are 27.8476º S, 32.3335º E. 

The dung sampled were from white rhino, inyala, buffaloes, elephant, red duiker, common duiker 
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and zebra. This brought a total of seventeen different dung types, ranging from browsers and 

grazers with foregut and hind gut fermenters respectively. During collection, all sites were marked 

with GPS and were used to generate a map showing sample collection points as depicted in (Figure 

3.0). All dung samples were put in plastic bags and transported to the Department of Microbiology 

Laboratory, University of KwaZulu-Natal. In the laboratory, the dung were cultured in moist 

chambers under ambient conditions near window seals for alternating light and temperature for 

twenty-five days. The dung was placed in labelled large transparent glass Petri plates 100 mm by 

15 mm lined with paper towel and moistened with sterile distilled water. The Petri plates were 

positioned on window seals to allow sunlight for sporulation during day time (Aluoch et al., 2015). 

The set up was monitored daily for sporulation and fruiting bodies were picked by a sharp needle, 

and placed on a microscope slide with a drop of water and observed on compound light microscope 

at 100X magnification (Nikon eclipse ATI with camera Nikon DS-Fil). Morphological features of 

coprophilous such as size, shape height and width of sporangium, sporangiophore and 

sporangiospore were observed with a scale set at 100 µm using NIS Element D version 4.60 

software. Unique features and characteristics of fruiting bodies including morphological 

descriptions were analysed using different morphological keys as developed by Brummelen, Bell 

and Doveri (Brummelen, 1967a, Bell, 1983, Doveri, 2014). 
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Figure 3.0: A map of KwaZulu-Natal showing different sampling sites around the province. 

3.3.3 Purification and Morphotaxonomic Analysis 

Small pieces of dung samples of between 2-4 mm2 were cultured on solid agar of PDA, MEA, 

CMA, CDA and broth media of MEB and PDB for isolation of fungi and incubated at ambient 

room temperature in order to initiate fruiting and microbial growth. Dung samples were rehydrated 

in Petri-plates with moist filter paper until the synnemata was formed on dung surface (Xu et al., 

2018a). Conidia were dissected and further sub-cultured on PDA for observation of microbial 

succession and fungal cultures were further sub-cultured on PDA in order to obtain pure axenic 

microbial isolates (Bridge et al., 2008, Farouq et al., 2012). The pure fungal isolates were 

cultivated for 72 h at temperatures ranging between 24 °C and 28 °C and screened for both 

extracellular and intracellular enzyme activity using suitable enzyme assays. Fungal isolates 

growing on dung substrate and on the solid agar media were then examined under a stereo 

microscope (Nikon AZ 100, camera Nikon DS-Fi3) using NIS Element D software version 4.60 

for conidia, mycelium, hyphae and other morphological characteristics with keys according to 

published literature under 400X and 1000X magnification. The pure fungal cultures obtained were 
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subsequently submitted for DNA extraction, PCR amplification of 18S rDNA and sequencing for 

molecular studies (Schabereiter-Gurtner et al., 2001, Farouq et al., 2012, Arif and Saleem, 2017). 

3.3.4 Molecular Identification of Coprophilous Fungi  

DNA was extracted from pure axenic cultures of fungal isolates obtained from the actively 

growing colonies using a Zymo kit ZR Fungal/Bacterial DNA MiniPrepTM (Irvine CA92614, USA) 

according to manufacturer’s instructions with some minor modifications. Briefly, 50 - 100 mg (wet 

biomass weight) of fungal isolates were suspended in 200 µl of water or isotonic buffer Phosphate 

buffer saline (PBS), (pH 7.4, 0.1M). A 750 µl aliquot of lysis solution was added to the tube 

secured with a bead beater. This mixture was centrifuged at 10,000 x g for 1 min at room 

temperature. About 400 µl of the supernatant was transferred to Zymo-spinTM in collection tube 

and centrifuged at 7000 x g for 1 min. A 1200 µl volume of fungal DNA binding buffer was added 

to the filtrate. This was then transferred to a centrifuge tube and prewashed with DNA buffer in a 

new collection tube. All prewashed buffers were combined in a micro centrifuge and DNA elution 

buffers added directly to the column matrix and centrifuged at 10,000 x g for 30 sec to elute the 

fungal DNA. The quality and purity of the DNA was checked using the NanoDropTM 200 (UV-

Vis Spectrophotometer) technique and ultra-pure genomic DNA concentration was stored at -20 

ºC until used for PCR amplification. 

3.3.5 Polymerase Chain Reaction and Phylogenetic Analysis 

The PCR reaction was performed in a total reaction mixture of 25 µl volume containing 2 µl of 

the genomic DNA buffer. The PCR buffer prepared contained 750 mM Tris-HCL 200 mM 

(NH4)2SO4, 0/1 %Tween 20 2.5 mM MgCl2 0.16 mM dNTPs (Embong et al., 2008). The PCR 

mixture of 15 DNA isolates consisted of 37.5 µl buffer, 15 µl MgCl2, 10 mM dNTPs (7.5µl), 

oligonucleotide ITS4 (5’TCCTCCGCTTATTGATATGC3’) forward and ITS5 

(5’GGAAGTAAAAGTCGTAACAAGG3’) reverse primers, Taq DNA Polymerase (3 µl), H2O 

252 µl and fungal DNA (2µl). The DNA amplification was performed in a T100™ Thermal Cycler 

(BIO-RAD, USA) under the following conditions (Alvarez-Navarrete et al., 2015). Initial 

denaturation was at 95 °C for 4 min, 25 cycles of denaturation at 95 °C for 30 sec, annealing at 53 

°C for 45 sec and elongation at 72 °C for 8 min. A final elongation step was done at 72 °C for 8 

min. Agarose gel electrophoresis of the amplified DNA was resolved on 1.5 % agarose gel 

(Seakem ® LE Agarose) with molecular weight markers used to estimate the molecular weight of 
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the amplified regions. The products were run at 100 volts for 45 min and later stained with ethidium 

bromide (0.5 µg/ml) and visualised under UV transilluminator in G: Box F3 system (Cambridge, 

United Kingdom) (Ferrer et al., 2001). The PCR products were visualized by electrophoresis 

separation on 1.5 % (w/v) TAE agarose gels and sent for sequencing (Inqaba Biotechnical 

Industries (Pty) Ltd, South Africa). The overlapping fragments were assembled using Chromas 

Lite (version 2.1) and compared against GenBank database by using Basic Local Alignment 

Search Tool (BLAST) (http://blast.ncbi.nlm.nihgov/Blast.cgi). The obtained nucleotide sequence 

was searched for homology in the NCBI nucleotide database in order to find the nearest homology 

of target enzymes. The distances generated were computed on the basis of the model reported by 

(Posada, 2008). A phylogenetic tree was constructed from the sequence alignments by the Clustal 

W programme using the neighbour- joining method with the help of MEGA 6 software (Tamura 

et al., 2013) and the bootstrap value was set at 1000 replicates. 

3.3.6 Microorganisms and Culture Conditions 

The axenic fungal cultures were stored at 4 ºC in PDA. Three disc of mycelium (8 mm in diameter) 

were cut on the edge of each fungal colony and transferred to Czapex dox broth (Oxoid, UK) the 

inoculation medium containing sucrose 30 %, NaNO3 3 %, MgSO4.7 H2O 0.5 %, K2HPO4 1 %, 

yeast extract 5 %, FeSO4.7H2O 0.01 %, KCl 0.5 %, and incubated for 7 days at 28 ºC while shaking 

at 200 rpm. The initial pH was 6.5. After 7 days the broth was filtered with a mutton cloth and 

further filtered with Whatman filter paper No. 1 in order to remove all residues. The filtered liquid 

broth was used as a source of crude enzyme while the fungal biomass that remained after filtration 

was used for intracellular enzyme production (Dominguez et al., 2012).  

3.3.7 Inulinase Culture Conditions 

Inulinase chemical defined medium was developed from the modified method of Nakamura and 

Hoashi (1997). The basal medium contained inulin 5 g/l, yeast extract 15 g/l, KCl 0.5 g/l, MgSO4.7 

H2O 0.5 g/l, FeSO4.7H2O 0.01 g/l, (NH4)2HPO4 5 g/l, (initial pH 6.5) and agar (for a solid 

medium), 20 g/l.  Pure axenic fungal strains were cultured on inulin agar medium in order to 

observe growth and sporulation. They were maintained at 28 ºC for 5 days on inulin agar plate. 

Isolates that showed growth were transferred to inulin basal medium and were grown for 5 days at 

28 ºC at 200 rpm agitation for inulinase and invertase assay (Nakamura et al., 1997). This was the 

http://blast.ncbi.nlm.nihgov/Blast.cgi
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source of extracellular crude, and intracellular crude was obtained from the fungal biomass after 

harvesting and extracted as described in the intracellular Ftase production. 

3.3.8 Rapid Screening of Transferase and Hydrolase Production  

Preliminary screening with a set of sixty-one uncharacterized crude fungal extracts was done using 

the plate screening assay technique. Zones of hydrolysis on the plates indicated transferase activity 

(Xu et al., 2018a). The rapid transferase assay was performed using the water soluble triphenyl 

tetrazolium chloride (TTC) reagent (0.1% TTC [w/v] in 0.5 M NaOH). In the presence of reducing 

sugars, the TTC is reduced to a red water insoluble compound, triphenyl formazan. Using a sterile 

cock borer, wells were aseptically made on Petri plates containing Czapex dox agar (Sigma 

Aldrich, South Africa) which is a selective fungal media that contains sucrose as a sole carbon 

source at pH 7. An aliquot (300 µl) of the cell free supernatant of the crude extracellular and 

intracellular enzyme extract were loaded into the wells and incubated overnight at 25 ºC. Staining 

was carried out by spraying with the TTC reagent 1 ml to the agar plate and the plate was incubated 

in the dark for 30 min and subsequently washed with 0.1 M acetate buffer (pH 5). The appearance 

of zones of hydrolysis (halo) around the well and colour intensity was suggestive of extracellular 

and intracellular Ftase production. The quantity of triphenyl formazan formed was  directly 

proportional to the quantity of reducing sugars liberated (Reddy et al., 2010, Belorkar et al., 2015) 

All solutions were freshly prepared before use. The isolates that displayed colour intensity of TTC 

on agar and showed higher zones of hydrolysis were selected for secondary screening. Secondary 

screening by quantitative enzyme assays was performed on the selected strains. For inulinase 

primary screening, the 61 fungal isolates were cultured for 7 days at 28 ºC on inulin rich agar 

media (chemically defined media described on inulinase production) containing inulin as a sole 

carbon source. Colonies that displayed rapid growth and attained large colony diameters were 

evaluated on colony size and appearance (Sirisansaneeyakul et al., 2007). Fungal isolates that grew 

on inulin media were considered to have hydrolase activity and were therefore selected for 

secondary screening (Singh et al., 2013). 

3.3.9 Harvesting of Crude Fungal Enzyme Extract  

Fungi isolates from the primary screening stage displaying high zones of hydrolysis on sucrose 

rich agar media and fungi that grew on inulin rich agar media were selected for secondary 

screening involving quantitative transferase and hydrolase assays. The production of extracellular 
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transferase was prepared by cutting agar blocks (8 mm2) from seven day old cultures of fungi 

grown at 28 °C on PDA plates and inoculated into Erlenmeyer conical flasks (250 ml) containing 

200 ml of medium for specific transferase production (Shahriarinour et al., 2011). The cultivation 

media contained (w/v): sucrose 30 %, NaNO3 3 %, MgSO4.7 H2O 0.5 %, K2HPO4 1 %, yeast 

extract 5 %, and FeSO4.7H2O 0.01 % having an initial pH of 6.8. Volumes of 200 ml of this media 

were dispersed in 250 ml Erlenmeyer flasks and autoclaved at 121 °C for 15 min. Three blocks 

from the seven day pure inoculum were transferred into the sterile media and flasks were incubated 

at 28 °C in a shaking incubator at 200 rpm for 120 h. Media contents were filtered through a 

Whatman filter paper No. 1 and the cell-free culture filtrate was used as a source of crude 

extracellular enzyme without any further purification (Ganaie et al., 2013).  

3.3.10 Preparation of Crude Intracellular Fungal Ftase Extract 

After harvesting the crude fungal supernatant post fermentation, the fungal biomass that remained 

after decantation was re-suspended in 50 ml of cold distilled water for ultrasonication at 200 W. 

Sonication was done at 5 ºC and cell suspension was kept on ice during disruption in order to 

prevent unfolding and enzyme denaturation due to heat dissipation. The ultrasonic energy was 

pulsed 0.5 s active and passive interludes for reduction of free radicals formation. After sonication, 

cell lysate was centrifuged at 4 ºC and the crude was used as a source of intracellular enzyme 

(Ganaie and Gupta, 2014). 

3.3.11 Transferase Assay 

Due to the large number of samples, enzyme reactions were performed in Armadillo PCR Plate, 

96-well, clear wells microtitire plates (ThermoFisher Scientific, South Africa). The Ftase activity 

was determined by incubating 50 µl of the crude enzyme solution with 250 µl of 5 % sucrose (w/v) 

in 0.1 M citrate phosphate-buffer (pH 6.5) at 60 °C for 30 min in a water bath (Ganaie and Gupta, 

2014). The microtitre plates were sealed with adhesive PCR plate seals before incubation (Kračun 

et al., 2015). At the end of incubation, the reaction was stopped by inserting microtitre plate in 

boiling water for 10 min in order to stop the enzyme reaction. The resultant deactivated transferase 

i.e. reducing sugars liberated was analyzed by dinitrosalicylic acid (DNS) method (Miller, 1959). 

An aliquot of 250 µl of DNS was added to the reaction mixture and boiled for a further 5 min and 

absorbance was measured in a microtitre plate reader at 540 nm (Synergy ™ Neo 2 Multi-mode 

microplate reader, BioTek, Vermont, USA). The calibration curve was used to estimate the amount 
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of reducing sugars liberated (Appendix B). One unit of fructosyltransferase (Ut) and hydrolase 

(Uh) activities were defined as the amount of enzyme that released one µmole of glucose per ml 

per min under the assay conditions (Nemukula et al., 2009). 

3.3.12 Fungal Biomass Estimation  

The fungal biomass of high inulinase and transferase producers were determined as the dry cell 

weight (mg ml-1). The mycelia that was obtained by filtration of the fermentation broth was washed 

with deionized water, dried at 105 °C for 4 h and then weighed (Wang et al., 2017). 

3.3.13 Screening for Inulinase Producing Fungi 

The fungal isolates were screened for inulinase production on the basis of hydrolytic zones on 

inulin-rich medium and the action pattern of enzyme on inulin like formation of clear halo zones 

around fungal mycelia. Inulinolytic fungal strains were further screened using quantitative enzyme 

assays (Singh et al., 2013). Lugol’s iodine assay was used for primary screening. The fungal 

isolates were grown on enrichment media containing inulin as carbon source at 28 ºC for 5 days. 

The Petri plates were flooded with Lugols iodine solution comprising of 1 % iodine, (w/v) and 1.5 

% potassium iodide (w/v) for 5 min. The plates were washed thrice with sterile distilled water and 

left open for 30 min. The formation of clear zones of hydrolysis was considered positive for 

inulinase production. 

3.3.14 Preparation of Crude Intracellular Fungal Inulinase Extract 

Fungal blocks were cut from agar plates on inulin rich media and inoculated in liquid basal media 

with inulin as the sole carbon source. They were further incubated for 5 days at 28 ºC, with shaking 

speed of 200 rpm at pH 6.5. Post fermentation the crude fungal supernatant was decanted. The 

fungal biomass that remained after decantation was re-suspended in 50 ml of deionized water for 

ultrasonication at 200 W. Sonication was done at 5 ºC using Omni Sonic Ruptor 400 Ultrasonic 

Homogenizer-220v and cell suspension was kept on ice during disruption in order to prevent 

unfolding and enzyme denaturation due to heat dissipation. The ultrasonic energy was pulsed 0.5 

s active and passive interludes for reduction of free radicals formation. After sonication, cell debris 

was centrifuged at 10 000 x g for 20 min at 4 ºC and the supernatant was used as intracellular crude 

for inulinase (Chen et al., 2011). The samples were withdrawn periodically and were analyzed for 

inulinase (I) and invertase (S) activity (Dinarvand et al., 2017). 
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3.3.15 Determination of Inulinase Activity  

The crude enzyme extract (1 ml) was mixed and reacted with 3 ml of the substrate 1 % w/v inulin 

from chicory (Sigma Aldrich, 12255 Lot SLBQ7169V) in 0.1 M citrate phosphate buffer (pH 6.5). 

Inulinase activity was estimated using the DNS method of Miller (1959). The inulinase activity 

was assayed by measuring the amount of reducing sugar released from the reaction mixture. The 

assay mixture was prepared by adding 1 ml of enzyme extract to 1% (w/v) inulin 3 ml suspended 

in 0.1 M citrate-phosphate buffer pH 6.5 at 60 °C for 30 min in triplicate. The control test tube was 

made up of 3 ml inulin substrate with 1 ml buffer. The reaction mixture in the 5th tube was made 

up of 3 ml of citrate-phosphate buffer and 1 ml enzyme and was used to calculate the actual amount 

of reducing sugar in the assay tubes. The enzyme activity was terminated by boiling for 5 min.  An 

aliquot of 500 µl of the enzyme reaction mixture was treated with 3 ml of DNS reagent and the 

tubes were boiled for 5 min at 100 °C in a water bath and cooled to room temperature using running 

tap water. The tubes were diluted with distilled water (20 ml) and absorbance was read at 540 nm 

(Mutanda et al., 2009). Inulinase activity was defined as the quantity of enzyme liberating one 

micromole of reducing sugar per min under standard assay conditions. The calibration curve 

previously drawn using pure D-fructose standard (0 - 2.0 mg/ml) was used to estimate the amount 

of reducing sugar produced. 

3.3.16 Determination of Invertase Activity 

The crude enzyme extract (1 ml) was mixed with 3 ml of 5 % (w/v) sucrose as substrate (analytical 

grade) suspended in 0.1 M citrate-phosphate buffer pH 6.5. The mixture was incubated and 

analyzed for reducing sugar as previously described for the inulinase assay. One unit of invertase 

activity was defined as one micromole of reducing sugars liberated per min per ml under the assay 

conditions (Sirisansaneeyakul et al., 2007). 

3.3.17 Tertiary Screening 

Products showing high transferase and inulinase activities from the secondary screening stage were 

selected and evaluated for qualitative analysis using thin layer chromatography (TLC). The 

products were separated by TLC Silica gel 60 F254 (Merck, Germany), and then compared to 

standard solutions of glucose, fructose, sucrose and authentic oligosaccharide standards with short 

chain degree of polymerization (DP) (Dp3, Dp4 and Dp5). The syringe filtered carbohydrate 

samples of (5 µl) of the reaction mixture were spotted on the TLC Silica gel 60 F254 plate and then 



59 
 

developed with a solvent system of  butanol-acetic acid-water (5:3:2 v/v/v) as the mobile phase in 

a TLC tank at ambient laboratory temperature (Reiffová and Nemcová, 2006, Singh et al., 2016a). 

To get clear separation of the reaction products, the TLC plate was left to saturate completely with 

the mobile phase. The plates were then air dried and sprayed with p-anisaldehyde reagent and dried 

in an oven at 110 °C for 10 min and spots visualized (Mutanda et al., 2009, Mutanda et al., 2015).  

3.3.18 Quantification of FOS/IOS Produced 

End products (FOS/IOS) of enzymatic reaction were analysed by high performance liquid 

chromatography, coupled with a refractive index detector (HPLC-RI), YL 9100 system, manual 

injector, Pinnacle 11 Amino 3 µm, 150 x 4.6 mm column (Sigma Aldrich, South Africa) with 73 

% acetonitrile as mobile phase  (v/v) in milliQ distilled water (Mutanda et al., 2008b). Samples 

and mobile phase were degassed and filtered before injection. The injection volume of the sample 

was 20 µl from the vial. The column temperature was maintained at 80 °C inside a column chamber 

with the mobile phase flow rate set at 1.0 ml/min using isocratic elution. Standard curves of glucose 

and fructose were plotted from a concentration range of (0 – 10 mg/ml). A stock (10 mg) of each 

standard of  oligosaccharide GF2, GF3, GF4 were weighed separately in 10 ml volumetric flask 

fully dissolved and top up to volume and used to quantify peak areas of samples by comparing 

retention times (Lim et al., 2005b). The method was validated based on linearity, precision and 

accuracy of analytes by plotting calibration curves using authentic standards to quantify reducing 

sugars of transferase and hydrolysis products. The samples were run in triplicate for accuracy and 

precision with relative standard deviations calculated (Yang et al., 2011). 

3.3.19 Statistical Analysis 

One-way ANOVA at 95 % confidence level (α = 0.05) was used to analyse the data generated in 

all the experiments. Statistical tests were performed by GraphPad prism trial Version 7 for 

windows (GraphPad software, San Diego, California USA). The values were expressed as means 

± standard deviations. 

3.4 Results and Discussion  

3.4.1 Sampling and Isolation of Coprophilous Fungi 

Industrial enzymes extracted from fungi present a great opportunity for the production of 

biofunctional foods with health promoting properties. Bioprospecting for salient fungal strains 
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with novel properties from unexplored terrestrial habitats is crucial in order to obtain robust 

industrial biocatalysts. Therefore, dung samples were collected from diverse terrestrial habitats in 

and around the province of KwaZulu-Natal, South Africa. Herbivore dung was collected from 

domesticated herbivores, wild herbivores and mega herbivores. The sampling sites were selected 

based on the herbivore population density and the feeding habits since some were grazers while 

others were browsers. This is because there are different fungal components in different herbivore 

dung related to specific herbivore feeding habits. As herbivores graze, they ingest conidia and 

spore alongside vegetation in which some propagules are geophilic, endocoprophilous and 

phylloplane fungi (Caretta et al., 1998). Sampling was done on fresh dung droppings in the early 

hours of the day as they contain fresh biomass that was wet and had some vegetative propagules. 

Some of the isolates taxa have already been reported in other countries like genera of Podospora, 

and Mucorales, (de Souza et al., 2017). The sampling was done from December 2016 to June 2017 

that is in the summer, autumn and before the start of winter in KwaZulu-Natal with average 

temperature about 25 ºC. The average environmental temperatures were within the optimal range 

for fungal growth. The first strains from preliminary screening showing considerable zone of 

hydrolysis are presented (Table 3.1). A large diversity of fungal species enjoy higher richness 

during warmer and humid conditions than in dry conditions (Masunga et al., 2006). Fungal 

isolation is a necessary prerequisite for obtaining pure cultures for fructosyltransferase production 

under solid state fermentation and submerged fermentation (Muñiz-Márquez et al., 2016). In this 

study, sixty-one (61) fungal species (Appendix D) were isolated and grown on different agar 

media, (PDA, MEA, CMA) and cultivated on fermentation broth media (Fernandez et al., 2003). 

Ten herbivore dung types were sampled at Ukulinga Research Farm, seven herbivores at Tala 

game reserve, and eight at Phinda game reserve. Twenty-seven (27) pure isolates were obtained 

from dung from Tala game reserve, nineteen (19) isolates from the dung from Phinda game reserve 

and fifteen (15) isolates from the dung from Ukulinga game reserve. All axenic isolates were 

maintained and preserved on PDA at 28 °C. Fungal succession was observed on the moist damp 

chambers under ambient lab condition. The fungi showing great potential after preliminary 

screening were selected. However, the interest of this research was not to focus on fungal 

taxonomy, fungal diversity, fungal ecology or fungal succession but rather on the best fungal 

strains that produced the target transferase or inulinase enzymes for potential biotechnological 

application. 
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Table 3.1: Selected fungal strains from initial screening showing considerable zones of hydrolysis after the TTC assay 

Species Number Herbivore species Sampling site Assigned number Zone of hydrolysis  (mm) 

2 White rhino Tala game reserve XWRP-2 23 

48  Buffalo dung Phinda game reserve XOBP-48 25 

10 Goat dung Ukulinga research farm XGOU-10 17 

11 Goat dung Ukulinga research farm XGOU-11 20 

12 Giraffe dung Tala game reserve XGFT-12 18 

13 Inyala dung Phinda game reserve XIOP-13 15 

14 Giraffe dung Tala game reserve XGFT-14 9 

42 Elephant Phinda game reserve XOEP-42 21 

21 Buffalo Phinda game reserve XOBP-21 23 

22 Impala dung Tala game reserve XIMT-22 18 

23 Impala dung Tala game reserve XIMT-23 23 

26 Cow dung Ukulinga research farm XOCU-26 9 

27 Cow dung Ukulinga research farm XOCU-27 24 

28 Cow dung Ukulinga research farm XOCU-28 9 

30 Zebra Tala game reserve XZBT-30 9 

43 Elephant Phinda game reserve XOEP-43 26 

33 Hippopotamus Tala game reserve XOHT-33 19 
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3.4.2 Primary Screening 

In the primary screening exercise, an optimized and economic procedure of radial diffusion 

staining with triphenyl tetrazolium chloride (TTC) was undertaken. This staining procedure is 

rapid, simple and reproducible (Joshi et al., 2004). The principle is that TTC is reduced by the 

transferase enzyme into a red insoluble formazan. Viable isolates stain deep red with a clearing 

halo, while the less stained indicate no significant hydrolysis. A major advantage of this technique 

is that it provides a clear and high contrast resolution (Joshi et al., 2004). 

It was noted that the color of TTC formazan fade with time but was stable in the first 72 h. 

However, a high contrast differentiation of hydrolytic enzymes was obtained and provided reliable 

measurements which corresponded with the enzyme activity of transferase and inulinase enzymes 

(Chang et al., 1999). The 61 pure fungal strains were inoculated in the basal medium with sucrose 

as a sole carbon source. To determine the transferase activity, the zone diameter was measured as 

shown in (Table 3.1). Only 30 strains shown in Table 3.1 were considered from the large sample 

size of 61 strains as these strains showed considerable colour intensity and halo a characteristic of 

sucrose hydrolysis. The colour intensity and zones of hydrolysis were compared as shown in 

Figure 3.1.  

 

 

 

 

 

 

 

 

 

Figure 3.1: Hydrolytic activity of isolates 48 (a), 45 (b), 44 (c) showing halos formed after 

hydrolysis and control sample (d) with no halo. 
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The strains chosen ranged between 15 ± 0.10 to 30 ± 0.10 mm. The largest zones of hydrolysis 

was recorded for isolates named XOBP - 48 (25 mm), XWRP - 2 (23 mm), XOBP - 21 (23 mm), 

XOEP - 42 (21 mm), XOEP - 43 (21 mm), while the smallest zones of hydrolysis was recorded in 

the isolates named XZBT – 30 (9 mm), XOCU - 28 (9 mm) (Table 3.1). The diameters of  the 

zones of hydrolysis obtained in the current study correspond  to research findings previously 

reported (Reddy et al., 2010). The other 31 isolates did not give any considerable zones so they 

were excluded from the rest of the study. The screening exercise is in agreement to research work 

reported by (Belorkar et al., 2015) where they screened a large sample size of fungi and bacteria 

for Ftase production. In this exercise, filamentous fungi showed greater potential for Ftase 

production in consensus to reports by several authors about filamentous fungi producing inulinase 

and transferase enzymes (Yun, 1996b, El-Naggar et al., 2014, Kowalska et al., 2017). The 

coprophilous filamentous fungi selected from the primary screening exercise were subsequently 

subjected to secondary screening. There was imperceptible intracellular activity of 

fructosyltransferase from the primary screening exercise. This could be attributed to the challenge 

of cell disintegration even after sonication. Therefore, even the vibrations of microbial cells did 

not necessarily lead to cell disruption to leach out proteins or enzymes that may be remotely located 

in microbial cells (Lateef et al., 2007a). Moreover, intracellular enzymes have been applied more 

in immobilized cells. Despite the superiority of immobilization, enzyme column, matrices and 

stability of the enzyme remains a complex industrial process (Hernalsteens and Maugeri, 2010b). 

3.4.3 Secondary Screening for Ftase 

The 21 filamentous fungal strains selected for secondary screening were cultivated in Czapex dox 

broth, with sucrose as a sole carbon source under submerged fermentation. Depending on their 

hydrolysis, isolate XWRP - 2, from white rhino, XOBP - 48, XOBP - 21, from buffalo dung, XOEP 

- 42, XOEP - 43, XOEP - 44, from elephant dung, XOBT - 46, from bushback, XGOU - 10, from 

goat dung, XOHU - 36, XOHU - 37, from horse dung  (Figure 3.2) showed high Ftase activity. 

Isolate from buffalo dung had the highest transferase activity of 529.5 U/ml followed by isolate 2 

from white rhino with 426.9 U/ml. The enzyme activity of isolate XOCU - 28 from cow dung was 

determined to be 184.7 U/ml. These findings are in line with enzyme activity reported in a 

screening exercise by other workers who reported highest extracellular Ftase activity from 

Penicillium sp. to be 313.13 U/ml (Nascimento et al., 2016). Additionally, a study of an inulinase 

producing fungus of Aspergillus awamari MTCC 2879 produced 107.8 U/ml of inulinase activity, 
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(Rawat et al., 2016) while Aspergillus niger ATCC 26011 produced 7.9 U/ml of inulinase activity 

(Rawat et al., 2015). This demonstrated that the strain named as XOBP - 48 from buffalo dung 

was a potential candidate for transferase production. A novel thermotolerant endoglucanse 

(CMCase) that was identified originating from the genus Bacillus isolated from cow dung was also 

seen as a potent transferase producer with total activity of 113.6 U/ml from crude and was later 

purified to 8.5 fold and characterized (Sadhu et al., 2013). This investigation showed that herbivore 

dung harbor fungal strains that can be harnessed for production of transferase and inulinase 

enzymes. 

The average values of Ftase activity produced by the coprophilous fungi are presented in triplicate 

with standard deviations in (Figure 3.2).  

 

Figure 3.2: Fructosyltransferase activities of selected coprophilous fungal strains showing zones 

of hydrolysis using sucrose as substrate for the Ftase enzyme. 
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3.4.4 Tertiary Screening of Ftase and Inulinase Producing Fungi 

It was necessary to perform qualitative analysis of the transferase reaction products in order to 

establish the nature of the enzyme and profile of the product composition and degree of 

polymerization (DP). Isolate XWRP - 2, XOBP - 48 and XOCU - 28 were selected as they 

displayed high transferase activities after qualitative TLC (Figure 3.3). Various studies on 

prebiotics dietetics have reported TLC as an efficient method for the detection of 

fructooligosaccharides (Reiffová and Nemcová, 2006). Fructooligosaccharides of various degrees 

of polymerization were detected from the intestinal tract of monogastric animals with butanol- 

ethanol- water (5:3:2 v/v) as the mobile phase. In this study, after performing the DNS assay the 

best enzyme producers were selected after enzyme quantification (Figure 3.3). The Ftase enzyme 

reaction products showed presence and preponderance of 1-kestose (DP3), nystose (DP4) and 

fructofuranosyl nystose (DP5) along with glucose produced at the end of the reaction. 

 

 

 

Figure 3.3: TLC profile of transferase enzyme reaction products of fungal samples XWRP - 2, 

XOBP - 48 and XOCU - 28 and selected sugar standards of fructose(1), glucose (2), sucrose (3) 

and 1- kestose (4), nystose (5), and fructofuranosyl nystose (6) XOBP – 48 (7), 8, XWRP – 2 (9), 

XOCU – 28 (10). 

1 2 3 4 5 6 7 8 9 10 
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The fungal extracellular crude preparations showed the transfructosylating nature of the enzymes. 

The mechanism is such that FTase catalyzes the transfer of a fructosyl group to sucrose by 

mediating a polymerization reaction where the DP maximum by transfer of fructosyl unit from 

higher molecular mass fructans and converts sucrose to short chain-FOS (Michel et al., 2016c). 

The fungal isolate XOBP - 48 from the buffalo dung was selected as the potent strain for further 

study based on the studious three step screening exercise. The isolate displayed a considerable 

zone of hydrolysis, produced the highest enzyme activity and yielded short chain oligosaccharides 

on tertiary screening. Due to different dung sources, it was necessary to further quantify the 

reaction products further by high performance liquid chromatography (HPLC) and investigating 

their potential industrial applications. 

3.4.5 Isolation and Screening of Inulinase Producing Fungi 

In order to uncover a native coprophilous fungi that may be a potential degrader of the polyfructan 

inulin, a total of sixty-one (61) pure fungal isolates were cultured on Petri plates containing inulin 

as a sole carbon source. They were subsequently evaluated based on their growth, appearance and 

colony sizes. After 7 days of cultivation on inulin agar, 10 fungal isolates showed considerable 

radial colony growth rates, an indication of inulinase activity. Other 51 fungal strains obtained 

exhibited weak to moderate growth on agar plates without observable halo zones. A prime factor 

that influences inulinase production is the composition of the culture medium as inulinase has been 

widely documented to be an inducible enzyme (Rawat et al., 2015). This technique is a common 

and effective method for screening large number of bacteria for endoinulinase production (Singh 

et al., 2013). Moreover, this technique has been reported for screening fungi, yeast, molds and 

actinomycetes (Sirisansaneeyakul et al., 2007, Mansouri, 2017). The ten isolates 44, 49, 42, 45, 

48, 37, 9, 14, 48, 2 were screened with iodine Lugol’s solution by flooding the plate and left open 

in order to enhance visibility. Strains 49, 44, 42 showed considerable zone of hydrolysis on inulin 

rich media (Figure 3.4). Interestingly, this phenomenon was also observed in screening marine 

derived yeast and fungi from marine ecosystems (Li et al., 2011). Staining using iodine solution 

resulted in brown to black colour where inulin has been degraded. Strains that formed clear halo 

around the colony were recorded as inulinolytic, whereas strains that did not form clear zones was 

recorded as non-inulinolytic and were excluded. This technique is simple, rapid and was found to 

be effective for screening inulin hydrolyzing enzymes while no dye-labelled substrates are needed 
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which require more time for binding and are very expensive (Bonciu et al., 2011, Li et al., 2011, 

Singh et al., 2013). 

 

 

 

 

 

 

Figure 3.4: The hydrolytic zone of selected fungal strains after staining with Lugol’s iodine 

solution. 

3.4.6 Secondary Screening of Inulinase and Invertase Activity 

The results of the selected fungal isolates were further quantified by performing inulinase and 

invertase enzyme assays in liquid culture media supplemented with pure inulin (Figure 3.5). The 

hydrolytic activity of crude culture filtrates towards inulin (I) or sucrose (S) was measured to 

calculate the (I/S) ratio. Extracellular inulinase activity was evident after primary screening, while 

intracellular activity produced insignificant results that were not considered substantial for 

industrial application. A considerable amount of fungal isolates revealed potential to produce 

extracellular inulinase activity to intracellular. Numerous studies have reported on production of 

extracellular inulinases from fungi, yeast and more recently a panorama of bacterial species (Keto 

et al., 1999, Jing et al., 2003c, Chi et al., 2009a, Meenakshi et al., 2013, Singh et al., 2017a).  
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Figure 3.5: Inulinase activity of fungal strains after performing the DNS assay and extrapolated 

from fructose standard curve. 

Strain XOGU - 49 from goat dung in Ukulinga research farm yielded the highest extracellular 

inulinase activity of 989 U/ml, followed by strain XOEP - 42 (698 U/ml) from elephant dung from 

Phinda game reserve and strain XOEP - 44 from elephant dung (351.9 U/ml) (Figure 3.5). The 

inulinase activity recorded in this study was comparable to the selected fungal strains previously 

reported (Singh et al., 2017b). The yeast Kluyveromyces marxianus recorded a specific activity of 

420 IU/mg. Bacterial strains Streptomyces sp., Bacillus sp., Clostridium thermoautotrophicum, 

Xanthomonas oryzae and Sphingobacterium were found to produce inulinase enzymes (Singh et 

al., 2017a). In a separate study, the filamentous fungi, A. niger and Penicillium oxalicum BGPUP-

4 produced inulinase enzymes with activity of  111 U/ml and 208 U/ml respectively (Kowalska et 

al., 2017, Singh and Chauhan, 2017).  

Invertase activity was carried out to determine if the fungi had more invertase activity, hence 

inulinase : invertase ratio was determined (I/S) (Table 3.2). Other workers have also used the (I/S) 

ratio to define the substrate preference of the crude enzyme and to predict their exo or endo type 

of activities (Vandamme and Derycke, 1983, Ettalibi and Baratti, 1987, Nakamura et al., 1997). 
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Figure 3.6: Invertase assay of selected fungi showing high inulinase activity following DNS 

enzyme assay. 

High invertase activity was recorded in isolate XZBT - 31 from zebra dung from the Tala game 

reserve, isolate XOBT - 46 from buffalo dung from the same farm followed by isolate XGOU- 11 

from goat dung in Ukulinga research farm (Figure 3.6). Inulinase/ invertase ratio was calculated 

for all isolates that were screened for inulinase activity as shown in (Table 3.2) to determine if the 

best strain had a higher inulinase than invertase activity in order to make a valid selection. Inulin 

hydrolysis (200 g L -1) by the crude enzyme showed lower invertase than inulinase and was 

therefore selected for further analysis in tertiary screening to establish if they were endo or exo 

inulinase producers by visualizing the spots for reacting products on TLC. After 7 days of batch 

culture, an increase was noted in the biomass of fungi producing high invertase activity. Isolate 

XOBT - 46 and isolate XZBT – 31 exhibited fungal biomass of 7.1 and 5.3 mg ml-1 of dry weight 

respectively. Fungal biomass of isolates XOBP – 48, 11, 44 were subsequently higher. Increase in 

biomass may be probably attributed to reduction of substrate inhibition and enhanced mass transfer 

effect. Yun et al.,(199) also detected enhancement in glucosyltransferase and fructosyltransferase 

production from the fungus A. pullulans by fresh substrate feeding (Yun et al., 1997b). 
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Table 3.2: Production of inulinase and invertase and their respective I/S ratio for all selected 

coprophilous fungal isolates after 5 days of batch fermentation. 

Isolate 

 

Enzyme activity U/ml  

I/S 

Fungal 

biomass 

(mg ml-1) 

Inulinase ( I) Invertase (S) 

XOEP - 44 351.90 154.16 2.28 5.1 

XOBP - 48 152.96 130.77 1.77 4.8 

XOEP - 42 698.93 370.33 1.89 5.0 

XORP - 45 189.43 131.48 1.44 3.2 

XOBT - 46 176.39 1165.57 0.15 7.1 

XOGU - 49 989.61 198.81 4.98 6.3 

XOHU - 37 217.06 100.29 2.16 5 

XGOU - 11 33.81 552.48 0.06 6.1 

XOHU - 36 75.81 125.81 0.60 5.9 

XGOU - 9 160.69 176.84 0.91 4.9 

XOEP - 10 45.97 28.0 1.64 5.5 

XZBT - 31 11.71 1088.31 0.01 5.3 

XOZP - 55 52.61 83.28 0.63 5.1 

XGFT - 14 345.29 81.86 4.22 5 

XOCU - 28 44.87 118.01 0.38 5.3 

XOIP - 61 89.08 68.40 1.30 4.9 
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a E = Elephant dung, C = cow dung, I = inyala dung, Z= Zebra dung, G = Giraffe dung  

b P = Phinda game reserve, U = Ukulinga game reserve, T =  Tala game reserve  

c I = inulinases, S = invertases, I/S = inulinase/invertase  ratio 

In a previous investigation by (Chand et al., 2017) the yeast Saccharomyces cerevisiae was 

reported to have a high invertase activity (416 U/ml) and  this confirms the findings in this study 

whereby filamentous fungi showed higher inulinase activity than invertase (Guimarães et al., 

2006). 

 

 

Figure 3.7: Selected strains showing comparative activities of inulinase and invertase producing 

fungi. Fungal inulinase:inveratse ratio (I/S) of 18 strains. 

Isolates XOGU - 49, XOEP - 44, XORP - 45, XOEP – 42 exhibited remarkable potential as 

inulinase producers (Figure 3.7). This is despite having higher I/S ratio contrary to what is reported 

in previous studies. In earlier studies, the reported ratios ranging between 0.1 to 0.3 proved that 

the enzyme was a true inulinase (Mansouri, 2017). Furthermore, it is generally acceptable from 
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literature that I/S ratio characterizes the inulinases enzymes (Wei et al., 1997). If the I/S ration is 

higher than 10-2, the enzyme is considered an inulinase, while for invertase the ratio is lower than 

10-4 (Saber and El-Naggar, 2009). Findings from the current study corresponded with studies by 

(AbdAl-Aziz et al., 2012) where they reported very high I/S ratio of between 5.862 to 7.596 U/ml 

two fold higher than findings from the current study. These findings are attributed probably to the 

high amount of inulinase units secreted by potent inulinase strains with similarity to this study.  

Fungal strains 44, 49, 45 and 42 were selected for TLC analysis as they showed high potential for 

inulinase production with a range of 1.44 to 4.98 I/S ratio. In a recent study by Mansouri et al. 

(2017) they reported screening of filamentous fungi of the genera Penicillium which indicated (I/S 

ratio of 6.7) in submerged fermentation with pure inulin. Another new fungal species, Penicillium 

subrubescens (FBCC 1632) produced inulinase and invertase activities of 7.7 and 6.1 U/ml 

respectively, with an I/S ratio of 1.3 and was exo- inulinase in nature. Further investigations of P. 

trzebinskii and P. janczewskii were also reported with I/S ratio of 2.6 and 1.2 respectively 

(Mansouri, 2017). In studies conducted earlier on filamentous Penicillium sp. TN-88 after a 

screening exercise. It showed high inulinase productivity of 9.9 U/ml with I/S ratio of 11.2 in 

inulin liquid culture media (Nakamura et al., 1997). Findings from the current screening exercise 

draws insurmountable similarities with these earlier reports. 

3.4.7 Tertiary Screening 

Thin layer chromatography was used for qualitative anaysis of inulin hydroysis products from the 

4 fungal strains. The hydroysed reaction mixture of isolate XOEP - 44, XOEP - 42, showed distinct 

correspondence to fructose standard and small amount of glucose in the hydrolysate, a 

characteristic of exoinulinase as depicted in Figure 3.8. Likewise HPLC anaysis revealed fructose 

liberation in camparison with standards. 
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Figure 3.8: TLC showing inulin hyrolysis reaction products of crude fungal enzyme from 

strains. Lanes: fructose (1), glucose (2), sucrose (3), 1-kestose (4), nystose (5), fructofuranosyl 

nystose (6) sample XOEP – 44 (7), XOGU – 49 (8), XOEP – 42 (9), and XORP – 45 (10). 

Analysis of the inulin hydrolysis products demonstrated the exoinulinase nature of the enzymes 

from the 4 fungal strains. Microbial exoinulinase hydrolyze the terminal linkage of inulin to yield 

fructose as the main hydrolysis product (Mansouri et al., 2013). There was no presence of  

oligosaccharides on the TLC plate detected further confirming the exoinulinae nature of the fungal 

enzymes. Some authors have reported fungal species like Penicillium subrubescens, A. 

tubingenesis (Trivedi et al., 2012) and Chrysosporium pannorum (Liu et al., 2010) to be 

exoinulinase in nature. Additionally, a similar screening exercise revealed a high exoinulinase 

producing strain of Aspergillus candidus (NCIM 83). The purified preparation of inulinase from 

the fungus produced only fructose as the only product of inulin hydrolysis (Kochhar et al., 1999). 

It was therefore paramaount to quantify the reaction products showing high Ftase and inulinase 

potential after tertiary screening. Furthermore, the selected fungal strains showing Ftase and 

inulinase potential were identified via morphological keys developed.  

3.4.8 Quantification of Oligosaccharides by HPLC-RI 

Reaction products were analyzed by HPLC-RI for  monosaccharides namely fructose, glucose; 

and FOS namely 1-kestose, nystose and 1F- fructofuranosylnystose. The selectivity of reaction 

1 3 2 5 4 6 7 8 9 10 
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products examined (Figure 3.9) was determined by correlation of retention times (tr) obtained for 

standards and was compared to to samples which showed high resolutions and seperation 

(Zielinski et al., 2014).  

 

Figure 3.9: HPLC of FOS standards of different degrees of polymerizitaion (DP) DP3, DP4,DP5 

with retention times. 

The concentration of monosaccharides (Figure 3.10) was calculated from the reaction products 

using the lenearity of the of calibration curves obtained by linear regression (R ≥ 0.9991), 

considering the peak area for each sugar vs the concentration of each sugar (mg/ml) (Appendix F). 

This calibration correlation was of similar magnitudes in validated methods obtained by (Correia 

et al., 2014) using HPLC-RI detector for FOS analysis and all linear calibration curves were 

statistically significant with slope values of (P ≤ 0.001). 
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Figure 3.10: Chromatogram of selected monosaccharides standards with their retention times. 

The analysis of FOS by HPLC-RI showed the retention time of 1,1,1-kestopentaose as 3.892 min 

(Figure 3.9) which matched that of reaction products produced by sample XWRP - 2 from Phinda 

game reserve (Figure 3.11). There was also glucose liberation and thede results corroborated that 

of earlier TLC results on transferse production as depicted in Figure 3.3 that showed higher 

production of glucose liberation of 30 mg/ml extrapolated from glucose standard curve from 

sucrose elongation. From Table 3.3 it is evident that although strain XWRP – 2 liberated high 

concentrations of glucose, Figure 3.11 strain XOBP - 48 from buffalo dung yielded high level FOS 

of 1,- kestose and 1,1,- kestotetraose and glucose (Figure 3.12). The production of short chain FOS 

by isolate XOBP – 48 is a desirable characteristic of oligosaccharide production. From the chain 

elongation of sucrose to form oligomers, with lower degree of polymerization and the high enzyme 

activity this strain represented a good candidate for biofunctional poduction of 

fructooligosaccharides. Other corresponding samples they showed lower peak areas (Appendix 

H). The fungus strain XOBP- 48 was selected as the highest Ftase producer in the study based on 

its high oligosaccharide production as  previuously confirmed by TLC results (Figure 3.3). 
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Figure 3.11: Chromatogram of transferase reaction of sample XWRP – 2 sample from white 

rhino dung in Phinda game reserve identified to molecular level as T. asperellum sp. 

 

Table 3.3: Quantification of monosaccharide (glucose) produced from HPLC reactions. 

Sample Concentration (mg/ml) 

XWRP - 2 30.958 

XOCU - 28 8.711 

XOBP - 48 10.835 

XZBT - 32 5.657 
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Figure 3.12: HPLC of reaction products of crude enzymes from selected fungal strain XOBP - 

48 isolated from buffalo dung from Phinda game reserve that showed highest amount of 

fructooligosaccharide production. 

 

Figure 3.13: HPLC of reaction products of crude enzymes from selected fungal strain XOEP – 

44 isolated from elephant dung from Phinda game reserve exhibited exo-inulinase like activity. 
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For inulooligosaccharide production, the fungus strain XOEP - 44 (Figure 3.13) showed high level 

of fructose production with no oligosaccharide present indicating the exoinulinase nature of the 

fungal enzyme (Fernandes and Jiang, 2013). Although the fungus strain XWRP – 2 exhibited high 

glucose concentarion and 1,1,1- kestopentaose from Figure 3.11 strain XOBP - 48 had the most 

abunadnt oligomers and 1- kestose was degraded with concomitant increase in glucose 

concentration as by-product. This study exhibited a simialr trend as previously reported (Correia 

et al., 2014). Equimolar glucose and 1-kestose proportions were produced until satuaration of 

substrate (Hernández et al., 2018). Fructosyl moiety of sucrose was transferred to 1-kestose and 

liberated nystose which was not elonagted further during incubation. In fungal strain XOBP – 48, 

there was a futher 1-kestose elongation while in strain XWRP – 2, 1-kestose hydroysis meant total 

FOS value had reached maximum. Sample XOBP – 48 exhibited higher biological activity and 

could have high market value. This HPLC technique was found suitable due to simplicity, linearity 

accuracy and sensitivity as the method demonstrated to be reliable as reported in other studies 

(Parpinello and Versari, 2000). This is not withought the challenges of carbohydrates due to 

heterogeneity and subtule differences in their structure (Kailemia et al., 2014) and absence of high 

DP standards (DP >6) and problematic co-elution of high polymers (Mutanda et al., 2015). In 

conclusion, strain XOBP – 48 can be considered a promising candidate for production of 

extracellular fructosyltransferase for the synthesis of short-chain FOS. 

3.4.9 Morphological and Molecular Identification of Fructosyltransferase and Inulinase 

Producing Strains  

Based on the screening creteria adopted,  for the different dung types, coprophilous fungi were 

characterized morphologically. Due to a large number of fungal species cultured in moist 

chambers, it was logical  to only focus on molecular identification of potential strains producing 

Ftase and inulinase enzymes. However, morphological diversity of various species have been 

highlighted in  (Appendix E). Few selected strains showing high Ftase and inulinase activity were 

identified by 18S rDNA gene of the fungal isolates. Morpho-taxonomic characterization of 

selected dung producing transferase and inulinase enzymes appeared in succession as zygomycetes 

were the first to appear, followed by ascomycetes and lastly by basidomycetes (Table 3.4). This 

fungal succession has been mentioned in previous studies (Richardson, 2001a, Santiago et al., 

2011). A high diversity of zygomycetes was observed as the genera of Mucor and Pilobolus were 

dominant. In Ascomycetes which appeared second, the observed taxa was from the genera of 
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Ascobolus and Saccobolous (Figure 3.14). This  fungal succession was observed in a similar study 

of coprophilous succession in Sao Paulo and Rio de Janeiro, Brazil (Santiago et al., 2011). 

Basidiomycotina from buffalo dung was also observed in the latter stages of coprophilous fungal 

succession. 

Colonies of fungi grew rapidly on MEA and PDA  at 28 ºC. Initialy, colony colour was whitish 

and later greyish to yellow on strain XOBP - 48, XOCU - 28, and reddish in isolate XOEP – 42, 

respectively.  
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Table 3.4: Frequency of occurrence of each coprophilous fungi recorded in herbivore dung from 

the three sampling sites in KwaZulu-Natal, South Africa. 

Species                                         Habitat 

 Ukulinga 

research farm 

Tala game reserve  Phinda game reserve 

Zygomycota    

Pilobolus crystallinus 7 6 3 

Mucor circinelloides 3 4 4 

Mucor 3 5 6 

Ascomycotina    

Ascobolus 6 4 7 

Saccobolus 4 3 3 

Thelebolus caninus 1 0 0 

Podospora 3 6 1 

Sodaria fimicola 1 0 1 

Sporormiella sp 0 0 1 

Basidiomycota    

Coprinus sp. 0 0 1 

 

Diverse species of coprophilous were observed with about 41 species of zygomycetes in the three 

sampling sites. The taxa of Pilobolous and Mucorales was observed in Ukulinga research farm, 

and Tala game researve. This could be due to horse and zebra population as many Pilobolus spp. 

have been previously reported on this dung type (Viriato, 2008, Santiago et al., 2011). The 

remaining species were from the phylum Ascomycotina. The genera of Ascobolus in the 
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Ascobolacea family had a wide distribution of coprophilous fungi, whereas Saccobolus were 

observed where they had similar fruiting bodies but differed in spore characters. Moreover, there 

was even distribution of Ascobolous in the three sampling sites as the relative number of dung 

piles showed a unimodal distribution in all three habitats. Both these genera have been found to 

occur worlwide in herbivore dung (Melo et al., 2014). The species contained fleshy apothecia, 

usually with villose disk due to their protruding asci bearing dark coloured ascospores (Figure 3.14 

p, k, i). Some species morphology are characterized in Table 3.5. The genus Coprinus was only 

seen on few dung piles cultures of buffaloe in Phinda game reserve. However, Sporormiella spp. 

was only observed from dung piles of elephants from Phinda game reserve and this taxa was also 

reported in Botswana in elephant dung (Masunga et al., 2006). 
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Figure 3.14: Morphology of selected coprophilous strains a = common ducker Ascobolus, 

b=Saccobolus, c=Ascobolus, d=Mucorales from zebra, e=inyala, f=stromata dissected from 

horse dung Podospora oedipus, g, h, I, j, k, l, m, n, o sporangiospores with appendages, p other 

herbivores from the three sampling sites. Isolate s and t from hippo dung. Scale bar a – t 

representing 500 µm excluding f scale which is 1000 µm. 

m n p 

500 µm 500 µm 500 µm 500 µm 

q r s 

500 µm 500 µm 500 µm 500 µm 

t 

o 



83 
 

Table 3.5: Morphological characteristics of selected genera of coprophilous isolated in the province of KwaZulu-Natal, South Africa 

Phylum 

 

Ascomycota  Ascomycota and Zygomycota Ascomycota 

Ascobolus Asci with ascospores in 

diffent stages of 

maturity. 400 – 700 µm 

diameter. Asci 55 -90 x 

25, usually 8 – spore but 

only with two to six 

maturing ascospores 

(Figure 3.14 a) (Doveri, 

2014) 

Ascobolus spp. Ectal 

excipilum, 

paraphysese 

embedded in hyaline 

gelatinous material. 

Ascomata 0.50 – 

0.75 mm. 

Ascospores 11.5 – 

13 x 5 – 7 µm dotted 

or with coarsely 

knobbed clusters or 

pigments (Figure 

3.14 d) (Bell, 1983, 

Doveri, 2014). 

Asci with ascospors in 

different maturity stages. 

Ascomata usually larger 

because obconical. Cylindric- 

clavate Asci, Asci smooth or 

dotted (Figure 3.14 e) 

(Brummelen, 1967b, Bell, 

2005) 

Ascobolus sp. Observed in horse 

dung. Superficial ascomata, 

clavate asci, ascospores (4.5 x 

1.5 µm) (Figure 3.14 i) 

(Brummelen, 1967b). 

 

Ascobolus sp. Ascomata 0.7 – 1 

mm, purple smooth, regullar 

margin 25 – 28.5 x 12 – 13.5 µm 

(Figure 3.14 n) (Brummelen, 

1967b). 

 

Pilobolus 

 

 

  Sporangiospore variable in 

length 5 – 15 mm long (Figure 

3.14 f) (Doveri, 2011). 

 

 

Mucor 

 

 

   Spherical sporangia to oblong 

tophocyts, 500 – 575 x 200 – 

230 µm (Figure 3.14 m) 

(Mungai et al., 2011, Lee et al., 

2018). 

 

 

Saccobolus 

 

Ascomata 0.7 – 1mm, 

purple, smooth, regullar 

margin 25 – 28.5 x 12 – 

13.5 µm (Figure 3.14 b)   

(Brummelen, 1967b) 
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From the data obtained in this study there was great species diversity in and around KwaZulu-

Natal, but most of them poorly studied so far. It is conceivable that some isolated  strains in 

KwaZulu-Natal province from the genus Mucor could be novel. However, further taxonomic 

investigations are imperative to offer plausible exposition. Morpho-taxonomic identification using 

stereo microscope and light microscope alone is challenging, tedious and insufficient due to vast 

coprophilous diversity reported (Calaça et al., 2014, Calaça and Xavier-Santos, 2016, de Souza et 

al., 2017). Species variation was observed and this could be attributed to animal nutrition, 

geographical location intra and inter-specific competitions of insects that may influence dung 

mycology. Since the dung piles were cultured under laboratory conditions, it is permissible that 

these variables can be disregarded and fungal mycology can be ascribed to animal nutrition. Some 

taxa were from ruminants and others from non-ruminants, while other taxa was from mega 

herbivores like hippopotamus and elephant. From Phinda game reserve different taxa of hind gut 

fermenters were observed but it was from buffaloe dung fungus that the highest transferase activity 

was noted. This could be attributed to the observations made that in ruminats digestive enzymes 

work longer on fungal spores (Santiago et al., 2011). Species cultural and morphological attributes 

were used to characterize the specimens in this study. Most species had ascomata growing 

superficially on dung ardoning either uncinate hairs or flexious spiral coils connected to the dung 

substrate (Bell, 2005). In some species of Basidiomycota wide ostioles at the apex were surrounded 

by terminal hairs. This characteristic was also observed by Bell, (2005) as the terminal hairs 

covered the osticular orifice hindering visibility in the chamber (Bell, 1983, Bell, 2005). This 

research suggest that herbivore dung forms a good substrate for zygomycetes and more 

fundamentally, this research work could have potentially yielded new taxa being reported for the 

first time in South Africa. 

3.4.10 PCR Identification 

Molecular identification of 18S rDNA was successfully done on the 14 selected Ftase and inulinase 

producers. The DNA fragments were amplified between 500 bp - 600 bp as reported in literature 

for diverse fungal species (White et al., 1990, Bakri et al., 2009, AbdAl-Aziz et al., 2012). Fungal 

DNA was amplified with consesus universal fungal primers ITS 4 and ITS 5 which are reported 

widely in literture, consequently yielding PCR products (Figure 3.15), (White et al., 1990, 

Ramnath et al., 2014). Seven of the fourteen (14) isoltes were from the genus Aspergillus which 

have been reported widely as inulinase and Ftase producers (Jing et al., 2003b, Sanchez et al., 
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2008, Zeng et al., 2016, Kowalska et al., 2017). Other species also identified as Trichoderma 

asperellum, Neocosmospora sp, Fusarium solani have been reported as xynalase and inulinase 

producers (Alvarez-Navarrete et al., 2015). Noteworthy, two  strains one from horse dung which 

showed 70% similarity to Trichordema harzianum and another strain similar to Mucor 

cicinelloides (Table 3.6) could be possibly novel. However, further investigation is integral to 

ascetain the authenciticity of this claim. The study strain (48) has been highlighted in colour.  

 

 

 

Figure 3.15: Amplified PCR products. Lane M = represents DNA molecular weight marker, 

numbers indicate the amplified DNA samples of fungal isolates Lane B = control sample. 

Numbers 2, 48, 10, 21, 28, 31, 32, 36, 49, 61, 42, 37,44, 45, and 49 represent the isolate number 

identified by PCR via 18S rDNA. 

Agarose gel electrophoresis revealed amplification in the region of 550 - 600 bp as reported in 

fungal isolates (AbdAl-Aziz et al., 2012, Alwakeel, 2013). Nucleotide sequencing confirmed the 

size of profound PCR product as the sequence analysis of ITS region of rDNA showed significant 

alignments 99 - 100 %. Nonetheless, two strains  indicated a sign of possible novel strains with 70 

%  and 84 % sequence homology respectively (Table 3.6) against nucleotide data available on the 

2   48   10  21  28   31   32  36  49   61  42   37   44  45    B   49 
1000 bp 

600 bp 

200 bp 
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NCBI GenBank using BLAST tool. The study strain XOBP - 48 was succesfuly identified to 

species level as Aspergillus niger and was sent to NCBI and assigned GenBank accession number 

MH445969. This strain has been reported widely to have transfructosylating and hydrolytic 

activity (Hidaka et al., 1988b, L’Hocine et al., 2000, Nguyen et al., 2005, Zeng et al., 2016). 

However, from the present study this is the first report of isolation of Aspergillus niger MH445969 

from coprophilous fungus for bioconversion of sucrose to FOS.  

Among different taxa of fungi, there exist wide intraspecific variation and the ITS regions have 

been used successfully as barcode markers in identification of filamentous fungi. Though, 

traditional methods of identification are still in use, further studies are paramount to reconcile the 

morphological and molecular conceptions of different genera and phylum (Lee et al., 2018, 

Loughlin et al., 2018, Mata et al., 2018). 
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Table 3.6: Molecular identification of selected fungal strains after morphological identification compared similarity from GenBank 

Species Number Herbivore species Fungal Species Accession number 

2 White rhino Trichoderma asperellum 100 % KY025555 

10 Goat dung Neocosmospora sp. FSSC 99 % LT746275 

21 Buffalo Aspergillus niger strain AY795 100 %  MG2503971 

28 Cow dung Aspergillus welwitshiace 1063 100 % KT826630.1 

31 Zebra Trichoderma asperellum strain 3 100 % KY025555.1 

32 Zebra Aspergillus welwitshiace 1063 100 % KT826630.1 

36 Horse No significant similarity possible novel sp 

70 % similarity to Trichordema harzianum 

KY381968.1 

37 Horse Trichordema asperellum strain 3 KY025555.1 

42 Elephant Fusarium solani V0R6 KX621960.1 

44 Elephant Aspergillus niger strain AY795 100 % MG250397.1 

45 Red ducker Aspergillus niger strain AY795 100 % MG250397.1 

48 Buffalo Aspergillus niger strain AY795 100 % MH445969 

49 Goat Possible novel strain similar to Mucor 

circinelloides 84 % similarity 

FJ441017.1 

61 Inyala Aspergillus aculetus 4F 100 % KY848352.1 
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In a previous study by Nascimento et al., (2016) fungal strains of Aspergillus, Penicillium and 

Trichoderma spp. were evaluated for Ftase production. The ascomycete P. citreonigrum (UMR 

4459) produced the highest yield of 227.56 ± 4 U/ml. The study also showed Trichoderma sp. as 

a potential Ftase producer. In this study, strain XWRP – 2 which was identified to species level as 

Trichoderma asperellum was found as the second candidate showing potential for Ftase 

production. Intriguing these studies draws some similarities from the present study  (Nascimento 

et al., 2016).  

3.4.11 Phylogenetic Analysis 

Molecular Phylogenetic analysis was generated based on sequence homology of the ITS regions. 

Only enzymes hydrolyzing sucrose were considered i.e. fructosyltransferase and β-

fructofuranosidases while those harboring inulinases were excluded. A rooted phylogenetic tree 

(Figure 3.16) was constructed using the neighbor-joining method of 18S rDNA for Ffase and Ftase 

producers. A similar approach was used by (Trollope, 2015) to characterize fungal phylogeny with 

1000 bootstrap corrected by Jukes and cantor models (Posada and Crandall, 1998). ITS rDNA 

fragments were in the region of 1800 and 600 bp consistent with literature reported  (Ghazala et 

al., 2016). Based on nucleotide homology and phylogenetic analysis Aspergillus sydowii  GenBank 

accession number AJ289046.1 and Aspergillus niger AB046383.1 were found as the nearest 

homology to the present study strain of XOBP – 48 and placed within the same clade, while other 

close homologous were strains of  Penicillium oxalicum GXU20 KP178534.1 and Aureobasidium 

pullulans NAC8 KX023301.1, respectively (Figure 3.16). This study strain 18S rDNA gene 

sequence was submitted to GeneBank database and assigned accession number MH445969. The 

fungus was used as the only suitable potent strain for further investigation in the laboratory for 

subsequent Ftase production, purification, characterization and biotechnological applications. 

Ultimately, the molecular techniques applied in the present study exhibited a high specificity and 

sensitivity for microbes’ identification from diverse hierarchical taxonomic levels. Likewise, the 

PCR technique for gene amplification coding for rRNAs and sequence comparison, offer new and 

rapid tool for filamentous fungi identification.  
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Figure 3.16: Phylogenetic neighbour-joining tree constructed based on 18S rDNA gene 

sequences of Aspergillus niger XOBP - 48 (study strain) indicating relatedness to other 

fructosyltransferase and β-fructofuranosidase producing fungal strains. Number at branching 

nodes are bootstrap percentages (based on 1000 replications). Yeast strain Hanseniaspara 

guilliermondi KKUY 009 GenBank accession number JQ690243.1 was used as an outgroup. 

Scale bar, 20 % sequence divergence. 

 Aspergillus sydowii AJ289046.1
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3.5 Conclusion 

Bioprospecting for autochthonous coprophilous fungi from various terrestrial habitats in and 

around KwaZulu-Natal, South Africa, revealed coprophilous strains with unique transferase and 

inulinase properties amenable for biotechnological exploitation. Of the sixty-one isolated fungal 

strains, eight strains were selected after the rigorous screening exercise based on rapid screening 

and hydrolysis of sucrose on sucrose and inulin agar media, respectively. The isolates that 

displayed high transfructosylating activity and production of short-chain FOS of GF3, GF4 and 

GF5 were evaluated. Coprophilous fungus isolate XOBP - 48, which was identified to species level 

as Aspergillus niger assigned GenBank accession number MH445969 showed a good combination 

of high extracellular transferase activity, higher zones of hydrolysis in TTC assay and reacting 

products on TLC showed presence of monomeric glucose and oligosaccharides production 

compared to all other sixty (60) strains. HPLC results further revealed and confirmed its high 

content of oligosaccharide production of GF3 and GF4 from continued sucrose elongation. The 

findings of this research gave a clear indication that coprophilous fungi isolated from various 

terrestrial habitats is a novel reservoir of Ftase and inulinase enzymes, which have potential 

biotechnological applications.  
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CHAPTER 4: Partial Purification and Characterization of an Extracellular 

Fructosyltransferase Enzyme Extracted from an Indigenous Coprophilous Fungus 

4.1 Abstract 

The present study focused on partial purification and characterization of an extracellular 

fructosyltransferase (Ftase) enzyme extracted from an indigenous coprophilous fungus. The crude 

extracellular enzyme was purified 9.3-fold with a yield of 7.3 % and a specific activity of 2465.5 

U mg-1 after a three-step procedure involving (NH4)2SO4 fractionation, dialysis and ion exchange 

chromatography. The apparent molecular weight of this enzyme was estimated by SDS-PAGE to 

be approximately 70 kDa. Zymogram analysis under non-denaturing conditions showed the 

enzyme migrating as a polydisperse aggregate yielding a broad band of approximately 100 kDa. 

The enzyme further exhibited a carbohydrate content of 27.3 % by phenol-sulfuric acid method. 

The Ftase showed enhanced activity at a broad pH range of 4.0 – 8.0 and optimal activity at 

temperature range of 40 °C – 80 °C, while the enzyme was stable at pH 8.0 and between 40 °C – 

60 °C, respectively. Under such conditions, the enzyme remained stable, retaining 95 % residual 

activity after incubation for 6 h. The Ftase activity was curtailed by the presence of metal ion 

inhibitors Hg2+ and Ag2+ while Ca2+, Mg2+ and K+ at 1 mM activated the enzyme activity. The 

partially purified enzyme was stabilized with Na+, Zn2+ and Cu2+. With sucrose as a substrate, the 

enzyme kinetics fitted the Michaelis-Menten model. The Km, Vmax and kcat values were 2.076 mM, 

4.717 µmole min-1, and 4.7 min-1, respectively with a catalytic efficiency of 2.265 µmole min-1. 

This study demonstrated that a partially purified extracellular fructosyltransferase extracted from 

a coprophilous fungus is economically feasible for the enzymatic synthesis of biofunctional 

fructooligosaccharides.  

Keywords: Coprophilous, Fructooligosaccharides, Fructosyltransferase, Partial purification, 

Enzyme kinetics, Aspergillus niger. 
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4.2 Introduction 

The production of biofunctional food products that confer both nutritional and health benefits has 

received greater attention over the last decade (Pearson, 2018). These foods with nutraceutical 

health properties are of oligosaccharide in nature and are termed prebiotics (do Prado et al., 2018). 

The main classes of prebiotics are: fructooligosaccharides (FOS), inulooligosaccharides (IOS), 

galactooligosaccharides (GOS), xylooligosaccharides (XOS), isomaltooligosaccharides (IMOS), 

and mannanooligosaccharides (MOS) with the latter being novel and less studied (Dhake and Patil, 

2007, Rai, 2016, Mano et al., 2018). Among these prebiotics it is the fructo-oligosaccharides 

(FOS) that have received much attention and interest due to their excellent biological and 

functional properties as food additives, dietary fibres and high market value (Maiorano et al., 2008, 

Mutanda et al., 2014b, Adhikari et al., 2018). The low-calorie FOS, besides their prebiotic effects, 

help in regulation of lipid metabolism, reduction of cholesterol level, inhibit the growth of harmful 

bacteria and improve mineral absorption in the gut (Singh et al., 2017c).  

FOS are oligofructans in nature containing a single glucose moiety. They are mainly made up of 

1-kestose (GF2), nystose (GF3) and 1F – fructofuranosyl nystose (GF4), where fructosyl units (F) 

are bound at the β–(2 – 1) linkage of sucrose molecule (Hayashi et al., 2000, Chen et al., 2011, 

Rodríguez et al., 2011, Perna et al., 2018). FOS are produced by the action of enzymes found in 

some plants mainly Helianthus tuberosus, and Cichorium intybus (Koops and Jonker, 1996, Vijn 

et al., 1997, Apolinário et al., 2014, Mutanda et al., 2014a, Ur Rehman et al., 2016, Maicaurkaew 

et al., 2017). FOS also are produced by microbial enzymes for example bacterial enzymes. 

However, fungal sources have proven more appealing due to their higher yield in FOS production, 

either through fructosyl transfer and elongation of sucrose or hydrolysis of sucrose (Dominguez et 

al., 2014, de Almeida et al., 2018, Fernandes et al., 2018, Kawee-ai et al., 2018, Lincoln and More, 

2018). Commercial FOS production via sucrose biotransformation with transfructosylating 

activity using fungal enzymes has been widely reported (Maiorano et al., 2008, Sánchez et al., 

2010, Zhang et al., 2017b). Fungi from diverse habitats have been purified, identified and 

characterized for their potential to produce industrial enzymes that can synthesize FOS. A strain 

of Aspergillus niger ATCC 20611 was the first fungus reported by (Hidaka et al., 1988b) to achieve 

maximum FOS conversion from sucrose producing a yield of between 55 - 60 % (w/v) 

oligosaccharides. Likewise, Aureobasidium pullulans sp. was the first fungus described to have 
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potential industrial applications (Yun et al., 1992, Yun, 1996b, Sanchez et al., 2008). FOS 

production occurs by enzymatic elongation of sucrose by microbial enzymes namely 

fructosyltransferases (Ftases, E.C.2.4.1.9) and β – fructofuranosidases (Ffases, E.C.3.2.1.26) (Bali 

et al., 2015). Ftases possess high transfructosylating activity by catalyzing fructosyl moiety 

transfer from one sucrose molecule to another. This leads to fructo-oligosaccharides with a higher 

degree of polymerization (Dp) (Maiorano et al., 2009, Bali et al., 2015). However, Ffases possess 

both hydrolytic and transfructosylating activity. Their mechanism of action involves cleaving of 

the β – 1,2 linkage of sucrose thereby releasing a glucose and a fructose molecule (Hidaka et al., 

1988b, Sangeetha et al., 2005b, Bali et al., 2015). Fructo-oligosaccharide production, purification 

and characterization has been widely reported. Fungi from the genera of Aspergillus, Penicillium, 

Aureobasidium and Fusarium, have been purified and characterized as potential producers of 

transferase and hydrolytic enzymes (Hirayama et al., 1989, Park and Almeida, 1991, Hayashi et 

al., 1992, Yun et al., 1997a, Yun et al., 1997b, Hayashi et al., 2000, Ghazi et al., 2007, Guimarães 

et al., 2007, Plou et al., 2009, Lorenzoni et al., 2014, Wei et al., 2014, Xu et al., 2015, Castillo et 

al., 2017, Fernandes et al., 2018). 

Despite aforementioned extensive studies of Ffases and Ftases from diverse microorganisms, it is 

still necessary to identify novel sources of transferase and hydrolase enzymes. It is for this reason 

that bioprospecting for indigenous coprophilous fungi producing fungal Ftases from various 

terrestrial habitats in KwaZulu-Natal province South Africa was undertaken. Coprophilous fungi 

are dung loving fungi that grow and sporulate on dung substrates (Nguyen et al., 2017, Mata et 

al., 2018). The fungus A. niger was isolated from axenic culture of coprophilous ascomycete and 

was found capable of producing fungal Ftase (Chapter 3). This in turn, has fueled investigation to 

rigorously purify and characterize the Ftase for use as a biocatalyst to produce products with high 

specific functions. Thus, it is the rationale of this chapter, based on the need to fathom mechanistic 

influences of enzyme kinetics, temperature, pH, activators and inhibitor on enzyme activity for a 

tailored specific Ftase. The aim of the present study involves the production of fructosyltransferase 

by A. niger MH445969 under submerged fermentation with sucrose as the main carbon source in 

the media. Further partial purification, biochemical characterization, carbohydrate concentration 

and enzyme kinetic properties of Ftase were evaluated. To the best of the researcher’s knowledge, 

this is the first report on the isolation, partial purification and characterization of a 

fructosyltransferase enzyme isolated from indigenous coprophilous fungus in South Africa. 
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4.3 Materials and Methods 

4.3.1 Reagents 

HiTrap QFF column, GE Healthcare, UK, Whatman No. 1 filter paper 240 mm, dialysis tube 

(SnakeSkinTM, Rockford, USA), Coomassie brilliant blue G-250 (Sigma Aldrich), bovine serum 

albumin (BSA), Tris (2- hydroxymethyl -2- methyl -1,3-propanediol), D-sucrose (Merck South 

Africa), 3,5 dinitrosalicylic acid (DNS), Bradford reagent, Sodium dodecyl sulphate (SDS), 

acrylamide, bis-acrylamide, ammonium persulfate (APS), methanol, glacial acetic acid, N,N,N,N 

– tetramethylethylenediamine (TEMED) were purchased from Sigma-Aldrich, South Africa. 

Broad-range SDS-PAGE was Page Ruler™ Plus Prestained Protein Ladder, Thermo Scientific, 

South Africa. Native molecular weight marker used was SERVA native marker liquid mix BN/CN 

PAGE. All other chemicals and reagents were supplied by reputable scientific suppliers and were 

of analytical grade unless stated otherwise. 

4.3.2 Microorganism Selection 

Fresh herbivorous dung was sampled from various terrestrial habitats in and around KwaZulu-

Natal province, South Africa. The dung was transported to the laboratory and incubated in damp 

chambers for the growth and sporulation of coprophilous fungi. After isolation and screening of 

sixty-one (61) axenic fungal cultures as previously described (Chapter 3), the strain named XOBP 

- 48 was selected based on its performance of highest transfructosylating ability of sucrose to FOS. 

The fungus was identified morphologically and by 18S rDNA molecular sequence of its internally 

transcribed spacer regions (ITS 4 and ITS 5) (White et al., 1990, Ramnath et al., 2014) to species 

level as Aspergillus niger and was assigned GenBank accession number MH445969 from NCBI 

database. Phylogenetic analysis was done by Clustal W program and revealed close homology of 

phenotypic characteristics with other fructosyltransferase and β – fructofuranosidase producing 

fungi (data Chapter 3). Coprophilous fungus isolated from buffalo dung in Phinda game reserve 

was selected as the study strain after a rigorous screening exercise for Ftase production (Chapter 

3). The pure axenic isolate was preserved on potato dextrose agar (PDA), Czapex dox agar (CDA) 

and malt extract agar (MEA) at 4 ºC (Xu et al., 2015, Ademakinwa et al., 2017). 

4.3.3 Cultivation Conditions and Crude Enzyme Preparation 

The pure fungal isolate of Aspergillus niger MH445969 was maintained on PDA. Pre-culture 

fermentation medium composition was (g/L): sucrose 30 g L-l, yeast extract 10 g L-1 NaNO3 10 g 
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L-l, KCl 0.5 g L-1, K2HPO4 0.5 g L-l, MgSO4.7H2O 0.5 g L-l, NH4Cl 0.05 g L-1 with initial pH of 

6.5 prepared in 250 ml Erlenmeyer flasks before sterilization at 121 ºC for 15 min. The main 

culture for enzyme production was carried out in 250 ml flask containing 100 ml of the medium 

and incubated at 28 ºC for 72 h on a shaker incubator at 200 rpm agitation. Uninoculated medium 

served as control and was incubated under the same condition as the culture (Park et al., 2001, 

Sánchez et al., 2010, Farid et al., 2015). 

4.3.4 Extracellular Enzyme Extraction  

The fungal mycelia was harvested by filtration using a mutton cloth after 72 h of cultivation. The 

remaining cell debris was collected by further filtration using a Whatman No.1 filter paper and 

washed twice with 100 mM citrate-phosphate buffer, pH 6.5. All the filtrate broths were pooled 

together and homogenized by centrifugation at 10 000 x g for 15 min, and the supernatant was 

used as the source of extracellular crude enzyme (Nguyen et al., 2005, Alvarado-Huallanco and 

Maugeri Filho, 2011). 

4.3.5 Enzyme Isolation and Purification 

All the enzyme purification steps were carried out at 4 ºC. The crude enzyme solution (100 ml) 

was first treated with solid ammonium sulphate (30% - 80 % saturation) at 4 °C with gentle 

agitation for 4 h. The protein pellet was harvested by centrifugation at 10 000 x g for 20 min at 4 

ºC and was re-suspended in 10 ml citrate-phosphate buffer (100 mM, pH 6.5) and dialyzed 

overnight against the same buffer. Dialysis of the suspension was done using a (SnakeSkinTM, 

Rockford, USA) dialysis tubing (10 kDa molecular weight cut off [MWCO]). The crude enzyme 

was filtered through 0.45 µm filters (Whatman) in order to prevent clogging of the column in 

further purification steps. The protein concentration and enzyme activity were measured on the 

concentrated sample before application on the AKTA™ Purifier 100-950 system. The ionic 5 ml 

HiTrap Q FF column, GE Healthcare, UK (5 ml) was pre-equilibrated with 100 mM phosphate 

buffer solution which was adjusted to pH 6.5 (Mutanda et al., 2009, Jeza et al., 2018). The unbound 

proteins that remained were washed from the column with the same buffer until the absorbance at 

A280nm of the eluate reached baseline. The bound proteins were eluted stepwise with a linear 

gradient (0 - 3.0 M) NaCl in citrate-phosphate buffer (100 mM, pH 6.5) at a flow rate of 1 mL min-

1. Fractions (5 ml) were collected for protein monitoring and analysis of active fractions for 

transferase activity (Mutanda et al., 2008b). At every purification step, (1 ml) of active fractions 
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was collected for SDS-PAGE and assay of transferase activity. The elution profiles and 

purification table were plotted and constructed respectively (Mabel et al., 2008). The partially 

purified enzyme was characterized for optimal pH, temperature, effect of metal ions and the pH 

and temperature stability of the enzyme was determined (Sharma and Gill, 2007, Oyedeji et al., 

2017, Fernandes et al., 2018). The purity and molecular weight of the enzyme were analysed by 

both SDS and native-PAGE. 

4.3.6 Fructosyltransferase Assay 

The reaction mixture used to determine the Ftase activity consisted of 5 % (w/v) sucrose (2000 

µl), resuspended in 100 mM in citrate-phosphate buffer, pH 6.5 and was incubated with 1000 µl 

of enzyme extract at 60 °C for 20 min (Nemukula et al., 2009). The reaction in the test tube was 

terminated by boiling for 10 min. DNS (2 ml) was added to the reaction mixture and absorbance 

was measured at 540 nm using a spectrophotometer (Agilent Cary 60 UV-Vis spectrophotometer, 

South Africa). The reducing sugar liberated was estimated by the DNS assay and extrapolation 

from a glucose standard curve (0 - 5mg/ml) by the method of (Miller, 1959). One unit of enzyme 

activity was defined as being equivalent to one µmole of reducing sugar produced per min under 

the standard assay conditions (Álvaro-Benito et al., 2007, Zeng et al., 2016). 

4.3.7 Determination of Protein Concentration 

An aliquot (100 ml) of the  protein sample was transferred to 3 separate test tubes with the addition 

of 3 ml of the Bradford reagent (Bradford, 1976). The reaction mixture was vortexed to mix 

homogeneously and allowed to stand for 10 min for complete reaction and colour development. 

The samples were transferred to cuvettes and absorbance was measured spectrophotometrically at 

595 nm with a Cary 60 UV- Vis spectrophotometer, (Agilent Technologies, South Africa). 

Deionized water (100 µl) was mixed with 3 ml Bradford reagent as a blank. Protein concentration 

was estimated by extrapolation from a standard curve (Appendix B) generated using BSA as an 

authentic standard protein. 

4.3.8 Gel Electrophoresis and Molecular Weight Estimation 

Different fractions of the partially purified enzymes and molecular weight markers (MWM) 

ranging from 10 to 250 kDa were applied to 12 % SDS-PAGE for 1 h at 100 V following the 

method previously described (Laemmli et al., 1970, Laemmli, 1970). SDS-PAGE was performed 
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using a separating gel (12 %) and a stacking gel (5 %) (Appendix C) on a Mini-PROTEAN Tetra 

electrophoresis tank (BIO-RAD, California, USA). The gels were stained with 1.2 g L-1 (w/v) 

Coomassie brilliant blue G-250, followed by destaining in 20 % (v/v) methanol:10 % (v/v) acetic 

acid:70 % dH20 (v/v). The staining was performed by carefully immersing the gel in the staining 

solution on a horizontal rotator for about 30 min at 25 °C. The gel was removed and immersed in 

the destaining solution and placed on the same shaker for 30 min changing the destaining solution 

2-3 times in order to visualize the clear bands with no blue background. The image was captured 

using a UV transilluminator G: Box system (Bio SYNGENE). The distance moved by the enzyme 

was measured and its corresponding molecular weight was determined from the standard curve of 

mobility (Rf) vs log MW. 

4.3.9 Zymogram Analysis 

The native PAGE gel was prepared using a 8 % resolving gel and a 5 % stacking gel (Mutanda et 

al., 2008b). A 20 µl aliquot of the sample of the active fractions with 5 µl native loading dye was 

applied to each well and electrophoresis was run for 1 h at 100 V. The Rf value of the enzyme was 

estimated by calculating the distance moved by each protein and the distance moved by the marker 

and the corresponding molecular size was calculated from the calibration curves. The recombinant, 

highly purified, coloured SERVA native marker liquid mix BN/CN PAGE was used as the 

standard non-reducing marker in order to estimate the molecular weight (MW) of Ftase (Mutanda 

et al., 2009, Nemukula et al., 2009). A graph was plotted of mobility vs. log molecular weight of 

standards (Appendix I). To confirm the Ftase nature of the partially purified enzyme, the band 

from the gel was cut out and tested for transferase activity with 5 % w/v sucrose under the assay 

conditions described for Ftase. 

4.3.10 Measurement of Carbohydrate Concentration 

The carbohydrate content of the reaction mixture catalysed by the partially purified enzyme was 

determined by the colorimetric method of phenol-sulphuric acid with glucose as a standard 

(Dubois et al., 1956). The end products of the Ftase reaction (1 ml) was pipetted into a test tube 

and 1 ml of 5 % (w/v) phenol was added. Concentrated sulphuric acid (5 ml) was rapidly added to 

the mixture and homogenized by vortexing (Masuko et al., 2005). The tubes were incubated in a 

water bath for 10 min at 25 °C for colour development and the absorbance was measured 

spectrophotometrically at 485 nm using a spectrophotometer (Agilent Cary 60 UV-Vis 
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spectrophotometer, South Africa) (Hayashi et al., 1992, Nielsen, 2010). The blank sample included 

substituting FOS end products with 100 mM citrate-phosphate buffer at pH 6. The carbohydrate 

content was extrapolated from a glucose standard curve (0 – 5 mg/ml) (Dubois et al., 1956). All 

the experiments were carried out in triplicate.  

4.3.11 Biochemical Characterization of the Partially Purified Ftase 

4.3.11.1 Determination of Optimal pH and pH Stability 

To determine the effect of pH on Ftase activity, the partially purified enzyme (500 µl) was 

incubated with 2500 µl sucrose 5 % (w/v) in various ranges of pH from 2.0 to 12.0 at 55 ºC for 30 

min. The buffer solutions included (pH 2 – 3) acetate, (pH 4 – 5) acetate buffer, (pH 6 – 7) citrate-

phosphate buffer, (pH 8- 9) Tris- HCL, (pH 10) glycine, and (pH 11 – 12) glycine - NaOH solution. 

The molarity of all buffers used was 100 mM. The stability of the partially purified enzyme at the 

optimal pH was performed from pH 3 – 12 at a temperature of 50 ºC for 6 h and the enzyme activity 

of the reaction products was estimated by determining residual activity as previously described in 

the assay for transferase. Aliquots were removed periodically (at 1 h intervals) and analyzed for 

transferase activity for a maximum period of 6 h. The control was considered at 100 % residual 

activity (Chen et al., 2009, Nemukula et al., 2009).  

4.3.11.2 Determination of Optimal Temperature and Temperature Stability 

The effect of temperature on Ftase activity was determined by incubating the partially purified 

enzyme (500 µl) with 2500 µl of the substrate sucrose (5 % w/v) for 30 min at temperature ranges 

between 30 °C to 80 °C at the optimal pH using citrate-phosphate buffer (pH 6.5, 100 mM). The 

protein concentration was determined by the Bradford method (Bradford, 1976), with minor 

modifications and protein concentration was estimated by extrapolation from a BSA standard 

curve (0 – 5 mg/ml). The enzyme thermostability was investigated at optimal temperature (40 ºC 

– 60 ºC) and optimal pH by incubating the partially purified enzyme with the substrate (Mutanda 

et al., 2009). The reaction mixture without heat treatment served as control at 100 % under the 

standard assay conditions described for Ftase (Lincoln and More, 2018). 

4.3.11.3 Determination of Kinetic Parameters 

The partially purified enzyme was incubated at 60 °C with varying substrate concentrations (0 - 

50 µg/ml) in citrate-phosphate buffer (pH 6.5, 100 mM) and allowed to react for 30 min in order 
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to determine the amount of reducing sugars liberated. The reciprocal values of the rate of the 

substrate hydrolysis (1/v) were plotted against the reciprocal value of substrate concentrations 

(1/[S]), (Naidoo et al., 2015) and the amount of product liberated at the endpoint was measured to 

establish the transferase activity (Ghazi et al., 2007). The kinetic parameters of the enzyme Km, 

which is the affinity constant and Vmax, which, is the maximum initial velocity, were calculated 

after the partially purified enzyme reached saturation. The kcat value and catalytic efficiency of the 

partially purified enzyme were determined and the equations were derived from the measured data. 

The data generated was plotted using Origin 8, File (Version 8.725) pro software (OriginLab 

Corporation, Northampton, MA, USA) fitting the Michaelis–Menten equation (Dowd and Riggs, 

1965, Álvaro-Benito et al., 2007, Naidoo et al., 2015). 

4.3.11.4 Effects of Metal Ions on Fructosyltransferase Activity 

Different concentrations of metal ions 1mM and 10 mM of MgSO4, MgCl2, NaCl, CaCl2, AgNO3, 

FeSO4, CuSO4, ZnCl2, HgCl2 and KCl were investigated for their effects on the activity of the 

partially purified Ftase. The partially purified enzyme (89.4 U) was re-incubated with the metal 

ions for 30 min at optimal pH (50 mM, citrate-phosphate buffer, pH 6) and optimal temperature 

(55 °C), and the assay performed as previously described. The mixture without addition of any 

metal ion was considered as a control with residual activity of 100 % (Gonçalves et al., 2016). 

4.3.12 Statistical Analysis 

One-way ANOVA at 95 % confidence level (α = 0.05) was used to analyze generated data from 

all the experiments. The statistical analyses was determined by fitting the data using ORIGIN v. 8 

Pro software (OriginLab Corporation, Northampton, MA, USA). All the experiments were 

performed in triplicate and expressed as mean ± standard deviations. 

4.4 Results and Discussion 

4.4.1 Purification of Extracellular Ftase 

The extracellular crude fructosyltransferase (1229.43 U) produced under submerged fermentation 

conditions in liquid media containing sucrose as sole carbon was purified initially by ammonium 

sulphate fractionation. The crude extracellular Ftase was subjected to different fractions of 

(NH4)2SO4 (30 % - 80%) to determine its saturation limit. These phenomena were attempted by 

various researchers where they purified fungal Ftases with ammonium sulphate as the first 
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purification step (Shiomi, 1982, Wang and Rakshit, 2000, Park et al., 2001, Dahech et al., 2012, 

Wei et al., 2014). The extracellular crude enzyme lost considerable activity after initial saturation 

at 70 %, resulting in about 7 % transferase activity as it proved difficult to precipitate the enzyme 

at a low salt concentration with the purification fold of 1.32 (Table 4.1).  
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Table 4.1: Summary of partial purification procedure of an extracellular fructosyltransferase extracted from A. niger, a coprophilous 

fungus 

Purification step Volume 

(ml) 

Protein 

(mg ml -1) 

Total protein 

(mg) 

Enzyme 

activity (U/ml) 

Total activity 

(U) 

Specific activity         

(U mg -1) 

Purification 

fold 

Yield 

(%) 

Crude 100 0.047 

 

4.667 12.29 1229.43 263.45 1 100 

Ammonium 

sulphate 

precipitation 

(30 – 80 %)a 

10 0.023 0.233 8.1 81.02 346.58 1.32 6.6 

Dialysis  10 0.005 

 

0.046 8 80.38 1728.73 6.6 6.5 

Ion exchange 

chromatography 

QFF 

5 7.2528 x 10 -3 0.036264 8.9 89.41 2465.50 9.3 7.3 

 

Results represent the mean ± SD of experiment conducted in triplicate 

aDialysed protein after 70 % (NH4)2SO4 precipitation 
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In order to fully precipitate, the crude maximal saturation of 70 % salting was found to be optimal. 

This could be probably due to the hydrophilic nature of the enzyme or a presence of competitive 

inhibitors at their active sites. Competitive inhibitors are structurally similar with the substrate and 

compete for the same active site of the enzyme (Arsalan and Younus, 2018). A similar observation 

was observed in a partial purification of transferase enzyme from Aspergillus foetidus where 

(NH4)2SO4 precipitation was optimal at 75 % salt concentration (Wang and Rakshit, 2000). In a 

similar report, purification of Ftase from asparagus yielded 5.6 % activity after ammonium sulfate 

saturation (Shiomi and Izawa, 1980). Overnight dialysis of the concentrated protein with 100 mM 

citrate-phosphate buffer, pH 6.5 at 4 °C resulted in the increase of specific activity and purification 

fold to about 1729 U mg-1 and 7 respectively. This characteristic nature of the enzyme was also 

reported by Goncalves et al., (2016) using ethanol precipitation for the purification of an 

extracellular β-D-fructofuranosidase from Fusarium graminearum, which showed a 3 fold 

increase and relatively lower total activity (Gonçalves et al., 2016). Furthermore, the reconstituted 

pellet was fractionated on anion exchange chromatography, HiTrap QFF column. Gradient elution 

with 0 to 3 M NaCl resulted in the removal of large contaminating proteins. Fractions were eluted 

and resulted in two broad peaks for both unbound proteins (a) fractions A1- A10 and bound protein 

(b) fractions (B3 – B7) (Figure 4.1). This purification step was successful since the specific activity 

increased from 1728.7 to 2465.5 U mg-1 and purification fold of 9.3 with a recovery of 7.3 % 

(Table 4.1). 
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Figure 4.1: Elution profile of fungal proteins using anion exchange chromatography with 

HiTrap QFF Sepharose Fast Flow resin: The dialyzed enzyme was loaded into the anion 

exchange column and equilibrated with 100 mM citrate-phosphate buffer (pH 6). The adsorbed 

enzyme was eluted by linear gradient of 0 - 3 M NaCl using the same buffer, and the effluent 

was collected as fractions of 5 ml at a flow rate of 1 ml/min. The absorbance was monitored at 

280 nm. 

This elution profile revealed that not all the protein eluted is the target enzyme as some were non-

adsorbed as large contaminants. A noteworthy occurrence was also noted in chromatography steps 

in the purification of A. niger AS0023 and A. pullulans using DEAE-Sephadex G200 where Ftase 

and invertase were eluted as broad asymmetric peaks. This behaviour is quite a characteristic of 

polydisperse glycoproteins as previously reported by other workers (L’Hocine et al., 2000, Lateef 

et al., 2007b). There are numerous reports on the production and purification of Ftase and Ffase 

from Aspergillus sp. However, the purification yield of Ftase obtained in the present study was 

higher compared to an extracellular β – fructofuranosidase from Aspergillus niveus purified by 

DEAE-cellulose and Sepharose CL-6B where purification fold was 8.5 and 5.2 % yield, 

respectively (Fernandes et al., 2018). In a more recent study, an exo-inulinase enzyme of diesel-

degrading Paenibacillus D9 sp. was purified with a similar column using HiTrap QFF (GE 

Healthcare, UK). The specific activity of the exo-inulinase from Paenibacillus D9 sp. was found 

to be 4333 IU/mg with a lower yield of 7.3 % and 4.3 fold purification (Jeza et al., 2018).  
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Generally the purification of Ftases and β - fructofuranosidases in multiple steps such as three-

stages (Chen et al., 2011), four-stages (Ende and Laere, 1993, Xu et al., 2015), five-steps 

(Hirayama et al., 1989), six-steps (Park et al., 2001, de Almeida et al., 2018), or as many as nine 

steps (Shiomi, 1982, L’Hocine et al., 2000), have revealed yields lower than 30 %, notwithstanding 

the numerous purification steps that are very costly and time-consuming. It is also obvious from 

previous reports and the present study that the higher the purification factor, the lower the enzyme 

recovery. A novel fructosyltransferase from Lactobacillus reuteri was purified with two steps 

involving Nickel resin chromatography and anion exchange column chromatography (Resource-

Q), with 5.8 purification fold and a 7 % recovery (Van Hijum et al., 2002). More recently, it is 

reported that an invertase from Aspergillus terreus sp. was partially purified by two steps involving 

dialysis and DEAE-column chromatography. The purification fold was 8.21 and  the recovery was 

76.04 % (Shaker, 2015). From this study, a more efficient and cost-effective purification steps that 

will minimize microbial contamination, and increase purification fold and recovery is proposed 

for potential large-scale purification of extracellular fungal Ftase. Moreover, the higher specific 

activity and purity of the Ftase preparation could be advantageous. Apart from the laboratory scale, 

experimentation, the enzyme could be used to achieve higher immobilization efficiency and 

volumetric activity. The process of preparation of pure Ftases encompasses mostly three to nine 

purification steps with recovery of between 2.5 to 37 % (Hayashi et al., 1992, Ende and Laere, 

1993, Song and Jacques, 1999, L’Hocine et al., 2000, Yoshikawa et al., 2007). However, the 

application of these complex protocols would be uneconomical on the industrial scale. 

Furthermore, the use of partially purified Ftase is desirable than crude enzyme as they exhibit a 

higher transfructosylating activity to yield short-chain FOS (Huang et al., 2016). The partially 

purified Ftase could be sufficient for preparing immobilized biocatalysts which can be reused for 

maximal transferase activity. This can offer a good prospect for industrial scale-up of FOS 

production (Antošová et al., 2008, Vaňková et al., 2008).  

This outcome is corroborated by studies carried out on a partially purified Ftase (EC 2.4.1.9) from 

Rhodotorula sp. LEB-V10 in free and immobilized form. The Ftase demonstrated prodigious 

prospective for industrial FOS production hence, the justification of using partially purified Ftase 

over crude enzyme.  
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4.4.2 Determination of Molecular Weight and Activity of the Partially Purified Ftase 

Denaturing electrophoresis (SDS-PAGE) on 12% polyacrylamide gel showed three bands on Lane 

4 (Figure 4.2) indicating that partial purification of the enzyme was achieved since other 

contaminating proteins were eliminated. The partially purified transferase enzyme was resolved 

by non-denaturing PAGE and it formed an aggregate of around 70 - 100 kDa (Figure 4.3). In a 

more recent study, a plant Ftase from Jerusalem artichoke was partially purified by successive 

anion exchange and affinity chromatographies. On 12 % SDS-PAGE two protein bands were 

visualized and the molecular weights was estimated to be approximately 66 and 25 kDa 

(Ngampanya et al., 2016).          

 

 

 

 

 

 

 

 

 

 

Figure 4.2: A 12 % SDS-PAGE of the partially purified fructosyltransferase. Lane 1 crude 

enzyme, Lane 2 ammonium sulphate fractionation pellet, Lane 3 dialyzed fraction, Lane 4 was 

loaded with pooled fractions B3 to B7 from ion exchange chromatography using HiTrap QFF 

column. Lane MW was loaded with Page Ruler™ Plus Prestained Protein Ladder, ranging from 

10 to 250 kDa. The gel was stained with Coomassie Brilliant R-250 for 30 min and destained 

with methanol, glacial acetic acid and water for over 6 h. 
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Figure 4.3: Native PAGE of the partially purified fructosyltranasferase enzyme after ion 

exchange chromatography using 8 % resolving gel and 5 % stacking gel. Lane NM native 

marker, Lane 1 pooled fractions of bound proteins B3 – B7 eluted from Akta Purifier HiTrap 

QFF Column. 

A previous report on the purification of an extracellular β - fructofuranosidase from Fusarium 

graminearum two protein bands of 94 kDa and 66 kDa, were detected after SDS-PAGE. The 

finding was that the protein was heterodimeric (Gonçalves et al., 2016). Oligomeric aggregation 

was noted in native-PAGE in the purification of a fructosyltransferase isolated from A. niger 

fungus. The enzyme aggregated in its subunits that formed due to high carbohydrate content 

(L’Hocine et al., 2000). Other partial purification attempts of invertases isolated from A. nidulans 

and A. terreus resulted in more than two bands on SDS-PAGE (Chen et al., 1996, Giraldo et al., 

2014). In the purification of A. niger Ftase, the native form of the enzyme seemed to have 

undergone association-dissociation and aggregated to form oligomers as dimer or tetramer 

(Nguyen et al., 2005). To confirm whether the clear band between 70 kDa - 100 kDa (Figure 4.3) 

possessed transferase activity or it was just a contaminating protein; the unstained portion of the 

native gel containing the band corresponding to the Coomassie stain was cut from the non-

denaturing gel and subjected to Ftase assay. The band was resuspended in 100 mM citrate-

phosphate buffer pH 6.0 and reconstitution of the enzyme activity following native PAGE was 

done according to a method previously reported (Rothe and Maurer, 1986). Reconstitution was 

done by rinsing the gels in renaturation buffer (50 mM Tris-HCl, pH 7.5, 1 mM EDTA). The 
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renaturation was done at 4 °C for 1 h in order to remove staining before gels were cut (Bhown and 

Claude Bennett, 1983, Spanos and Hübscher, 1983). The results of Ftase assay shown in Table 4.2 

indicate that the band tested on native-PAGE gel displayed considerable Ftase activity. Hence, it 

can be deduced that the studied strain of A. niger from coprophilous fungus could have multiple 

presence of enzymes displaying Ftase like activity. The molecular weight (MW) was confirmed 

by calculating the size of the protein on SDS-PAGE (Appendix I) from the extrapolation of the 

graph of log MW vs mobility. 

4.4.3 Estimation of Ftase Molecular Weight on SDS-PAGE 

The relative migration distance (Rf) of the protein bands on SDS-PAGE was measured. The band 

displaying high activity was around 4 mm, with the gel length being 68 mm after electrophoresis. 

To ensure accurate MW estimation the log of molecular weight of the Page Ruler™ Plus 

Prestained Protein Ladder MW 10 to 250 kDa was used as the standard protein marker (Appendix 

I). The Rf of the unknown protein from ion exchange chromatography and protein marker were 

determined. The protein mobility was divided by mobility of the ion front. 

Rf = (distance to band)/ (distance to dye front) 

The molecular weight was determined from the standard curve of mobility (Rf) vs log MW 

(Appendix I). Rf of 0.59 = 1.85 = 70 kDa.        

Table 4.2: The fructosyltransferase activity of bands obtained on native PAGE gel. 

Fructosyltransferase assay  Enzyme activity (U/ml) 

Band on native-PAGE 70 - 100 kDa 9.34 ± 0.12 

Band on native-PAGE  0.86 ± 0.14 

 

The molecular weight was determined to be around 70 kDa as shown in Figure 4.2 and the 

zymogram analysis was effective in identifying enzymes with identical properties. The molecular 

weight of fungal fructosyltransferases has been extensively reported to be between 35 kDa to 120 

kDa (Antosova and Polakovic, 2001, Hernalsteens and Maugeri, 2010a). The aforementioned 

method was used in previous studies of partially purified extracellular Ftase from Candida sp. The 

enzyme was partially purified and was found to possess both transfructosylating and hydrolytic 
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activity (Hernalsteens and Maugeri, 2010a). The purification factor was low, though the 

purification procedure was efficient as some variety of proteins were still evident in the pooled 

fractions (Hernalsteens and Maugeri, 2010a). Interestingly, in another study involving partial 

purification of inulinase from A. ficuum the multiple bands of enzymes on SDS and native PAGE 

were visualized after successive chromatographies. The enzymes displayed similar properties. 

Hence it was difficult to separate or distinguish the endo from exo acting inulinase by conventional 

methods. The eight bands on native-PAGE were assayed for inulinase activity. All bands present 

on native gel displayed inulinase activities to a different extent. Hence it was deduced that there 

may be a presence of multiple forms of enzymes in Aspergillus displaying inulinase like activities 

(Jing et al., 2003b). 

4.4.4 Carbohydrate Analysis 

The end product after enzyme reaction was found to contain about 27.27 % of total sugar content 

after biotransformation of sucrose to FOS by the partially purified enzyme. In the presence of 

sulfuric acid, phenol can be used to quantify sugar colorimetrically, with their methyl derivatives, 

oligosaccharides and polysaccharides (Dubois et al., 1956). The phenol-sulfuric acid method was 

suitable to give an estimation of total sugar content of the end product of the Ftase reaction. The 

colour produced by phenol at constant concentration was considered proportional to the amount 

of reducing sugar liberated. The carbohydrate content of an extracellular β-fructofuranosidase of 

A. japonicus fungus was reported to be 20 % (w/w) similar to β-fructofuranosidase enzyme of 

Aspergillus niger which was 17 % (Nguyen et al., 2005). Additionally, the Aureobasidium sp. 

Ffase reported by Hayashi et al. (1992) produced 30 and 53 % of sugar content respectively than 

the present Ftase enzyme (Hayashi et al., 1992). Moreover, several researchers have applied this 

method to determine the concentration of oligosaccharides complex type carbohydrates and 

glycoproteins in FOS synthesis (Lo et al., 1970, Liu et al., 1973, Rao and Pattabiraman, 1989, 

Saha and Brewer, 1994, Cuesta et al., 2003, Robinson et al., 2018, Zavřel et al., 2018). 

4.4.5 Biochemical Characterization of the Partially Purified Fructosyltransferase 

4.4.5.1 pH Optima and Stability 

The partially purified fructosyltransferase from the fungus Aspergillus niger showed optimum 

activity at pH 6.0 and the relative activities declined below pH 4.0 and above pH 7.5, respectively 

(Figure 4.4). The optimal pH values of Ftase (AaFt32A) from A. aculeatus were 5.0 – 6.0 (Huang 
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et al., 2016). The optimal pH from A. aculeatus from Pectinex Ultra SP-L were 5.0 – 7.0 with no 

significant activity recorded below pH 3.5 and above 9.5 (Ghazi et al., 2007). A bioactive chitosan-

oligosaccharide from newly isolated Aspergillus griseoaurantiacus had an optimal pH 4.5 

(Shehata et al., 2018). Ftases, inulinases and invertases from other fungal species have reported 

optimal pH range of 5.5 to 7.0 similar to the present study (Fernández et al., 2004, Sánchez et al., 

2010, Magadum and Yadav, 2018). Therefore, the optimal pH value of around 6.0 to 6.5 suggests 

that the pKa values of the crucial amino acids at the active sites of the enzyme are in the range of 

between 3.0 and 6.5. Hence, the most likely amino acids in the active region could be probably 

glutamic acid, aspartic acid and histidine (Nemukula, 2008). These amino acid compositions may 

affect the ionization in solution, which is desirable for application in food industries.  

 

 

Figure 4.4: Optimal pH of fructosyltransferase enzyme incubated over a time course of 6 h with 

5 % (w/v) sucrose at 50 °C. Standard assays were performed at each pH to determine the pH 

with the highest activity of the partially purified Ftase. The error bars indicate the standard 

deviations of three replicates. 
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Figure 4.5: pH Stability of fructosyltransferase enzyme incubated over a time course of 0 – 6 h 

with 5 % sucrose at optimal temperature. Standard assays were performed at each pH range and 

residual activity determined. The error bars indicate the standard deviations of three replicates. 

The fungal strain producing Ftase was stable between pH 4.5 to 8.0 for 6 h. The enzyme retained 

97 % of its residual activity at the temperature ranging between 50 °C and 60 °C (Figure 4.5). This 

characteristic of stability in the neutral pH range was also comparable to Ftase tolerance of A. 

oryzae, a fungus reported to produce extracellular transferase under submerged fermentation 

(Sangeetha et al., 2004, Wei et al., 2014). The enzyme activity depreciated from around pH 8.5- 

12.0 and this can be attributed to deprotonation of important amino acid on active primary and 

secondary protein sites required for enzyme stabilization (Dhake and Patil, 2007, Gonçalves et al., 

2016). The extracellular fructosyltransferase from A. pullulans showed stability at pH 4.5 - 7.0 and 

optimum activity was at pH 5.5 (Yun et al., 1997a, Yun et al., 1997b). Interestingly these findings 

differ with that of Aspergillus phoenicis with tansfructosylating and hydrolytic activity that 

exhibited an optimal pH value of 8.0 (Fernández et al., 2004). 
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4.4.5.2 Temperature Optima and Stability 

Fructosyltransferase was active over a broad temperature range of 40 °C - 65 °C and exhibited a 

thermostable nature. However, a slight decline in activity was evident above 60 °C as depicted in 

Figure 4.6. These results are similar with previous reports of sucrose biotransformation to FOS by 

Aspergillus sp. N74 free cells where optimum pH was at 5.5 and temperature optima for maximal 

activity was between 50 °C - 60 °C (Sánchez et al., 2008, Sánchez et al., 2010). Another fungal 

fructosyltransferase produced by Aspergillus oryzae, and Aspergillus niger, have been reported 

widely to operate under similar optimal temperature and pH in submerged fermentation (Hidaka 

et al., 1988a, Hidaka et al., 1988b, Sangeetha et al., 2005a, Sangeetha et al., 2005b).  

 

 

Figure 4.6: Optimum activity of the enzyme assayed at different temperature ranges from 30 °C- 

80 °C, over a time course of 6 h to monitor optimal temperature with highest transfructosylating 

activity. The error bars indicate the standard deviations of three replicates. 

The optimal temperatures of Ftase from A. oryzae and A. aculeatus (AcFT) was 60 °C for maximal 

transferase activity (Virgen-Ortíz et al., 2016), whereas the bacterium Streptococcus salivarus 
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optimal temperature was reported at 37 °C for maximal transferase production (Jacques, 1999). 

These results are comparable to the present study and it can be deduced that Aspergillus niger 

isolated from coprophilous fungus can be advantageous due to their high heat tolerance and high 

optimum temperature with a wide range of pH activity. High-heat resistance, high temperature 

stability and high optimum temperatures are advantageous for industrial applications. These 

properties are fundamental in large-scale FOS production as they reduce the risk of microbial 

contamination, lower viscosity and increase substrate solubility (Virgen-Ortíz et al., 2016). 

 

 

Figure 4.7: Temperature stability of A. niger Ftase activity. Ftase was assayed in terms of 

residual activity after enzyme incubation time course of 6 h. The error bars indicate the standard 

deviations of three replicates. 

The partially purified Ftase showed maximal thermal stability over a wide temperature range of 

temperature of 40 °C to over 60 °C, maintaining more than 80 % of its residual activity during a 

time course of 6 h (Figure 4.7). Glycosylation could be one reason ascribed to why this transferase 

enzyme is maintaining high thermostability at a higher temperature than other reported fungal and 
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bacterial transferases (Giraldo et al., 2012). Ftases that can operate at high temperatures are crucial 

in reducing possibilities of microbial contamination, enhance mass-transfer ability, and reduce the 

viscosity of the substrate (Nigam, 2013). An invertase from S. cerevisiae used for the synthesis of 

FOS showed thermostability between 30 °C - 50 °C and activity depreciated as incubation time 

progressed and temperature increased. At 70 °C, there was no activity (Chand et al., 2017). This 

is similar to the present study where the stability of the enzyme was evident from 40 °C to 55 °C. 

The Ftase activity depreciated from 60 °C and completely lost activity at 80 °C (Figure 4.7). A 

comparative investigation by Amaya et al. (2006) on thermal stability of free and immobilized 

enzymes of S. cerevisiae showed that at 50 °C both enzymes preserved approximately 80 % of 

their activity. Their activities decayed after an increase in temperature above 60 °C and they 

suffered complete denaturation at 70 °C (Amaya-Delgado et al., 2006). Aguiar-Oliveira et al. 

(2011) characterized an Ftase from Rhodotorula sp. by ethanol precipitation and immobilization. 

Thermostability of the free enzyme was observed at 62 ºC and later increased to 66 ºC after 

immobilization. Enzymatic activation of both immobilized and free enzyme was observed after 15 

min at 52 ºC but greater activation was reached at pH 4.5, and temperature range of 47 ºC - 51 ºC. 

However, the stability of the immobilized enzyme was at pH 6.0, while the free enzyme was more 

stable at a temperature of over 52 ºC (Aguiar-Oliveira and Maugeri, 2011). A number of reports 

have described temperature ranges of microbial fructosyltransferase in the range of 50 ºC - 60 ºC 

(Ghazi et al., 2007, Perna et al., 2018) while few have reported temperature optima of between 65 

ºC - 70 ºC (Hernalsteens and Maugeri, 2008). Thermal stability of A. pullulans fungus exhibiting 

fructosyltransferase activity was monitored over 8 h and the biocatalyst was inactivated at 

temperatures above 60 °C even at high saccharide concentration. The stabilizing effect of 

concentration of the saccharide on transferase activity was established to be 55 °C (Madlová et al., 

2000). These results corroborated with those obtained in the current study. Ftase with special 

characteristics such as high thermal and pH stability and are desirable for biotechnological 

applications as an average optimum temperature of 50 °C is reported. Nevertheless, a temperature 

of 60 °C has been recommended as effective for industrial application (Mutanda et al., 2009, 

Nigam, 2013). 

4.4.5.3 Effects of Metal Ions  

The effect of different metal ions on Ftase activity was determined at concentrations of 1 mM and 

10 mM. There was enhancement  of fructosyltransferase activity by Ca2+, MgSO4, K+ at 10 mM 
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whereas there was no significant effect of Ftase activity by Fe2+ (Table 4.3). The effect of other 

metal ions at lower concentrations such as Na+, Zn2+, K+ and Cu2+ were associated with 

stabilization of the enzyme. These phenomena could be attributed to the significant action at the 

three-dimensional (3D) structures and key residues of  fructosyltransferase active sites (Pons et 

al., 2004). The 3D structures of Ftases are better conserved than most amino acid sequences (Pons 

et al., 2000). In an earlier study, a β-fructofuranosidase from the thermophilic fungus Sporotrichum 

thermophile demonstrated the ability to catalyze the synthesis of 6-kestose. Metal ions such as 

Ca2+, Fe2+ and Mg2+ were used to optimize transfructosylating activity (Katapodis et al., 2003). 

These metal ions stimulated transferase and hydrolytic activity. 

Table 4.3: Effect of metal ions on enzyme activity of fructosyltransferase extracted from an 

indigenous coprophilous strain of Aspergillus niger 

Metal ions                               Relative activity (%)a 

1 mM 10 mM 

Control (Ftase)b 100 ± 0.00 100 ± 0.001 

MgSO4 66.37 ± 0.6 107.72 ± 0.2 

MgCl2 57.7 ± 0.38 73.75 ± 0.26 

Na+ 80.17 ± 0.15 94.93 ± 0.83 

Ca2+ 94.3 ± 0.36 101.7 ± 0.74 

Ag2+
 1.54 ± 0.7 0.53 ± 1.91 

Fe2+ 119.3 ± 0.64 83 ± 0.15 

Cu2+ 77.21 ± 0.53 64.75 ± 1.98 

Zn2+ 85.62 ± 0.75 68.36 ± 0.87 

Hg2+ 1.48 ± 0.44 0.04 ± 0.18 

K+ 74.23 ± 0.33 102.21 ± 0.54 

 

a The relative activity of Ftase was determined with addition of various metal ions at optimal pH 

and temperature (pH 6.5, 100 mM, 55 °C). 

b The relative activity of enzyme (pH 6.5, 100 mM) without addition of metal ion.  
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There was a complete inhibition of Ftase activity by Hg2+ and Ag2+ and a very low activity of 0.04 

U/ml and 0.53 U/ml was recorded, respectively. Similar observations were made for A. japonicas 

(Hayashi et al., 1992), A. niger for β-fructofuranosidase production (Nguyen et al., 2005). The 

presence of heavy metals limited enzyme activity using A. niger as an extracellular recombinant 

fructosyltransferase (Guo et al., 2016). From Table 4.3 Hg2+ and Ag2+ show almost 95 % inhibition 

of activity. These heavy metals are reported to interact with sulfhydryl groups in Ftases and 

invertases, thereby leading to conformational changes and enzyme precipitation (Lincoln and 

More, 2018). In other reports, Hirayama and Hidaka found that Cu2+, Mn2+, Zn2+ and MgSO4 

enhanced enzyme activity of A. niger ATCC 20611 Ftase (Hirayama et al., 1989).   

4.4.5.4 Determination of Enzyme Kinetics  

Kinetic parameters of the partially purified Ftase were measured from the initial enzyme reaction 

rate. A Lineweaver-Burk plot was used by applying the Michaelis-Menten constant (Km) as shown 

in (Eq. 1). In this equation, the reciprocal values of substrate hydrolysis (1/v) were plotted against 

substrate reciprocal concentration (1/[S]) in order to determine both (Vmax) maximum enzyme 

velocity and (Km). The turnover number also ascribed as the catalytic constant of the substrate-

enzyme reaction represents the number of reactions catalyzed by each active site and was 

calculated by (Eq. 2). Enzyme catalytic efficiency was determined by (Eq. 3), (Alvarado-

Huallanco and Maugeri Filho, 2011, Naidoo et al., 2015).  

 

                                                  
1

𝑣𝑜
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𝐾𝑚

𝑣𝑚𝑎𝑥
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) + 1/𝑣𝑚𝑎𝑥                  /1/ 

 

                                                         𝑘𝑐𝑎𝑡 = 𝑣𝑚𝑎𝑥/[𝐸]𝑡                          /2/ 

 

                                                𝐶𝑎𝑡𝑎𝑙𝑦𝑡𝑖𝑐 𝑒𝑓𝑓𝑖𝑐𝑖𝑒𝑛𝑐𝑦 = 𝑘𝑐𝑎𝑡/𝐾𝑚         /3/ 
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Figure 4.8: Lineweaver-Burk plot for fructosyltransferase activity. The partially purified enzyme 

was incubated with sucrose (0 – 50 µg/ml) at an optimal temperature of 55 °C and citrate-

phosphate buffer 100 mM, pH 6 for 30 min. The reciprocal values of (1/v) were plotted against 

the concentration of the substrate (1/[S]), and Km determined by fitting the data using ORIGIN 8 

v. 8 Pro. 

The enzyme kinetics with sucrose as substrate were determined by Lineweaver-Burk plot from 

(Figure 4.8) and Km value was 2.08 mM, Vmax was 4.72 µmole min-1, while kcat was 4.7 min-1. The 

catalytic efficiency of the enzyme was found to be 2.26 µmole min-1. In other reports 

fructosyltansferase enzyme from Aspergillus aculeatus with a molecular weight of 135 kDa the 

kinetic models were formulated by parameter estimation using time course simulations with the 

help of COPASI ® v. 4.8 software, the Km was found to be between 0.438 – 10.622 µmole/min 

(Kashyap et al., 2015). In this study, Ftase enzyme demonstrated lower Km values than other 

reports on kinetic characterization involving transferase and invertase enzymes. An optimized 
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thermostable invertase from Aspergillus niger yielded Km and Vmax of 21.93 mM and 35.71 

U/min/ml respectively (Oyedeji et al., 2017). A fungal species of Aspergillus aculeatus produced 

an extracellular fructosyltransferase with Km, Vmax and kcat values of 2267 mM, 134 µmol/min/mg 

of protein, respectively and showed lower turnover of 37.3 s-1 (Huang et al., 2016). Ftase from 

Fusarium graminearum exhibited a  Km value of 31.6 mM (Gonçalves et al., 2016). Other studies 

reported Km of 35.67 mM and Vmax 3.98 µmole/min (L’Hocine et al., 2000). Interestingly, the Km 

values of a fructosyltransferase enzyme from Rhodotorula sp. using sucrose as a substrate, the 

enzyme displayed a rather sigmoid behavior. The enzyme fitted the Hill’s model, where v is the 

rate of reaction, Vmax was the limiting reaction rate which gave a  Vmax value of 2.36 µmole/min 

(Hernalsteens and Maugeri, 2008). A β-fructofuranosidase from yeast strain of Schwanniomyces 

occidentalis with transfructosylating activity reported almost identical kinetic parameters to the 

coprophilous A. niger used in the current study. The enzyme displayed Km values of 4.9 mM, kcat 

1.4 min-1 and 
𝑘𝑐𝑎𝑡

𝐾𝑚
  1.64 µM-1s-1 using sucrose as the substrate (Álvaro-Benito et al., 2007). This 

Km value was twice higher than the present study, which indicate that Ftase from A. niger has a 

higher affinity for sucrose than most invertases. The Km value denotes the amount of substrate 

required to achieve half the maximal initial velocity. In addition, it gives an indication of enzyme 

affinity to the substrate (Sadhu et al., 2013). Because of the lower Km value, the turnover number, 

and the catalytic efficiency denoted by the ratio 𝑘𝑐𝑎𝑡/𝐾𝑚 shows that A. niger isolated from 

indigenous coprophilous fungus in the present study is a potential new reservoir of transferases. 

This strain also represents a better candidate for commercial exploitation like large-scale FOS 

production than most Ftases reported. 

In a previous study lyophilization of Ftase by LEB –V 10, Rhodotorula sp. revealed kinetic studies 

carried out by either a partially purified fructosyltransferase or an enzyme purified to homogeneity 

converted sucrose to FOS at low cost and results were practically similar. The enzyme was also 

thermal stable with good transfructosylating activity and proved a good candidate for 

biotechnological application in partially purified form (Aguiar-Oliveira and Maugeri, 2012). In 

another similar study by (Alvarado-Huallanco and Maugeri Filho, 2011) a fructosyltransferase was 

also produced from Rhodotorula sp. in both purified and partially purified form for 

fructooligosaccharide production. The purified Ftase yielded 54 % FOS after synthesis while the 

partially purified enzyme yielded 50 % FOS under the same conditions. This was attributed mainly 
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to the presence of contaminants in partially purified enzyme due to hydrolytic enzymes like 

invertases or β-fructofuranosidase, which may have increased GF3 and fructose production. 

However, in their enzyme kinetics, both purified and partially purified enzyme exhibited 

competitive glucose inhibition and high affinity to their substrates. Notwithstanding, we can 

deduce that it is desirable to purify enzymes to homogeneity, but in this study there was no 

significant difference in their prediction of FOS production either with the purified or partially 

purified enzyme. Therefore, further investigation of their crystal structures is proposed in the 

formation of oligosaccharides using fructosyl donor like sucrose. To determine catalytic efficiency 

and mechanism including molecular docking sites and other mathematical models to aid in 

predicting the ligand active sites of unknown protein structure interaction in Ftases (Xu et al., 

2018b) 

4.5 Conclusion 

In the present study, a transferase enzyme isolated from indigenous coprophilous fungus was 

partially purified and biochemically characterized. The partially purified enzyme exhibited a high 

transfructosylating activity to catalyze sucrose to produce FOSs. The enzyme was purified with a 

three-step process involving ammonium sulphate precipitation, dialysis and anion exchange 

chromatography. The transferase was purified to 9.3 fold purification with a specific activity of 

2465.50 U mg-1 with yield recovery of 7.3 %. The enzyme showed remarkable broad pH stability 

(pH 4.5 – 8.0) and was found to be thermally stable at high temperature. The optimal temperature 

stability was between 40 °C – 60 °C, retaining over 80 % residual activity above 65 °C and 

remained active at 70 °C for 6 h. The enzyme was not adversely affected by the presence of metal 

ions with the exception of HgCl2 and AgCl2 causing inhibition of about 95 %. In addition, Ftase 

was activated by Fe2+ and Mg2+. Moreover, the enzyme displayed exceptional kinetic properties 

presenting a low Km value of 2.0755 mM, Vmax of 4.717 µmole min-1 and kcat value 4.7 min-1. The 

enzyme recorded a catalytic efficiency of 2.2645 µmole min-1, with a relatively high carbohydrate 

content of 27.27 %. The electrophoretic mobility suggested that the purification process was 

partial, displaying three protein bands in the pooled fractions from 70 – 100 kDa. However, the 

purification process showed a satisfactory yield recovery and purification fold than most 

fructosyltransferase enzymes previously reported. A conventional renaturation technique was used 

to estimate the molecular weight of the partially purified Ftase to be around 70 kDa. Zymogram 
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analysis showed the oligomeric aggregation of the protein. Further applications are imperative to 

combine this approach with better resolution techniques for a greater utility in the determination 

of molecular weight in partially purified enzymes. Consequently, from the present study, the 

enzyme demonstration of high affinity to the substrate, high pH and thermal stability could be 

advantageous to industrial processes. Additionally this study offers a plausible explanation on the 

justification of using partially purified Ftase. In conclusion, coprophilous fungi are an emerging 

reservoir of highly efficient biocatalytic enzymes underexplored.  
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CHAPTER 5: Biotechnological Applications of Fructooligosaccharides Synthesized by a 

Partially Purified Fructosyltransferase Enzyme Extracted from an Indigenous 

Coprophilous Aspergillus niger 

5.1 Abstract 

Besides basic nutrition, fructooligosaccharides (FOS) are bioactive oligofructans with 

nutraceutical health benefits when consumed in recommended dosages. Fructosyltransferase 

(Ftase) assays for FOS production via sucrose biotransformation were carried out using a partially 

purified Ftase extracted from an indigenous coprophilous Aspergillus niger GenBank accession 

number MH445969. The end products of fructosyltransferase activity yielded monomeric glucose, 

1- kestose (GF2), and 1,1– kestotetraose (GF3). High performance liquid chromatography coupled 

with a refractive index detector (HPLC-RI) was used to confirm and identify the oligosaccharides 

liberated by comparing their retention times with pure authentic FOS standards of 1- kestose (GF2), 

1, 1 – kestotetraose (GF3), and 1, 1, 1 – kestopentaose (GF4). Quantification of the FOS liberated 

was done by integrating the peak areas using YL Clarity/9300 software on the HPLC system. Three 

experimental models were used to determine the antioxidant activities of FOS by comparing their 

properties with pure FOS standards using vitamin C as an authentic antioxidant standard. Free 

radical scavenging activity by 1,1 - diphenyl-2-picryl hydroxyl (DPPH) assay, ferric reducing 

antioxidant power (FRAP) assay and nitric oxide (NO) radical inhibition yielded IC50 of 6.71 

µg/ml, 1.76 µg/ml and IC25 of 0.27 µg/ml respectively. The antioxidant activity of the FOS were 

determined at concentrations of 15 µg/ml, 30 µg/ml, 60 µg/ml, 120µg/ml, and 240 µg/ml. The 

radical scavenging and inhibition activities showed a concentration-dependent antioxidant activity 

with no significant differences with oligosaccharide standards p < 0.01 though vitamin C was 

significant in FRAP and NO assays. These results demonstrated that FOS have potential 

antioxidant properties and can therefore be exploited for biotechnological applications as 

nutraceuticals. 

Keywords: Coprophilous fungus, Fructooligosaccharides, Antioxidants, DPPH, FRAP, Nitric 

Oxide. 
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5.2 Introduction 

Over the last decade, enzymology has emerged as a major area in biotechnology research 

(Klibanov, 1997, Kirk et al., 2002). Exploitation of industrial enzymes isolated from 

microorganisms is associated with low energy consumption, biofuel production and new sources 

of biofunctional foods, thereby presenting socio-economic, pharmaceutical and medical solutions 

(Aguiar-Oliveira and Maugeri, 2012, Volkin et al., 2015). From these industrial processes, 

biofunctional foods with prebiotic effects have received the most attention due to their health 

promoting properties in the human gut alongside basic nutrition (Witschinski et al., 2018). The 

human gut is a complex microbial reservoir and is residence to numerous microbiota with a 

plethora of both probiotic and potentially pathogenic bacterial communities (Gibson et al., 2010). 

The human gastrointestinal track (GIT) is one of the most microbially diverse, colonized and 

metabolically active region of the human body (Kralj et al., 2018, López-Sanz et al., 2018). These 

microbes occupy specific regions in the host GIT, thereby maintaining a homeostatic intestinal 

ecosystem (Schell et al., 2002).  

Endogenous secretions and gastrointestinal microorganisms degrade available substrates like 

polymeric starch as well as dietary fibers (polysaccharides, with degree of polymerization, DP ≥ 

10) such as xylan and pectins. Moreover, other lower concentrations of carbohydrates are 

fermented in the colon that include oligosaccharides DP3 – DP9 (Gibson et al., 2010, Lecerf et al., 

2012). Furthermore, FOS are the most studied prebiotics because they are non-digestible 

carbohydrates that promote growth of beneficial bacteria in the host gut leading to improved health 

while concurrently suppressing the proliferation of potentially pathogenic bacteria (Roberfroid and 

Slavin, 2000a, Gibson et al., 2010, Patel and Goyal, 2011, Guerreiro et al., 2016). Beside 

nutritional benefits, they are also found to modulate the immune status by decreasing oxidative 

stress or increase antioxidant potential and improve colonic morphology by scavenging for free 

radicals (Guerreiro et al., 2016, Abasubong et al., 2018, Choudhary et al., 2018, Kumar et al., 

2018a). An antioxidant is a molecule stable enough to donate a proton or electron to neutralize a 

free radical, significantly delays or prevents oxidation of cellular damage through free radical 

scavenging property (Lobo et al., 2010, Varghese et al., 2018).  

Dietary antioxidants are considered vital nutraceuticals due to their health properties and are 

widely assimilated in food industries as inhibitors of liquid peroxidation, and excessive free radical 
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scavenging. They also prevent other malignants that are cytotoxic including scavenging for 

reactive oxygen species (ROS) that may trigger redox homeostatic disturbance leading to cell 

degeneration (Guerreiro et al., 2016, Poprac et al., 2017, Czarnocka and Karpiński, 2018). They 

also survive upper gut transit and are fermented in the colon (Wang et al., 2007, Aparadh et al., 

2012, Corrochano et al., 2018). Reactive oxygen species (ROS) are generated from the body 

metabolic pathways and are by-products of biological reactions. ROS may cause oxidative stress 

when in excess and damage cell membranes. This may lead to decrease in membrane fluidity, lipid 

peroxidation, DNA mutation that may induce cancer and other degenerative maladies due to 

excessive free radicals (Ruby et al., 1995, DeFeudis et al., 2003, Lucas-Abellán et al., 2011). 

During certain pathophysiological conditions, or when antioxidants deficiencies occur, these 

control mechanisms are insufficient, and oxidant by-products may lead to oxidative stress, thereby 

causing DNA cell damage, lipid peroxidation or apoptosis (De Beer et al., 2017). ROS are 

produced either endogenously or exogenously (Galano et al., 2018). In endogenous mechanism, 

the mitochondrion is the source where incomplete oxygen metabolism produces ROS such as 

hydroxyl radicals (HO·), superoxide radicals, anion and nitric oxide as by-products (Poprac et al., 

2017). The exogenous mechanisms is whereby anthropogenic activities which may be 

carcinogenic such as cigarrete smoking, excess dietary with iron or copper, industrial effluents 

pollution, and UV irradiation are predisposing to oxidation (Bouayed and Bohn, 2010, Shibamoto, 

2017).  

Hydroxyl radicals are regarded as the most oxidative free radicals and because of their strong 

oxidizing potential, hydroxyl radicals play a key role in the degradation and biotransformation of 

organic compounds (Das and Roychoudhury, 2014, Takeda et al., 2017). This is because the 

hydroxyl radicals lead to a more toxic reactive oxygen species in biological systems causing 

adverse pathological response (Sanchez-Moreno, 2002, DeFeudis et al., 2003, Molyneux, 2004, 

Lucas-Abellán et al., 2011). Therefore, it is imperative to propose antioxidant remedies to address 

this fundamental challenge. Several synthetic and natural antioxidants from plants such as 

flavonoids and phenolic compounds have been widely reported in literature. These antioxidants  

scavenge for free radicals and inhibit nitric oxide (Rao, 1997, DeFeudis et al., 2003, Sumanont et 

al., 2004, Chen and Yan, 2005, Kumaran and Karunakaran, 2006, Lim and Quah, 2007, Valko et 

al., 2007, Ak and Gülçin, 2008, Hou et al., 2015, Russo et al., 2015, Benzie and Devaki, 2017, 

Motohashi et al., 2017, de Francisco et al., 2018, Kellett et al., 2018). 
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Of the synthetic antioxidants that have been reported, such as butylated hydroxyanisole (BHA) 

and butylated hydroxytoluene (BHT), have been found to have deleterious effects on human health 

such as damage to the liver and carcinogenesis in animals (Lobo et al., 2010). It is for this reason 

that natural non-toxic antioxidants are produced by fructosyltransferase enzymes via sucrose 

biotransformation yielding FOS which are highly compatible with dietary fiber. Several attempts 

have been made to determine antioxidant activity of fructooligosaccharides from Helianthus 

tuberosus, a plant rich in polydisperse inulin. From the various genetic variants of (FW) for the 

variety ‘Bergly’ 20 mg g-1 to 37 mg g-1 for ‘Kirkeoy’ tested, 30 % to 40 % of total carbohydrates 

were FOS and the rest were disaccharides and low levels of fructose (Seljåsen and Slimestad, 

2005). In another in vitro study, the antioxidant potential of Cichorium glandulosum seed extracts 

for radical scavenging activity of DPPH, ABTS, hydroxyl radicals was  investigated (Yao et al., 

2013).  

To date, studies on microbial fructosyltransferase for the production of bioactive FOS for 

biotechnological applications like antioxidants are scanty and require more plausible explanations 

(Pejin et al., 2014, Mano et al., 2018). The main aim of this study was to determine the antioxidant 

properties of fructooligosaccharides produced by a partially purified fructosyltransferase (EC 

2.4.1) enzyme extracted from a coprophilous fungus, Aspergillus niger. In order to identify, 

confirm and quantify the prebiotics produced, it was necessary to monitor enzyme reaction end 

products using HPLC-RI. Numerous, different substrates system compositions and analytical 

screening tests have been employed to evaluate effectiveness of antioxidants. This include 

chemical, instrumental or sensory methods. The effectiveness of antioxidants is measured by 

monitoring the inhibition of oxidation of a suitable substrate after oxidation under standard 

conditions (Sánchez-Moreno et al., 1999, Sanchez-Moreno, 2002). Three known and validated 

methods of 1, 1 - diphenyl- 1-picryhl-hydrozyl (DPPH) assay (Oyaizu, Molyneux, 2004), ferric 

reducing anti-oxidant power (FRAP) assay (Kumaran and Karunakaran, 2006, Veenashri and 

Muralikrishna, 2011, Shaikh et al., 2018) and nitric oxide radical scavenging activity (Nakagawa 

and Yokozawa, 2002, Sumanont et al., 2004, Hofseth, 2008, Nambiar et al., 2017) were evaluated 

for their antioxidant effectiveness in determining oxidative inhibition, and free radical scavenging 

potential of FOS. 
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5.3 Materials and Methods 

5.3.1 Reagents 

Dimethyl sulfoxide (DMSO), 1,1-diphenyl-2-picryl-hydrazyl (DPPH), 2,4,6-tris(2-pyridyl)-s-

triazine (TPTZ), trichloroacetic acid (TCA), Potassium hexacyanoferrate (111), C6FeK3N6, 

methanol, Sigma Aldrich, South Africa. Ferric chloride hexahydrate, FeCl3.6H2O, (N-(1-naphthyl) 

ethylenediamine dihydrochloride (NED or Griess reagent), 10 % tricarboxylic acid, ethanol, 

Merck, Darmstadt, Germany). PDA, Czapex Dox agar, FOS standards GF2, GF3, GF4 

(Megazyme), sucrose (anhydrous), D-Fructose, KCl, MgSO4.7H2O. (Sigma Aldrich, St Louis, 

Missouri). All other chemicals and reagents were supplied by reputable scientific suppliers and 

were of analytical grade unless stated otherwise. 

5.3.2 Microorganism, Culture Conditions  

After the screening exercise as previously described, the coprophilous fungus strain XOBP – 48 

was selected for further study. This fungal strain was obtained from buffalo dung in Phinda game 

reserve and identified to species level as Aspergillus niger assigned GenBank accession number 

MH445969. The isolate was preserved on Czapex-Dox agar and potato dextrose agar (PDA) in 

Petri dishes and incubated at 25 ºC. 

5.3.3 Fermentation Media and FOS Production 

FOS production was carried out in 250 ml Erlenmeyer flasks containing 100 ml of liquid basal 

media with sucrose as a sole carbon source. The medium was constituted as follows (% w/v): 

sucrose (30), NaNO3 (3), KCl (0.05), MgSO4.7.H2O (0.5), K2HPO4 (0.5), yeast extract (10), 

FeSO4.7H2O (0.01) (Sangeetha et al., 2005a, Mussatto et al., 2009b, Prata et al., 2010). Three 

fungal blocks (8 mm2) were cut from agar plates and inoculated into the flask with liquid basal 

medium. The flasks were incubated at 28 ºC at 200 rpm for 5 days for the production of 

extracellular fructosyltransferase. The crude extracellular enzyme was partially purified in a three-

step purification procedure as previously described (Chapter 4). The partially purified extracellular 

enzyme was used for FOS production using sucrose (5 % w/v) suspended in 100 mM citrate-

phosphate buffer (pH 6.0) as a substrate. All experiments were carried out in triplicate and reaction 

mixture end products were analyzed by HPLC coupled to (RI) detector. The HPLC model was a 

YL 9100 system (Techno Lab System), column (Pinnacle II Amino 3 µm, 150 × 4.6 mm), flow 



125 
 

rate 1.0 ml/min, mobile phase acetonitrile – 70 %: H2O – 30 % with (0.04 % w/v) ammonium 

hydroxide, isocratic elution (Correia et al., 2014, Manosroi et al., 2014, Tihomirova et al., 2016). 

The retention times of FOS produced by the reaction of the partially purified Ftase were compared 

to those of pure standards of 1- kestose, 1,1- kestopentaose, and 1,1,1- kestotetraose respectively 

(Mussatto et al., 2009a). 

5.3.4 Determination of Antioxidant Potential of Fructooligosaccharides 

5.3.4.1 DPPH Radical Scavenging Activity 

Total free radical scavenging activity of prebiotic end products and pure FOS standards (GF2, GF3 

and GF4) were carried out as described briefly by the modified method of (Oyaizu, Ak and Gülçin, 

2008) compared to Vitamin C as a standard antioxidant. An aliquot of 500 µl of a 0.3 mM solution 

of 1,1- diphenyl-2-picryl-hydrazyl (DPPH) dissolved in methanol (analytical grade 99 %) was 

added to 1 ml of the prebiotic end products at different concentrations from (15, 30, 60, and 240 

µg/ml). These solutions were mixed with curcumin solution and incubated for 30 min in the dark 

at room temperature. The absorbance was measured spectrophotometically at 517 nm against a 

blank lacking the free radical scavengers (Manosroi et al., 2014, Shah et al., 2016). The DPPH 

results were expressed as a percentage of the control (blank) with the following formula: 

% Inhibition = [(Abs of control - Abs of sample)] / Abs of control] x 100 

IC50 which denotes amount of FOS end product the reaction required to reduce initial concentration 

of DPPH radical by 50 %. It was calculated from a graph plotted between % scavenging versus 

concentration of the sample (Lim and Quah, 2007). 

5.3.4.2 Preparation of DPPH 

Methanolic solution of DPPH (0.1 mM): 40 mg of DPPH was dissolved in 100 ml methanol. The 

mixture was then diluted with 100 ml of distilled water to obtain a stock solution of methanol/water 

(50:50 v/v). The DPPH working solution of absorbance values 0.75 - 0.80 at 525 nm was prepared 

by diluting 200 ml of DPPH stock solution with approximately 800 ml methanol/water (50:50 v/v) 

(Serpen et al., 2012, Manosroi et al., 2014). 
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5.3.4.3 Ferric Reducing Antioxidant Power (FRAP) Assay 

The FRAP solution was prepared by diluting 10 mM aqueous solution of TPTZ with 20 mM ferric 

chloride in 300 mM sodium acetate buffer (pH 3.6) in the ratio 1:1:10 (v/v/v) (Serpen et al., 2012, 

Ahmed et al., 2017). The ferric reducing anti-oxidant power method of (Lim and Quah, 2007) was 

slightly modified to measure the reducing capacity of fructooligosaccharides. Prebiotic extract 

(500 µl) each or FOS end product of (15, 30, 60, 120 and 240 µg/ml) were incubated with 500 µl 

of 0.2 M sodium phosphate buffer (pH 6.6) and 1 % (w/v) potassium ferricyanide at 50 °C for 30 

min. After incubation for 30 min reacting products were acidified by addition of 500 µl 10 % (w/v) 

trichloroacetic acid. Thereafter, 500 µl of the acidified sample was mixed with 500 µl distilled 

water and 200 µl of FeCl3 0.1 % (w/v). The absorbance was read against a blank 

spectrophotometically at 700 nm. Antioxidant activity was estimated by measuring the increase in 

absorbance as a result of formation of ferrous ions from the FRAP reagent containing TPTZ and 

FeCl3.6H2O (Veenashri and Muralikrishna, 2011). The results were expressed as ascorbic acid 

equivalent antioxidant activity.  

5.3.4.4 Nitric Oxide Scavenging Assay 

Nitric oxide (NO) scavenging activity was estimated according to the modified method of 

(Lalhminghlui and Jagetia, 2018). Sodium nitroprusside (5 mM) in saline phosphate buffer (pH 

7.2, 100 mM) was mixed with different concentrations of chloroform, ethanol (analytical grade) 

or FOS end products and incubated at 50 ºC for 2 h. The samples were withdrawn and mixed with 

Griess reagent 1 % sulfanilamide, 2 % H3PO4 and 0.1 % N-(1-naphthyl)-ethylenediamine 

dihydrochloride. Measurement of absorbance of the intense pink colour that formed 

(chromophore) during diazotization of nitrite with sulfanilamide and the coupling with NED was 

done at 546 nm using a spectrophotometer (Cary 60 UV-VIS, Agilent Technologies) (Nambiar et 

al., 2017). Nitric oxide inhibition was determined with Vitamin C as a standard and the results 

were expressed in antioxidant Vitamin C scavenging equivalent using the formula: NO scavenging 

activity (%) = (A0 – A1) /A0 x 100 

Where A0 is absorbance of the control, and A1 is sample absorbance (Nishaa et al., 2012). All 

reactions were performed in triplicate. 
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5.3.5 Statistical Analysis 

All the experiments were carried out in triplicate unless otherwise specified. The data obtained  

was presented as mean ± standard deviation (mean ± SD) using MS Excel one way ANOVA, with 

(p < 0.05) significance level. Calibration curves of the standards used were considered significant 

if R2 ≥ 0.99. The IC50 values of ROS scavenging activity were calculated from the curves of % 

inhibition verses log antioxidant concentration. 

5.4 Results and Discussion 

The partially purified fructosyltransferase from Aspergillus niger was used for FOS production via 

sucrose elongation to yield FOS and monomeric glucose. The end products were analyzed by 

HPLC coupled to a refractive index detector as depicted on the chromatogram profiles in Figure 

5.2. Different standards of oligosaccharides exhibited the retention times as shown in Table 5.1 of 

1, 1, 1 – kestopentaose, 1- kestose and 1,1- kestotetraose at 3.892, 8.800 and 12.767 respectively. 

The end products of fructosyltransferase assay involving the partially purified Ftase showed FOS 

at peak of retention times of 4.983, 8.408 and 11.767 of glucose, 1- kestose and 1, 1 - kestoteraose 

respectively in (Figure 5.2). 

 

Figure 5.1: Chromatogram showing retention times of oligosaccharides standards 
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To determine the effect of antioxidants on oligosaccharides, it was necessary to identify the FOS 

yield in the Ftase assay as produced by transfructosylating ability of sucrose. Different, authentic 

oligosaccharide standards of 1,1,1-kestopentaose, 1-kestose and 1,1-kestotetraose (Figure 5.1) 

revealed different retention times on HPLC. It was therefore imperative to establish from the Ftase 

assay the oligomers produced. A similar method of HPLC qualitative analysis was employed in 

fortification of fruit juices containing fructooligosaccharides (Renuka et al., 2009).  

Table 5.1: Table showing the retention times and peak areas of oligosaccharide standards. 
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Figure 5.2: FOS and glucose liberated from the reaction of the partially purified transferase with 

sucrose as substrate and analyzed on HPLC. The retention times were compared to those of 

standards. 

Table 5.2: Table showing retention times and peak areas of FOS products released after 

transferase activity of sucrose. 

 

 

The coprophilous fungus (study strain) showed potential to synthesize FOS by producing 1-kestose 

(GF2), 1,1-kestoteraose (GF3) and monomeric glucose (Figure 5.2) which displayed a crucial 

antioxidant role of scavenging for free radicals and inhibition of nitric oxide radicals. There was 

pronounced decrease of glucose production to GF2 (Table 5.2) and this could be attributed to 

inhibition from glucose accumulation. A similar model proposed by Yun (1996) showed 

pronounced decrease in the FOS concentration from GF2 to GF4 suggesting the enzyme acceptor 

site could be presumptively sizeable to accommodate up to GF4 (Yun, 1996b). Withal, the 

production of GF3 (nystose) has been reported to produce higher biological activity than other 

oligomers (Zduńczyk et al., 2005). 
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5.4.1 DPPH Radical Scavenging Activity Assay 

The antioxidant ability of fructooligosaccharides was investigated along with other standard 

oligomers by the DPPH assay. Free radical scavenging activity was calculated from a decrease in 

absorbance and discoloration of the DPPH stable radical caused by antioxidant due to hydrogen 

donation to form non-radical DPPH-H (Molyneux, 2004, Chen and Yan, 2005). This 

transformation led to a color change from purple to yellow and appearance of yellow color was 

stoichiometrically related to a number of electrons gained and was  measured at 517 nm (Dave, 

2009, Nishaa et al., 2012). The presence of antioxidant activity of the FOS end product was evident 

as it was able to reduce DPPH (Figure 5.3). Additionally, oligosaccharides standards used showed 

that there was no significant difference with the synthesized FOS (p < 0.05), IC50 of FOS sample 

was 6.7073 µg/ml and oligosaccharides standards of GF3, GF4 showed relative higher IC50 of 

(7.0479 µg/ml) but not significantly different. This calculation was extrapolated from the IC50 

curve of Vitamin C of % inhibition scavenging vs log concentration shown in (Figure 5.4). The 

IC50 is the amount of antioxidant needed to decrease the initial concentration of DPPH by 50 % 

(Lim and Quah, 2007, Mopuri et al., 2017). The FOS sample showed good free radical inhibition 

even at lower concentration of 30 µg/ml. In addition to these, the increase in free radical 

scavenging activity of FOS was concentration dependent as at 120 and 240 µg/ml scavenging 

activity was higher. Although the content of bioactive compounds and antioxidant activity of FOS 

end products was low compared to oligosaccharides and vitamin C, it is vital to remark that they 

are interesting sources of dietary fibre which can supplement fibre-enriched food. 
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Figure 5.3: DPPH radical scavenging activity of FOS end products of bioconversion of sucrose 

to oligosaccharides by fructosyltransferase enzyme isolated from coprophilous fungus compared 

to known oligosaccharide standards with Vitamin C as equivalent antioxidant. (The values are 

the mean percentage ± S.D from three independent experiments). 
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Figure 5.4: Calibration curves using standard oligomers. 

Other fibre sources compared to dietary antioxidants such as cellulose, glucomannans, wheat bran 

and others lack intrinsic antioxidant activity and bioactive compounds (Fuentes-Alventosa et al., 

2009). These aforementioned facts, together with functional properties reported such as 

stimulation of gut enzyme, bifidogenic effect and prebiotic effects make FOS synthesized from 

industrial enzymes attractive. From this assay, FOS was seen capable of scavenging free radical 

through inhibition as DPPH showed strong absorption maximum at 517 nm. The DPPH assay 

reveal that GF2, GF3 and GF4 have scavenging properties similar to vitamin C, which is a standard 

antioxidant. Moreover, the FOS end product concentration dependent characteristic could be 

inferred or imply that high prebiotic consumption is imperative to offer nutraceutical effect. In 

conclusion, the acute administration of FOS could possibly overcome the body’s reaction to 

exogenous antioxidants during appropriate therapies in certain pathophysiological conditions 

associated with oxidative stress. Herein we provide compelling in vitro evidence that FOS end 

product along with other oligomers have capacity to scavenge .OH. These prebiotics have potential 

to offer protection against oxidative stress.  
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5.4.2 Ferric Reducing Antioxidant Power (FRAP) Assay 

FRAP assay has been used to evaluate the antioxidant ability of FOS to reduce Fe3+ to Fe2+. This 

is measured with the formation of a coloured complex with TPTZ and read spectrophotometrically 

(Uppin et al., 2018). This method is based on electron transfer and is regarded as an accurate 

measure of total antioxidant power, since total reducing power is elucidated as sum of reducing 

power of individual compounds contained in the sample (Ahmed et al., 2017). FRAP activity of 

the end-product reaction showed FOS (Figure 5.5) had effective reducing power but the 

oligosaccharide standards were slightly higher with no significant difference (p < 0.01). At 

different concentrations from (15 µg/ml - 240 µg/ml) FOS demonstrated powerful reducing ability 

in this redox-linked colorimetric reaction and it was concentration dependent (p < 0.01). The IC50 

value of FRAP extrapolated from the IC50 curve of oligosaccharide (Figure 5.6) was at 1.7603 

µg/ml. Ferrous ion reduction of Fe3+ complex of tripyridyltriazine (Fe(TPTZ)3+) to more intensely 

coloured Fe2+ complex (Fe(TPTZ)2+) demonstrated the electron donor property of FOS for 

neutralizing free radicals by forming stable products (Aparadh et al., 2012, Russo et al., 2015). 

Hence, they exhibit potential to donate electrons that scavenge free radicals in the actual biological 

and food systems. This antioxidant property was seen in other phenolic compounds in vitro (Ak 

and Gülçin, 2008). FRAP assay is a suitable method because it is quick, simple and relatively 

inexpensive for measuring antioxidant activity as a wide range of samples can also be tested 

simultaneously (Benzie and Devaki, 2017). This method was used to evaluate the antioxidant 

activity of a specific green tea extract that contained selenium. FRAP assay demonstrated that the 

extract could enhance the viability and growth of beneficial Lactobacillus using both pure and 

mixed bacterial cultures in vitro. Hence, the green tea extract was able to evince prebiotic potential 

as an antioxidant (Molan et al., 2009).  
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Figure 5.5: Total ferric reductive potential of different concentrations (15µg/ml – 240µg/ml) of 

FOS end products, oligosaccharide standards and reference antioxidant vitamin C from 

spectrophotometric detection of Fe3+ – Fe2+ transformation. 
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Figure 5.6:  IC50 determination between ferric ions and FOS. 

5.4.3 Nitric Oxide (NO) Scavenging Assay 

The ability of FOS to inhibit nitric oxide production in vitro is shown in Figure 5.7. FOS exhibited 

a relatively lower NO scavenging activity as the IC50 was not reached with the tested 

concentrations as it fell slightly below 50 % of total inhibition. Consequently, the results were 

expressed in IC25 (µg/ml), equivalent with values of 0.2705 µg/ml which were significantly lower 

compared to Vitamin C 6.1 µg/ml. GF3 oligosaccharide showed higher nitrite oxide inhibition 

potential as it correlates with the current study that nystose exhibit higher biological activity than 

1- kestose and it is crucial to optimize its production (Correia et al., 2014, Mutanda et al., 2015). 

Incubation of solution of sodium nitroprusside with PBS resulted in linear dependent nitrite 

production, which was reduced by FOS sample. Scavenging of NO was present in all samples but 

the potency to inhibit nitrites of NO2, N2O4 and N3O4 varied. This can be attributed to stability of 

FOS to donate electrons. Structural features are also responsible for scavenging properties for 

prebiotics like difficulty in cleaving glycosidic linkages in free hydroxyls (Shang et al., 2018).  

Suppression of released NO may be partially attributed to direct NO scavenging as the end product 

of FOS decreased the amount of nitrite in vitro. 
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Figure 5.7: Nitric Oxide scavenging antioxidant activity with oligosaccharide standards and 

potent vitamin C used as standard antioxidant. 

Sodium nitroprusside is known to decompose in aqueous solution at physiological pH 7.2 

producing NO (Brüne, 2003). Under aerobic conditions, NO reacts with O2 liberating nitrates and 

nitrites which are stable products, and their quantities can be determined by Griess reagent 

(Marcocci et al., 1994). The Griess reaction is based on a two-step diazotization reaction in which 

acidified NO-
2 produces a nitrosating agent that react with sulfanilic acid to produce diazonium 

ion. This ion is subsequently coupled to N–(1-napthyl) ethylenediamine to form chromophoric 

azo-derivative absorbing at 546 nm (Ferreres et al., 2012).  
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The nitric oxide radical is toxic after the reaction with oxygen and the FOS end product sample 

reduced NO along with the standard antioxidant in concentration dependent manner. Similarly in 

another study investigating FOS antioxidant potential, muffin was incorporated with 

oligosaccharide from Emblica officianalis and exhibited scavenging of NO radical in a 

concentration dependent manner (Nambiar et al., 2017). Nitric oxide is a vital bioregulatory 

molecule with numerous physiological effects that include neural signal transduction, anti-tumor 

activity, anti-cancer properties and antimicrobial activity. Low concentration as presented in 

Figure 5.7 is sufficient to inhibit or scavenge free radicals (Kumaran and Karunakaran, 2006).  

5.4.4 Bioactivities of Fructooligosaccharides as Antioxidants 

Fructooligosaccharides (FOS) are non-digestible oligosaccharides fructans, and are sucrose 

derived as they contain several fructose units and a common glucose residue (Pejin et al., 2014). 

FOS are prebiotics which have increasing health benefits beside basic nutrition where they 

stimulate growth of Bifidobacteria and Lactobacilli in colonic microflora (Dominguez et al., 2014, 

Mutanda et al., 2014b, do Prado et al., 2018). Other FOS benefits that have been claimed include 

reduction in serum cholesterol, increase in magnesium and calcium absorption, vitamin B 

production, and immune stimulation among others (Sangeetha, 2003, Maiorano et al., 2008, 

Mutanda et al., 2008a, Mussatto et al., 2009b, Zhu, 2017, Silvério et al., 2018, Yan et al., 2018). 

These health benefits have brought significant attention to interrogate or explore their antioxidant 

potential. FOS antioxidant property has not been elucidated and information on this nutraceutical 

remains scanty. Few polysaccharides have been tested and like fructofuranan such as Plantago 

lanceolate were found inactive against peroxidation (Pejin et al., 2014). There is evidence that 

reactive oxygen species and free radicals formed under physiological conditions and are not being 

eliminated by endogenous system induce oxidative stress to the cell (Uppin et al., 2018). These 

accumulation may lead to cytotoxicity and other malignant neoplasia like atherosclerosis, cancer, 

cardiovascular disease, mild cognitive impairment, alcohol induced liver disease and Parkinson’s 

disease (Yamaguchi et al., 1998, Dave, 2009). Free radicals are consequence of various metabolic 

activities and their excess production is a major cause of illness or cellular damage (Lalhminghlui 

and Jagetia, 2018). Free radicals are atoms with unpaired number of electron formed when O2 

reacts with free molecules. These interaction may cause damage to cell membrane poor cell 

function or even apoptosis a process that can be mitigated by prebiotic antioxidant (Lobo et al., 

2010). Free radical scavenging activity is vital due to harmful effects it causes in biological systems 
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(Huyut et al., 2017). FOS radical scavengers have shown potential to react with free radicals and 

this model can be useful in termination of peroxidation chain reaction which is the primary product 

of lipid oxidation (Ak and Gülçin, 2008). When end product of transferase assay were added to a 

medium containing stable DPPH, free radicals were reduced by decolonization to form non radical 

DPPH-H upon donation of H proton (Alam et al., 2013, Huyut et al., 2017). In other studies, over 

expression of NO synthase in vascular endothelial cells has been reported to cause iNOS (inducible 

nitric oxide synthases) expression in macrophages leading to cytotoxicity, autoimmune disease 

inflammatory responses or organ destruction (Rao et al., 2016). FOS could alter biological activity 

in the human body as a potential scavenger of free radicals. FOS as an antioxidant may also act 

directly on nitric oxide radical N = O and related ROS such as H2O2 and ferryl ions. In addition, it 

may indirectly decrease free radicals formation such as OH, N = O probably through inhibition or 

suppression of expression of genes such as c-FOS, c-JUN and c-MYC which are implicated in 

transcriptional induction (Hussain et al., 2003). In this study, FOS from a partially purified Ftase 

has demonstrated inhibitory activity against NO production and it is a promising candidate for 

inducing iNOS inhibitory activity. These results can be inferred to recommend FOS prebiotics as 

inhibitors of NO production creating therapeutic response in management of inflammatory 

diseases. The relationship between in vivo and in vitro models remain to be established to make 

the in vitro results substantial. More, biological active in vitro and in vivo models need to be 

investigated synchronously to correlate their health claims.  

5.5 Conclusion 

The ability of prebiotic oligosaccharides to reduce DPPH to DPPH-H by donating protons, 

reduction of Fe3+ to Fe2+ through FRAP assay and reduction of nitrite oxide by scavenging for free 

radicals indicates a remarkable antioxidant property to relieve oxidative stress and other reactive 

oxygen species. Further, and more detailed studies on the chemical composition of these prebiotic 

oligomers using different experimental models like Trolox equivalent antioxidant capacity 

(TEAC) assay, Liquid peroxidation, Oxygen radical absorbance capacity (ORAC) assay, and metal 

chelating activity, Superoxide anion radical scavenging (SO) assay and Hydroxyl radical 

scavenging (HO) assay need to be explored. In addition, ex vivo and in vivo studies are paramount 

in order to fully corroborate and comprehend their potential nutraceutical and biotechnological 

application, as it will aid in characterization of fructo-oligosaccharides as biological antioxidants. 
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CHAPTER 6: Conclusion and Recommendations  

6.1 Conclusion 

The present study has demonstrated the prominence of bioprospecting for autochthonous 

coprophilous fungi from herbivore dung. The dung was sampled from domesticated and wild 

herbivores from various terrestrial habitats in the province of KwaZulu-Natal, South Africa. A 

number of coprophilous fungal strains with unique morphological, biochemical, and physiological 

characteristics amenable for biotechnological utilization were isolated purified to axenicity and 

identified by morpho-taxonomic and molecular tools. The different dung types of mega herbivores, 

grazers and browsers were cultured in damp chambers. The fungal isolates demonstrated their 

ability to grow in moist chambers under ambient laboratory conditions. The fungal mutualistic and 

symbiotic competitive interactions was observed in mycelia that were in close proximity. An 

indication of nutrient limitation and space was evident from mycelium expansion as there was 

confined space for their hyphae like structures to scavenge for water and nutrients on dung 

substratum. Several factors were also observed in unity of coprophilous fungi such as heterotrophic 

nutrition, the presence of hyphae that aggregated to form fungal mycelium. Presence of chitin in 

their cell wall and spores formation was evident. The spores were cultured on fungal agar media 

MEA, PDA and chemically defined liquid basal media with inulin and sucrose as sole carbon 

sources respectively. The growth of fungi on dung was monitored under laboratory conditions and 

sporulation of fungal spores were evident under alternating light and dark from day three.  

From the sixty-one (61) isolated strains of coprophilous fungi that were screened, only two species 

showed the greatest potential of producing fructosyltransferase (Ftase) and inulinase enzymes 

capable of synthesizing FOS and hydrolyzing inulin respectively. Isolate XOBP - 48 from buffalo 

dung displayed the highest transfructosylating ability while isolate XWRP - 2 from white rhino 

had showed considerable potential to produce FOS. The fungal strain XOBP - 48 was selected 

after the rigorous screening exercise and identified morphologically to belong to the phylum 

Ascomycota. It was further identified by molecular techniques of 18S rDNA to be Aspergillus 

niger and was assigned GenBank number MH445956 from NCBI database. The strain XWRP – 2 

was identified as Trichoderma asperellum and was the second best strain showing 

transfructosylating ability. Additionally, the fungal isolate XOGU – 49 from goat dung in Ukulinga 

research farm exhibited the highest exo-inulinase ability followed by isolate XOEP – 44 from 
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elephant dung from Phinda game reserve. The isolate XOGU – 49 was identified to species level 

and showed 84 % similarity to Mucor circinelloides. This was an indication of a possible novel 

strain for inulinase production although further investigations are imperative to ascertain this 

claim. The coprophilous fungus Aspergillus niger was selected based on its ability to produce 

short-chain FOS after HPLC analysis resulted in 1-kestose, 1,1-kestotetraose and monomeric 

glucose. The predominance of FOS produced suggests that Aspergillus niger is a suitable candidate 

for FOS production. 

The fructosyltransferase enzyme catalyzing the reaction was partially purified using ammonium 

sulphate precipitation, dialysis and HiTrap QFF column chromatography with a specific activity 

of 2465.5 IU/mg, 7.3 % recovery and 9.3-fold purity. The partially purified Ftase had a temperature 

and pH optimum at 55 °C and 6.0 respectively. The Ftase from A. niger showed high affinity for 

sucrose. The Michaelis-Menten constant exhibited was 2.08 mM and a maximal velocity of 4.72 

µmole min-1. The catalytic constant kcat was 4.7 min-1, with a catalytic efficiency ( 
𝑘𝑐𝑎𝑡

𝐾𝑚
) of 2.26 

µmole min-1. The enzyme was stable in the presence of metal ions Na+, Ca2+ and K+ while increase 

in activity was evident with Mg2+ and Fe2+. However, the presence of 10 mM of Ag2+ and Hg2+ 

ions in the reaction mixture inhibited enzyme activity. The FOS produced demonstrated 

antioxidant properties from three experimental protocols of DPPH, FRAP and Nitric oxide (NO) 

assays. The FOS synthesized by the coprophilous fungal Ftase demonstrated a dual purpose of 

FOS production and antioxidant ability. In conclusion, the present study was successful since a 

transferase enzyme from indigenous coprophilous fungus was obtained capable of synthesizing 

oligosaccharides. Even though the enzyme was purified partially a 7.3 % recovery was obtained 

and the enzyme showed over 95 % residual activity at optimal pH and temperature. Noteworthy, 

the high thermostability of temperature and pH range displayed at over 60 °C and pH range of 4.0 

– 8.0 suggests the enzyme has potential for industrial exploitation at high sucrose concentration.  

6.2 Future Research Direction 

 It will be ideal to employ a robust sampling strategy of herbivore dung as numerous species 

of coprophilous fungi could be unraveled that are novel, and have biocatalytic properties. 

From this study, coprophilous fungi demonstrated potential for the production of enzymatic 
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arsenal capable of synthesizing FOS. Furthermore, exploring microbial biodiversity in 

nature in various terrestrial habitats in South Africa can open new vistas in fungal research.  

 Few genome sequences of dung-inhabiting fungi are currently available. Among them is a 

classical model of Podospora anserine sp. The release of their entire genome sequences 

will facilitate comprehension of various environmental interactions including their 

potential for metabolomics studies. Genomic analysis will aid to investigate coprophilous 

fungi capable of producing bioactive secondary metabolites besides biocatalytic enzymes.  

 Free radical scavenging mechanisms especially for nutritional antioxidants such as FOSs 

and IOSs need to be substantiated on a kinetic base both ex vivo and in vivo. This will help 

to account for their nutraceutical effect.  

 Fermentation pathways of enzyme production for industrial applications is through 

submerged or solid-state culture. There is need to improve methods to study fermentation 

both in vitro and in vivo beyond the two methods. Through development of obscure 

metabolomics pathways of enzymes which may be responsive for designing optimal hybrid 

cultivation systems for maximal industrial application. 

 There is need to further address the challenges of numerous purification steps that are 

costly and time consuming. One major purification obstacle is loss of enzyme recovery 

during different steps in purification. Application of new techniques like continuous 

chromatography could aid improve enzyme recovery at industrial level for more 

competitive approach.  

 Recombinant gene technology should be considered as a predominant promising approach 

to boost yield of enzyme production at industrial level. This application can be used in 

cloning of coding systems of potential industrial enzymes and express it in an optimized 

strain for biotechnological exploitation. Genome shuffling is one such technology that 

could be used to improve the specific activity of Ftase by amplifying their genetic diversity. 

This can be done by incorporating mutant strain with improved phenotype followed by 

protoplast fusion to allow gene recombination. 

 There is need to study human gut microbiome beyond Bifidobacterium and Lactobacillus 

by evaluating certain areas of nutrition. Nutrigenomics approach using molecular tools 

could be a starting point towards the future of biofunctional foods. 

 



142 
 

References 

ABASUBONG, K. P., LIU, W.-B., ZHANG, D.-D., YUAN, X.-Y., XIA, S.-L., XU, C. & LI, X.-

F. 2018. Fishmeal replacement by rice protein concentrate with xylooligosaccharides 

supplement benefits the growth performance, antioxidant capability and immune responses 

against Aeromonas hydrophila in blunt snout bream (Megalobrama amblycephala). Fish & 

Shellfish Immunology, 78, 177-186. 

ABDAL-AZIZ, S. A. A., EL-METWALLY, M. M. & SABER, W. E. I. A. 2012. Molecular 

identification of a novel inulinolytic fungus isolated from and grown on tubers of 

Helianthus tuberosus and statistical screening of medium components. World Journal of 

Microbiology and Biotechnology, 28, 3245-3254. 

ABDUL MANAS, N. H., MD. ILLIAS, R. & MAHADI, N. M. 2018. Strategy in manipulating 

transglycosylation activity of glycosyl hydrolase for oligosaccharide production. Critical 

reviews in biotechnology, 38, 272-293. 

ABDULLAH, S. 1982. Coprophilous mycoflora on different dung types in southern desert of Iraq. 

Sydowia, 35, 1-5. 

ABRAMS, S. A., HAWTHORNE, K. M., ALIU, O., HICKS, P. D., CHEN, Z. & GRIFFIN, I. J. 

2007. An Inulin-Type Fructan Enhances CalciumAbsorption Primarily via an Effect on 

Colonic Absorption in Humans. The Journal of Nutrition, 137, 2208-2212. 

ADEMAKINWA, A. N., AYINLA, Z. A. & AGBOOLA, F. K. 2017. Strain improvement and 

statistical optimization as a combined strategy for improving fructosyltransferase 

production by Aureobasidium pullulans NAC8. Journal of Genetic Engineering and 

Biotechnology, 15, 345-358. 

ADHIKARI, P., COSBY, D. E., COX, N. A., FRANCA, M. S., WILLIAMS, S. M., GOGAL, R. 

M., RITZ, C. W. & KIM, W. K. 2018. Effect of dietary fructooligosaccharide 

supplementation on internal organs Salmonella colonization, immune response, ileal 

morphology, and ileal immunohistochemistry in laying hens challenged with Salmonella 

Enteritidis. Poultry science. 

AGUIAR-OLIVEIRA, E. & MAUGERI, F. 2011. Thermal stability of the immobilized 

fructosyltransferase from Rhodotorula sp. Brazilian Journal of Chemical Engineering, 28, 

363-372. 



143 
 

AGUIAR-OLIVEIRA, E. & MAUGERI, F. 2012. Effects of lyophilization on the catalytic 

properties of extracellular fructosyltransferase from Rhodotorula sp. LEB-V10. I. Res. J. 

Biotechnol., 3, 96-111. 

AHMED, E., ELKHATEEB, W., TAIE, H., RATEB, M. & FAYAD, W. 2017. Biological capacity 

and chemical composition of secondary metabolites from representatives Japanese lichens. 

Journal of Applied Pharmaceutical Science, 7, 98-103. 

AK, T. & GÜLÇIN, İ. 2008. Antioxidant and radical scavenging properties of curcumin. Chemico-

Biological Interactions, 174, 27-37. 

AL-SHERAJI, S. H., ISMAIL, A., MANAP, M. Y., MUSTAFA, S., YUSOF, R. M. & HASSAN, 

F. A. 2013. Prebiotics as functional foods: A review. Journal of Functional Foods, 5, 1542-

1553. 

ALAM, M. N., BRISTI, N. J. & RAFIQUZZAMAN, M. 2013. Review on in vivo and in vitro 

methods evaluation of antioxidant activity. Saudi Pharmaceutical Journal, 21, 143-152. 

ALLAIS, J.-J., HOYOS-LOPEZ, G., KAMMOUN, S. & BARATTI, J. C. 1987. Isolation and 

characterization of thermophilic bacterial strains with inulinase activity. Applied and 

environmental microbiology, 53, 942-945. 

ALMÉCIGA-DÍAZ, C. J., GUTIERREZ, Á. M., BAHAMON, I., RODRÍGUEZ, A., 

RODRÍGUEZ, M. A. & SÁNCHEZ, O. F. 2011. Computational analysis of the 

fructosyltransferase enzymes in plants, fungi and bacteria. Gene, 484, 26-34. 

ALTUNBAŞ, C., UYGUN, M., UYGUN, D. A., AKGÖL, S. & DENIZLI, A. 2013. 

Immobilization of inulinase on concanavalin A-attached super macroporous cryogel for 

production of high-fructose syrup. Applied biochemistry and biotechnology, 170, 1909-

1921. 

ALUOCH, A., OBONYO, M., OKUN, D., AKINYI, A., OTIENDE, Y. & MUNGAI, P. 2015. 

Morphological Diversity of Ascobolus and Pilobolus Fungi from Wild Herbivore Dung in 

Nairobi National Park, Kenya. Journal of Microbiology Research, 5, 134-141. 

ALUOCH, A. M., OTIENDE, M. Y., OBONYO, M. A., MUNGAI, P. G., OKUN, D. O., 

ANGELONE-ALASAAD, S. & JOWERS, M. J. 2017. First genetic identification of 

Pilobolus (Mucoromycotina, Mucorales) from Africa (Nairobi National Park, Kenya). 

South African Journal of Botany, 111, 182-188. 



144 
 

ALVARADO-HUALLANCO, M. B. & MAUGERI FILHO, F. 2011. Kinetic studies and 

modelling of the production of fructooligosaccharides by fructosyltransferase from 

Rhodotorula sp. Catalysis Science & Technology, 1, 1043-1050. 

ALVAREZ-NAVARRETE, M., LÓPEZ, G. R., GARCÍA, A., LÓPEZ, G. R. & MARTÍNEZ-

PACHECO, M. 2015. Selection and molecular identification of fungal isolates that produce 

xylanolytic enzymes. Genetics and Molecular Research, 14, 8100-8116. 

ÁLVARO-BENITO, M., DE ABREU, M., FERNÁNDEZ-ARROJO, L., PLOU, F. J., JIMÉNEZ-

BARBERO, J., BALLESTEROS, A., POLAINA, J. & FERNÁNDEZ-LOBATO, M. 2007. 

Characterization of a β-fructofuranosidase from Schwanniomyces occidentalis with 

transfructosylating activity yielding the prebiotic 6-kestose. Journal of Biotechnology, 132, 

75-81. 

ALWAKEEL, S. S. 2013. Molecular identification of isolated fungi from stored apples in Riyadh, 

Saudi Arabia. Saudi Journal of Biological Sciences, 20, 311-317. 

AMAYA-DELGADO, L., HIDALGO-LARA, M. E. & MONTES-HORCASITAS, M. C. 2006. 

Hydrolysis of sucrose by invertase immobilized on nylon-6 microbeads. Food Chemistry, 

99, 299-304. 

AMES, B. N., SHIGENAGA, M. K. & HAGEN, T. M. 1993. Oxidants, antioxidants, and the 

degenerative diseases of aging. Proceedings of the National Academy of Sciences, 90, 

7915-7922. 

AMIR ASLANI, B. & GHOBADI, S. 2016. Studies on oxidants and antioxidants with a brief 

glance at their relevance to the immune system. Life Sciences, 146, 163-173. 

ANH, D. H., ULLRICH, R., BENNDORF, D., SVATOŚ, A., MUCK, A. & HOFRICHTER, M. 

2007. The coprophilous mushroom Coprinus radians secretes a haloperoxidase that 

catalyzes aromatic peroxygenation. Applied and environmental microbiology, 73, 5477-

5485. 

ANTOŠOVÁ, M., ILLEOVÁ, V., VANDÁKOVÁ, M., DRUŽKOVSKÁ, A. & POLAKOVIČ, 

M. 2008. Chromatographic separation and kinetic properties of fructosyltransferase from 

Aureobasidium pullulans. Journal of Biotechnology, 135, 58-63. 

ANTOSOVA, M. & POLAKOVIC, M. 2001. Fructosyltrasferase : the enzyme catalyzing 

production of fructooligosaccharides. Chem Pap, 55. 



145 
 

ANTOŠOVÁ, M. & POLAKOVIČ, M. 2001. Fructosyltransferases: the enzymes catalyzing 

production of fructooligosaccharides. Chem Pap, 55, 350-358. 

ANTOSOVA, M., POLAKOVIC, M., SLOVINSKÁ, M., MADLOVÁ, A., ILLEOVÁ, V. & 

BALES, V. 2003. Effect of sucrose concentration and cultivation time on batch production 

of fructosyltransferase by Aureobasidium pullulans CCY 27-1-1194. CHEMICAL 

PAPERS-SLOVAK ACADEMY OF SCIENCES, 56, 394-399. 

APARADH, V., NAIK, V. & KARADGE, B. 2012. Antioxidative properties (TPC, DPPH, FRAP, 

metal chelating ability, reducing power and TAC) within some Cleome species. Annali di 

Botanica, 2, 49-56. 

APOLINÁRIO, A. C., DE LIMA DAMASCENO, B. P. G., DE MACÊDO BELTRÃO, N. E., 

PESSOA, A., CONVERTI, A. & DA SILVA, J. A. 2014. Inulin-type fructans: A review 

on different aspects of biochemical and pharmaceutical technology. Carbohydrate 

polymers, 101, 368-378. 

ARIF, R. & SALEEM, M. 2017. Isolation of Coprophilous Fungus Sordaria fimicola from 

Different Areas of Lahore-Pakistan, and Molecular Characterization by ITS and 

RAPDSCAR PCR. International Journal of Agriculture & Biology, 19. 

ARSALAN, A. & YOUNUS, H. 2018. Enzymes and nanoparticles: Modulation of enzymatic 

activity via nanoparticles. International Journal of Biological Macromolecules. 

AZCÁRATE-PERIL, M. A., SIKES, M. & BRUNO-BÁRCENA, J. M. 2011. The intestinal 

microbiota, gastrointestinal environment and colorectal cancer: a putative role for 

probiotics in prevention of colorectal cancer? American Journal of Physiology-

Gastrointestinal and Liver Physiology, 301, G401-G424. 

BAKER, A. G., BHAGWAT, S. A. & WILLIS, K. J. 2013. Do dung fungal spores make a good 

proxy for past distribution of large herbivores? Quaternary Science Reviews, 62, 21-31. 

BAKRI, Y., MAGALI, M. & THONART, P. 2009. Isolation and identification of a new fungal 

strain for amylase biosynthesis. Polish Journal of Microbiology, 58, 269-273. 

BALI, V., PANESAR, P. S., BERA, M. B. & PANESAR, R. 2015. Fructo-oligosaccharides: 

production, purification and potential applications. Critical reviews in food science and 

nutrition, 55, 1475-1490. 



146 
 

BAÑUELOS, O., DEL CARMEN RONCHEL, M., ADRIO, J. L. & VELASCO, J. 2005. 

Screening of microorganisms for enzymatic biosynthesis of nondigestible 

oligosaccharides. Microbial Enzymes and Biotransformations. Springer. 

BARCLAY, T., GINIC-MARKOVIC, M., COOPER, P. & PETROVSKY, N. 2010. Inulin-a 

versatile polysaccharide with multiple pharmaceutical and food chemical uses. 

International Pharmaceutical Excipients Council. 

BARRETEAU, H., DELATTRE, C. & MICHAUD, P. 2006. Production of oligosaccharides as 

promising new food additive generation. Food Technology and Biotechnology, 44, 323. 

BARTHOMEUF, C. & POURRAT, H. 1995. Production of high-content fructo-oligosaccharides 

by an enzymatic system from Penicillium rugulosum. Biotechnology letters, 17, 911-916. 

BATTIN, E. E. & BRUMAGHIM, J. L. 2009. Antioxidant Activity of Sulfur and Selenium: A 

Review of Reactive Oxygen Species Scavenging, Glutathione Peroxidase, and Metal-

Binding Antioxidant Mechanisms. Cell Biochemistry and Biophysics, 55, 1-23. 

BEKERS, M., LAUKEVICS, J., UPITE, D., KAMINSKA, E., VIGANTS, A., VIESTURS, U., 

PANKOVA, L. & DANILEVICS, A. 2002. Fructooligosaccharide and levan producing 

activity of Zymomonas mobilis extracellular levansucrase. Process Biochemistry, 38, 701-

706. 

BELL, A. 1983. Dung fungi: an illustrated guide to coprophilous fungi in New Zealand, Victoria 

University Press. 

BELL, A. 2005. An illustrated guide to the coprophilous Ascomycetes of Australia. CBS Biodivers 

Ser, 3, 1-178. 

BELORKAR, S. A., GUPTA, A. & RAI, V. 2015. Screening of microbial isolates for extracellular 

fructosyltransferase production. African Journal of Microbiology Research, 9, 730-735. 

BELORKAR, S. A. & GUPTA, A. K. 2016. Oligosaccharides: a boon from nature’s desk. AMB 

Express, 6, 82. 

BENKEBLIA, N. 2013. Fructooligosaccharides and fructans analysis in plants and food crops. 

Journal of Chromatography A, 1313, 54-61. 

BENZIE, I. F. & DEVAKI, M. 2017. The 5 ferric reducing/antioxidant power (FRAP) assay for 

non‐enzymatic antioxidant capacity: concepts, procedures, limitations and applications. 

Measurement of Antioxidant Activity and Capacity: Recent Trends and Applications, 77. 



147 
 

BERSANETI, G. T., PAN, N. C., BALDO, C. & CELLIGOI, M. A. P. C. 2018. Co-production of 

Fructooligosaccharides and Levan by Levansucrase from Bacillus subtilis natto with 

Potential Application in the Food Industry. Applied biochemistry and biotechnology, 184, 

838-851. 

BEZERRA, T., MONTI, R., HANSEN, E. B. & CONTIERO, J. 2017. Microbial glycosidases for 

nondigestible oligosaccharides production. Enzyme Inhibitors and Activators. InTech. 

BHOWN, A. S. & CLAUDE BENNETT, J. 1983. [40] High-sensitivity sequence analysis of 

proteins recovered from sodium dodecyl sulfate gels. Methods in Enzymology. Academic 

Press. 

BILLS, G. F., GLOER, J. B. & AN, Z. 2013. Coprophilous fungi: antibiotic discovery and 

functions in an underexplored arena of microbial defensive mutualism. Current Opinion in 

Microbiology, 16, 549-565. 

BIRD, A. R., BROWN, I. L. & TOPPING, D. L. 2000. Starches, resistant starches, the gut 

microflora and human health. Current issues in intestinal microbiology, 1, 25-37. 

BONCIU, C. N., CONSTANTIN, O. & BAHRIM, G. 2011. Screening of Biotechnological 

Parameters for Fructofuranosidases Production by a Newly Isolated Fungal Strain Using 

Plackett-Burman Design. Notulae Botanicae Horti Agrobotanici Cluj-Napoca, 39, 271. 

BORNET, F., BROUNS, F., TASHIRO, Y. & DUVILLIER, V. 2002. Nutritional aspects of short-

chain fructooligosaccharides: natural occurrence, chemistry, physiology and health 

implications. Digestive and Liver Disease, 34, S111-S120. 

BOUAYED, J. & BOHN, T. 2010. Exogenous antioxidants—double-edged swords in cellular 

redox state: health beneficial effects at physiologic doses versus deleterious effects at high 

doses. Oxidative medicine and cellular longevity, 3, 228-237. 

BRADFORD, M. M. 1976. A rapid and sensitive method for the quantitation of microgram 

quantities of protein utilizing the principle of protein-dye binding. Analytical Biochemistry, 

72, 248-254. 

BRIDGE, P. D., HUGHES, K. A. & DENTON, J. O. 2008. Association of the coprophilous fungus 

Pirella circinans with an indigenous beetle on the sub-Antarctic Bird Island. Polar Biology, 

31, 657-661. 



148 
 

BROWNAWELL, A. M., CAERS, W., GIBSON, G. R., KENDALL, C. W., LEWIS, K. D., 

RINGEL, Y. & SLAVIN, J. L. 2012. Prebiotics and the health benefits of fiber: current 

regulatory status, future research, and goals. The Journal of nutrition, 142, 962-974. 

BRUMMELEN, J. V. 1967a. A world-monograph of the genera Ascobolus and Saccobolus 

(Ascomycetes, Pezizales), Leiden, Printed by J. J. Green. 

BRUMMELEN, V. J. 1967b. A world-monograph of the genera Ascobolus and Saccobolus 

(Ascomycetes, Pezizales). Persoonia - Supplement, 1, 1 - 260. 

BRÜNE, B. 2003. Nitric oxide: NO apoptosis or turning it ON? Cell death and differentiation, 10, 

864. 

BRUSAFERRO, A., COZZALI, R., ORABONA, C., BISCARINI, A., FARINELLI, E., 

CAVALLI, E., GROHMANN, U., PRINCIPI, N. & ESPOSITO, S. 2018. Is It Time to Use 

Probiotics to Prevent or Treat Obesity? Nutrients, 10, 1613. 

BURNE, R. A., SCHILLING, K., BOWEN, W. & YASBIN, R. E. 1987. Expression, purification, 

and characterization of an exo-beta-D-fructosidase of Streptococcus mutans. Journal of 

bacteriology, 169, 4507-4517. 

CALAÇA, F. J. S. & XAVIER-SANTOS, S. 2016. New records of coprophilous ascomycetes 

(Fungi: Ascomycota) from Brazil and Neotropical Region. Check List, 12, 2009. 

CALAÇA, S., JUNIOR, F., CARVALHO DA SILVA, N. & XAVIER-SANTOS, S. 2014. A 

checklist of coprophilous fungi and other fungi recorded on dung from Brazil. Mycotaxon, 

128, 205-205. 

CANDELA, M., GUIDOTTI, M., FABBRI, A., BRIGIDI, P., FRANCESCHI, C. & 

FIORENTINI, C. 2011. Human intestinal microbiota: cross-talk with the host and its 

potential role in colorectal cancer. Critical reviews in microbiology, 37, 1-14. 

CARETTA, G., PIONTELLI, E., SAVINO, E. & BULGHERONI, A. 1998. Some coprophilous 

fungi from Kenya. Mycopathologia, 142, 125-134. 

CAROCHO, M. & FERREIRA, I. C. 2013. A review on antioxidants, prooxidants and related 

controversy: natural and synthetic compounds, screening and analysis methodologies and 

future perspectives. Food and chemical toxicology, 51, 15-25. 

CASSANI, L., QUINTANA, G., MOREIRA, M. R. & GÓMEZ‐ZAVAGLIA, A. 2018. 

Relationship between carbohydrate composition and fungal deterioration of functional 



149 
 

strawberry juices preserved using non‐thermal treatments. Journal of the Science of Food 

and Agriculture, 98, 3271-3279. 

CASTILLO, B. G., IEZ-MUNICIO, M., GARCIA, S. C., ZACARIAS, G. C., DE LA CRUZ, J. 

C. & MORENO, F. J. 2017. Diversity of Aspergillus isolates and selection of an isolate 

with high-fructofuranosidase activity that is native to the Peruvian coast. African Journal 

of Biotechnology, 16, 1221-1229. 

CATANA, R., ELOY, M., ROCHA, J. R., FERREIRA, B. S., CABRAL, J. M. S. & 

FERNANDES, P. 2007. Stability evaluation of an immobilized enzyme system for inulin 

hydrolysis. Food Chemistry, 101, 260-266. 

CHAMP, M., LANGKILDE, A.-M., BROUNS, F., KETTLITZ, B. & COLLET, Y. L. B. 2003. 

Advances in dietary fibre characterisation. 1. Definition of dietary fibre, physiological 

relevance, health benefits and analytical aspects. Nutrition Research Reviews, 16, 71-82. 

CHAND, T., BANSULI, THAKUR, N., SAVITRI & THAKUR, N. 2017. Invertase of 

Saccharomyces cerevisiae SAA-612: Production, characterization and application in 

synthesis of fructo-oligosaccharides. LWT - Food Science and Technology, 77, 178-185. 

CHANG, W.-C., CHEN, M.-H. & LEE, T.-M. 1999. 2, 3, 5-Triphenyltetrazolium reduction in the 

viability assay of Ulva fasciata (Chlorophyta) in response to salinity stress. Botanical 

Bulletin of Academia Sinica, 40. 

CHEETHAM, P. S. J., HACKING, A. J. & VLITOS, M. 1989. Synthesis of novel disaccharides 

by a newly isolated fructosyl transferase from Bacillus subtilis. Enzyme and Microbial 

Technology, 11, 212-219. 

CHEN, H.-M. & YAN, X.-J. 2005. Antioxidant activities of agaro-oligosaccharides with different 

degrees of polymerization in cell-based system. Biochimica et Biophysica Acta (BBA) - 

General Subjects, 1722, 103-111. 

CHEN, H.-Q., CHEN, X.-M., LI, Y., WANG, J., JIN, Z.-Y., XU, X.-M., ZHAO, J.-W., CHEN, 

T.-X. & XIE, Z.-J. 2009. Purification and characterisation of exo-and endo-inulinase from 

Aspergillus ficuum JNSP5-06. Food Chemistry, 115, 1206-1212. 

CHEN, J.-S., SAXTON, J., HEMMING, F. W. & PEBERDY, J. F. 1996. Purification and partial 

characterization of the high and low molecular weight form (S- and F-form) of invertase 

secreted by Aspergillus nidulans. Biochimica et Biophysica Acta (BBA) - Protein Structure 

and Molecular Enzymology, 1296, 207-218. 



150 
 

CHEN, J., CHEN, X., XU, X., NING, Y., JIN, Z. & TIAN, Y. 2011. Biochemical characterization 

of an intracellular 6G-fructofuranosidase from Xanthophyllomyces dendrorhous and its 

use in production of neo-fructooligosaccharides (neo-FOSs). Bioresource Technology, 

102, 1715-1721. 

CHEN, W.-C. & LIU, C.-H. 1996. Production of β-fructofuranosidase by Aspergillus japonicus. 

Enzyme and Microbial Technology, 18, 153-160. 

CHERBUT, C. 2007. Inulin and oligofructose in the dietary fibre concept. British Journal of 

Nutrition, 87, S159-S162. 

CHI, Z., CHI, Z., ZHANG, T., LIU, G. & YUE, L. 2009a. Inulinase-expressing microorganisms 

and applications of inulinases. Applied Microbiology and Biotechnology, 82, 211-220. 

CHI, Z., WANG, F., CHI, Z., YUE, L., LIU, G. & ZHANG, T. 2009b. Bioproducts from 

Aureobasidium pullulans, a biotechnologically important yeast. Applied microbiology and 

biotechnology, 82, 793-804. 

CHO, Y. J. & YUN, J. W. 2002. Purification and characterization of an endoinulinase from 

Xanthomonas oryzae No.5. Process Biochemistry, 37, 1325-1331. 

CHOUDHARY, S., SINGH, M., SHARMA, D., ATTRI, S., SHARMA, K. & GOEL, G. 2018. 

Principal Component Analysis of Stimulatory Effect of Synbiotic Combination of 

Indigenous Probiotic and Inulin on Antioxidant Activity of Soymilk. Probiotics and 

antimicrobial proteins, 1-7. 

CORREIA, D. M., DIAS, L. G., VELOSO, A. C. A., DIAS, T., ROCHA, I., RODRIGUES, L. R. 

& PERES, A. M. 2014. Dietary Sugars Analysis: Quantification of Fructooligossacharides 

during Fermentation by HPLC-RI Method. Frontiers in Nutrition, 1, 11. 

CORROCHANO, A. R., BUCKIN, V., KELLY, P. M. & GIBLIN, L. 2018. Invited review: Whey 

proteins as antioxidants and promoters of cellular antioxidant pathways. Journal of Dairy 

Science, 101, 4747-4761. 

COUTURIER, M., TANGTHIRASUNUN, N., NING, X., BRUN, S., GAUTIER, V., BENNATI-

GRANIER, C., SILAR, P. & BERRIN, J.-G. 2016. Plant biomass degrading ability of the 

coprophilic ascomycete fungus Podospora anserina. Biotechnology Advances, 34, 976-983. 

CRITTENDEN, R. & PLAYNE, M. 2002. Purification of food-grade oligosaccharides using 

immobilised cells of Zymomonas mobilis. Applied Microbiology and Biotechnology, 58, 

297-302. 



151 
 

CRITTENDEN, R. G. & PLAYNE, M. J. 1996. Production, properties and applications of food-

grade oligosaccharides. Trends in Food Science & Technology, 7, 353-361. 

CUESTA, G., SUAREZ, N., BESSIO, M. I., FERREIRA, F. & MASSALDI, H. 2003. 

Quantitative determination of pneumococcal capsular polysaccharide serotype 14 using a 

modification of phenol–sulfuric acid method. Journal of Microbiological Methods, 52, 69-

73. 

CUMMINGS, J. H. & MACFARLANE, G. T. 2007. Gastrointestinal effects of prebiotics. British 

Journal of Nutrition, 87, S145-S151. 

CZARNOCKA, W. & KARPIŃSKI, S. 2018. Friend or foe? Reactive oxygen species production, 

scavenging and signaling in plant response to environmental stresses. Free Radical Biology 

and Medicine. 

DAHECH, I., BELGHITH, K. S., BELGHITH, H. & MEJDOUB, H. 2012. Partial purification of 

a Bacillus licheniformis levansucrase producing levan with antitumor activity. 

International Journal of Biological Macromolecules, 51, 329-335. 

DAS, K. & ROYCHOUDHURY, A. 2014. Reactive oxygen species (ROS) and response of 

antioxidants as ROS-scavengers during environmental stress in plants. Frontiers in 

Environmental Science, 2, 53. 

DAVE, R. 2009. In vitro models for antioxidant activity evaluation and some medicinal plants 

possessing antioxidant properties: An overview. African Journal of Microbiology 

Research, 3, 981-996. 

DE ALMEIDA, M. N., GUIMARÃES, V. M., FALKOSKI, D. L., DE CAMARGO, B. R., 

FONTES‐SANT'ANA, G. C., MAITAN‐ALFENAS, G. P. & DE REZENDE, S. T. 2018. 

Purification and characterization of an invertase and a transfructosylase from Aspergillus 

terreus. Journal of Food Biochemistry, e12551. 

DE BEER, D., JOUBERT, E., GELDERBLOM, W. & MANLEY, M. 2017. Phenolic compounds: 

a review of their possible role as in vivo antioxidants of wine. South African Journal of 

Enology and Viticulture, 23, 48-61. 

DE FRANCISCO, L., PINTO, D., ROSSETO, H., TOLEDO, L., SANTOS, R., TOBALDINI-

VALÉRIO, F., SVIDZINSKI, T., BRUSCHI, M., SARMENTO, B. & OLIVEIRA, M. B. 

P. 2018. Evaluation of radical scavenging activity, intestinal cell viability and antifungal 

activity of Brazilian propolis by-product. Food Research International, 105, 537-547. 



152 
 

DE OLIVEIRA KUHN, G., ROSA, C. D., SILVA, M. F., TREICHEL, H., DE OLIVEIRA, D. & 

OLIVEIRA, J. V. 2013. Synthesis of Fructooligosaccharides from Aspergillus niger 

Commercial Inulinase Immobilized in Montmorillonite Pretreated in Pressurized Propane 

and LPG. Applied Biochemistry and Biotechnology, 169, 750-760. 

DE SOUZA, C. A. F., LIMA, D. X., GURGEL, L. M. & DE AZEVEDO, A. L. C. M. 2017. 

Coprophilous Mucorales (ex Zygomycota) from three areas in the semi-arid of 

Pernambuco, Brazil. Brazilian Journal of Microbiology, 48, 79-86. 

DEFELICE, S. 1992. The nutraceutical initiative: a recommendation for US Economic and 

regulatory reforms. Genetic engineering news (USA). 

DEFELICE, S. L. 1995. The nutraceutical revolution: its impact on food industry R&D. Trends in 

Food Science & Technology, 6, 59-61. 

DEFEUDIS, F. V., PAPADOPOULOS, V. & DRIEU, K. 2003. Ginkgo biloba extracts and cancer: 

a research area in its infancy. Fundamental & clinical pharmacology, 17, 405-417. 

DELZENNE, N. M., DAUBIOUL, C., NEYRINCK, A., LASA, M. & TAPER, H. S. 2007. Inulin 

and oligofructose modulate lipid metabolism in animals: review of biochemical events and 

future prospects. British Journal of Nutrition, 87, S255-S259. 

DHAKE, A. & PATIL, M. 2007. Effect of substrate feeding on production of fructosyltransferase 

by Penicillium purpurogenum. Brazilian Journal of Microbiology, 38, 194-199. 

DÍAZ, E. G., CATANA, R., FERREIRA, B. S., LUQUE, S., FERNANDES, P. & CABRAL, J. 

M. 2006. Towards the development of a membrane reactor for enzymatic inulin hydrolysis. 

Journal of Membrane Science, 273, 152-158. 

DINARVAND, M., REZAEE, M. & FOROUGHI, M. 2017. Optimizing culture conditions for 

production of intra and extracellular inulinase and invertase from Aspergillus niger ATCC 

20611 by response surface methodology (RSM). Brazilian Journal of Microbiology, 48, 

427-441. 

DIX, N. J. 2012. Fungal ecology, Springer Science & Business Media. 

DO PRADO, D. Z., CAPOVILLE, B. L., DELGADO, C. H. O., HELIODORO, J. C. A., 

PIVETTA, M. R., PEREIRA, M. S., ZANUTTO, M. R., NOVELLI, P. K., FRANCISCO, 

V. C. B. & FLEURI, L. F. 2018. Chapter 4 - Nutraceutical Food: Composition, 

Biosynthesis, Therapeutic Properties, and Applications. Alternative and Replacement 

Foods. Academic Press. 



153 
 

DOMINGUEZ, A., NOBRE, C., RODRIGUES, L. R., PERES, A. M., TORRES, D., ROCHA, I., 

LIMA, N. & TEIXEIRA, J. 2012. New improved method for fructooligosaccharides 

production by Aureobasidium pullulans. Carbohydrate Polymers, 89, 1174-1179. 

DOMINGUEZ, A., SANTOS, I. M., TEIXEIRA, J. A. & LIMA, N. 2006a. New and simple plate 

test for screening relative transfructosylation activity of fungi. Revista iberoamericana de 

micología, 23, 189-191. 

DOMINGUEZ, A., SANTOS, I. M., TEIXEIRA, J. A. & LIMA, N. 2006b. New and simple plate 

test for screening relative transfructosylation activity of fungi. 

DOMINGUEZ, A. L., RODRIGUES, L. R., LIMA, N. M. & TEIXEIRA, J. A. 2014. An Overview 

of the Recent Developments on Fructooligosaccharide Production and Applications. Food 

and Bioprocess Technology, 7, 324-337. 

DOVERI, F. 2011. Additions to “Fungi Fimicoli Italici”: An update on the occurrence of 

coprophilous Basidiomycetes and Ascomycetes in Italy with new records and descriptions. 

Mycosphere, 2, 331-427. 

DOVERI, F. 2014. An update on the genera Ascobolus and Saccobolus with keys and descriptions 

of three coprophilous species, new to Italy. Mycosphere, 5, 86-135. 

DOWD, J. E. & RIGGS, D. S. 1965. A comparison of estimates of Michaelis-Menten kinetic 

constants from various linear transformations. J. biol. Chem, 240, 863-869. 

DRENT, W. J., LAHPOR, G. A., WIEGANT, W. M. & GOTTSCHAL, J. C. 1991. Fermentation 

of inulin by Clostridium thermosuccinogenes sp. nov., a thermophilic anaerobic bacterium 

isolated from various habitats. Applied and environmental microbiology, 57, 455-462. 

DUBOIS, M., GILLES, K. A., HAMILTON, J. K., REBERS, P. T. & SMITH, F. 1956. 

Colorimetric method for determination of sugars and related substances. Analytical 

chemistry, 28, 350-356. 

DURIEUX, A., FOUGNIES, C., JACOBS, H. & SIMON, J.-P. 2001. Metabolism of chicory 

fructooligosaccharides by bifidobacteria. Biotechnology Letters, 23, 1523-1527. 

EBERSOHN, C. & EICKER, A. 1992. Coprophilous fungal species composition and species 

diversity on various dung substrates of African game animals. Botanical Bulletin of 

Academia Sinica, 33, 85-95. 



154 
 

EBERSOHN, C. & EICKER, A. 1997. Determination of the coprophilous fungal fruit body 

successional phases and the delimitation of species association classes on dung substrates 

of African game animals. Botanical Bulletin of Academia Sinica, 38. 

EL-NAGGAR, N. E.-A., METWALLY, E., EL-TANASH, A. & SHERIEF, A. 2014. Screening 

of Inulinolytic Potentialities of some Fungi Isolated from Egyptian Soil. Biotechnology, 

13, 152. 

ELIASSON, U. 2013. Coprophilous myxomycetes: Recent advances and future research 

directions. Fungal Diversity, 59, 85-90. 

EMBONG, Z., HITAM, W. H. W., YEAN, C. Y., RASHID, N. H. A., KAMARUDIN, B., 

ABIDIN, S. K. Z., OSMAN, S., ZAINUDDIN, Z. F. & RAVICHANDRAN, M. 2008. 

Specific detection of fungal pathogens by 18S rRNA gene PCR in microbial keratitis. BMC 

ophthalmology, 8, 1. 

ENDE, W. & LAERE, A. 1993. Purification and properties of an invertase with sucrose: sucrose 

fructosyltransferase (SST) activity from the roots of Cichorium intybus L. New phytologist, 

123, 31-37. 

ETTALIBI, M. & BARATTI, J. C. 1987. Purification, properties and comparison of invertase, 

exoinulinases and endoinulinases of Aspergillus ficuum. Applied Microbiology and 

Biotechnology, 26, 13-20. 

FANG, Y.-Z., YANG, S. & WU, G. 2002. Free radicals, antioxidants, and nutrition. Nutrition, 18, 

872-879. 

FARID, M. A.-F. M., KAMEL, Z., ELSAYED, E. A. & EL-DEEN, A. M. N. 2015. Optimization 

of Medium Composition and Cultivation Parameters for Fructosyltransferase Production 

by Penicillium aurantiogriseum AUMC 5605. Journal of Applied Biological Chemistry, 

58, 209-218. 

FAROUQ, A. A., ABDULLAH, D. K., HOOI-LING, F., ABDULLAH, N. & MALAYSIA, S. S. 

2012. Isolation and characterization of coprophilous cellulolytic fungi from Asian elephant 

(Elephas maximus) dung. Journal of Biology, Agriculture and Healthcare, 2, 44-51. 

FEIZI, T., FAZIO, F., CHAI, W. & WONG, C.-H. 2003. Carbohydrate microarrays—a new set of 

technologies at the frontiers of glycomics. Current opinion in structural biology, 13, 637-

645. 



155 
 

FEMIA, A. P., LUCERI, C., DOLARA, P., GIANNINI, A., BIGGERI, A., SALVADORI, M., 

CLUNE, Y., COLLINS, K. J., PAGLIERANI, M. & CADERNI, G. 2002. Antitumorigenic 

activity of the prebiotic inulin enriched with oligofructose in combination with the 

probiotics Lactobacillus rhamnosus and Bifidobacterium lactis on azoxymethane-induced 

colon carcinogenesis in rats. Carcinogenesis, 23, 1953-1960. 

FERNANDES, M. & JIANG, B. 2013. Fungal Inulinases as Potential Enzymes for Application in 

the Food Industry. Food Science and Technology, 5, 1031-1042. 

FERNANDES, M. L. P., JORGE, J. A. & GUIMARÃES, L. H. S. 2018. Characterization of an 

extracellular β‐d‐fructofuranosidase produced by Aspergillus niveus during solid‐state 

fermentation (SSF) of cassava husk. Journal of Food Biochemistry, 42, e12443. 

FERNANDES, V., ROSA, M. & JIANG, B. 2013. Fungal inulinases as potential enzymes for 

application in the food industry. Food Science and Technology, 5, 1031-1042. 

FERNANDEZ, R. C., MARESMA, B. G., JUAREZ, A. & MARTINEZ, J. 2003. Production of 

fructooligosaccharides by β-fructofuranosidase from Aspergillus sp. 27 H. J Chem Technol 

Biotechnol, 79. 

FERNÁNDEZ, R. C., MARESMA, B. G., JUÁREZ, A. & MARTÍNEZ, J. 2004. Production of 

fructooligosaccharides by β‐fructofuranosidase from Aspergillus sp 27H. Journal of 

Chemical Technology & Biotechnology: International Research in Process, 

Environmental & Clean Technology, 79, 268-272. 

FERNANDEZ, R. C., OTTONI, C. A., DA SILVA, E. S., MATSUBARA, R. M. S., CARTER, J. 

M., MAGOSSI, L. R., WADA, M. A. A., DE ANDRADE RODRIGUES, M. F., 

MARESMA, B. G. & MAIORANO, A. E. 2007. Screening of β-fructofuranosidase-

producing microorganisms and effect of pH and temperature on enzymatic rate. Applied 

Microbiology and Biotechnology, 75, 87-93. 

FERRER, C., COLOM, F., FRASÉS, S., MULET, E., ABAD, J. L. & ALIÓ, J. L. 2001. Detection 

and identification of fungal pathogens by PCR and by ITS2 and 5.8 S ribosomal DNA 

typing in ocular infections. Journal of clinical microbiology, 39, 2873-2879. 

FERRERES, F., GIL-IZQUIERDO, A., VINHOLES, J., SILVA, S. T., VALENTÃO, P. & 

ANDRADE, P. B. 2012. Bauhinia forficata Link authenticity using flavonoids profile: 

Relation with their biological properties. Food Chemistry, 134, 894-904. 



156 
 

FINKEL, T. & HOLBROOK, N. J. 2000. Oxidants, oxidative stress and the biology of ageing. 

Nature, 408, 239. 

FISCHER, M., COX, J., DAVIS, D. J., WAGNER, A., TAYLOR, R., HUERTA, A. J. & MONEY, 

N. P. 2004. New information on the mechanism of forcible ascospore discharge from 

Ascobolus immersus. Fungal Genetics and Biology, 41, 698-707. 

FLAMM, G., GLINSMANN, W., KRITCHEVSKY, D., PROSKY, L. & ROBERFROID, M. 

2001a. Inulin and oligofructose as dietary fiber: a review of the evidence. Crit Rev Food 

Sci Nutr, 41. 

FLAMM, G., GLINSMANN, W., KRITCHEVSKY, D., PROSKY, L. & ROBERFROID, M. 

2001b. Inulin and oligofructose as dietary fiber: a review of the evidence. Critical reviews 

in food science and nutrition, 41, 353-362. 

FREITAS, K. D. C., AMANCIO, O. M. S. & DE MORAIS, M. B. 2011. High-performance inulin 

and oligofructose prebiotics increase the intestinal absorption of iron in rats with iron 

deficiency anaemia during the growth phase. British Journal of Nutrition, 108, 1008-1016. 

FUENTES-ALVENTOSA, J. M., JARAMILLO-CARMONA, S., RODRÍGUEZ-GUTIÉRREZ, 

G., RODRÍGUEZ-ARCOS, R., FERNÁNDEZ-BOLAÑOS, J., GUILLÉN-BEJARANO, 

R., ESPEJO-CALVO, J. A. & JIMÉNEZ-ARAUJO, A. 2009. Effect of the extraction 

method on phytochemical composition and antioxidant activity of high dietary fibre 

powders obtained from asparagus by-products. Food Chemistry, 116, 484-490. 

FUJISHIMA, M., SAKAI, H., UENO, K., TAKAHASHI, N., ONODERA, S., BENKEBLIA, N. 

& SHIOMI, N. 2005. Purification and characterization of a fructosyltransferase from onion 

bulbs and its key role in the synthesis of fructo‐oligosaccharides in vivo. New phytologist, 

165, 513-524. 

GALANO, A., TAN, D.-X. & REITER, R. J. 2018. Melatonin: A versatile protector against 

oxidative DNA damage. Molecules, 23, 530. 

GANAIE, M. A. & GUPTA, U. S. 2014. Recycling of cell culture and efficient release of 

intracellular fructosyltransferase by ultrasonication for the production of 

fructooligosaccharides. Carbohydrate polymers, 110, 253-258. 

GANAIE, M. A., GUPTA, U. S. & KANGO, N. 2013. Screening of biocatalysts for transformation 

of sucrose to fructooligosaccharides. Journal of Molecular Catalysis B: Enzymatic, 97, 12-

17. 



157 
 

GANAIE, M. A., LATEEF, A. & GUPTA, U. S. 2014. Enzymatic Trends of 

Fructooligosaccharides Production by Microorganisms. Applied Biochemistry and 

Biotechnology, 172, 2143-2159. 

GANAJE, M. A., LATEEF, A. & GUPTA, U. S. 2014. Enzymatic trends of fructooligosaccharides 

production by microorganisms. Appl Biotechnol, 172. 

GAO, L., CHI, Z., SHENG, J., NI, X. & WANG, L. 2007. Single-cell protein production from 

Jerusalem artichoke extract by a recently isolated marine yeast Cryptococcus aureus G7a 

and its nutritive analysis. Applied microbiology and biotechnology, 77, 825-832. 

GARETH JONES, E. B. 2006. Form and function of fungal spore appendages. Mycoscience, 47, 

167-183. 

GEARRY, R. B., IRVING, P. M., BARRETT, J. S., NATHAN, D. M., SHEPHERD, S. J. & 

GIBSON, P. R. 2009. Reduction of dietary poorly absorbed short-chain carbohydrates 

(FODMAPs) improves abdominal symptoms in patients with inflammatory bowel 

disease—a pilot study. Journal of Crohn's and Colitis, 3, 8-14. 

GHAZALA, I., HADDAR, A., ROMDHANE, M. B. & ELLOUZ-CHAANOUNI, S. 2016. 

Screening and Molecular Identification of New Microbial Strains for Production of 

Enzymes of Biotechnological Interest. Brazilian Archives of Biology and Technology, 59. 

GHAZI, I., DE SEGURA, A. G., FERNÁNDEZ-ARROJO, L., ALCALDE, M., YATES, M., 

ROJAS-CERVANTES, M. L., PLOU, F. J. & BALLESTEROS, A. 2005. Immobilisation 

of fructosyltransferase from Aspergillus aculeatus on epoxy-activated Sepabeads EC for 

the synthesis of fructo-oligosaccharides. Journal of Molecular Catalysis B: Enzymatic, 35, 

19-27. 

GHAZI, I., FERNANDEZ-ARROJO, L., GARCIA-ARELLANO, H., FERRER, M., 

BALLESTEROS, A. & PLOU, F. J. 2007. Purification and kinetic characterization of a 

fructosyltransferase from Aspergillus aculeatus. Journal of Biotechnology, 128, 204-211. 

GIBSON, G. R. 1999. Dietary modulation of the human gut microflora using the prebiotics 

oligofructose and inulin. The Journal of nutrition, 129, 1438S-1441S. 

GIBSON, G. R., PROBERT, H. M., VAN LOO, J., RASTALL, R. A. & ROBERFROID, M. B. 

2004. Dietary modulation of the human colonic microbiota: updating the concept of 

prebiotics. Nutrition research reviews, 17, 259-275. 



158 
 

GIBSON, G. R., RASTALL, R. A. & ROBERFROID, M. B. 1999. Prebiotics. Colonic microbiota, 

nutrition and health. Springer. 

GIBSON, G. R. & ROBERFROID, M. B. 1995. Dietary modulation of the human colonic 

microbiota: introducing the concept of prebiotics. The Journal of nutrition, 125, 1401. 

GIBSON, G. R., SCOTT, K. P., RASTALL, R. A., TUOHY, K. M., HOTCHKISS, A., DUBERT-

FERRANDON, A., GAREAU, M., MURPHY, E. F., SAULNIER, D. & LOH, G. 2010. 

Dietary prebiotics: current status and new definition. Food Sci Technol Bull Funct Foods, 

7, 1-19. 

GILL, P. K., MANHAS, R. K., SINGH, J. & SINGH, P. 2004. Purification and characterization 

of an exoinulinase from Aspergillus fumigatus. Applied Biochemistry and Biotechnology, 

117, 19-32. 

GIRALDO, M. A., DA SILVA, T. M., SALVATO, F., TERENZI, H. F., JORGE, J. A. & 

GUIMARAES, L. H. S. 2012. Thermostable invertases from Paecylomyces variotii 

produced under submerged and solid-state fermentation using agroindustrial residues. 

World Journal of Microbiology and Biotechnology, 28, 463-472. 

GIRALDO, M. A., GONÇALVES, H. B., FURRIEL, R. D. P. M., JORGE, J. A. & GUIMARÃES, 

L. H. S. 2014. Characterization of the co-purified invertase and β-glucosidase of a 

multifunctional extract from Aspergillus terreus. World Journal of Microbiology and 

Biotechnology, 30, 1501-1510. 

GLENN, G. & ROBERFROID, M. 1995. Dietary modulation of the human colonic microbiota: 

introducing the concept of prebiotics. J. nutr, 125, 1401-1412. 

GOLDBERG, I. 2012. Functional foods: designer foods, pharmafoods, nutraceuticals, Springer 

Science & Business Media. 

GONÇALVES, H. B., JORGE, J. A. & GUIMARÃES, L. H. S. 2016. Production and 

Characterization of an Extracellular β‐d‐Fructofuranosidase from Fusarium Graminearum 

During Solid‐State Fermentation Using Wheat Bran as a Carbon Source. Journal of Food 

Biochemistry, 40, 655-663. 

GOULAS, A., TZORTZIS, G. & GIBSON, G. R. 2007. Development of a process for the 

production and purification of α- and β-galactooligosaccharides from Bifidobacterium 

bifidum NCIMB 41171. International Dairy Journal, 17, 648-656. 



159 
 

GUERREIRO, I., COUTO, A., MACHADO, M., CASTRO, C., POUSÃO-FERREIRA, P., 

OLIVA-TELES, A. & ENES, P. 2016. Prebiotics effect on immune and hepatic oxidative 

status and gut morphology of white sea bream (Diplodus sargus). Fish & Shellfish 

Immunology, 50, 168-174. 

GUIMARÃES, L. H. S., PEIXOTO-NOGUEIRA, S. C., MICHELIN, M., RIZZATTI, A. C. S., 

SANDRIM, V. C., ZANOELO, F. F., AQUINO, A. C. M., JUNIOR, A. B. & POLIZELI, 

M. D. L. 2006. Screening of filamentous fungi for production of enzymes of 

biotechnological interest. Brazilian Journal of Microbiology, 37, 474-480. 

GUIMARÃES, L. H. S., TERENZI, H. F., POLIZELI, M. D. L. T. D. M. & JORGE, J. A. 2007. 

Production and characterization of a thermostable extracellular β-d-fructofuranosidase 

produced by Aspergillus ochraceus with agroindustrial residues as carbon sources. Enzyme 

and Microbial Technology, 42, 52-57. 

GUÍO, F., RODRÍGUEZ, M. A., ALMÉCIGA-DIAZ, C. J. & SÁNCHEZ, O. F. 2009. Recent 

trends in fructooligosaccharides production. Recent patents on food, nutrition & 

agriculture, 1, 221-230. 

GUJAR, V. V., FUKE, P., KHARDENAVIS, A. A. & PUROHIT, H. J. 2018. Annotation and de 

novo sequence characterization of extracellular β-fructofuranosidase from Penicillium 

chrysogenum strain HKF42. Indian journal of microbiology, 58, 227-233. 

GUO, C., YANG, J., WEI, J., LI, Y., XU, J. & JIANG, Y. 2003. Antioxidant activities of peel, 

pulp and seed fractions of common fruits as determined by FRAP assay. Nutrition 

research, 23, 1719-1726. 

GUO, W., YANG, H., QIANG, S., FAN, Y., SHEN, W. & CHEN, X. 2016. Overproduction, 

purification, and property analysis of an extracellular recombinant fructosyltransferase. 

European Food Research and Technology, 242, 1159-1168. 

GUPTA, C. & PRAKASH, D. 2017. Microbes as a Source for the Production of Food Ingredients. 

Microbial Functional Foods and Nutraceuticals, 123. 

GUPTA, K. K., ANEJA, K. R. & RANA, D. 2016. Current status of cow dung as a bioresource 

for sustainable development. Bioresources and Bioprocessing, 3, 28. 

HAN, W.-C., BYUN, S.-H., KIM, M.-H., SOHN, E. H., LIM, J. D., UM, B. H., KIM, C. H., 

KANG, S. A. & JANG, K.-H. 2009. Production of lactosucrose from sucrose and lactose 

by a levansucrase from Zymomonas mobilis. J Microbiol Biotechnol, 19, 1153-1160. 



160 
 

HANG, Y., WOODAMS, E. & JANG, K. 1995. Enzymatic conversion of sucrose to kestose by 

fungal extracellular fructosyltransferase. Biotechnology letters, 17, 295-298. 

HARPER, J. E. & WEBSTER, J. 1964. An experimental analysis of the coprophilous fungus 

succession. Transactions of the British Mycological Society, 47, 511-530. 

HARROWER, K. M. & NAGY, L. A. 1979. Effects of nutrients and water stress on growth and 

sporulation of coprophilous fungi. Transactions of the British Mycological Society, 72, 

459-462. 

HASLER, C. M. 1996. Functional foods: the western perspective. Nutrition Reviews, 54, S6-S10. 

HAYASHI, S., MATSUZAKI, K., TAKASAKI, Y., UENO, H. & IMADA, K. 1992. Purification 

and properties ofβ-fructofuranosidase fromAspergillus japonicus. World Journal of 

Microbiology and Biotechnology, 8, 276-279. 

HAYASHI, S., YOSHIYAMA, T., FUJII, N. & SHINOHARA, S. 2000. Production of a novel 

syrup containing neofructo-oligosaccharides by the cells of Penicillium citrinum. 

Biotechnology Letters, 22, 1465-1469. 

HE, M., WU, D., WU, J. & CHEN, J. 2014. Enhanced expression of endoinulinase from 

Aspergillus niger by codon optimization in Pichia pastoris and its application in 

inulooligosaccharide production. Journal of Industrial Microbiology & Biotechnology, 41, 

105-114. 

HERNALSTEENS, S. & MAUGERI, F. 2008. Purification and characterisation of a 

fructosyltransferase from Rhodotorula sp. Applied microbiology and biotechnology, 79, 

589. 

HERNALSTEENS, S. & MAUGERI, F. 2010a. Partial Purification and Characterization of 

Extracellular Fructofuranosidase with Transfructosylating Activity from Candida sp. Food 

and Bioprocess Technology, 3, 568-576. 

HERNALSTEENS, S. & MAUGERI, F. 2010b. Synthesis of fructooligosaccharides using 

extracellular enzymes from Rhodotorula sp. Journal of food biochemistry, 34, 520-534. 

HERNÁNDEZ, L., MENÉNDEZ, C., PÉREZ, E. R., MARTÍNEZ, D., ALFONSO, D., 

TRUJILLO, L. E., RAMÍREZ, R., SOBRINO, A., MAZOLA, Y., MUSACCHIO, A. & 

PIMENTEL, E. 2018. Fructooligosaccharides production by Schedonorus arundinaceus 

sucrose:sucrose 1-fructosyltransferase constitutively expressed to high levels in Pichia 

pastoris. Journal of Biotechnology, 266, 59-71. 



161 
 

HIDAKA, H., HIRAYAMA, M. & NAOMI, S. 1988a. A fructooligosaccharide-producing enzyme 

from Aspergillus niger ATCC 20611. Agricultural and Biological Chemistry, 52, 1181-

1187. 

HIDAKA, H., HIRAYAMA, M. & SUMI, N. 1988b. A fructooligosaccharide-producing enzyme 

from Aspergillus niger ATCC 20611. Agricultural and Biological Chemistry, 52, 1181-

1187. 

HIRAYAMA, M., SUMI, N. & HIDAKA, H. 1989. Purification and properties of a 

fructooligosaccharide-producing β-fructofuranosidase from Aspergillus niger ATCC 

20611. Agricultural and Biological Chemistry, 53, 667-673. 

HOFSETH, L. J. 2008. Nitric oxide as a target of complementary and alternative medicines to 

prevent and treat inflammation and cancer. Cancer letters, 268, 10-30. 

HOU, Y., DING, X. & HOU, W. 2015. Composition and antioxidant activity of water-soluble 

oligosaccharides from Hericium erinaceus. Molecular medicine reports, 11, 3794-3799. 

HUANG, M.-P., WU, M., XU, Q.-S., MO, D.-J. & FENG, J.-X. 2016. Highly Efficient Synthesis 

of Fructooligosaccharides by Extracellular Fructooligosaccharide-Producing Enzymes and 

Immobilized Cells of Aspergillus aculeatus M105 and Purification and Biochemical 

Characterization of a Fructosyltransferase from the Fungus. Journal of Agricultural and 

Food Chemistry, 64, 6425-6432. 

HUGHES, S. R., QURESHI, N., LÓPEZ-NÚÑEZ, J. C., JONES, M. A., JARODSKY, J. M., 

GALINDO-LEVA, L. Á. & LINDQUIST, M. R. 2017. Utilization of inulin-containing 

waste in industrial fermentations to produce biofuels and bio-based chemicals. World 

Journal of Microbiology and Biotechnology, 33, 78. 

HUSSAIN, S. P., HOFSETH, L. J. & HARRIS, C. C. 2003. Radical causes of cancer. Nature 

Reviews Cancer, 3, 276. 

HUYUT, Z., BEYDEMIR, Ş. & GÜLÇIN, İ. 2017. Antioxidant and Antiradical Properties of 

Selected Flavonoids and Phenolic Compounds. Biochemistry research international, 2017. 

IKEHATA, K. & BUCHANAN, I. 2002. Screening of Coprinus species for the production of 

extracellular peroxidase and evaluation of the enzyme for the treatment of aqueous phenol. 

Environmental technology, 23, 1355-1367. 



162 
 

IKEHATA, K., BUCHANAN, I. D. & SMITH, D. W. 2004. Recent developments in the 

production of extracellular fungal peroxidases and laccases for waste treatment. Journal of 

Environmental Engineering and Science, 3, 1-19. 

IMAIZUMI, K., NAKATSU, Y., SATO, M., SEDARNAWATI, Y. & SUGANO, M. 1991. 

Effects of xylooligosaccharides on blood glucose, serum and liver lipids and cecum short-

chain fatty acids in diabetic rats. Agricultural and Biological Chemistry, 55, 199-205. 

INGOLD, C. T. 1953. Dispersal in fungi, Clarendon Press; London. 

JACQUES, N. A. 1999. Purification and enzymic properties of the fructosyltransferase of 

Streptococcus salivarius ATCC 25975. Biochemical Journal, 341, 285-291. 

JAHANGEER, S., KHAN, N., JAHANGEER, S., SOHAIL, M., SHAHZAD, S., AHMAD, A. & 

KHAN, S. A. 2005. Screening and characterization of fungal cellulases isolated from the 

native environmental source. Pakistan journal of botany, 37, 739. 

JEZA, S., MASEKO, S. & LIN, J. 2018. Purification and characterization of exo-inulinase from 

Paenibacillus sp. d9 strain. The protein journal, 37, 70-81. 

JING, W., ZHENGYU, J., BO, J. & AUGUSTINE, A. 2003a. Production and separation of exo- 

and endoinulinase from Aspergillus ficuum. Process Biochemistry, 39, 5-11. 

JING, W., ZHENGYU, J., BO, J. & XUEMING, X. 2003b. Separation and Identification of Exo- 

and Endoinulinase from Aspergillus ficuum. Current Microbiology, 47, 0109-0112. 

JING, W., ZHENGYU, J., BO, J. & XUEMING, X. 2003c. Separation and identification of exo-

and endoinulinase from Aspergillus ficuum. Current microbiology, 47, 0109-0112. 

JOHNSON, C. N., RULE, S., HABERLE, S. G., TURNEY, C. S. M., KERSHAW, A. P. & 

BROOK, B. W. 2015. Using dung fungi to interpret decline and extinction 

of megaherbivores: problems and solutions. Quaternary Science Reviews, 110, 107-113. 

JOSHI, C. N., JAIN, S. K. & MURTHY, P. S. R. 2004. An optimized triphenyltetrazolium chloride 

method for identification of cerebral infarcts. Brain Research Protocols, 13, 11-17. 

KAILEMIA, M. J., RUHAAK, L. R., LEBRILLA, C. B. & AMSTER, I. J. 2014. Oligosaccharide 

Analysis By Mass Spectrometry: A Review Of Recent Developments. Analytical 

chemistry, 86, 196-212. 

KALIL, S. J., SUZAN, R., MAUGERI, F. & RODRIGUES, M. I. 2001. Optimization of inulinase 

production by Kluyveromyces marxianus using factorial design. Applied Biochemistry and 

Biotechnology, 94, 257-264. 



163 
 

KALRA, E. K. 2003. Nutraceutical-definition and introduction. Aaps Pharmsci, 5, 27-28. 

KALYANI NAIR, K., KHARB, S. & THOMPKINSON, D. 2010. Inulin dietary fiber with 

functional and health attributes—a review. Food Reviews International, 26, 189-203. 

KANGO, N. & JAIN, S. C. 2011. Production and properties of microbial inulinases: recent 

advances. Food Biotechnology, 25, 165-212. 

KAPRASOB, R., KERDCHOECHUEN, O., LAOHAKUNJIT, N. & SOMBOONPANYAKUL, 

P. 2018a. B vitamins and prebiotic fructooligosaccharides of cashew apple fermented with 

probiotic strains Lactobacillus spp., Leuconostoc mesenteroides and Bifidobacterium 

longum. Process Biochemistry. 

KAPRASOB, R., KERDCHOECHUEN, O., LAOHAKUNJIT, N. & SOMBOONPANYAKUL, 

P. 2018b. B vitamins and prebiotic fructooligosaccharides of cashew apple fermented with 

probiotic strains Lactobacillus spp., Leuconostoc mesenteroides and Bifidobacterium 

longum. Process Biochemistry, 70, 9-19. 

KASHYAP, R., PALAI, T. & BHATTACHARYA, P. K. 2015. Kinetics and model development 

for enzymatic synthesis of fructo-oligosaccharides using fructosyltransferase. Bioprocess 

and Biosystems Engineering, 38, 2417-2426. 

KATAPODIS, P., KALOGERIS, E., KEKOS, D., MACRIS, B. J. & CHRISTAKOPOULOS, P. 

2003. Production of β-Fructofuranosidase from Sporotrichum thermophile and Its 

Application in the Synthesis of Fructooligosaccharides. Food biotechnology, 17, 1-14. 

KAWEE-AI, A., RITTHIBUT, N., MANASSA, A., MOUKAMNERD, C., LAOKULDILOK, T., 

SURAWANG, S., WANGTUEAI, S., PHIMOLSIRIPOL, Y., REGENSTEIN, J. M. & 

SEESURIYACHAN, P. 2018. Optimization of simultaneously enzymatic fructo-and inulo-

oligosaccharides production using co-substrates of sucrose and inulin from Jerusalem 

artichoke. Preparative Biochemistry and Biotechnology. 

KELLETT, M. E., GREENSPAN, P. & PEGG, R. B. 2018. Modification of the cellular antioxidant 

activity (CAA) assay to study phenolic antioxidants in a Caco-2 cell line. Food Chemistry, 

244, 359-363. 

KERRY, R. G., PATRA, J. K., GOUDA, S., PARK, Y., SHIN, H.-S. & DAS, G. 2018. 

Benefaction of probiotics for human health: A review. Journal of food and drug analysis. 



164 
 

KETO, K., ARAKI, T., KITAMURA, T., MORITA, N., MOORI, M. & SUZUKI, Y. 1999. 

Purification and Properties of a Thermostable Inulinase (β‐d‐Fructan Fructohydrolase) 

from Bacillus stearothermophilus KP1289. Starch‐Stärke, 51, 253-258. 

KHODAEI, N. & KARBOUNE, S. 2016. Enzymatic generation of galactose-rich 

oligosaccharides/oligomers from potato rhamnogalacturonan I pectic polysaccharides. 

Food Chemistry, 197, 406-414. 

KHODAEI, N. & KARBOUNE, S. 2018. Optimization of enzymatic production of prebiotic 

galacto/galacto(arabino)-oligosaccharides and oligomers from potato rhamnogalacturonan 

I. Carbohydrate Polymers, 181, 1153-1159. 

KHUENPET, K., JITTANIT, W., SIRISANSANEEYAKUL, S. & SRICHAMNONG, W. 2017. 

Inulin Powder Production from Jerusalem Artichoke (Helianthus tuberosus L.) Tuber 

Powder and Its Application to Commercial Food Products. Journal of Food Processing 

and Preservation, 41. 

KIRK, O., BORCHERT, T. V. & FUGLSANG, C. C. 2002. Industrial enzyme applications. 

Current opinion in biotechnology, 13, 345-351. 

KLIBANOV, A. M. 1997. Why are enzymes less active in organic solvents than in water? Trends 

in biotechnology, 15, 97-101. 

KOCHHAR, A., GUPTA, A. K. & KAUR, N. 1999. Purification and immobilisation of inulinase 

from Aspergillus candidus for producing fructose. Journal of the Science of Food and 

Agriculture, 79, 549-554. 

KOK, N., ROBERFROID, M., ROBERT, A. & DELZENNE, N. 1996. Involvement of lipogenesis 

in the lower VLDL secretion induced by oligofructose in rats. British Journal of Nutrition, 

76, 881-890. 

KOOPS, A. J. & JONKER, H. H. 1996. purification and characterization of the enzymes of fructan 

biosynthesis in tubers of Helianthus tuberosus Colombia (II. Purification of sucrose: 

sucrose 1-fructosyltransferase and reconstitution of fructan synthesis in vitro with purified 

sucrose: sucrose 1-fructosyltransferase and fructan: fructan 1-fructosyltransferase). Plant 

Physiology, 110, 1167-1175. 

KOTHARI, D., PATEL, S. & GOYAL, A. 2014. Therapeutic spectrum of nondigestible 

oligosaccharides: overview of current state and prospect. Journal of food science, 79, 

R1491-R1498. 



165 
 

KOVÁCS, Z., BENJAMINS, E., GRAU, K., REHMAN, A. U., EBRAHIMI, M. & CZERMAK, 

P. 2013. Recent developments in manufacturing oligosaccharides with prebiotic functions. 

Biotechnology of food and feed additives. Springer. 

KOWALSKA, A., ANTECKA, A., OWCZARZ, P. & BIZUKOJĆ, M. 2017. Inulinolytic activity 

of broths of Aspergillus niger ATCC 204447 cultivated in shake flasks and stirred tank 

bioreactor. Engineering in Life Sciences. 

KRAČUN, S. K., SCHÜCKEL, J., WESTERENG, B., THYGESEN, L. G., MONRAD, R. N., 

EIJSINK, V. G. H. & WILLATS, W. G. T. 2015. A new generation of versatile 

chromogenic substrates for high-throughput analysis of biomass-degrading enzymes. 

Biotechnology for Biofuels, 8, 70. 

KRALJ, S., LEEFLANG, C., SIERRA, E. I., KEMPIŃSKI, B., ALKAN, V. & KOLKMAN, M. 

2018. Synthesis of fructooligosaccharides (FosA) and inulin (InuO) by GH68 

fructosyltransferases from Bacillus agaradhaerens strain WDG185. Carbohydrate 

Polymers, 179, 350-359. 

KRUG, J. C., BENNY, G. L. & KELLER, H. W. 2004. Coprophilous fungi. Biodiversity of fungi. 

Elsevier. 

KUMAR, H., SALMINEN, S., VERHAGEN, H., ROWLAND, I., HEIMBACH, J., BAÑARES, 

S., YOUNG, T., NOMOTO, K. & LALONDE, M. 2015. Novel probiotics and prebiotics: 

road to the market. Current Opinion in Biotechnology, 32, 99-103. 

KUMAR, P., JAIN, K. & SARDAR, P. 2018a. Effects of dietary synbiotic on innate immunity, 

antioxidant activity and disease resistance of Cirrhinus mrigala juveniles. Fish & shellfish 

immunology. 

KUMAR, P., JAIN, K. K. & SARDAR, P. 2018b. Effects of dietary synbiotic on innate immunity, 

antioxidant activity and disease resistance of Cirrhinus mrigala juveniles. Fish & Shellfish 

Immunology, 80, 124-132. 

KUMARAN, A. & KARUNAKARAN, R. J. 2006. Nitric Oxide Radical Scavenging Active 

Components From Phyllanthus emblica L. Plant Foods for Human Nutrition, 61, 1. 

KUNWAR, A. & PRIYADARSINI, K. 2011. Free radicals, oxidative stress and importance of 

antioxidants in human health. J Med Allied Sci, 1, 53-60. 



166 
 

KURAKAKE, M., MASUMOTO, R., MAGUMA, K., KAMATA, A., SAITO, E., UKITA, N. & 

KOMAKI, T. 2009. Production of fructooligosaccharides by β-fructofuranosidases from 

Aspergillus oryzae KB. Journal of agricultural and food chemistry, 58, 488-492. 

KUSHI, R., MONTI, R. & CONTIERO, J. 2000. Production, purification and characterization of 

an extracellular inulinase from Kluyveromyces marxianus var. bulgaricus. Journal of 

Industrial Microbiology and Biotechnology, 25, 63-69. 

KUTHUBUTHEEN, A. J. & WEBSTER, J. 1986a. Effects of water availability on germination, 

growth and sporulation of coprophilous fungi. Transactions of the British Mycological 

Society, 86, 77-91. 

KUTHUBUTHEEN, A. J. & WEBSTER, J. 1986b. Water availability and the coprophilous fungus 

succession. Transactions of the British Mycological Society, 86, 63-76. 

KWAK, N.-S. & JUKES, D. J. 2001. Functional foods. Part 1: the development of a regulatory 

concept. Food Control, 12, 99-107. 

L’HOCINE, L., WANG, Z., JIANG, B. & XU, S. 2000. Purification and partial characterization 

of fructosyltransferase and invertase from Aspergillus niger AS0023. Journal of 

Biotechnology, 81, 73-84. 

LAEMMLI, U., BEGUIN, F. & GUJER-KELLENBERGER, G. 1970. A factor preventing the 

major head protein of bacteriophage T4 from random aggregation. Journal of molecular 

biology, 47, 69-85. 

LAEMMLI, U. K. 1970. Cleavage of structural proteins during the assembly of the head of 

bacteriophage T4. nature, 227, 680. 

LALHMINGHLUI, K. & JAGETIA, G. C. 2018. Evaluation of the free-radical scavenging and 

antioxidant activities of Chilauni, Schima wallichii Korth in vitro. Future Science OA, 

FSO272. 

LAMA, A. 2017. Screening of fungi with potential for producing fructooligosaccharides with 

enhanced bioactivity. 

LARSEN, K. 1971. Danish endocoprophilous fungi, and their sequence of occurrence. Botanisk 

tidsskrift. 

LATEEF, A., OLOKE, J., GUEGUIM-KANA, E. & RAIMI, O. 2012. Production of 

fructosyltransferase by a local isolate of Aspergillus niger in both submerged and solid 

substrate media. Acta alimentaria, 41, 100-117. 



167 
 

LATEEF, A., OLOKE, J., GUEGUIM KANA, E., OYENIYI, S., ONIFADE, O., OYELEYE, A. 

& OLADOSU, O. 2008. Rhizopus stolonifer LAU 07: a novel source of 

fructosyltransferase. Chemical Papers. 

LATEEF, A., OLOKE, J. & PRAPULLA, S. 2007a. The effect of ultrasonication on the release of 

fructosyltransferase from Aureobasidium pullulans CFR 77. Enzyme and Microbial 

Technology, 40, 1067-1070. 

LATEEF, A., OLOKE, J. K. & PRAPULLA, S. G. 2007b. Purification and partial characterization 

of intracellular fructosyltransferase from a novel strain of Aureobasidium pullulans. 

Turkish Journal of Biology, 31, 147-154. 

LECERF, J. M., DEPEINT, F. & CLERC, E. 2012. Xylo-oligosaccharide (XOS) in combination 

with inulin modulates both the intestinal environment and immune status in healthy 

subjects, while XOS alone only shows prebiotic properties. Br J Nutr, 108. 

LEE, S. H., NGUYEN, T. T. & LEE, H. B. 2018. Isolation and Characterization of Two Rare 

Mucoralean Species with Specific Habitats. 

LI, A.-X., GUO, L.-Z., FU, Q. & LU, W.-D. 2011. A simple and rapid plate assay for screening 

of inulindegrading microorganisms using Lugol’s iodine solution. African Journal of 

Biotechnology, 10, 9518-9521. 

LIM, C. C., FERGUSON, L. R. & TANNOCK, G. W. 2005a. Dietary fibres as “prebiotics”: 

implications for colorectal cancer. Molecular nutrition & food research, 49, 609-619. 

LIM, J. S., PARK, M. C., LEE, J. H., PARK, S. W. & KIM, S. W. 2005b. Optimization of culture 

medium and conditions for Neo-fructooligosaccharides production by Penicillium 

citrinum. European Food Research and Technology, 221, 639-644. 

LIM, Y. & QUAH, E. 2007. Antioxidant properties of different cultivars of Portulaca oleracea. 

Food chemistry, 103, 734-740. 

LINCOLN, L. & MORE, S. S. 2018. Purification and biochemical characterization of an 

extracellular β-d-fructofuranosidase from Aspergillus sp. 3 Biotech, 8, 86. 

LIU, D., WONG, P. & DUTKA, B. 1973. Determination of carbohydrate in lake sediment by a 

modified phenol-sulfuric acid method. Water research, 7, 741-746. 

LIU, X.-Y., CHI, Z., LIU, G.-L., WANG, F., MADZAK, C. & CHI, Z.-M. 2010. Inulin hydrolysis 

and citric acid production from inulin using the surface-engineered Yarrowia lipolytica 

displaying inulinase. Metabolic Engineering, 12, 469-476. 



168 
 

LO, S., RUSSELL, J. C. & TAYLOR, A. 1970. Determination of glycogen in small tissue samples. 

Journal of applied physiology, 28, 234-236. 

LOBO, V., PATIL, A., PHATAK, A. & CHANDRA, N. 2010. Free radicals, antioxidants and 

functional foods: Impact on human health. Pharmacognosy reviews, 4, 118. 

LÓPEZ-SÁEZ, J. A. & LÓPEZ-MERINO, L. 2007. Coprophilous fungi as a source of information 

of anthropic activities during the Prehistory in the Amblés Valley (Ávila, Spain): the 

archaeopalynological record. Revista Española de Micropaleontología, 39, 103-116. 

LÓPEZ-SANZ, S., MORENO, R., DE LA MATA, M. J., MORENO, F. J. & VILLAMIEL, M. 

2018. Stability of Oligosaccharides Derived from Lactose and Lactulose regarding 

Rheological and Thermal Properties. Journal of Food Quality, 2018. 

LORENZONI, A. S. G., AYDOS, L. F., KLEIN, M. P., RODRIGUES, R. C. & HERTZ, P. F. 

2014. Fructooligosaccharides synthesis by highly stable immobilized β-fructofuranosidase 

from Aspergillus aculeatus. Carbohydrate Polymers, 103, 193-197. 

LOUGHLIN, N. J., GOSLING, W. D. & MONTOYA, E. 2018. Identifying environmental drivers 

of fungal non-pollen palynomorphs in the montane forest of the eastern Andean flank, 

Ecuador. Quaternary Research, 89, 119-133. 

LUCAS-ABELLÁN, C., MERCADER-ROS, M., ZAFRILLA, M., GABALDÓN, J. & NÚÑEZ-

DELICADO, E. 2011. Comparative study of different methods to measure antioxidant 

activity of resveratrol in the presence of cyclodextrins. Food and Chemical Toxicology, 49, 

1255-1260. 

LUCCHIN, M., VAROTTO, S., BARCACCIA, G. & PARRINI, P. 2008. Chicory and endive. 

Vegetables I. Springer. 

LUNDQVIST, N. 1972. Nordic Sordariaceae s. lat. Symb. Bot. Upsal., 20, 1-374. 

MABEL, M. J., SANGEETHA, P. T., PLATEL, K., SRINIVASAN, K. & PRAPULLA, S. G. 

2008. Physicochemical characterization of fructooligosaccharides and evaluation of their 

suitability as a potential sweetener for diabetics. Carbohydrate Research, 343, 56-66. 

MACAULAY, J., PETERSEN, B. & SHANK, F. 2005. Functional foods: Opportunities and 

challenges. Institute of Food Technologists (IFT) Expert Report. Institute of Food 

Technologists. 

MADLOV, A., ANTOSOVÁ, M., BARÁTHOVÁ, M., POLAKOVIC, M., STEFUCA, V. & 

BÁLES, V. 2000. Screening of microorganisms for transfructosylating activity and 



169 
 

optimization of biotransformation of sucrose to fructooligosaccharides. CHEMICAL 

PAPERS-SLOVAK ACADEMY OF SCIENCES, 53, 366-369. 

MADLOVÁ, A., ANTOŠOVÁ, M., POLAKOVIČ, M. & BÁLEŠ, V. 2000. Thermal stability of 

fructosyltransferase from Aureobasidium pullulans. Chemical Papers, 54, 339-344. 

MAGADUM, D. B. & YADAV, G. D. 2018. Fermentative production, purification of inulinase 

from Aspergillus terreus MTCC 6324 and its application for hydrolysis of sucrose. 

Biocatalysis and Agricultural Biotechnology, 14, 293-299. 

MAICAURKAEW, S., JOGLOY, S., HAMAKER, B. R. & NINGSANOND, S. 2017. Fructan: 

fructan 1-fructosyltransferase and inulin hydrolase activities relating to inulin and soluble 

sugars in Jerusalem artichoke (Helianthus tuberosus Linn.) tubers during storage. Journal 

of food science and technology, 54, 698-706. 

MAIORANO, A., SILVA, E., PICCOLI, R., OTTONI, C., GUILARTE, B., CUERVO, R., 

MOREIRA, R. & RODRIGUES, M. 2009. Influence of the culture medium on the 

fructosyltransferase production. New Biotechnology, S201. 

MAIORANO, A. E., PICCOLI, R. M., DA SILVA, E. S. & DE ANDRADE RODRIGUES, M. F. 

2008. Microbial production of fructosyltransferases for synthesis of pre-biotics. 

Biotechnology Letters, 30, 1867. 

MALL, G. & PETER, J. 2018. Efficacy of Non-digestible Polysaccharides on the Intestinal 

Barrier Function in an Elderly Population. Örebro University. 

MANO, M. C. R., NERI-NUMA, I. A., DA SILVA, J. B., PAULINO, B. N., PESSOA, M. G. & 

PASTORE, G. M. 2018. Oligosaccharide biotechnology: an approach of prebiotic 

revolution on the industry. Applied microbiology and biotechnology, 102, 17-37. 

MANOSROI, J., KHOSITSUNTIWONG, N. & MANOSROI, A. 2014. Biological activities of 

fructooligosaccharide (FOS)-containing Coix lachryma-jobi Linn. extract. Journal of food 

science and technology, 51, 341-346. 

MANSOURI, S. 2017. Plant biomass-acting enzymes produced by the ascomycete fungi 

Penicillium subrubescens and Aspergillus niger and their potential in biotechnological 

applications. 

MANSOURI, S., HOUBRAKEN, J., SAMSON, R., FRISVAD, J. C., CHRISTENSEN, M., 

TUTHILL, D., KOUTANIEMI, S., HATAKKA, A. & LANKINEN, P. 2013. Penicillium 



170 
 

subrubescens, a new species efficiently producing inulinase. Antonie van Leeuwenhoek, 

103, 1343-1357. 

MARCOCCI, L., MAGUIRE, J. J., DROYLEFAIX, M. T. & PACKER, L. 1994. The nitric oxide-

scavenging properties of Ginkgo biloba extract EGb 761. Biochemical and biophysical 

research communications, 201, 748-755. 

MASHITA, M. & HATIJAH, S. 2014. Production of fructosyltransferase by Penicillium 

simplicissimum in batch culture. African Journal of Biotechnology, 13. 

MASUKO, T., MINAMI, A., IWASAKI, N., MAJIMA, T., NISHIMURA, S.-I. & LEE, Y. C. 

2005. Carbohydrate analysis by a phenol–sulfuric acid method in microplate format. 

Analytical Biochemistry, 339, 69-72. 

MASUNGA, G. S., ANDRESEN, Ø., TAYLOR, J. E. & DHILLION, S. S. 2006. Elephant dung 

decomposition and coprophilous fungi in two habitats of semi-arid Botswana. Mycological 

Research, 110, 1214-1226. 

MATA, R., FIGUEROA, M., RIVERO-CRUZ, I. & MACÍAS-RUBALCAVA, M. L. 2018. 

Insights in Fungal Bioprospecting in Mexico. Planta medica. 

MAUGERI, F. & HERNALSTEENS, S. 2007. Screening of yeast strains for transfructosylating 

activity. Journal of Molecular Catalysis B: Enzymatic, 49, 43-49. 

MEENAKSHI, S., UMAYAPARVATHI, S., MANIVASAGAN, P., ARUMUGAM, M. & 

BALASUBRAMANIAN, T. 2013. Purification and characterization of Inulinase from 

marine bacterium, Bacillus cereus MU-31. 

MELO, R., MILLER, A., SANTIAGO, A. & MAIA, L. 2014. The genera Ascobolus and 

Saccobolus (Ascobolaceae, Pezizales) in Brazil. Mycosphere, 5, 790-804. 

MENSINK, M. A., FRIJLINK, H. W., VAN DER VOORT MAARSCHALK, K. & HINRICHS, 

W. L. J. 2015. Inulin, a flexible oligosaccharide I: Review of its physicochemical 

characteristics. Carbohydrate Polymers, 130, 405-419. 

MEYER, T. S. M., MIGUEL, Â. S. M., FERNÁNDEZ, D. E. R. & ORTIZ, G. M. D. 2015. 

Biotechnological Production of Oligosaccharides—Applications in the Food Industry. 

MICHEL, M. R., RODRÍGUEZ-JASSO, R. M., AGUILAR, C. N., GONZALEZ-HERRERA, S. 

M., FLORES-GALLEGOS, A. C. & RODRÍGUEZ-HERRERA, R. 2016a. 

Fructosyltransferase Sources, Production, and Applications for Prebiotics Production. 



171 
 

MICHEL, M. R., RODRÍGUEZ-JASSO, R. M., AGUILAR, C. N., GONZALEZ-HERRERA, S. 

M., GALLEGOS, A. C. F.-. & RODRÍGUEZ-HERRERA, R. 2016b. Fructosyltransferase 

Sources, Production, and Applications for Prebiotics Production. 

MICHEL, M. R., RODRÍGUEZ-JASSO, R. M., AGUILAR, C. N., GONZALEZ-HERRERA, S. 

M., GALLEGOS, A. C. F. & RODRÍGUEZ-HERRERA, R. 2016c. Fructosyltransferase 

Sources, Production, and Applications for Prebiotics Production. In: RAO, V. & RAO, L. 

G. (eds.) Probiotics and Prebiotics in Human Nutrition and Health. Rijeka: InTech. 

MILLER, G. L. 1959. Use of dinitrosalicylic acid reagent for determination of reducing sugar. 

Anal Chem, 31. 

MISHRA, S. S., BEHERA, P. K., KAR, B. & RAY, R. C. 2018. Advances in Probiotics, Prebiotics 

and Nutraceuticals. Innovations in Technologies for Fermented Food and Beverage 

Industries. Springer. 

MOLAN, A., FLANAGAN, J., WEI, W. & MOUGHAN, P. 2009. Selenium-containing green tea 

has higher antioxidant and prebiotic activities than regular green tea. Food Chemistry, 114, 

829-835. 

MOLYNEUX, P. 2004. The use of the stable free radical diphenylpicrylhydrazyl (DPPH) for 

estimating antioxidant activity. Songklanakarin J. Sci. Technol, 26, 211-219. 

MONTEIRO, A. L. C., SANTIAGO, D., TRUFEM, S. F. B., MALOSSO, E., DOS, P. J. P. & 

CAVALCANTI, M. A. D. 2011. Zygomycetes from herbivore dung in the ecological 

reserve of Dois Irm? os, Northeast Brazil. Brazilian Journal of Microbiology, 42, 89. 

MONTI, A., AMADUCCI, M. T., PRITONI, G. & VENTURI, G. 2005. Growth, fructan yield, 

and quality of chicory (Cichorium intybus L.) as related to photosynthetic capacity, harvest 

time, and water regime. Journal of Experimental Botany, 56, 1389-1395. 

MOPURI, R., GANJAYI, M., MERIGA, B., KOORBANALLY, N. A. & ISLAM, M. S. 2017. 

The effects of Ficus carica on the activity of enzymes related to metabolic syndrome. 

Journal of Food and Drug Analysis. 

MORIYAMA, S., AKIMOTO, H., SUETSUGU, N., KAWASAKI, S., NAKAMURA, T. & 

OHTA, K. 2002. Purification and properties of an extracellular exoinulinase from 

Penicillium sp. strain TN-88 and sequence analysis of the encoding gene. Bioscience, 

biotechnology, and biochemistry, 66, 1887-1896. 



172 
 

MORRIS, C. & MORRIS, G. A. 2012. The effect of inulin and fructo-oligosaccharide 

supplementation on the textural, rheological and sensory properties of bread and their role 

in weight management: A review. Food Chemistry, 133, 237-248. 

MOTOHASHI, N., GALLAGHER, R., ANURADHA, V. & GOLLAPUDI, R. 2017. Functional 

Foods and Their Importance in Geriatric Nutrition. Journal of Clinical Nutrition and 

Metabolism, 2017. 

MUDGIL, D. & BARAK, S. 2013. Composition, properties and health benefits of indigestible 

carbohydrate polymers as dietary fiber: A review. International Journal of Biological 

Macromolecules, 61, 1-6. 

MUELLER, G. M. 2011. Biodiversity of fungi: inventory and monitoring methods, Elsevier. 

MUNGAI, P., CHUKEATIROTE, E., NJOGU, J. & HYDE, K. 2012a. Coprophilous ascomycetes 

in Kenya: Saccobolus species from wildlife dung. Mycosphere, 3, 111-129. 

MUNGAI, P., HYDE, K., CAI, L., NJOGU, J. & CHUKEATIROTE, K. 2011. Coprophilous 

ascomycetes of northern Thailand. Current Research in Environmental and Applied 

Mycology, 1, 135-159. 

MUNGAI, P., NJOGU, J., CHUKEATIROTE, E. & HYDE, K. 2012b. Studies of coprophilous 

ascomycetes in Kenya. Ascobolus species from wildlife dung. Current Research in Applied 

and Environmental Mycology, 2, 1-16. 

MUÑIZ-MÁRQUEZ, D. B., CONTRERAS, J. C., RODRÍGUEZ, R., MUSSATTO, S. I., 

TEIXEIRA, J. A. & AGUILAR, C. N. 2016. Enhancement of fructosyltransferase and 

fructooligosaccharides production by A. oryzae DIA-MF in Solid-State Fermentation using 

aguamiel as culture medium. Bioresource Technology, 213, 276-282. 

MURPHY, O. 2001. Non-polyol low-digestible carbohydrates: food applications and functional 

benefits. British Journal of Nutrition, 85, S47-S53. 

MUSSATTO, S. I., AGUILAR, C. N., RODRIGUES, L. R. & TEIXEIRA, J. A. 2009a. 

Fructooligosaccharides and β-fructofuranosidase production by Aspergillus japonicus 

immobilized on lignocellulosic materials. J Mol Catal B Enzym, 59. 

MUSSATTO, S. I., AGUILAR, C. N., RODRIGUES, L. R. & TEIXEIRA, J. A. 2009b. 

Fructooligosaccharides and β-fructofuranosidase production by Aspergillus japonicus 

immobilized on lignocellulosic materials. Journal of Molecular Catalysis B: Enzymatic, 

59, 76-81. 



173 
 

MUSSATTO, S. I. & MANCILHA, I. M. 2007. Non-digestible oligosaccharides: A review. 

Carbohydrate Polymers, 68, 587-597. 

MUTANDA, T., MOKOENA, M., OLANIRAN, A., WILHELMI, B. & WHITELEY, C. 2014a. 

Microbial enzymatic production and applications of short-chain fructooligosaccharides and 

inulooligosaccharides: recent advances and current perspectives. Journal of industrial 

microbiology & biotechnology, 41, 893-906. 

MUTANDA, T., MOKOENA, M. P., OLANIRAN, A. O., WILHELMI, B. S. & WHITELEY, C. 

G. 2014b. Microbial enzymatic production and applications of short-chain 

fructooligosaccharides and inulooligosaccharides: recent advances and current 

perspectives. Journal of Industrial Microbiology & Biotechnology, 41, 893-906. 

MUTANDA, T., WILHELMI, B. & WHITELEY, C. 2008a. Response surface methodology: 

Synthesis of inulooligosaccharides with an endoinulinase from Aspergillus niger. Enzyme 

and Microbial Technology, 43, 362-368. 

MUTANDA, T., WILHELMI, B. & WHITELEY, C. G. 2009. Controlled Production of Fructose 

by an Exoinulinase from Aspergillus Ficuum. Applied Biochemistry and Biotechnology, 

159, 65-77. 

MUTANDA, T., WILHELMI, B. S. & WHITELEY, C. G. 2008b. Response surface methodology: 

Synthesis of inulooligosaccharides with an endoinulinase from Aspergillus niger. Enzyme 

and Microbial Technology, 43, 362-368. 

MUTANDA, T., WILHELMI, B. S. & WHITELEY, C. G. 2015. Biocatalytic conversion of inulin 

and sucrose into short chain oligosaccharides for potential pharmaceutical applications. 

African Journal of Science, Technology, Innovation and Development, 7, 371-380. 

NAIDOO, K., KUMAR, A., SHARMA, V., PERMAUL, K. & SINGH, S. 2015. Purification and 

Characterization of an Endoinulinase from Xanthomonas campestris pv. phaseoli KM 24 

Mutant. Food technology and biotechnology, 53, 146. 

NAIR, C. I., JAYACHANDRAN, K. & SHASHIDHAR, S. 2008. Biodegradation of phenol. 

African Journal of Biotechnology, 7. 

NAKAGAWA, T. & YOKOZAWA, T. 2002. Direct scavenging of nitric oxide and superoxide by 

green tea. Food and Chemical Toxicology, 40, 1745-1750. 



174 
 

NAKAMURA, T., KURAMORI, K., ZAITA, N., AKIMOTO, H. & OHTA, K. 2001. Purification 

and Properties of Intracellular Exo-and Endoinlulinases from Aspergillus niger Strain 12. 

BULLETIN-FACULTY OF AGRICULTURE MIYAZAKI UNIVERSITY, 48, 49-58. 

NAKAMURA, T., SHITARA, A., MATSUDA, S., MATSUO, T., SUIKO, M. & OHTA, K. 1997. 

Production, purification and properties of an endoinulinase of Penicillium sp. TN-88 that 

liberates inulotriose. Journal of Fermentation and Bioengineering, 84, 313-318. 

NAMBIAR, S. S., SHETTY, N. P., RAVI, R. & PRABHASANKAR, P. 2017. Changes in 

Properties of Muffins Incorporated with Emblica officinalis Fruit Osmodehydrated with 

Fructooligosaccharide. Journal of food processing and preservation, 41. 

NASCIMENTO, A., NOBRE, C., CAVALCANTI, M., TEIXEIRA, J. & PORTO, A. 2016. 

Screening of fungi from the genus Penicillium for production of β-fructofuranosidase and 

enzymatic synthesis of fructooligosaccharides. Journal of Molecular Catalysis B: 

Enzymatic, 134, 70-78. 

NDLELA, L. L. & SCHMIDT, S. 2016. Evaluation of wild herbivore faeces from South Africa as 

a potential source of hydrolytically active microorganisms. SpringerPlus, 5, 118. 

NEMUKULA, A. 2008. Purification and Characterization of Fructosyltransferase for the 

Synthesis of Short-chain Fructo-oligosaccharides and Investigation Into Thier Anti-

carcinogenic Properties. Rhodes University. 

NEMUKULA, A., MUTANDA, T., WILHELMI, B. S. & WHITELEY, C. G. 2009. Response 

surface methodology: Synthesis of short chain fructooligosaccharides with a 

fructosyltransferase from Aspergillus aculeatus. Bioresource Technology, 100, 2040-2045. 

NGAMPANYA, B., KEAYARSA, S., JATURAPIREE, P., PRAKOBPRAN, P. & 

WICHIENCHOT, S. 2016. Characterization of transfructosylating activity enzyme from 

tubers of tropical Jerusalem artichoke (Helianthus tuberosus L.) for production of 

fructooligosaccharides. International Food Research Journal, 23. 

NGUYEN, Q. D., REZESSY-SZABÓ, J. M., BHAT, M. K. & HOSCHKE, Á. 2005. Purification 

and some properties of β-fructofuranosidase from Aspergillus niger IMI303386. Process 

Biochemistry, 40, 2461-2466. 

NGUYEN, T. P., FUKIHARU, T., SHIMIZU, K. & NGUYEN, D. A. A new coprophilous fungus 

from Asian elephant dung in highland Vietnam.  The Nitrogen Society Conference Lecture 



175 
 

Highlights Environmental Microbiology Society Contract Conference 2017, 2017. The 

Japanese Society of Fungi, 41. 

NIELSEN, S. S. 2010. Phenol-sulfuric acid method for total carbohydrates. Food analysis 

laboratory manual. Springer. 

NIGAM, P. S. 2013. Microbial enzymes with special characteristics for biotechnological 

applications. Biomolecules, 3, 597-611. 

NINESS, K. R. 1999. Inulin and oligofructose: what are they? The Journal of nutrition, 129, 

1402S-1406s. 

NISHAA, S., VISHNUPRIYA, M., SASIKUMAR, J., HEPHZIBAH, P. C. & 

GOPALAKRISHNAN, V. 2012. Antioxidant activity of ethanolic extract of Maranta 

arundinacea L. tuberous rhizomes. Asian Journal of pharmaceutical and clinical research, 

5, 85-88. 

NOBRE, C., ALVES FILHO, E. G., FERNANDES, F. A. N., BRITO, E. S., RODRIGUES, S., 

TEIXEIRA, J. A. & RODRIGUES, L. R. 2018. Production of fructo-oligosaccharides by 

Aspergillus ibericus and their chemical characterization. LWT, 89, 58-64. 

OYAIZU, M. Studies on products of browning reaction: antioxidative activity of products of 

browning reaction prepared from glucosamine. Jpn JNutr 1986; 44: 307-15. 

OYEDEJI, O., BAKARE, M. K., ADEWALE, I. O., OLUTIOLA, P. O. & OMOBOYE, O. O. 

2017. Optimized production and characterization of thermostable invertase from 

Aspergillus niger IBK1, using pineapple peel as alternate substrate. Biocatalysis and 

Agricultural Biotechnology, 9, 218-223. 

PANDEY, A., SOCCOL, C. R., SELVAKUMAR, P., SOCCOL, V. T., KRIEGER, N. & 

FONTANA, J. D. 1999. Recent developments in microbial inulinases. Applied 

Biochemistry and Biotechnology, 81, 35-52. 

PANDEY, M., VERMA, R. K. & SARAF, S. A. 2010. Nutraceuticals: new era of medicine and 

health. Asian J Pharm Clin Res, 3, 11-15. 

PANESAR, P. S., BALI, V., KUMARI, S., BABBAR, N. & OBEROI, H. S. 2014. Prebiotics. In: 

BRAR, S. K., DHILLON, G. S. & SOCCOL, C. R. (eds.) Biotransformation of Waste 

Biomass into High Value Biochemicals. New York, NY: Springer New York. 



176 
 

PARK, J.-P., OH, T.-K. & YUN, J.-W. 2001. Purification and characterization of a novel 

transfructosylating enzyme from Bacillus macerans EG-6. Process Biochemistry, 37, 471-

476. 

PARK, Y. K. & ALMEIDA, M. M. 1991. Production of fructooligosaccharides from sucrose by a 

transfructosylase from Aspergillus niger. World Journal of Microbiology and 

Biotechnology, 7, 331-334. 

PARPINELLO, G. P. & VERSARI, A. 2000. A simple high-performance liquid chromatography 

method for the analysis of glucose, glycerol, and methanol in a bioprocess. Journal of 

chromatographic science, 38, 259-261. 

PATEL, S. & GOYAL, A. 2010. Functional oligosaccharides: production, properties and 

applications. World J Microbiol Biotechnol, 27. 

PATEL, S. & GOYAL, A. 2011. Functional oligosaccharides: production, properties and 

applications. World Journal of Microbiology and Biotechnology, 27, 1119-1128. 

PEARSON, K. 2018. Nutraceuticals and skin health: key benefits and protective properties. 

Journal of Aesthetic Nursing, 7, 35-40. 

PEJIN, B., SAVIC, A. G., PETKOVIC, M., RADOTIC, K. & MOJOVIC, M. 2014. In vitro anti‐

hydroxyl radical activity of the fructooligosaccharides 1‐kestose and nystose using 

spectroscopic and computational approaches. International journal of food science & 

technology, 49, 1500-1505. 

PERNA, R., CUNHA, J., GONÇALVES, M., BASSO, R., SILVA, E. & MAIORANO, A. 2018. 

Microbial Fructosyltransferase: Production by Submerged Fermentation and Evaluation of 

pH and Temperature Effects on Transfructosylation and Hydrolytic Enzymatic Activities. 

PERROTTI, A. G. & VAN ASPEREN, E. 2018. Dung fungi as a proxy for megaherbivores: 

opportunities and limitations for archaeological applications. Vegetation History and 

Archaeobotany, 1-12. 

PETERSON, R., GRINYER, J. & NEVALAINEN, H. 2011. Extracellular hydrolase profiles of 

fungi isolated from koala faeces invite biotechnological interest. Mycological Progress, 

10, 207-218. 

PETERSON, R. A., BRADNER, J. R., ROBERTS, T. H. & NEVALAINEN, K. 2009. Fungi from 

koala (Phascolarctos cinereus) faeces exhibit a broad range of enzyme activities against 

recalcitrant substrates. Letters in applied microbiology, 48, 218-225. 



177 
 

PIKUTA, E. V., HOOVER, R. B. & TANG, J. 2007. Microbial extremophiles at the limits of life. 

Critical reviews in microbiology, 33, 183-209. 

PINTO, F. C. J., LIMA, D. B. D., AGUSTINI, B. C., DALLAGASSA, C. B., SHIMABUKURO, 

M. F., CHIMELLI, M., BRAND, D., FADEL-PICHETH, C. M. T. & BONFIM, T. M. B. 

2012. Morphological and molecular identification of filamentous fungi isolated from 

cosmetic powders. Brazilian Archives of Biology and Technology, 55, 897-901. 

PLAYNE, M. & CRITTENDEN, R. 1996. Commercially available oligosaccharides. 

International Dairy Federation. 

PLOU, F. J., ALCALDE, M., GHAZI, I., FERNÁNDEZ-ARROJO, L. & BALLESTEROS, A. 

2009. Efficient fructooligosaccharide synthesis with a fructosyltransferase from 

Aspergillus aculeatus. Modern biocatalysis: stereoselective and environmentally friendly 

reactions, 153-171. 

POGGELER, S. 2011. Evolution of multicopper oxidase genes in coprophilous and non-

coprophilous members of the order sordariales. Current genomics, 12, 95-103. 

PONCE S, J. A., MACÍAS B, E. R., SOLTERO M, J., FERNÁNDEZ E, V. V., ZÚÑIGA P, V. & 

ESCALONA B, H. B. 2008. Physical-Chemical and non-linear rheological properties of 

aqueous solutions of agave fructans. e-Gnosis, 6. 

PONS, T., HERNÁNDEZ, L., BATISTA, F. R. & CHINEA, G. 2000. Prediction of a common β-

propeller catalytic domain for fructosyltransferases of different origin and substrate 

specificity. Protein Science, 9, 2285-2291. 

PONS, T., NAUMOFF, D. G., MARTÍNEZ‐FLEITES, C. & HERNÁNDEZ, L. 2004. Three 

acidic residues are at the active site of a β‐propeller architecture in glycoside hydrolase 

families 32, 43, 62, and 68. Proteins: Structure, Function, and Bioinformatics, 54, 424-

432. 

POPRAC, P., JOMOVA, K., SIMUNKOVA, M., KOLLAR, V., RHODES, C. J. & VALKO, M. 

2017. Targeting Free Radicals in Oxidative Stress-Related Human Diseases. Trends in 

Pharmacological Sciences, 38, 592-607. 

POSADA, D. 2008. jModelTest: phylogenetic model averaging. Molecular biology and evolution, 

25, 1253-1256. 

POSADA, D. & CRANDALL, K. A. 1998. Modeltest: testing the model of DNA substitution. 

Bioinformatics (Oxford, England), 14, 817-818. 



178 
 

POUYEZ, J., MAYARD, A., VANDAMME, A.-M., ROUSSEL, G., PERPÈTE, E. A., 

WOUTERS, J., HOUSEN, I. & MICHAUX, C. 2012. First crystal structure of an endo-

inulinase, INU2, from Aspergillus ficuum: discovery of an extra-pocket in the catalytic 

domain responsible for its endo-activity. Biochimie, 94, 2423-2430. 

PRAPULLA, S. G., SUBHAPRADA, V. & KARANTH, N. G. 2000. Microbial production of 

oligosaccharides: a review. Adv Appl Microbiol, 47. 

PRATA, M. B., MUSSATTO, S. I., RODRIGUES, L. R. & TEIXEIRA, J. A. 2010. 

Fructooligosaccharide production by Penicillium expansum. Biotechnology Letters, 32, 

837-840. 

RAI, V. R. 2016. Advances in food biotechnology, John Wiley & Sons Inc. 

RAMAN, R., RAGURAM, S., VENKATARAMAN, G., PAULSON, J. C. & SASISEKHARAN, 

R. 2005. Glycomics: an integrated systems approach to structure-function relationships of 

glycans. Nature Methods, 2, 817. 

RAMNATH, L., BUSH, T. & GOVINDEN, R. 2014. Method optimization for denaturing gradient 

gel electrophoresis (DGGE) analysis of microflora from Eucalyptus sp. wood chips 

intended for pulping. African journal of biotechnology, 13, 356. 

RAO, M. 1997. Nitric oxide scavenging by curcuminoids. Journal of pharmacy and 

Pharmacology, 49, 105-107. 

RAO, P. & PATTABIRAMAN, T. N. 1989. Reevaluation of the phenol-sulfuric acid reaction for 

the estimation of hexoses and pentoses. Analytical Biochemistry, 181, 18-22. 

RAO, U. M., AHMAD, B. A. & MOHD, K. S. 2016. IN VITRO NITRIC OXIDE SCAVENGING 

AND ANTI INFLAMMATORY ACTIVITIES OF DIFFERENT SOLVENT EXTRACTS 

OF VARIOUS PARTS OF Musa paradisiaca. Malaysian Journal of Analytical Sciences, 

20, 1191-1202. 

RATNAM, R., AURORA, S. & SUBRAMANIYAM, P. 2010. Method of producing sucrose-6-

acetate by whole-cell biocatalysis. Google Patents. 

RAWAT, H. K., GANAIE, M. A. & KANGO, N. 2015. Production of inulinase, 

fructosyltransferase and sucrase from fungi on low-value inulin-rich substrates and their 

use in generation of fructose and fructo-oligosaccharides. Antonie van Leeuwenhoek, 107, 

799-811. 



179 
 

RAWAT, H. K., SONI, H. & KANGO, N. 2017a. Fungal Inulinolytic Enzymes: A Current 

Appraisal. Developments in Fungal Biology and Applied Mycology. Springer. 

RAWAT, H. K., SONI, H., TREICHEL, H. & KANGO, N. 2016. Biotechnological potential of 

microbial inulinases: recent perspective. Critical reviews in food science and nutrition, 00-

00. 

RAWAT, H. K., SONI, H., TREICHEL, H. & KANGO, N. 2017b. Biotechnological potential of 

microbial inulinases: recent perspective. Critical reviews in food science and nutrition, 57, 

3818-3829. 

REDDY, P. P., REDDY, G. S. N. & SULOCHANA, M. B. 2010. Screening of β-

fructofuranosidase producers with high transfructosylation activity and its 32 experimental 

run studies on reaction rate of enzyme. Journal of Biological Sciences, 10, 237-241. 

REIFFOVÁ, K. & NEMCOVÁ, R. 2006. Thin-layer chromatography analysis of 

fructooligosaccharides in biological samples. Journal of Chromatography A, 1110, 214-

221. 

RENUKA, B., KULKARNI, S., VIJAYANAND, P. & PRAPULLA, S. 2009. 

Fructooligosaccharide fortification of selected fruit juice beverages: Effect on the quality 

characteristics. LWT-Food Science and Technology, 42, 1031-1033. 

RICHARDSON, M. 2008a. Records of coprophilous fungi from the Lesser Antilles and Puerto 

Rico. Caribbean Journal of Science, 44, 206-214. 

RICHARDSON, M. J. 1972. Coprophilous ascomycetes on different dung types. Transactions of 

the British Mycological Society, 58, 37-48. 

RICHARDSON, M. J. 2001a. Coprophilous fungi from Brazil. Brazilian Archives of Biology and 

technology, 44, 283-289. 

RICHARDSON, M. J. 2001b. Diversity and occurrence of coprophilous fungi. Mycological 

Research, 105, 387-402. 

RICHARDSON, M. J. 2002. The coprophilous succession. Fungal Diversity, 10, 1-111. 

RICHARDSON, M. J. 2008b. Coprophilous fungi from the Greek Aegean islands. Mycologia 

Balcanica, 5, 23-32. 

RICHARDSON, M. J. & WATLING, R. 1997. Keys to fungi on dung, Elsevier. 

ROBERFROID, M. 2000. Prebiotics and probiotics: are they functional foods? Am J Clin Nutr, 

71. 



180 
 

ROBERFROID, M. 2007a. Prebiotics: the concept revisited. The Journal of nutrition, 137, 830S-

837S. 

ROBERFROID, M. & DELZENNE, N. M. 1998. Dietary fructans. Annual review of nutrition, 18, 

117-143. 

ROBERFROID, M. & SLAVIN, J. 2000a. Non-digestible oligosaccharides. Crit Rev Food Sci 

Nutr, 40. 

ROBERFROID, M. & SLAVIN, J. 2000b. Nondigestible Oligosaccharides. Critical Reviews in 

Food Science and Nutrition, 40, 461-480. 

ROBERFROID, M. B. 1999a. Concepts in functional foods: the case of inulin and oligofructose. 

The Journal of nutrition, 129, 1398S-1401S. 

ROBERFROID, M. B. 1999b. What is beneficial for health? The concept of functional food. Food 

and Chemical Toxicology, 37, 1039-1041. 

ROBERFROID, M. B. 2005. Introducing inulin-type fructans. British Journal of Nutrition, 93, 

S13-S25. 

ROBERFROID, M. B. 2007b. Inulin-type fructans: functional food ingredients. The Journal of 

nutrition, 137, 2493S-2502S. 

ROBERFROID, M. B., VAN LOO, J. A. & GIBSON, G. R. 1998. The bifidogenic nature of 

chicory inulin and its hydrolysis products. The Journal of Nutrition, 128, 11-19. 

ROBINSON, N., LANG, L., KANE, E. & KNOTT, C. Quantifying free simple sugars in orangutan 

foods using spectrophotometry: Implications for orangutan feeding ecology.  87th Annual 

Meeting of the American Association of Physical Anthropologists, 2018. 

RODRÍGUEZ, M. A., SÁNCHEZ, O. F. & ALMÉCIGA-DÍAZ, C. J. 2011. Gene cloning and 

enzyme structure modeling of the Aspergillus oryzae N74 fructosyltransferase. Molecular 

Biology Reports, 38, 1151-1161. 

ROTHE, G. M. & MAURER, W. D. 1986. Chapter 2 - One-dimensional PAA-gel Electrophoretic 

Techniques to Separate Functional and Denatured Proteins. In: DUNN, M. J. (ed.) Gel 

Electrophoresis of Proteins. Butterworth-Heinemann. 

RUBY, A., KUTTAN, G., BABU, K. D., RAJASEKHARAN, K. & KUTTAN, R. 1995. Anti-

tumour and antioxidant activity of natural curcuminoids. Cancer letters, 94, 79-83. 

RUSSELL, R., DONALD, A. C. & DOUGLAS, C. 1983. Fructosyltransferase activity of a glucan-

binding protein from Streptococcus mutans. Microbiology, 129, 3243-3250. 



181 
 

RUSSO, D., VALENTÃO, P., ANDRADE, P. B., FERNANDEZ, E. C. & MILELLA, L. 2015. 

Evaluation of antioxidant, antidiabetic and anticholinesterase activities of Smallanthus 

sonchifolius landraces and correlation with their phytochemical profiles. International 

journal of molecular sciences, 16, 17696-17718. 

SAAD, N., DELATTRE, C., URDACI, M., SCHMITTER, J.-M. & BRESSOLLIER, P. 2013a. 

An overview of the last advances in probiotic and prebiotic field. LWT-Food Science and 

Technology, 50, 1-16. 

SAAD, N., DELATTRE, C., URDACI, M., SCHMITTER, J. M. & BRESSOLLIER, P. 2013b. 

An overview of the last advances in probiotic and prebiotic field. LWT - Food Science and 

Technology, 50, 1-16. 

SABATER-MOLINA, M., LARQUÉ, E., TORRELLA, F. & ZAMORA, S. 2009. Dietary 

fructooligosaccharides and potential benefits on health. Journal of Physiology and 

Biochemistry, 65, 315-328. 

SABER, W. & EL-NAGGAR, N. E. 2009. Optimization of fermentation conditions for the 

biosynthesis of inulinase by the new source; Aspergillus tamarii and hydrolysis of some 

inulin containing agro-wastes. Biotechnology, 8, 425-433. 

SADHU, S., SAHA, P., SEN, S. K., MAYILRAJ, S. & MAITI, T. K. 2013. Production, 

purification and characterization of a novel thermotolerant endoglucanase (CMCase) from 

Bacillus strain isolated from cow dung. SpringerPlus, 2, 10. 

SAHA, A. K. & BREWER, C. F. 1994. Determination of the concentrations of oligosaccharides, 

complex type carbohydrates, and glycoproteins using the phenol-sulfuric acid method. 

Carbohydrate Research, 254, 157-167. 

SAKO, T., MATSUMOTO, K. & TANAKA, R. 1999. Recent progress on research and 

applications of non-digestible galacto-oligosaccharides. International Dairy Journal, 9, 

69-80. 

SAMINATHAN, M., SIEO, C. C., KALAVATHY, R., ABDULLAH, N. & HO, Y. W. 2011. 

Effect of prebiotic oligosaccharides on growth of Lactobacillus strains used as a probiotic 

for chickens. Afr J Microbiol Res, 5. 

SANCHEZ-MORENO, C. 2002. Methods used to evaluate the free radical scavenging activity in 

foods and biological systems. Food science and technology international, 8, 121-137. 



182 
 

SÁNCHEZ-MORENO, C., LARRAURI, J. A. & SAURA-CALIXTO, F. 1999. Free radical 

scavenging capacity and inhibition of lipid oxidation of wines, grape juices and related 

polyphenolic constituents. Food Research International, 32, 407-412. 

SANCHEZ, O., GUIO, F., GARCIA, D., SILVA, E. & CAICEDO, L. 2008. 

Fructooligosaccharides production by Aspergillus sp. N74 in a mechanically agitated airlift 

reactor. Food Bioprod Process, 86. 

SÁNCHEZ, O., GUIO, F., GARCIA, D., SILVA, E. & CAICEDO, L. 2008. 

Fructooligosaccharides production by Aspergillus sp. N74 in a mechanically agitated airlift 

reactor. Food and Bioproducts Processing, 86, 109-115. 

SÁNCHEZ, O. F., RODRIGUEZ, A. M., SILVA, E. & CAICEDO, L. A. 2010. Sucrose 

Biotransformation to Fructooligosaccharides by Aspergillus sp. N74 Free Cells. Food and 

Bioprocess Technology, 3, 662-673. 

SANGEETHA, P. 2003. Microbial production of fructooligosaccharides. University of Mysore. 

SANGEETHA, P., RAMESH, M. & PRAPULLA, S. 2005a. Fructooligosaccharide production 

using fructosyl transferase obtained from recycling culture of Aspergillus oryzae CFR 202. 

Process Biochemistry, 40, 1085-1088. 

SANGEETHA, P. T., RAMESH, M. N. & PRAPULLA, S. G. 2004. Production of fructo-

oligosaccharides by fructosyl transferase from Aspergillus oryzae CFR 202 and 

Aureobasidium pullulans CFR 77. Process Biochemistry, 39, 755-760. 

SANGEETHA, P. T., RAMESH, M. N. & PRAPULLA, S. G. 2005b. Recent trends in the 

microbial production, analysis and application of Fructooligosaccharides. Trends in Food 

Science & Technology, 16, 442-457. 

SANTIAGO, A. L. C. M. D., TRUFEM, S. F. B., MALOSSO, E., SANTOS, P. J. P. D. & 

CAVALCANTI, M. A. D. Q. 2011. Zygomycetes from herbivore dung in the ecological 

reserve of Dois Irmãos, Northeast Brazil. Brazilian Journal of Microbiology, 42, 89-95. 

SARROCCO, S. 2016a. Dung‐inhabiting fungi: a potential reservoir of novel secondary 

metabolites for the control of plant pathogens. Pest management science. 

SARROCCO, S. 2016b. Dung‐inhabiting fungi: a potential reservoir of novel secondary 

metabolites for the control of plant pathogens. Pest management science, 72, 643-652. 

SCHABEREITER-GURTNER, C., PIÑAR, G., LUBITZ, W. & RÖLLEKE, S. 2001. Analysis of 

fungal communities on historical church window glass by denaturing gradient gel 



183 
 

electrophoresis and phylogenetic 18S rDNA sequence analysis. Journal of Microbiological 

Methods, 47, 345-354. 

SCHARLAU, D., BOROWICKI, A., HABERMANN, N., HOFMANN, T., KLENOW, S., 

MIENE, C., MUNJAL, U., STEIN, K. & GLEI, M. 2009. Mechanisms of primary cancer 

prevention by butyrate and other products formed during gut flora-mediated fermentation 

of dietary fibre. Mutation Research/Reviews in Mutation Research, 682, 39-53. 

SCHELL, M. A., KARMIRANTZOU, M., SNEL, B., VILANOVA, D., BERGER, B., PESSI, G., 

ZWAHLEN, M.-C., DESIERE, F., BORK, P. & DELLEY, M. 2002. The genome 

sequence of Bifidobacterium longum reflects its adaptation to the human gastrointestinal 

tract. Proceedings of the National Academy of Sciences, 99, 14422-14427. 

SCHLEY, P. & FIELD, C. 2002. The immune-enhancing effects of dietary fibres and prebiotics. 

British Journal of Nutrition, 87, S221-S230. 

SCHMID, A., DORDICK, J., HAUER, B., KIENER, A., WUBBOLTS, M. & WITHOLT, B. 

2001. Industrial biocatalysis today and tomorrow. nature, 409, 258. 

SCHOLZ-AHRENS, K. E., ADE, P., MARTEN, B., WEBER, P., TIMM, W., AςIL, Y., GLÜER, 

C.-C. & SCHREZENMEIR, J. R. 2007. Prebiotics, probiotics, and synbiotics affect 

mineral absorption, bone mineral content, and bone structure. The Journal of nutrition, 

137, 838S-846S. 

SCHOLZ-AHRENS, K. E. & SCHREZENMEIR, J. 2002. Inulin, oligofructose and mineral 

metabolism—experimental data and mechanism. British Journal of Nutrition, 87, S179-

S186. 

SELINGER, L., FORSBERG, C. & CHENG, K.-J. 1996. The rumen: a unique source of enzymes 

for enhancing livestock production. Anaerobe, 2, 263-284. 

SELJÅSEN, R. & SLIMESTAD, R. Fructooligosaccharides and phenolics in flesh and peel of 

spring harvested Helianthus tuberosus.  I International Symposium on Human Health 

Effects of Fruits and Vegetables 744, 2005. 447-450. 

SERPEN, A., GÖKMEN, V. & FOGLIANO, V. 2012. Total antioxidant capacities of raw and 

cooked meats. Meat Science, 90, 60-65. 

SHAH, C., MOKASHE, N. & MISHRA, V. 2016. Preparation, characterization and in vitro 

antioxidative potential of synbiotic fermented dairy products. Journal of food science and 

technology, 53, 1984-1992. 



184 
 

SHAHACK-GROSS, R. 2011. Herbivorous livestock dung: formation, taphonomy, methods for 

identification, and archaeological significance. Journal of Archaeological Science, 38, 

205-218. 

SHAHRIARINOUR, M., WAHAB, M. N. A., ARIFF, A. & MOHAMAD, R. 2011. Screening, 

isolation and selection of cellulolytic fungi from oil palm empty fruit bunch fibre. 

Biotechnology, 10, 108-113. 

SHAIKH, A., MOHAMMED, I. & KHAN, M. 2018. Comparative in vitro Antidiabetic and 

Antioxidant Activity of Various Extracts of Ficus Species. Pharmacognosy Journal, 10. 

SHAKER, R. M. 2015. Purification and characterization of invertase from Aspergillus terreus. 

Chem. Process Eng. Res, 35, 135-141. 

SHANG, H.-M., ZHOU, H.-Z., YANG, J.-Y., LI, R., SONG, H. & WU, H.-X. 2018. In vitro and 

in vivo antioxidant activities of inulin. PloS one, 13, e0192273. 

SHARMA, A. D. & GILL, P. K. 2007. Purification and characterization of heat-stable exo-

inulinase from Streptomyces sp. Journal of Food Engineering, 79, 1172-1178. 

SHEHATA, A. N., ABD EL ATY, A. A., DARWISH, D. A., ABDEL WAHAB, W. A. & 

MOSTAFA, F. A. 2018. Purification, physicochemical and thermodynamic studies of 

antifungal chitinase with production of bioactive chitosan-oligosaccharide from newly 

isolated Aspergillus griseoaurantiacus KX010988. International Journal of Biological 

Macromolecules, 107, 990-999. 

SHENG, J., CHI, Z., LI, J., GAO, L. & GONG, F. 2007. Inulinase production by the marine yeast 

Cryptococcus aureus G7a and inulin hydrolysis by the crude inulinase. Process 

Biochemistry, 42, 805-811. 

SHIBAMOTO, T. 2017. Novel 11 methods of antioxidant assay combining various principles. 

Measurement of Antioxidant Activity and Capacity: Recent Trends and Applications, 209. 

SHIOMI, N. 1982. Purification and characterisation of 1F-fructosyltransferase from the roots of 

asparagus (asparagus officinalis L.). Carbohydrate Research, 99, 157-169. 

SHIOMI, N. & IZAWA, M. 1980. Purification and characterization of sucrose: sucrose 1-

fructosyltransferase from the roots of asparagus (Asparagus officinalis L.). Agricultural 

and Biological Chemistry, 44, 603-614. 

SHIROZA, T. & KURAMITSU, H. K. 1988. Sequence analysis of the Streptococcus mutans 

fructosyltransferase gene and flanking regions. Journal of bacteriology, 170, 810-816. 



185 
 

SIES, H. 1997. Oxidative stress: oxidants and antioxidants. Experimental Physiology: Translation 

and Integration, 82, 291-295. 

SILVÉRIO, S. C., MACEDO, E. A., TEIXEIRA, J. A. & RODRIGUES, L. R. 2018. New β-

galactosidase producers with potential for prebiotic synthesis. Bioresource technology, 

250, 131-139. 

SINGH, R. S. & CHAUHAN, K. 2017. Inulinase production from a new inulinase producer, 

Penicillium oxalicum BGPUP-4. Biocatalysis and Agricultural Biotechnology, 9, 1-10. 

SINGH, R. S., CHAUHAN, K. & KENNEDY, J. F. 2017a. A panorama of bacterial inulinases: 

Production, purification, characterization and industrial applications. International Journal 

of Biological Macromolecules, 96, 312-322. 

SINGH, R. S., CHAUHAN, K., PANDEY, A. & LARROCHE, C. 2018. Biocatalytic strategies 

for the production of high fructose syrup from inulin. Bioresource Technology, 260, 395-

403. 

SINGH, R. S. & SINGH, R. P. 2010. Production of fructooligosaccharides from inulin by 

endoinulinases and their prebiotic potential. Food Technology and Biotechnology, 48, 435. 

SINGH, R. S., SINGH, R. P. & KENNEDY, J. F. 2016a. Endoinulinase production by a new 

endoinulinase producer Aspergillus tritici BGPUP6 using a low cost substrate. 

International journal of biological macromolecules, 92, 1113-1122. 

SINGH, R. S., SINGH, R. P. & KENNEDY, J. F. 2016b. Recent insights in enzymatic synthesis 

of fructooligosaccharides from inulin. International Journal of Biological 

Macromolecules, 85, 565-572. 

SINGH, R. S., SINGH, R. P. & KENNEDY, J. F. 2017b. Immobilization of yeast inulinase on 

chitosan beads for the hydrolysis of inulin in a batch system. International Journal of 

Biological Macromolecules, 95, 87-93. 

SINGH, R. S., SINGH, R. P. & YADAV, M. 2013. Molecular and biochemical characterization 

of a new endoinulinase producing bacterial strain of Bacillus safensis AS-08. Biologia, 68, 

1028-1033. 

SINGH, S. P., JADAUN, J. S., NARNOLIYA, L. K. & PANDEY, A. 2017c. Prebiotic 

Oligosaccharides: Special Focus on Fructooligosaccharides, Its Biosynthesis and 

Bioactivity. Applied biochemistry and biotechnology, 183, 613-635. 



186 
 

SIRISANSANEEYAKUL, S., WORAWUTHIYANAN, N., VANICHSRIRATANA, W., 

SRINOPHAKUN, P. & CHISTI, Y. 2007. Production of fructose from inulin using mixed 

inulinases from Aspergillus niger and Candida guilliermondii. World Journal of 

Microbiology and Biotechnology, 23, 543-552. 

SOHAIL, M., SIDDIQI, R., AHMAD, A. & KHAN, S. A. 2009. Cellulase production from 

Aspergillus niger MS82: effect of temperature and pH. New Biotechnology, 25, 437-441. 

SONG, D. D. & JACQUES, N. A. 1999. Purification and enzymatic properties of the 

fructosyltransferase of Streptococcus salivarius ATCC 25975. Biochem J, 341. 

SPANOS, A. & HÜBSCHER, U. 1983. [22] Recovery of functional proteins in sodium dodecyl 

sulfate gels. Methods in Enzymology. Academic Press. 

SUMANONT, Y., MURAKAMI, Y., TOHDA, M., VAJRAGUPTA, O., MATSUMOTO, K. & 

WATANABE, H. 2004. Evaluation of the nitric oxide radical scavenging activity of 

manganese complexes of curcumin and its derivative. Biological and Pharmaceutical 

Bulletin, 27, 170-173. 

TAKEDA, K., FUJISAWA, K., NOJIMA, H., KATO, R., UEKI, R. & SAKUGAWA, H. 2017. 

Hydroxyl radical generation with a high power ultraviolet light emitting diode (UV-LED) 

and application for determination of hydroxyl radical reaction rate constants. Journal of 

Photochemistry and Photobiology A: Chemistry, 340, 8-14. 

TAMURA, K., STECHER, G., PETERSON, D., FILIPSKI, A. & KUMAR, S. 2013. MEGA6: 

molecular evolutionary genetics analysis version 6.0. Molecular biology and evolution, 30, 

2725-2729. 

TANRISEVEN, A. & GOKMEN, F. 1999. Novel method for the production of a mixture 

containing fructooligosaccharides and isomaltooligosaccharides. Biotechnology 

Techniques, 13, 207-210. 

TEO, K. C. & TEOH, S. M. 2011. Preliminary biological screening of microbes isolated from cow 

dung in Kampar. Afr J Biotechnol, 10. 

TIHOMIROVA, K., DALECKA, B. & MEZULE, L. 2016. Application of conventional HPLC RI 

technique for sugar analysis in hydrolysed hay. Agronomy Research, 14, 1713-1719. 

TOMOTANI, E. J. & VITOLO, M. 2007. Production of high-fructose syrup using immobilized 

invertase in a membrane reactor. Journal of food engineering, 80, 662-667. 



187 
 

TOPPING, D. L. & CLIFTON, P. M. 2001. Short-chain fatty acids and human colonic function: 

roles of resistant starch and nonstarch polysaccharides. Physiological reviews, 81, 1031-

1064. 

TRIVEDI, S., DIVECHA, J. & SHAH, A. 2012. Optimization of inulinase production by a newly 

isolated Aspergillus tubingensis CR16 using low cost substrates. Carbohydrate polymers, 

90, 483-490. 

TROLLOPE, K. M. 2015. Engineering a fungal β-fructofuranosidase. Stellenbosch: Stellenbosch 

University. 

TUOHY, K. M., PROBERT, H. M., SMEJKAL, C. W. & GIBSON, G. R. 2003. Using probiotics 

and prebiotics to improve gut health. Drug Discovery Today, 8, 692-700. 

UHM, T.-B., CHUNG, M. S., LEE, S. H., GOURRONC, F., HOUSEN, I., KIM, J. H., 

BEEUMEN, J. V., HAYE, B. & VANDENHAUTE, J. 1999. Purification and 

characterization of Aspergillus ficuum endoinulinase. Bioscience, biotechnology, and 

biochemistry, 63, 146-151. 

UPPIN, J. B., CHANDRASEKHAR, V. & NAIK, G. R. 2018. EVALUATION OF IN VITRO 

ANTIOXIDANT AND ANTI-INFLAMMATORY ACTIVITIES OF CASSIA 

AURICULATA LINN. EXTRACTS. INTERNATIONAL JOURNAL OF 

PHARMACEUTICAL SCIENCES AND RESEARCH, 9, 575-581. 

UR REHMAN, A., KOVACS, Z., QUITMANN, H., EBRAHIMI, M. & CZERMAK, P. 2016. 

Enzymatic production of fructooligosaccharides from inexpensive and abundant substrates 

using a membrane reactor system. Separation Science and Technology, 51, 1537-1545. 

VALKO, M., LEIBFRITZ, D., MONCOL, J., CRONIN, M. T. D., MAZUR, M. & TELSER, J. 

2007. Free radicals and antioxidants in normal physiological functions and human disease. 

The International Journal of Biochemistry & Cell Biology, 39, 44-84. 

VAN ASPEREN, E. N. 2017. Fungal diversity on dung of tropical animals in temperate 

environments: Implications for reconstructing past megafaunal populations. Fungal 

Ecology, 28, 25-32. 

VAN BALKEN, J., VAN DOOREN, T. J., VAN DEN TWEEL, W., KAMPHUIS, J. & MEIJER, 

E. 1991. Production of 1-kestose with intact mycelium of Aspergillus phoenicis containing 

sucrose-1 F-fructosyltransferase. Applied microbiology and biotechnology, 35, 216-221. 



188 
 

VAN HIJUM, S., VAN GEEL-SCHUTTEN, G., RAHAOUI, H., VAN DER MAAREL, M. & 

DIJKHUIZEN, L. 2002. Characterization of a novel fructosyltransferase from 

Lactobacillus reuteri that synthesizes high-molecular-weight inulin and inulin 

oligosaccharides. Applied and Environmental Microbiology, 68, 4390-4398. 

VAN HIJUM, S. A. F. T. 2004. Fructosyltransferases of Lactobacillus reuteri. 

VAN LOO, J. 2004. The specificity of the interaction with intestinal bacterial fermentation by 

prebiotics determines their physiological efficacy. Nutrition research reviews, 17, 89-98. 

VANDAMME, E. J. & DERYCKE, D. G. 1983. Microbial Inulinases: Fermentation Process, 

Properties, and Applications. In: LASKIN, A. I. (ed.) Advances in Applied Microbiology. 

Academic Press. 

VAŇKOVÁ, K., ONDERKOVÁ, Z., ANTOŠOVÁ, M. & POLAKOVIČ, M. 2008. Design and 

economics of industrial production of fructooligosaccharides. Chemical Papers, 62, 375. 

VARGHESE, B., GOWRISHANKAR, N., DRISYA, K. & RAMEES, M. T. 2018. 

MITOCHONDRIA–TARGETED ANTIOXIDANT: AGING. INTERNATIONAL 

JOURNAL OF PHARMACEUTICAL SCIENCES AND RESEARCH, 9, 442-455. 

VEENASHRI, B. R. & MURALIKRISHNA, G. 2011. In vitro anti-oxidant activity of xylo-

oligosaccharides derived from cereal and millet brans – A comparative study. Food 

Chemistry, 126, 1475-1481. 

VIJAYARAGHAVAN, P., VIJAYAN, A., ARUN, A., JENISHA, J. & VINCENT, S. G. P. 2012. 

Cow dung: a potential biomass substrate for the production of detergent-stable dehairing 

protease by alkaliphilic Bacillus subtilis strain VV. Springerplus, 1. 

VIJAYARAGHAVAN, P. & VINCENT, S. G. P. 2012. Cow dung as a novel, inexpensive 

substrate for the production of a halo-tolerant alkaline protease by Halomonas sp. PV1 for 

eco-friendly applications. Biochem Eng J, 69. 

VIJAYARAGHAVAN, P. & VINCENT, S. G. P. 2014. Statistical optimization of fibrinolytic 

enzyme production by Pseudoalteromonas sp. IND11 using cow dung substrate by 

response surface methodology. SpringerPlus, 3, 60. 

VIJN, I., VAN DIJKEN, A., SPRENGER, N., VAN DUN, K., WEISBEEK, P., WIEMKEN, A. 

& SMEEKENS, S. 1997. Fructan of the inulin neoseries is synthesized in transgenic 

chicory plants (Cichorium intybus L.) harbouring onion (Allium cepa L.) fructan: fructan 

6G‐fructosyltransferase. The Plant Journal, 11, 387-398. 



189 
 

VIRGEN-ORTÍZ, J. J., IBARRA-JUNQUERA, V., ESCALANTE-MINAKATA, P., CENTENO-

LEIJA, S., SERRANO-POSADA, H., DE JESÚS ORNELAS-PAZ, J., PÉREZ-

MARTÍNEZ, J. D. & OSUNA-CASTRO, J. A. 2016. Identification and functional 

characterization of a fructooligosaccharides-forming enzyme from Aspergillus aculeatus. 

Applied biochemistry and biotechnology, 179, 497-513. 

VIRIATO, A. 2008. Pilobolus species found on herbivore dung from the São Paulo Zoological 

Park, Brazil. Acta Botanica Brasilica, 22, 614-620. 

VOGT, L., MEYER, D., PULLENS, G., FAAS, M., SMELT, M., VENEMA, K., RAMASAMY, 

U., SCHOLS, H. A. & DE VOS, P. 2015. Immunological properties of inulin-type fructans. 

Critical reviews in food science and nutrition, 55, 414-436. 

VOLKIN, D. B., HERSHENSON, S., HO, R. J., UCHIYAMA, S., WINTER, G. & CARPENTER, 

J. F. 2015. Two decades of publishing excellence in pharmaceutical biotechnology. Journal 

of pharmaceutical sciences, 104, 290-300. 

VORAGEN, A. G. J. 1998. Technological aspects of functional food-related carbohydrates. 

Trends in Food Science & Technology, 9, 328-335. 

WANG, L. M. & ZHOU, H. M. 2006. Isolation and identification of a novel Aspergillus japonicus 

JN19 producing β‐fructofuranosidase and characterization of the enzyme. Journal of food 

biochemistry, 30, 641-658. 

WANG, P., JIANG, X., JIANG, Y., HU, X., MOU, H. & LI, M. 2007. In vitro antioxidative 

activities of three marine oligosaccharides. Nat Prod Res, 21. 

WANG, S., DUAN, M., LIU, Y., FAN, S., LIN, X. & ZHANG, Y. 2017. Enhanced production of 

fructosyltransferase in Aspergillus oryzae by genome shuffling. Biotechnology Letters, 39, 

391-396. 

WANG, S., LI, C., COPELAND, L., NIU, Q. & WANG, S. 2015. Starch retrogradation: A 

comprehensive review. Comprehensive Reviews in Food Science and Food Safety, 14, 568-

585. 

WANG, T.-H. 2015. Synthesis of Neofructooligosaccharides. Organic Chemistry Insights, 5, 1. 

WANG, X.-D. & RAKSHIT, S. K. 2000. Iso-oligosaccharide production by multiple forms of 

transferase enzymes from Aspergillus foetidus. Process Biochemistry, 35, 771-775. 



190 
 

WATLING, R. 2005. Biodiversity of Fungi. Inventory and Monitoring Methods edited by G. 

Mueller, M. Foster & G. Bills (2004). Pp. 728 ISBN 0-12-509551-1. Academic Press, 

Amsterdam. Price£ 62.95 (Hardback). Mycologist, 19, 87-87. 

WEBER, R. W. & WEBSTER, J. 1998. Stimulation of growth and reproduction of 

Sphaeronaemella fimicola by other coprophilous fungi. Mycological research, 102, 1055-

1061. 

WEBSTER, J. & WEBER, R. 2007. Introduction to fungi, Cambridge University Press. 

WEI, T., YU, X., WANG, Y., ZHU, Y., DU, C., JIA, C. & MAO, D. 2014. Purification and 

evaluation of the enzymatic properties of a novel fructosyltransferase from Aspergillus 

oryzae: a potential biocatalyst for the synthesis of sucrose 6-acetate. Biotechnology Letters, 

36, 1015-1020. 

WEI, W., YU, X., DAI, Y., ZHENG, J. & XIE, Z. 1997. Purification and properties of inulinase 

from Kluyveromyces sp. Y-85. Wei sheng wu xue bao= Acta microbiologica Sinica, 37, 

443-448. 

WHITE, T. J., BRUNS, T., LEE, S. & TAYLOR, J. 1990. Amplification and direct sequencing of 

fungal ribosomal RNA genes for phylogenetics. PCR protocols: a guide to methods and 

applications, 18, 315-322. 

WITSCHINSKI, F., DEMARTINI, D., KILIAN, J., DALLAGO, R. M., ROSA, C. D., CANSIAN, 

R. L., VALDUGA, E. & STEFFENS, J. 2018. Development and characterization of light 

yoghurt elaborated with Bifidobacterium animalis subsp. Lactis Bb-12 and 

fructooligosaccharides. Ciência Rural, 48. 

WOO KIM, B., WON CHOI, J. & WON YUN, J. 1998. Selective production of GF4-

fructooligosaccharide from sucrose by a new transfructosylating enzyme. Biotechnology 

Letters, 20, 1031-1034. 

XU, L., LI, Y., BIGGINS, J., BOWMAN, B., VERDINE, G., GLOER, J., ALSPAUGH, J. & 

BILLS, G. 2018a. Identification of cyclosporin C from Amphichorda felina using a 

Cryptococcus neoformans differential temperature sensitivity assay. Applied microbiology 

and biotechnology, 102, 2337. 

XU, Q., ZHENG, X., HUANG, M., WU, M., YAN, Y., PAN, J., YANG, Q., DUAN, C.-J., LIU, 

J.-L. & FENG, J.-X. 2015. Purification and biochemical characterization of a novel β-



191 
 

fructofuranosidase from Penicillium oxalicum with transfructosylating activity producing 

neokestose. Process Biochemistry, 50, 1237-1246. 

XU, W., NI, D., YU, S., ZHANG, T. & MU, W. 2018b. Insights into hydrolysis versus 

transfructosylation: Mutagenesis studies of a novel levansucrase from Brenneria sp. 

EniD312. International Journal of Biological Macromolecules, 116, 335-345. 

XU, Y., ZHENG, Z., XU, Q., YONG, Q. & OUYANG, J. 2016. Efficient conversion of inulin to 

inulooligosaccharides through endoinulinase from Aspergillus niger. Journal of 

agricultural and food chemistry, 64, 2612-2618. 

YADAV, S. K. 2011. Studies on diversity, ecology and activity of coprophilous fungi from Goa 

and neighbouring regions of Maharashtra and Karnataka, India. Goa University. 

YAMAGUCHI, T., TAKAMURA, H., MATOBA, T. & TERAO, J. 1998. HPLC method for 

evaluation of the free radical-scavenging activity of foods by using 1, 1-diphenyl-2-

picrylhydrazyl. Bioscience, biotechnology, and biochemistry, 62, 1201-1204. 

YAMAMOTO, Y., TAKAHASHI, Y., KAWANO, M., IIZUKA, M., MATSUMOTO, T., SAEKI, 

S. & YAMAGUCHI, H. 1999. In vitro digestibility and fermentability of levan and its 

hypocholesterolemic effects in rats. The Journal of Nutritional Biochemistry, 10, 13-18. 

YAN, Y. L., HU, Y. & GÄNZLE, M. G. 2018. Prebiotics, FODMAPs and dietary fiber—

conflicting concepts in development of functional food products? Current Opinion in Food 

Science, 20, 30-37. 

YANG, Z., HU, J. & ZHAO, M. 2011. Isolation and quantitative determination of inulin-type 

oligosaccharides in roots of Morinda officinalis. Carbohydrate polymers, 83, 1997-2004. 

YAO, X., ZHU, L., CHEN, Y., TIAN, J. & WANG, Y. 2013. In vivo and in vitro antioxidant 

activity and α-glucosidase, α-amylase inhibitory effects of flavonoids from Cichorium 

glandulosum seeds. Food Chemistry, 139, 59-66. 

YOSHIKAWA, J., AMACHI, S., SHINOYAMA, H. & FUJII, T. 2007. Purification and some 

properties of β-fructofuranosidase I formed by Aureobasidium pullulans DSM 2404. 

Journal of Bioscience and Bioengineering, 103, 491-493. 

YOSHIKAWA, J., AMACHI, S., SHINOYAMA, H. & FUJII, T. 2008. Production of 

fructooligosaccharides by crude enzyme preparations of β-fructofuranosidase from 

Aureobasidium pullulans. Biotechnology letters, 30, 535-539. 



192 
 

YOUNIS, K., AHMAD, S. & JAHAN, K. 2015. Health benefits and application of prebiotics in 

foods. Journal of Food Processing & Technology, 6, 1. 

YUN, J.-W., JUNG, K.-H., JEON, Y.-J. & LEE, J.-H. 1992. Continuous production of fructo-

oligosaccharides by immobilized cells of Aureobasidium pullulans. Journal of 

Microbiology and Biotechnology, 2, 98-101. 

YUN, J.-W., KIM, D.-H., MOON, H.-Y., SONG, C.-H. & SONG, S.-K. 1997a. Simultaneous 

formation of fructosyltransferase and glucosyltransferase in Aureobasidium pullulans. 

Journal of Microbiology and Biotechnology, 7, 204-208. 

YUN, J. W. 1996a. Fructooligosaccharides—Occurrence, preparation, and application. Enzyme 

and Microbial Technology, 19, 107-117. 

YUN, J. W. 1996b. Fructooligosaccharides—occurrence, preparation, and application. Enzyme 

Microb Technol, 19. 

YUN, J. W., KIM, D. H. & SONG, S. K. 1997b. Enhanced production of fructosyltransferase and 

glucosyltransferase by substrate-feeding cultures of Aureobasidium pullulans. Journal of 

Fermentation and Bioengineering, 84, 261-263. 

YUN, J. W., KIM, D. H., UHM, T. B. & SONG, S. K. 1997c. Production of high-content inulo-

oligosaccharides from inulin by a purified endoinulinase. Biotechnology Letters, 19, 935-

938. 

ZAVŘEL, T., OČENÁŠOVÁ, P., SINETOVA, M. A. & ČERVENÝ, J. 2018. Determination of 

Storage (Starch/Glycogen) and Total Saccharides Content in Algae and Cyanobacteria by 

a Phenol-Sulfuric Acid Method. 

ZDUŃCZYK, Z., KRÓL, B., JUŚKIEWICZ, J. & WRÓBLEWSKA, M. 2005. Biological 

properties of fructooligosaccharides with different contents of kestose and nystose in rats. 

Archives of animal nutrition, 59, 247-256. 

ZENG, X.-A., ZHOU, K., LIU, D.-M., BRENNAN, C. S., BRENNAN, M., ZHOU, J.-S. & YU, 

S.-J. 2016. Preparation of fructooligosaccharides using Aspergillus niger 6640 whole-cell 

as catalyst for bio-transformation. LWT - Food Science and Technology, 65, 1072-1079. 

ZHANG, J., LIU, C., XIE, Y., LI, N., NING, Z., DU, N., HUANG, X. & ZHONG, Y. 2017a. 

Enhancing fructooligosaccharides production by genetic improvement of the industrial 

fungus Aspergills niger ATCC 20611. Journal of Biotechnology, 249, 25-33. 



193 
 

ZHANG, J., LIU, C., XIE, Y., LI, N., NING, Z., DU, N., HUANG, X. & ZHONG, Y. 2017b. 

Enhancing fructooligosaccharides production by genetic improvement of the industrial 

fungus Aspergillus niger ATCC 20611. Journal of Biotechnology, 249, 25-33. 

ZHAO, J. & CHEUNG, P. C. 2011. Fermentation of β-Glucans derived from different sources by 

bifidobacteria: evaluation of their bifidogenic effect. Journal of agricultural and food 

chemistry, 59, 5986-5992. 

ZHU, F. 2017. Coix: Chemical composition and health effects. Trends in Food Science & 

Technology, 61, 160-175. 

ZIELINSKI, A. A. F., BRAGA, C. M., DEMIATE, I. M., BELTRAME, F. L., NOGUEIRA, A. 

& WOSIACKI, G. 2014. Development and optimization of a HPLC-RI method for the 

determination of major sugars in apple juice and evaluation of the effect of the ripening 

stage. Food Science and Technology (Campinas), 34, 38-43. 

ZIEMER, C. J. & GIBSON, G. R. 1998. An Overview of Probiotics, Prebiotics and Synbiotics in 

the Functional Food Concept: Perspectives and Future Strategies. International Dairy 

Journal, 8, 473-479. 

 

 

 

 

 

 

 

 



194 
 

Appendices 

Appendix A: Chemical Composition of 3, 5-dinitrosalicylic acid (DNS) Ghose, (1987). 

Component Stock solution (0.2 g/L) 

3, 5-dinitrosalicylic acid 2.0 

Sodium potassium tartrate  36.4 

Phenol 0.4 

Sodium sulfite (Na2SO3) 0.1 

Sodium hydroxide (NaOH) 2.0 

 

The DNS stock reagent was prepared according to Ghose, (1987). A mixture of 2 g of 3,5 

dinitrosalicylic acid, 36.4 g Rochelle salt (sodium potassium tartrate), 0.4 g Phenol, 0.1 g (Na2SO3) 

and 2.0 g of NaOH were added to 200 ml volumetric flask dissolved in 150 ml deionized water for 

stirring and topped up to 200 ml. The reagent was refrigerated at 4 °C in an amber bottle until used. 

Citrate-phosphate buffer 

The conjugate base (A-) and the weak acid (HA) was prepared by weighing separately 28.39 g of 

Na2HPO4 and dissolving in 1 L distilled water in a volumetric flask (0.2M Na2HPO4). Citric acid 

weighed was 19.21 g in 1 L volumetric flask (0.1M citric acid). 0.1 M or 100 mM of citrate-

phosphate buffer was prepared by adding 631.5 ml of 0.2 M Na2HPO4 to 368.5 ml of 0.1 M citric 

acid and pH adjusted accordingly to 6.5 by HCL or 2M NaOH. 

Coomassie dye preparation  

The Coomassie brilliant blueG-250 reagent was prepared by dissolving 100 g of dye into 95 % 

ethanol, phosphoric acid 100 ml was added at a concentration of 85 % (v/v) and topped up to 1000 

ml. 

Preparation of DPPH 

40 mg of DPPH will be dissolved in 100 ml methanol. The mixture was then diluted with 100 ml 

of distilled water to obtain a stock solution of methanol/water (50:50 v/v). The working DPPH 

solution of absorbance values 0.75-0.80 at 525 nm was be prepared by diluting 200 ml of DPPH 
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stock solution with approximately 800 ml methanol/water (50:50 v/v) (Serpen et al., 2012, 

Manosroi et al., 2014). 

FRAP Solution Preparation 

Dilution of 10 mM aqueous solution of TPTZ with 20 mM ferric chloride in 300 mM sodium 

acetate buffer (pH 3.6) in the ratio 1:1:10 (v/v/v) (Serpen et al., 2012, Ahmed et al., 2017). 

Media for fructosyltransferase production. 

Component  Stock solution (g/L) 

Sucrose 30 

Sodium nitrate 5.0 

Yeast extract 10 

KCl 0.5 

K2HPO4 1.0 

MgSO4.7H2O 0.5 

FeSO4.7H2O 0.01 

 

Media for inulinase production. 

Component  Stock solution (g/L) 

Inulin 10 

Peptone 5.0 

NH4H2PO4 8.0 

(NH4)2HPO4 4.0 

KCl 0.5 

MgSO4.7H2O 0.5 

FeSO4.7H2O 0.01 

 

Nakamura et al.,(1997) 
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Appendix B: Standard Curves for Ftase, Inulinase and BSA assays. 
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Appendix C: Reagents for SDS and Native-PAGE. 

Preparation of 12 % separating gel 

Component Stock solution 

30 % Acrylamide/Bis-acrylamide solution 5 ml 

Distilled water 2.2 ml 

1.5M Tris Buffer (pH 8.8) 2.6 ml 

10 % (w/v) SDS 0.1 ml 

10 % (w/v) Ammonium persulfate (APS) 100 

TEMED 10 

 

Preparation of 5 % stacking gel 

Component Stock solution 

30 % Acrylamide/Bis-acrylamide solution 0.67 ml 

Distilled water 2.975 ml 

0.5M Tris-HCl Buffer (pH 6.8) 1.25 ml 

10 % (w/v) SDS 0.05 ml 

10 % (w/v) Ammonium persulfate (APS) 0.05 ml 

TEMED 0.005 ml 
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Appendix D: Coprophilous fungi isolates, sampling sites and herbivore species. 

Isolate 

number 

Herbivore dung 

species 

Assigned 

number 

Sampling site Zone of 

hydrolysis (mm) 

1 Rhino dung XROT – 1 Tala game reserve  23 

2 White rhino XWRP – 2 Phinda game reserve  14 

3 Rhino dung XROT – 3 Tala game reserve  8 

4 Rhino dung XROT – 4 Tala game reserve  5 

5 Rhino dung XROT – 5 Tala game reserve  3 

6 Rhino dung XROT – 6 Tala game reserve  9 

7 Rhino dung XROT – 7 Tala game reserve  9 

8 Rhino dung XROT – 8 Tala game reserve  7 

9 Goat dung XGOU – 9 Ukulinga farm 23 

10 Goat dung XGOU – 10 Ukulinga farm 17 

11 Goat dung XGOU – 11 Ukulinga farm 20 

12 Giraffe dung XGFT – 12 Tala game reserve 23 

13 Inyala dung XIOP – 13 Phinda game reserve  15 

14 Giraffe dung XGFT – 14 Tala game reserve  9 

15 Giraffe dung XGFT – 15 Tala game reserve  13 

16 Giraffe dung XGFT – 16 Tala game reserve  14 

17 Water buck XWBT – 17 Tala game reserve  12 

18 Water buck XWBT – 18 Tala game reserve  16 

19 Water buck XWBT – 19 Tala game reserve  19 

20 Bush back XBBT – 20 Tala game reserve  8 

21 Buffalo dung XOBP – 21 Phinda game reserve  23 

22 Impala dung XIMT – 22 Tala game reserve 18 

23 Impala dung XIMT – 23 Tala game reserve 23 

24 Impala dung XIMT – 24 Tala game reserve 14 

25 Impala dung XIMT – 25 Tala game reserve 12 

26 Cow dung XOCU – 26 Ukulinga farm 11 

27 Cow dung XOCU – 27 Ukulinga farm 21 
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Appendix D: Continuation. 

Isolate 

number 

Herbivore dung 

species 

Assigned number Sampling site Zone of hydrolysis 

(mm) 

28 Cow dung XOCU – 28 Ukulinga farm 9 

29 Cow dung XOCU – 29 Ukulinga farm 9 

30 Zebra dung XZBT – 30 Tala game reserve 18 

31 Zebra dung XZBT – 31 Tala game reserve 19 

32 Zebra dung XZBT – 32 Tala game reserve 18 

33 Hippopotamus dung XOHT – 33 Tala game reserve 19 

34 Hippopotamus dung XOHT – 34 Tala game reserve 14 

35 Hippopotamus dung XOHT - 35 Tala game reserve 13 

36 Horse dung XOHU – 36 Ukulinga farm 17 

37 Horse dung XOHU – 37 Ukulinga farm 11 

38 Horse dung XOHU – 38 Ukulinga farm 10 

39 Horse dung XOHU – 39 Ukulinga farm 10 

40 Horse dung XOHU – 40 Ukulinga farm 11 

41 Horse dung XOHU – 41 Ukulinga farm 7 

42 Elephant dung  XOEP – 42 Phinda game reserve 24 

43 Elephant dung  XOEP – 43 Phinda game reserve 25 

44 Elephant dung  XOEP – 44 Phinda game reserve  21 

45 Red ducker XORP – 45 Phinda game reserve  21 

46 Bush back XOBT – 46 Tala game reserve  19 

47 Bush back XOBT – 47 Tala game reserve  

48 Buffalo dung XOBP – 48 Phinda game reserve 25 

49 Goat dung XOGU – 49 Ukulinga farm 20 

50 White rhino XOWP – 50 Phinda game reserve   

51 Inyala dung XOIP – 51 Phinda game reserve  11 

52 Elephant dung XOEP – 52 Phinda game reserve   

53 White rhino dung XOWP – 53 Phinda game reserve  14 

54 White rhino dung XOWP – 54 Phinda game reserve  13 
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Appendix D: Continuation. 

Isolate 

number 

Herbivore dung 

species 

Assigned 

number 

Sampling site Zone of hydrolysis 

(mm) 

55 Zebra dung XOXP - 55 Phinda game reserve  3 

56 Goat dung XOGU - 56 Ukulinga research farm 8 

57 Common duiker XOCP - 57 Phinda game reserve 7 

58 White rhino XOWP – 58 Phinda game reserve 22 

59 Inyala dung XOIP – 59 Phinda game reserve  11 

60 Inyala dung XOIP – 60 Phinda game reserve  12 

61 Inyala dung XOIP – 61 Phinda game reserve  11 
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Appendix E: Morphological Identification of Coprophilous Fungal Strains. 
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 Morphological characteristics of selected dung sources. Bushbuck, a, b c, g, cow dung d, 

e, f, giraffe h, zebra dung, o, n, white rhino, hippo, water buck, impala, horse, goat, u, t, s.  

Morphological features of hind gut fermenters 1 – 5. 
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Appendix F: HPLC Standard Curves of Fructose and Glucose. 

 

 

 Fructose calibration curve from peak areas 0-10 mg/ml 

 

 

 

 Glucose calibration curve fom peak areas 0 – 10 mg/ml 
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Appendix G: Tables of Concentration of HPLC Standard Curves. 

 HPLC Fructose standard curve  

Retention Time (min) Concentration (mg/ml) Peak Area 

3.85 0.05 0 

3.85 0.1 0 

3.85 1 222.096 

3.85 2.5 487.309 

3.85 5 941.733 

3.85 7.5 1568.558 

3.85 10 1724.41 

 

 

 

 HPLC Glucose standard curve  

Retention Time (min) Concentration (mg/ml) Peak Area 

3.867 0.05 0 

3.867 0.1 0 

3.867 0.5 169.938 

3.867 1 271.023 

3.867 2.5 503.767 

3.867 5 929.997 

3.867 7.5 1366.82 

3.867 9.5 1291.86 
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Appendix H: Chromatograms of Selected Ftase and Inulinase Producers. 

 

 

 

 

 Chromatogram of sample 44 and 31 obtained from HPLC-RI showing FOS synthesis. 
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 Chromatogram of sample 28 and 45 showing inulinase potential as fructose and low level 

glucose was produced from inulin hydrolysis. 

 

 

 

 

 



208 
 

Appendix I: Table of log molecular weight vs Rf of standards extrapolated from the size of 

unknown bands. 

Size kDa log mm Rf mobility (cm) 

250 2.4 0.5 0.1 0.07 

130 2.11 1 0.32 0.15 

100 2 3 0.47 0.44 

70 1.85 4 0.59 0.58 

55 1.74 8 0.94 0.12 

35 1.54 NB 1 NB 

27 1.43  1.31  

15 1.17  1.86  

10 1  2  

 

aNB = no band seen at this MW     

 

 

 Standard curve estimation of molecular weight of Ftase enzyme after anion exchange 

chromatography. 
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Appendix J: Poster Presentation. 

 


