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Preface 

This dissertation is submitted in partial fulfilment of the requirements for obtaining the degree of 

Doctor of Philosophy (PhD). This dissertation contains the results of research undertaken between 

May 2014 and July 2017 at the Department of Chemistry and Bioscience of Aalborg University, under 

the supervision of Professor Jeppe Lund Nielsen. The work presented here was performed as a work 

package under the EU funded project "Towards off flavour free finfish aquaculture - Spacetaste" 

together with the project “IMProved quality of cultured fish for human CONsumption” (IMPCON). 

The dissertation consists of an introduction summarising literature relevant to the area of research 

and six scientific papers that are included as appendices. 

First and foremost, I sincerely would like to thank my supervisor Jeppe Lund Nielsen for his perpetual 

guidance, optimism and believing in me. I would like to thank him for many interesting discussions 

we have had, he is very knowledgeable both scientific and non-scientific and I have for sure learned a 
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Thank you to my office roommates for making the office a cheerful place to work. A special thanks to 

Henrik and Franzi for our many many scientific and non-scientific discussions over the years and to 

Nadieh for always helping when I was fighting with my computer. I would also like to say thanks to 

Søren for being my "go-to-guy" for technical MiSeq support. A special thanks to Freya for always 

helping when I was in trouble and for making each day fun to go to work.  Thanks a lot Teis, without 

you, I would not have been where I am. Thanks to all of my collaborators. Thanks to the technicians 

Jane, Marianne and Susanne for their help and technical support throughout my project. 

Lastly, I would like to thank my friends and family for their support and for keeping me grounded 

during my project. My deepest thank to my husband Niels and our two kids, Markus and Mynthe, for 

bearing with me and supporting me throughout the duration of my PhD project. I could not have 

done it without your patience and comprehension. You are the wind beneath my wings.  

Finally, thanks to you, the reader of this thesis. 

I hereby declare this is my original work. 
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English summary 

Off-flavours are of great concerns in various system such as drinking water, food production and 

aquaculture. Geosmin, with its extremely low detection threshold for humans, seems to be the most 

widespread off-flavour compound in aquaculture, entering through the gills of the fish and 

accumulates in the adipose tissue. Tainted fish needs to be depurated in clean water for several days 

and even weeks to ensure geosmin is no longer traceable. This increases the workload and 

production cost for the aquaculture owner. Geosmin is a secondary metabolite of microbial origin 

and the known geosmin producers encompass Actinomycetales, especially Streptomyces, 

myxobacteria and Cyanobacteria.  

The objective of this thesis was to reveal the diversity and identity of geosmin-producing bacteria in 

aquaculture and to provide strategies for elimination of geosmin. Several molecular biological 

methods were utilized in order to provide knowledge on the identity, prevalence and activity of 

geosmin-producing bacteria. 

In the first paper, the diversity of geosmin-producing bacteria was investigated in six European 

recirculated aquaculture systems (RAS) and revealed a more diverse population than previously 

known. Phylogenetic analysis on known geosmin-producing bacteria from a public database and 

producers found in the investigated RAS using culture-independent methods was performed. Several 

unidentified groups of Actinomycetales, myxobacteria and two closely related groups affiliating with 

the genus Sorangium was found to represent the geosmin-producing bacteria in the systems. This 

confirmed that the gene, geoA, encoding for the geosmin synthase were a suitable molecular marker 

for investigating the geosmin-producing community. Specific primers targeting four novel putatively 

geosmin-producing bacteria, a group of Actinomycetales, myxobacteria and the two Sorangium 

groups, were designed. A TaqMan quantitative polymerase chain reaction (qPCR) approach was 

applied to quantify the groups showing geosmin-producing populations to constitute of 0.007-0.9 % 

of the entire microbial community. Despite this small fraction, they still create severe off-flavour 

problems in aquaculture. 

In the second paper, the geosmin-producing bacterial population were investigated in 26 European 

RAS. Various environmental parameters were measured in order to find any statistical correlating to 

geosmin and the geosmin-producing bacteria in aquaculture. Multivariate data analysis revealed that 

the organic load (chemical oxygen demand (COD)), temperature, phosphate and redox potential 

were auto inducers for bacteria harbouring the geoA gene as well as the production of geosmin. 

Furthermore, sorangial geoA were shown to be one of the main geosmin-producer in the 

investigated RAS. These results provide knowledge to which factors control the geosmin production 

and could help designing new RAS with reduced geosmin levels. 

In the third paper, the effect of organic load on geosmin levels was studied in laboratory scale RAS. 

Organic load (biological oxygen demand (BOD)) were manipulated in order to increase their levels. 

Positive statistical correlations were observed between geosmin, BOD and transcripts of geoA. 

Additionally, total ammonia and pH correlated positively with geosmin. This study confirmed organic 

load to be a regulator for elevated geosmin levels and this knowledge provides the aquaculture 

sector an environmental parameter to microbial manage the geosmin-producing bacteria. 



 Off-flavour producing bacteria in aquaculture  

8 
 

In the fourth paper, the microbial community were monitored in a RAS for a period of nine months, 

revealing a relatively stable community, which reflects the surrounding environment. Monitoring the 

microbial community provides a possibility to maintain the stability and performance of RAS and 

observations in this study give a first insight into the community in RAS over a longer period. 

In the fifth paper, the habitat and abundance of geosmin-producing bacteria were investigated in six 

Brazilian aquaculture. The relative number of geosmin-producers were similar in the water, stool, 

intestine and on the skin, approximately 0.2 % of all bacteria. Putatively geosmin-producing bacteria 

found in the intestinal mucous layer of the fish suggests that geosmin uptake potential occurs in the 

intestines and not through the gills as previously believed. This observation could be of high 

importance in the attempt of developing of geosmin elimination strategies. If the tainting occurs 

through the uptake of geosmin in a small confined space within the intestines, then instead of 

focusing on water treatment strategies applying substances able of changing the microbiome e.g. 

probiotic/prebiotics or adding chelators could be a successful approach.  

In the sixth paper, the microbiome of fish feed with a dietary supplementation of 0.1%, 1% and 5% β-

glucans were investigated in order to analyse the effect of this treatment. The β-glucan treated fish 

revealed a statistically significant change in the microbiome compared to a control group not feed 

with β-glucans. Additionally, the metabolites in the fish blood were measured to investigate the 

impact to the fish when feed with β-glucans. Several metabolites either increased or decreased when 

feed with the dietary supplementation of β-glucans compared to the control group. Changing the 

microbiome and metabolites of fish is applicable with prebiotics and therefore also to modify fish 

health. 

In this thesis, the first study applying a large dataset to reveal environmental parameters affecting 

geosmin and bacteria harbouring the geoA gene were conducted. Furthermore, geosmin-producing 

bacteria were found for the first time applying molecular tools to exist in the intestinal tract of fish in 

same quantities as in the water and lastly the microbiome of fish feed with β-glucans together with 

changed metabolite response were for the first time documented. 
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Dansk resumé 

I systemer såsom drikkevand, fødevareproduktion og akvakultur er afsmag en stor belastning. 

Geosmin, som har en ekstrem lav detektionsgrænse for mennesker, virker til at være det mest 

omfattende afsmags stof i akvakulturer. Det absorberes gennem gællerne og akkumuleres i fiskenes 

fedtvæv. Geosmin indeholdende fisk skal holdes i rent vand i dagevis, endda uger, for at få udskilt 

lugtstoffet, så det ikke længere er sporbart. Dette øger arbejdsbyrden og produktionsomkostningen 

for akvakultur ejerne. Geosmin er en sekundær metabolit med oprindelse fra mikrober, hvoraf 

kendte geosmin producenter omfatter aktinobakterier, specielt streptomyceter, myxobakterier og 

cyanobakterier.  

Formålet med denne afhandling var at afdække diversiteten og identiteten af geosmin producerende 

bakterier i akvakulturer og at fremsætte eliminations strategier for geosmin. Flere 

molekylærbiologiske metoder blev anvendt for at fremskaffe viden omkring identitet, prævalens og 

aktivitet af de geosmin producerende bakterier.  

I den første artikel blev diversiteten af geosmin producerende bakterier undersøgt i seks europæiske 

recirkulerede akvakultur systemer (RAS). Disse viste en større mangfoldig population end tidligere 

troet. En fylogenetisk analyse af kendte geosmin producerende bakterier blev foretaget med data fra 

en offentlig database, samt data fundet ved kultiverings uafhængige metoder fra de undersøgte RAS. 

Flere uidentificerede grupper af aktinobakterier, myxobakterier og en myxobacterial gruppe, kaldet 

Sorangium, viste sig at repræsentere bakterierne, som producerer geosmin i systemerne. Dette 

bekræftede, at genet geoA, som koder for geosmin syntasen, var en egnet molekylær markør for at 

undersøge den geosmin producerende populationen. Primere der specifikt rammer tre nye mulige 

geosmin producerende bakterier, en aktinobakteriel gruppe, myxobakterier og Sorangium, blev 

designet. En TaqMan qPCR fremgangsmåde blev anvendt for at kvantificere de geosmin 

producerende bakterier, hvilket viste systemerne indeholdt 0,007-0,9 % af disse bakterier i forhold til 

hele den bakterielle population tilstede. Til trods for denne lille fraktion geosmin producerende 

bakterier tilstede udgør de et alvorligt afsmag problem i akvakulturer.  

I den anden artikel blev den geosmin producerende population undersøgt i 26 europæiske RAS. 

Forskellige miljømæssige faktorer blev målt for at detektere statistiske korrelationer til geosmin og 

geosmin producerende bakterier i akvakultur. En multivariat dataanalyse afslørede at organisk 

belastning (kemisk iltkrav (COD)), temperatur, fosfat og redox potentiale var inducere af bakterier 

med geoA genet og for produktionen af geosmin. Desuden viste resultatet, at Sorangium var 

hovedproduceren af geosmin i de undersøgte RAS. Disse resultater fremsætter viden om hvilke 

faktorer, der kontrollerer geosmin produktionen og kan potentielt assistere i design af nye RAS med 

reducerede geosmin niveauer. 

In den tredje artikel, blev effekten af organisk belastning på geosmin undersøgt i RAS i laboratorium 

skala. I disse RAS blev organisk belastning (biologisk iltkrav (BOD)) manipuleret med henblik på at 

forøge BOD niveauerne. Positive korrelationer mellem geosmin, BOD og udtrykt geoA blev 

observeret. Desuden korrelerede geosmin også positivt med ammonium ioner og pH. Dette studie 

bekræftede, at organisk belastning var en regulator for forhøjede geosmin niveauer og denne viden 
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muliggør mikrobiel management af geosmin producerende bakterier ved at ændre på den organiske 

belastning. 

I den fjerde artikel blev den mikrobielle population overvåget i et RAS over en periode på ni 

måneder. Dette viste en relativt stabil population som reflekterede det omgivende miljø. 

Overvågning af det mikrobielle samfund giver mulighed for at opretholde stabiliteten og ydeevnen i 

RAS og observationerne i dette studie giver et først indblik i det mikrobielle samfund i RAS over en 

længere periode. 

I den femte artikel blev levestedet og hyppigheden af geosmin-producerende bakterier undersøgt i 

seks brasilianske akvakulturer. De relative forhold af geosmin producerende bakterier i vandet, 

fæces, tarmene og på skindet var ensartet, omkring 0,2 % af alle bakterier. Mulige geosmin 

producerende bakterier fundet i tarmens slimlag i fisken foreslår, at geosmin optagelsen foregår i 

tarmene og ikke gennem gællerne som tidligere troet. Denne observation kunne være meget vigtig i 

forsøget på at udvikle elimination strategier for geosmin. Såfremt optagelsen af geosmin foregår over 

et begrænset område i tarmen, kunne fokus flyttes fra vandbehandlingsstrategier over på at benytte 

stoffer der kan ændre mikrofloraen i tarmen med for eksempel probiotika/prebiotika eller 

chelatorer. Dette kunne være en succesfuld metode for elimination af disse bakterier i tarmen. 

 

I den sjette artikel blev mikrobiomet undersøgt i fisk fodret med et supplement af β-glukaner på 

henholdsvis 0,1, 1,0 og 5,0 % for at analysere effekten af disse behandlinger. Fiskene fodret med β-

glukaner viste en statistisk signifikant ændring i deres mikrobiom i forhold til kontrolgruppen, der 

ikke modtog et supplement af β-glukaner. Desuden blev metabolitterne i fiskens blod målt for at 

undersøge effekten på fiskene, når de blev fodret med β-glukaner. Flere metabolitter blev enten 

forøget eller mindsket som følge af kostsupplementet med β-glukanerne i forhold til kontrol 

gruppen. Det er derfor muligt at modificere fisks mikrobiom og metabolitter med prebiotika og 

dermed at ændre på fiskenes helbred. 

 

I denne afhandling blev det første studie udført, hvor et stort datasæt blev anvendt for at identificere 

miljømæssige faktorer, der påvirker geosmin og geosmin producerende bakterier. Endvidere blev 

geosmin producerende bakterier fundet i tarmen, ved hjælp af molekylære metoder, i samme 

mængder som i det omgivende vand. Afslutningsvis blev det for første gang dokumenteret, at fisk 

fodret med β-gukaner ændrer deres mikrobiom og metabolitter i blodet.  
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Objectives of the PhD project 
 
The overall objective of this PhD project was to study the microorganisms involved in geosmin 
production in aquaculture. This was to be achieved by applying different molecular biological 
methods to provide knowledge to phylogenetic identification, abundance and physiology in order to 
produce the foundation for potential ways to decrease presence and activity. Furthermore, the 
objective was to identify the gut microbiome response to a supplementation of prebiotics. The 
specific objectives of the project were: 

 

 To identify the diversity of geosmin-producing bacteria in recirculated aquaculture systems 

using a cultivation-independent method. 

 

 Investigation of environmental parameters affecting the levels of geosmin and geosmin-

producing bacteria using a large dataset applying a multivariate statistical analysis approach. 

 

 To analyse the habitat of geosmin-producing bacteria in Brazilian aquaculture. 

 

 Identification of the microbial community including the geosmin-producing microbes in a 

time series of nine month in a Danish indoor recirculating aquaculture plant. 

 

 To identify the gut microbiome in rainbow trout feed with and without a dietary 

supplementation of β-glucans. Furthermore to analyse the metabolite response in the blood 

of the fish due to the prebiotic additive. 
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1 Introduction 
 

1.1 Aquaculture 

Modern capture fisheries encounter negative impacts on marine and freshwater ecosystems such as 

overfishing, killing of undersized fish or non-target species and destruction of coral reef ecosystems 

(Delgado et al., 2003; Johannes and Ripen, 1996). In fact, in 2013 31.4 % of fish stocks were estimated 

to be overfished which clearly indicates the requirement of alternative methods. One of the reasons 

for these problems relates to the rapid increase in world population and with a consumption of more 

than 20 kg fish annual per capita current capture fisheries cannot fulfil the required quantities. 

Therefore, fish production in aquaculture has been a popular and necessary solution to this increasing 

demand. Aquaculture covers the farming of aquatic organisms such as fish, molluscs, crustaceans and 

aquatic plants and can take place in fresh, brackish or marine water. To distinguish between 

aquaculture and capture fisheries, FAO utilizes the definition of aquaculture that there needs to 

encompass ownership of the stock throughout the rearing period to qualify to the term aquaculture 

(FAO, 2016).  

In 2014 aquaculture production of fish amounted to 44.1 % of the total fish industry on a national basis 

(Figure 1) and in 35 countries the aquaculture production exceeded the conventional capture fisheries 

(FAO, 2016).  

 

Figure 1: The distribution of aquaculture and capture production during time (Kwok, 2016). 

Traditional aquaculture has seriously impacted the nearby environment covering disease outbreak to 

the surrounding wildlife stocks and altering of the genetic pool of the wild stocks through escaped fish. 

Furthermore, the effluent from the traditional aquaculture is discharged into the surrounding ponds 

and rivers inducing potentially eutrophic pollution problems in the nearby environment. Besides 

nutrients, these compounds also cover various chemicals, antibiotics and undigested feed (Clifford et 

al., 1998; Delgado et al., 2003; Tendencia and de la Peña, 2001). To ensure long-term sustainability for 

the aquaculture it is crucial to reduce these negative environmental impacts. As a consequence hereof 

the Danish government has enacted new stricter environmental regulations in 1987, which specify 

maximum levels of nitrogen, phosphorus and organic substances in the effluent (Larsen, 2005). A 

method to decrease the pollution of the environment is to reuse the water in recirculated aquaculture 
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systems (RAS). With these systems, less effluent is drained off to the surrounding ponds. Furthermore, 

water is a scarce resource on the planet and aquaculture, and in particular pond aquaculture, are one 

of the most water consuming methods for rearing of animals. Therefore, with the increasing demand 

for fish for consumption, aquaculture needs to develop new strategies in order to reduce their water 

consumption (Boyd and Gross, 2000). RAS has shown to be a cost-effective method to obviate these 

needs and is gaining utilization around the world.  

 

1.1.1 Recirculating aquaculture systems  

RAS can be indoor or outdoor tank-based systems and they can be freshwater or marine water 
systems, although farming freshwater fish is the most common choice (Burnell and Allan, 2009; Tal et 
al., 2009). In these semi-closed systems where 80-95 % the water are typically recirculated, the water 
quality is more easily controlled making it possible to farm fish in higher densities. Successful systems 
have even been conducted on 100 % recirculated aquaculture systems, so-called zero-discharge 
recirculating systems. The advantages of RAS are that they need limited water resources, a constant 
monitoring of the environment parameters in order to improve rearing conditions, fish can be reared 
at high densities, and with shorter production time due to high food conversion factors (Dalsgaard et 
al., 2013; Gelfand et al., 2003; Guttman and van Rijn, 2008; Singh et al., 1999).  
  

1.1.1.1 Compartmental structure 

The structure of RAS can vary but the following compartments are generally present: a fish production 

tank, mechanical filtration, biological filtration and oxygenation (Gelfand et al., 2003; Summerfelt et 

al., 2004; Tal et al., 2009). A schematic overview of the RAS components is outlined in Figure 2.  

 

Figure 2: Overview of the different steps in a RAS. 

The production tanks can vary in size, shape, material and numbers depending on fish species and 

accessibility. Outdoor RAS will typically be built into the ground in concrete whereas production tanks 

in indoor RAS typically will be round compartments standing on the ground made of e.g. plastic. It is 

Important to design the tank size to fit the capacity of other components in the system especially size 

of the biological filter compartment. The mechanical filters are often round drum filters with a 40–
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80 μm mesh size, removing suspended solids which would otherwise affect the water quality 

negatively (Dalsgaard et al., 2013; Schrader et al., 2013). Biofilters can consist of moving bed 

(approximately 1 cm in diameter) or fixed beds (150 and 750 m2/m3) (Figure 3A and B). 

 
Figure 3: A) Moving bed biofilters. B) Fixed bed biofilters. Modified from (USDA, 2009) 

It is within the biofilter compartments that e.g. the fish excretory product ammonia is removed. 

Exposure to high concentrations of ammonia leads to various diseases in the fish and are therefore 

toxic to the fish. The removal of ammonia is dependent on nitrifying microorganisms who can convert 

the compound into non-toxic nitrogen (N2) (Foesel et al., 2008) and will be described in the next 

section. Finally, reoxygenation of the water is conducted before entering the fish production tank to 

ensure optimal conditions for fish respiration (Summerfelt et al., 2000). Optimal water quality ensuring 

healthy fish depends on effective management of the microbial communities within the system. 

 

1.2 Microbiology in aquaculture 

The microbial community in aquaculture is of great importance to ensure effective management of 

the fish production (Michaud et al., 2009). Microbial consortia can develop from indigenous 

communities or can be introduced by fish feed, through contact with staff or visitors and by the 

external (skin) and internal (gut) microbiota of the fish (Sharrer et al., 2005). The role of some of 

these aquatic microorganisms is to degrade organic matter and recycle harmful nutrients such as 

ammonia and to keep optimal stable water quality, but also in terms of preventing the proliferation 

of harmful bacterial species (Attramadal et al., 2012b; Foesel et al., 2008; Sugita et al., 2005). In RAS, 

two very important groups of bacteria are present: autotrophs, which contribute to nitrification of 

ammonia mainly in the biofilters and heterotrophs, which degrade organic matter and nitrate into 

the gaseous nitrogen (N2) maintaining a proper water quality for the fish to live in (Gao et al., 2012; 

Michaud et al., 2009; Sugita et al., 2005). The autotrophs cover the two groups of nitrifying 

ammonia-oxidising bacteria (AOB) and archaea (AOA) and nitrite-oxidising bacteria (NOB). The AOB 

converts ammonia into nitrite, which is subsequently converted into nitrate by NOB in the two-step 

reaction: (Dalsgaard et al., 2013; Foesel et al., 2008; Kuhn et al., 2010): 

NH4
+ + 1.5 O2 => NO2

- + 2H+ + H2O (AOB) 
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NO2
- + H2O=> NO3

- + 2H+ + 2e- (NOB)  (Schreier et al., 2010) 

Recently, it has been shown that the nitrification of ammonia into nitrate does not need two 

different organisms but can be carried out by one specialized bacteria denoted commamox who can 

perform the entire conversion of ammonia into nitrate itself. (Costa et al., 2006; Daims et al., 2015; 

van Kessel et al., 2015). Similar, another group of microorganisms converts ammonia and nitrite into 

nitrogen in one reaction designated anammox (Kuenen, 2008). Although, a coexistence is beneficial 

with autotrophic and heterotrophic bacteria the latter mentioned risk to outgrow the nitrifying 

bacteria because of a much faster growth rate. The bacteria compete over the present oxygen in the 

system and an excess of the heterotrophic bacteria risking the nitrification to reduce. High levels of 

organic matter deriving from digested feed, uneaten feed and debris are impossible to avoid in RAS, 

but reducing the amount of organic matter in the biofilters, e.g. by application of a drum filter helps 

controlling the quantity of these bacteria (Blancheton et al., 2013; Gao et al., 2012; Hagopian and 

Riley, 1998; Leonard et al., 2002; Michaud et al., 2006; Sugita et al., 2005). The microbial composition 

was shown to differ between aquaculture ponds, RAS, flow-through systems and semi-closed 

containment systems, but some phyla were the most abundant in all studies: Proteobacteria, 

Bacteriodetes, Actinobacteria and Planctomycetes (Attramadal et al., 2012a, 2012b; Martins et al., 

2013; Qin et al., 2016; Rud et al., 2016; Smith et al., 2012; Tang et al., 2014; Lukassen et al., 

submitted (Paper 2)). The phylum Cyanobacteria was mainly found in outdoor aquaculture with a 

(sub)tropical climate (Petersen et al., 2014; Qin et al., 2016; Lukassen et al., submitted (Paper 5)). 

Furthermore, in RAS the composition of the microorganisms in the water are constantly influenced 

by external factors such as make-up water dilution and disinfection while the microbial composition 

in the biofilter is more sheltered, which results in varying organisms in these two RAS compartments 

(Rud et al., 2016; Lukassen et al., submitted (Paper 2)). High performance with healthy fish in 

aquaculture, therefore, depends on the microbial community in aquaculture which again are 

affected by chemical properties such as salinity and pH (Bakke et al., 2016; Liu et al., 2015; Tal et al., 

2003). For instance, the abundance of Actinobacteria decrease when ammonia and nitrate increase 

and Bacteroidetes correlate positively with ammonia concentration (Jiang et al., 2016; Qin et al., 

2016). These environmental changes and therefore microbial alteration may manifest themselves as 

activators or suppressor of certain metabolic pathways in the aquatic systems (Bentzon-Tilia et al., 

2016). Disease outbreaks caused by bacterial pathogens in aquaculture have a tremendous economic 

impact for the fish farmers risking loses of entire stocks (Moriarty, 1999; Verschuere et al., 2000). 

Diseases can be caused by the opportunistic pathogens Vibrio, Aeromonas, Flavobacterium, Yersinia 

Nocardia, Aeromonas and Streptococcus (Gatesoupe, 1999; Schmidt et al., 2000; Schreier et al., 

2010; Shi et al., 2012). Elimination of these pathogens were often conducted utilizing antibiotic 

therapy resulting in antibiotic resistance strains, which forced the sector to consider the use another 

approach such as pro – and prebiotics (Gatesoupe, 1999; Ringø and Song, 2016; Schmidt et al., 2000). 

Studies have suggested RAS biofilters to be more sensitive to pathogenic outbreaks while other 

studies propose RAS to less sensitive due to less interaction with the surroundings and the often 

applied disinfection units (Blancheton et al., 2013; Sharrer et al., 2005).  

Various studies on the identification of the microbial communities in aquaculture have been 

conducted but still, a detailed characterisation of the aquaculture environment in respect to its 

residing microbiota, its functions and microbial interactions are at an early stage. With time, 

microbial management in aquaculture could lead to optimised operational conditions and 

aquaculture performance.  

 



 Off-flavour producing bacteria in aquaculture  

19 
 

1.2.1 Gut microbiota of fish 

The gut microbiota refers to a complex and dynamic microbial ecosystem, which colonises and 

resides in the intestines of the host. This microbiome has a high impact on the health of the host as it 

provides the host protection from colonisation of pathogens, promotes nutrient supply, retention of 

immunity and homeostasis (Figure 4) (Delzenne and Cani, 2008; Nicholson et al., 2005). The microbial 

composition in the gut is affected by intake of feed, gender, life cycle and the aquatic environment, 

which is shaped by e.g. temperature and farming conditions (Huang et al., 2016; Iehata et al., 2015; 

Kohl and Yahn, 2016; Sugita et al., 1983). In fact, changing the feed has been shown to have a large 

effect on the microbiome showing microbial manipulation can occur with adjusting the feed 

composition (Miyake et al., 2015). Furthermore, each fish species has its own microbiome, however, 

a study revealed that the gut microbiome of different fish species were more similar when growing in 

the same environment than two identical fish species living in different environments (Dehler et al., 

2016; Hennersdorf et al., 2016). During antibiotic treatment or pollution of the aquatic environment 

with unwanted chemicals, the microbial composition in the gut can be massively altered and result in 

an elimination of entire bacterial populations (Bakke-McKellep et al., 2007; Navarrete et al., 2008).  

 

Figure 4: The microbiome within the gut of the fish and their metabolites helps maintain homeostasis (Wong et al., 2016). 

Two groups of bacteria are usually present in the fish gut: autochthonous (adherent) and 

allochthonous (transient) (Kim et al., 2007; Ringø et al., 2003). The first mentioned group is tolerant 

to the low pH present in the gastric acid helping them to retain their viability so they can attach to 

the intestinal mucous layer (Onarheim and Raa, 1990; Savage, 1989). The allochthonous group are 

not able to colonise in this environment and are therefore only present for shorter periods in the gut 

(Ringø and Birkbeck, 1999). Aerobic as well as anaerobic bacteria represent the bacterial community 

in the fish gut (Trust et al., 1979). The role of the majority of the bacteria present in the fish 

microbiota are still unknown but several studies have investigated their function in the search of e.g. 

health indicators, but more research in this area are needed (Bentzon-Tilia et al., 2016). 
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As mentioned, a healthy microbiome prevents colonisation of pathogens in the gut (Sugita et al., 

1997). Additives to the feed such as probiotics and/or prebiotics (in combination called synbiotics) 

can help altering the microbiome into a community, which offers the host a health benefit to the 

host (Figure 5). Altering the microbial community in the gut has shown to affect the metabolism of 

nutrients, cholesterol and xenobiotic compounds (Cebra, 1999; Falk et al., 1998; Sadzikowski et al., 

1977). 

 

Figure 5: Prebiotics and probiotics enhance the health of the host. Combined they are termed synbiotics. (Fibres, 2015).  

Probiotics are living bacteria, which often are administrated in aquaculture as water additive or 

incorporated in the feed. They have shown to provide increased immunity and survival by 

competitively exclude pathogens (Figure 6) and by producing compounds as antibiotics and organic 

acids, which decomposes the pathogens (Austin et al., 1995; Queiroz and Boyd, 1998). Additionally, 

probiotics can improve growth by enhancing the feed conversion efficiency (El-Dakar et al., 2007; 

Zhou et al., 2010). Over time the probiotics will lose viability and additional bacteria have to be 

supplied (Lauzon et al., 2010). The first application of probiotics in aquaculture was conducted 30 

years ago and since that it has been widely used especially as an alternative to antibiotic therapy, 

which has caused the establishment of antibiotic resistance microbes (Gatesoupe, 1999; Kozasa, 

1986; Schmidt et al., 2000; Standen et al., 2015; Verschuere et al., 2000). The limitations of probiotic 

are e.g. that establishment of a healthy microbiome relies on the already present bacteria in the gut. 

It is implausible to rely on an exogenous addition of probiotic solely can prevent pathogens to 

colonise the gut and failure can happen then bacterial species, which are not an existing part of the 

microbiome, are utilized (Verschuere et al., 2000). 
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Figure 6: 1) Pathogenic bacteria attach to the peritrophic membrane. 2) The presence of beneficial bacteria limit the adhesion 

of pathogenic bacteria to the intestine. Modified from (Science Learning Hub, 2011). 

Prebiotics are compounds, which acts as a fertiliser for the healthy microbiome already present in 

the gut. The prebiotics used in aquaculture today is usually deficient-digestible mono-, oligo-, or 

polysaccharides that can only be metabolised by bacteria and not directly by the host (Cummings et 

al., 2001; Gibson et al., 2015). In rearing of mammals and fish various selection of prebiotics has been 

tested: mannan-oligosaccharides, fructo-oligosaccharide, galacto-oligosaccharides, inulin and β-

glucans (Macfarlane et al., 2007; Olsen et al., 2001; Skov et al., 2012; White et al., 2002). These 

additives can elevate specific species such as Bifidobacter and Lactobacillus, which have a beneficial 

health effect on the host (Costalos et al., 2008; Tuohy et al., 2005). Furthermore, several health 

improving reactions have been documented from the use of prebiotics e.g. enhancement of digestive 

enzymes (protease and amylase), improved growth, immunity and disease resistance (Kihara et al., 

1995; Li and Gatlin III, 2004; Staykov et al., 2007; Xu et al., 2009). However, caution should be taken 

when administrating prebiotics as illustrated by a study on inulin were a high concentration dose of 

inulin had damaging effect on the host (Olsen et al., 2001). The prebiotics are metabolised in the gut 

into short-chain fatty acids such as lactic acid, butyrate and acetate, which again are utilized by the 

host (Roberfroid, 1993; Velazquez et al., 1997). In aquaculture, the use of prebiotics, without the 

additive of a probiotic, is still in its infancy even though some shows promising applicability as 

immunostimulants. β-Glucans has shown most promising effects on fish health (Arena et al., 2014; 

Dalmo and Bøgwald, 2008; Ringø and Song, 2016) and feed containing β-glucans are commercially 

manufactured (Cook et al., 2001; Jung-Schroers et al., 2016; Kühlwein et al., 2014). The ability for β-

glucans to alter the gut microbiome have been proven only by a few studies (Jung-Schroers et al., 

2016; Kühlwein et al., 2014; Skjermo et al., 2006; Lukassen et al., in preparation (Paper 6)). Several 

bacterial species were influenced and their abundance altered due to β-glucan treatment compared 

to the control. Furthermore, fish feed with β-glucans showed to have a significantly different 

metabolite profile in the blood indicating that the impact of β-glucans on the host occur through 

modifying the microbiome (Lukassen et al., in preparation (Paper 6)).  

This successful modulation of the fish microbiome indicates the possibility to alter the composition of 

the gut microbiome by eliminating or generating favourable conditions for different bacterial species 

and hereby changing the host physiology. Therefore, the potential in manipulation the microbiome 
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has great potential for obtaining a deeper understanding of the importance of the fish gut 

microbiome and its function, and how managing the feed provided to the fish could lead to more 

optimised management and performance of aquaculture. 

 

1.3 Off-flavour in aquaculture  

Off-flavour in aquaculture originates mainly from geosmin (trans-1,10-dimethyl-trans-9-decalol) and 

2-methylisoborneol (MIB) which have an earthy and musty flavour, respectively. Geosmin seems more 

frequent to be the source of off-flavour problems than MIB (Gerber and Lechevalier, 1965; Houle et 

al., 2011; Schrader and Summerfelt, 2010). The organisms responsible for geosmin production in 

aquaculture are bacteria (Auffret et al., 2011; Guttman and van Rijn, 2008; Schrader and Summerfelt, 

2010) although eukaryotic fungi and plants also have been identified as capable of producing geosmin 

(Bacha et al., 2015; Freidig and Goldman, 2014; La Guerche et al., 2005). Since these geosmin-

producing fungi have only been detected in soil, juice and wine (La Guerche et al., 2005) and no plants 

are present in aquaculture, these are not considered a particular problem in this system. Geosmin is 

an aromatic compound with volatile properties which exists as (+) and (-) enantiomers with the odour 

causing (-) enantiomer being 10 times more potent than the (+) enantiomer (Bentley and Meganathan, 

1981; Gerber and Lechevalier, 1965; Saito et al., 1996; Watson et al., 2007). The off-flavour compound 

geosmin has hydrophobic properties and due to this characteristic, it accumulates in the fish tissue 

where fish with a higher fat content tends to accumulate higher levels of geosmin resulting from the 

hydrophobic feature (Tucker, 2000). Geosmin absorption is relatively fast whereas the excretion is 

much slower (Rurangwa and Verdegem, 2015). The main uptake route of geosmin is generally assumed 

to be through the gills, however, uptake of geosmin has also been proposed to occur through skin, 

intestine and stomach, although the time required to detect the off-flavour in the flesh was 15 to 70-

fold longer than through the gills (From and Hørlyck, 1984). Geosmin-producing bacteria were found 

in the stomach and the intestinal mucous layer of fish suggesting that fish may also feed actively on 

potential geosmin-producing microorganisms (Gutierrez et al., 2013; Watson et al., 2016; Lukassen et 

al., submitted (Paper 5)). When geosmin accumulates in the fish, it results in tainted fish with an earthy 

smell and taste causing the need for depuration of the fish in clean water, which delay the harvest and 

subsequently sale. In aquaculture, this was estimated in 2003 to increase the cost up to 0.25 US$/kg 

fish (Hanson, 2003). Geosmin has a human detection threshold down to 4 ng/L making it extremely 

potent and an extensive problem in the aquaculture industry (Watson et al., 2016). 

Aside from aquaculture, geosmin also causes problems in various systems such as drinking water, wine 

and liquor production (Behr et al., 2013; Du et al., 2011; Ludwig et al., 2007).  

 

1.3.1 Characterisation of geosmin  

Terpenes are secondary metabolites, which are highly diverse and exist in various forms with various 

chemical modifications. When the terpenes are functionally modified in their chemical structure they 

are referred to as terpenoids and this functional structure are known to be extremely diverse causing 

highly diverse functional roles (Gershenzon and Dudareva, 2007; Harrewijn et al., 2002). They are 

produced by plants, liverworts, fungi and bacteria and are well studied due to their many 
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functionalities (Yamada et al., 2015). Several bacterial terpenes have been identified and the main 

groups are monoterpenes, sesquiterpenes and diterpenes (Dickschat, 2016). More than 50,000 

terpenes have been isolated and characterised and associated with functions such as electron carriers, 

mediators of polysaccharide assembly, hormones, communication and defence agents, photosynthetic 

pigments and as off-flavour compounds (Langenheim, 1994; Yamada et al., 2015). A relatively minor 

fraction of these many terpenes have been identified in bacteria but one frequently found terpenoid 

in some phyla is the off-flavour compound geosmin, which belongs to the tertiary alcohol group of 

sesquiterpenes (Figure 7) (Dickschat et al., 2005; Giglio et al., 2008; Schöller et al., 2002; Yamada et al., 

2015).  

 

Figure 7: The chemical structure of geosmin. 

 

1.3.2 Geosmin-producing bacteria 

The phyla Actinobacteria (particularly Streptomyces) and Cyanobacteria are known to cover geosmin-

producing bacteria in aquatic environments. Additionally, a number of myxobacteria have been 

proposed as potential geosmin-producers (Bacha et al., 2015; Dickschat et al., 2005; Guttman and van 

Rijn, 2008; Yamada et al., 2015; Lukassen et al., 2017 (Paper 1)). Myxococcales, various unidentified 

species of Actinomycetales, and species associated with the genus Sorangium were revealed in to be 

the main geosmin-producing bacteria in European RAS (Lukassen et al., 2017 (Paper 1)). Utilizing a 

culture-independent method, geosmin-producer were quantified to consist of 0.001-1 % of all bacteria 

in the systems (Lukassen et al., 2017 (Paper 1)). In these European RAS no Streptomyces were found. 

This finding was supported by observations in Brazilian aquaculture and RAS in which no Streptomyces 

were found (Lukassen et al., submitted (Paper 2 and 5); Lukassen et al., in preparation (Paper 4)). 

Previously, Streptomyces were designated to be one of the most dominant geosmin-producing 

bacterial group in RAS using culture-dependent methods (Guttman and van Rijn, 2008; Klausen et al., 

2005), but this view is challenged by newer culture-independent based investigations (Auffret et al., 

2013, 2011; Schrader and Summerfelt, 2010; Lukassen et al., 2017 (Paper 1); Lukassen et al., submitted 

(Paper 2)). The myxobacterial group Sorangium were found with specific quantitative polymerase 

chain reaction (qPCR) primers to be the most abundant genus in European RAS applicable of producing 

geosmin (Lukassen et al., submitted (Paper 2); Lukassen et al., in preparation (Paper 4)) supporting the 

finding that Sorangium and Nannocystis were detected in an investigated RAS (Auffret et al., 2013). 

In Table 1, a list of known geosmin-producers is displayed. All actinobacterial species found in the table 

affiliate within the order of Actinomycetales, as proposed by a recently study (Lukassen et al., 2017 

(Paper1)), which is also supported by the observation that all Actinomycetales harbour the gene 

responsible for geosmin synthesis, except for one species (Yamada et al., 2015). The genus 

Streptomyces covers a variety of different species capable of producing geosmin (Du et al., 2013; 

Klausen et al., 2005).  A relatively long list of Cyanobacteria are known to be able to produce geosmin 
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and this phylum is often associated with off-flavour problems in ponds and especially in water 

reservoirs and aquaculture from the (sub)tropics (Ho et al., 2012; Lukassen et al., submitted (Paper 5)). 

The known geosmin-producers in the phyla Proteobacteria are all in the order of Myxococcales (Auffret 

et al., 2013; Dickschat et al., 2005). Table 1 shows the identified geosmin-producing species, yet recent 

studies reveal a variety of unknown geosmin-producing bacteria awaiting to be unveiled (Lukassen et 

al., 2017 (Paper 1)).  

Table 1: Known geosmin-producing bacteria.  

Phylum Genus Reference  

Actinobacteria Streptomyces Guttman and van Rijn, 2008 

Actinobacteria Kitasotospora Auffret et al., 2011 

Actinobacteria Frankia Auffret et al., 2011 

Actinobacteria Saccharopolyspora Watson et al., 2016 

Actinobacteria Nocardia Robin et al., 2006 

Actinobacteria Actinosynnema Auffret et al., 2011 

Actinobacteria Micromonospora Hamlin et al., 2008 

Actinobacteria Actinomycetales spp Lukassen et al., 2017 (Paper 1) 

Cyanobacteria Oscillatoria  Izaguirre et al., 1982 

Cyanobacteria Lyngbya Jüttner and Watson, 2007 

Cyanobacteria Phormidium Robin et al., 2006 

Cyanobacteria Schizothrix Jüttner and Watson, 2007 

Cyanobacteria Anabaena Izaguirre et al., 1982 

Cyanobacteria Microcoleus Robin et al., 2006 

Cyanobacteria Aphanizomenon Jüttner and Watson, 2007 

Cyanobacteria Planktothrix Jüttner and Watson, 2007 

Cyanobacteria Symploca Jüttner and Watson, 2007 

Cyanobacteria Calothrix Watson et al., 2016 

Cyanobacteria Cylindrospermum Watson et al., 2016 

Cyanobacteria Nostoc Giglio et al., 2008 

Cyanobacteria Pseudanabaena Houle et al., 2011 

Cyanobacteria Synechococcus Watson et al., 2016 

Proteobacteria Myxococcus Dickschat et al., 2005 

Proteobacteria Stigmatella Dickschat et al., 2005 

Proteobacteria Nannocystis Auffret et al., 2013 

Proteobacteria Sorangium Auffret et al., 2013 
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1.3.3 Geosmin synthesis  

Studies have shown that organisms produce geosmin utilizing the isoprenoid biosynthetic pathways: 

2-C-methyl-D-erythritol-4-phosphate (MEP) pathway, the mevalonate (MVA) pathway and the Leucine 

pathway (Figure 8). These pathways lead to the formation of farnesyl diphosphate (FPP), which is a 

precursor for geosmin production. The genes encoding for the MEP pathway was originally found in 

the cyanobacterial Synechocystis even though members of this genus do not normally produce 

geosmin. This indicates, however, that the MEP pathway also functions in other cyanobacterial species 

though this has not been investigated further (Ajikumar et al., 2008; Jüttner and Watson, 2007; 

Proteau, 1998). Both the MEP and MVA pathways were found in Streptomyces aeriouvife and another 

Streptomyces species revealed to utilize the MEP pathway, shown by labelling of 1-deoxy-D-xylulose 

(Seto et al., 1996; Spiteller et al., 2002). The myxobacteria Myxococcus xanthus and Stigmatella 

aurantica produced labelled geosmin when labelled mevalolactone and Leucine was added indicating 

use of the MVA and Leucine pathway (Dickschat et al., 2005). Studies have proposed the MVA pathway 

to be used by Streptomyces to geosmin production in the stationary growth phase and the MEP 

pathway as the dominant pathway during active growth (Seto et al., 1998, 1996). It seems that 

different bacterial groups utilize different biosynthetic pathways for the synthesis of geosmin. 
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Figure 8: Biosynthesis of geosmin in bacteria (Jüttner and Watson, 2007). 

As stated previously, the MEP and MVA pathway both synthesise FPP, which can be converted into 

germacrene D or geosmin (Figure 9). 

 

Figure 9: The conversion of FPP to geosmin (Giglio et al., 2008). 
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The mechanism that allows FPP, the acyclic precursor of all sesquiterpenes, to convert into geosmin is 

catalysed solely by the enzyme geosmin synthase. The function of this bifunctional enzyme was first 

discovered in Streptomyces coelicolor as a 726 amino acid protein, encoded by the 2181 bp SCO6073 

gene (Cane and Watt, 2003; Gust et al., 2003). The geosmin synthase was also found in S. avermitilis 

with a 78 % sequence identity and 85 % similarity to the gene found in S. coelicolor (Cane et al., 2006). 

Additionally, genome sequencing of a variety of Streptomyces, Frankia, Saccharopolyspora and 

myxobacteria revealed genes with highly conserved regions compared to the gene SCO6073 found in 

S. coelicolor and also Cyanobacteria were shown to harbour the gene encoding geosmin synthase 

(Giglio et al., 2008; Ludwig et al., 2007; Yamada et al., 2015). The synthase consists of an N-terminal 

and a C-terminal region with a high degree of pairwise homology (Figure 10).  

 

Figure 10: The protein outline of geosmin synthase showing the N-terminal and C-terminal with a high degree of pairwise 

homology (Jiang et al., 2007). 

The N-terminal of the synthase catalyses the Mg2+-dependent cyclization of FPP to a 85:15 ratio 

mixture of germacradienol and germacrene D whereas the C-terminal was first proposed to be 

catalytically silent. Later, it was discovered that the C-terminal in contrary catalyses the Mg2+-

dependent formation of germacradienol into geosmin (Gust et al., 2003; Jiang et al., 2007, 2006; Jiang 

and Cane, 2008). These geosmin synthases have conserved Mg2+ binding motifs where it for the N-

terminal involves a motif with an aspartate-rich DDHLFE sequence (80-100 amino acids from the N-

terminus) and the NSE triad ND(L/I)FSY(Q/E)RE motif (approximately 140 amino acids downstream the 

N-terminus). Additional, the C-terminal displays similar conserved Mg2+-binding motifs: DDYYP and 

ND(V/I/L)FSYQKE. These motifs are found in all sesquiterpene synthases and are essential for 

converting FPP into geosmin (Christianson, 2006; Jiang et al., 2006; Yamada et al., 2015). The gene 

encoding for the geosmin synthase is denoted geoA. This gene has shown to be applicable as a 

functional molecular marker for analysing geosmin-producing bacteria due to the absence of multiple 

horizontal gene transfer (Giglio et al., 2008; Yamada et al., 2015; Lukassen et al., 2017 (Paper 1)). The 

microbial diversity harbouring the geoA gene was investigated in RAS using a degenerated primer pair 

(Cyc), targeting the overall putatively geosmin-producing bacterial group, revealing a much more 

diverse community than previously estimated and investigation in detection the real community is still 

needed (Ludwig et al., 2007; Lukassen et al., 2017 (Paper 1)). This primer pair, together with newly 

designed primers targeting specific geosmin-producing groups, provides the possibility to study the 

source of off-flavour in aquaculture for potential producers (DNA) and for active bacteria expressing 

the geoA gene (RNA) (Lukassen et al., in preparation (Paper 3)). 
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1.3.4 Factors controlling the presence of geosmin 

Various environmental factors influence the level of geosmin in aquaculture by either increasing or 

decreasing the off-flavour compound. Both up- and downregulating mechanisms are of high relevance 

in the development of a geosmin elimination strategy. Several studies have shown that high levels of 

phosphate and organic load (TOC and COD) appear to elevate the geosmin production (Parinet et al., 

2010; Sarker et al., 2014; Schrader and Blevins, 2001; Lukassen et al., submitted (Paper 2); Lukassen et 

at., in preparation (Paper 3)). (Guttman and van Rijn, 2008) and (Dionigi and Ingram, 1994) found that 

oxygen had a positive effect on geosmin when Streptomyces were the main geosmin-producer. Thus 

to minimise geosmin, these factors should be as low as obtainable without harming the fish. A previous 

study had shown the reverse impact on geosmin, namely that oxygen had a negative impact on 

geosmin levels, but this is probably due to a difference in which geosmin-producers are present in the 

systems (Lukassen et al., submitted (Paper 2)). Furthermore, high levels of temperature and nitrate 

increase the level of geosmin in Cyanobacteria and Streptomyces in vitro (Dionigi and Ingram, 1994; 

Oh et al., 2017; Zhang et al., 2009). Yet, the impact of nitrate is ambiguous as nitrate also has shown 

to inhibit geosmin production in Cyanobacteria and in a full-scale RAS it had no effect (Saadoun et al., 

2001; Schrader et al., 2013). Both temperature and nitrate were confirmed to elevate geosmin 

(Lukassen et al., submitted (Paper 2)). High levels of ammonia and total nitrogen induced the geosmin 

levels in drinking water systems and in a pure culture study of Cyanobacteria (Parinet et al., 2010, 

2012; Saadoun et al., 2001) whereas the micronutrients copper, zinc and iron all inhibited the 

formation of geosmin in pure culture studies (Cyanobacteria and Streptomyces) (Saadoun et al., 2001; 

Schrader and Blevins, 2001). Acidifying the water results in hydrolysis of geosmin, however, the 

optimum pH level of the different fish species limits the possibility to lower this factor below a given 

level (Hsieh et al., 2012; Kim et al., 2016). Another study proposes to keep the pH above 5 to ensure 

intracellular geosmin will not be released (Qian et al., 2014). Bacterial interactions also influence the 

production of geosmin, which was shown in a study employing an Anabaena strain and evaluate the 

inhibiting effects by adding other bacterial strains (Aoyama, 1995). Streptomyces avermitilis decreased 

the production of geosmin in vitro when the concentration of salinity increased (Řezanka and Votruba, 

1998). Previous studies have also shown that the redox potential plays a role in regulating the geosmin 

production, however, the geosmin-producing bacteria were not identified in this study (Parinet et al., 

2012).  

 

1.3.5 Geosmin analyses  

Off-flavour in aquaculture can often be detected simply by smelling to the water (olfactometry) and 

the fish when the levels are above the human detecting threshold. For this, specially trained sensory 

panels with an expertise in detecting the presences of different off-flavour compounds are required, 

however, this method for detection geosmin is challenged by the varying sensitivity among people 

towards detecting geosmin (Burr et al., 2012; Houle et al., 2011). In many studies, the exact 

determination and quantification of geosmin in both water and fish fillets are of high value for 

investigation of off-flavour problems in aquaculture. For these analyses, analytical and molecular 

methods can be used.  
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1.3.5.1 Analytical methods 

Numerous different analytical methods have been used to detect geosmin. Often extraction of the 

volatile compound is important to ensure proper determination/quantification and in earlier days this 

was performed with solvent extraction or steam distillation extraction (SDE). These methods are only 

sufficient when the analyte is present in high concentration (Conte et al., 1996; Gerber and Lechevalier, 

1965; Johnsen and Kuan, 1987; Saadoun et al., 2001). For extraction and concentration of geosmin 

prior to detecting, methods such as dynamic headspace, static headspace, liquid-liquid 

microextraction, closed loop-stripping analysis, stir-bar sorptive extraction and solid-phase extraction 

are conducted (Bauld et al., 2007; Breheret et al., 1999; Cortada et al., 2011; Davidson et al., 2014; 

Izaguirre et al., 1982; Petersen et al., 2014). One of the most popular methods which are applied in 

several studies is the solid-phase microextraction (Arthur and Pawliszyn, 1990; Guttman and van Rijn, 

2008; Lloyd and Grimm, 1998). As geosmin is a volatile compound gas chromatography (GC) almost 

always is coupled to a mass spectrometer (MS) as the main choice for detecting/quantifying geosmin. 

This method has shown limit of detection levels down to 1 ng/L (Auffret et al., 2011; Guttman and van 

Rijn, 2012; Parinet et al., 2011; Yu et al., 2014). The SPME GC-MS setup is displayed in Figure 11. The 

GC-olfactometer, where a specialist sniffs the compound separated by the GC, is also a widely used 

instrumental method together with the electronic nose. The latter technique is mainly used as a 

screening technique to replace expensive sensory panels and requires additional confirmation (Du et 

al., 2011; Son et al., 2015). 

 
Figure 11: The setup for the SPME GC-MS method. Modified from (Schmidt and Podmore, 2015). 

 

1.3.5.2 Molecular biological methods 

Most bacteria have shown to be unable with present approaches to cultivate in vitro meaning that 

they will not be classified by cultivation based approaches (Achtman and Wagner, 2008). Even though 

molecular methods are applied after cultivation, a selection towards the bacteria cable of cultivating 

has occurred, which could be avoided sequencing DNA from an environmental sample. Furthermore, 

quantitative PCR (qPCR) has been applied for detecting of geosmin-producing bacteria to a greater 

extent in the previous years (Auffret et al., 2013; Su et al., 2013; Lukassen et al., 2017 (Paper 1); 

Lukassen et al., submitted (Paper 2); Lukassen et al., submitted (Paper 5)). Sequencing and qPCR are 

two essential methods for understanding the microbial community in aquaculture and both bacterial 
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DNA and RNA are applicable (Lukassen et al., in preparation (Paper 3)). The usage of DNA provides 

information on the microbial community composition and possible changes in abundance when e.g. 

operational changes occur. The limit of DNA studies is the lack of information of the bacterial gene 

expression in situ, which transcriptomic studies can provide (Ludwig et al., 2007; Wang et al., 2014; 

Lukassen et al., in preparation (Paper 3)). The potential of transcriptomics applied for aquaculture 

exploring the geosmin-producing population has not been of high focus yet, but have the possibility to 

provide novel insight into this system. The sequencing and qPCR methods will be presented in the 

following sections, even though these methods are well established, because of their essential role in 

the manuscripts prepared for the thesis. 

 

Next generation sequencing 

In 1977 Sanger sequencing was developed and has been the method of choice when sequencing clone 

libraries generated from bacterial DNA for the next 30 years. The urge for less expensive technology 

and high-throughput sequencing forced the industry to come up with an alternative next-generation 

sequencing (NGS) approach. The Roches 454 pyrosequencing platform was the first widely used 

approach, but this has been surpassed by the Illumina sequencing platform (Kozich et al., 2013; 

Salipante et al., 2014; Schuster, 2007). For sequencing, the 16S rRNA gene has been a standard 

phylogenetic marker used in many bacterial sequencing studies (Patel and Jain, 2012; Woese and Fox, 

1977). Figure 12 depicts the 16S rRNA gene amplicon sequencing approach starting with an 

environmental sample, extraction of the total bacterial community DNA, amplification of the 16S rRNA 

genes, sequencing the genes, clustering the sequences into OTUs and finally detecting the taxonomy 

in the environmental sample, which can be used for phylogeny and community composition analyses. 

The taxonomy is assigned by comparing the DNA sequence to a 16S rRNA gene databases such as 

SILVA, Greengenes and MiDAS (McDonald et al., 2012; McIlroy et al., 2015; Quast et al., 2013).  
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Figure 12: The NGS method for 16S rRNA gene amplicon sequencing. Modified from (Lasken and McLean, 2014) 

NGS is not without biases and first of all the extraction method is a subject of bias due to the variations 

in the cell wall structures between gram positive and gram negative bacteria. Furthermore, it is 

extremely important to extract the DNA in the exact same manner if sequencing data is to be 

compared. In addition, differences in 16S rRNA gene copy number from the different microbial species 

introduce bias, resulting in species with many copy numbers appear more abundant. Also, a bias worth 

to mention is that the DNA extraction, and thereby NGS, does not distinguish between viable and dead 

cells. Finally, the primer choice affects the resulting sequencing data (Albertsen et al., 2015; Větrovský 

et al., 2013). Despite the biases in DNA extraction and NGS, it is a widely used and applicable method. 

NGS is also usable for other functional genes e.g. the geoA gene would be possible to sequence and 

thereby identify the microbial community in an environmental sample harbouring the gene 

responsible for the utilization of FPP to geosmin. As more sequence data becomes accessible, 

information at the DNA level it will provide a better understanding of the responsible microbes for 

geosmin production and support the development of new diagnostic assays.  

 

Quantification of geosmin-producing bacteria 

Early detection of geosmin-producing bacteria in aquaculture are crucial for preventing off-flavour in 

the fish. qPCR provides a tool making this possible and several studies have been conducted in aquatic 

environments targeting the geoA gene in different species (Auffret et al., 2013; Su et al., 2013).  

qPCR enables the quantification of specific genes in environmental samples by detecting the copies of 

the relevant genes in a PCR amplification procedure. This amplification process is detected by a 
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fluorescent signal deriving from the produced amplicon, and thus the earlier the gene is amplified the 

lower the threshold cycle (Ct) will be, meaning the higher amounts of target genes. In contrary, a higher 

Ct means a lower amount of target sequence (Bustin et al., 2009; Taylor et al., 2010). The qPCR 

approach is illustrated in Figure 13. To do absolute quantification with qPCR a standard curve with 

known amount of target DNA is utilised (Nolan et al., 2006). 

 

Figure 13: The qPCR approach in quantifying unknown genes. 

The fluorescent signal can be detected by non-specific binding (SYBR green) and specific binding 

(TaqMan). The commercially available SYBR green dye function by binding to the synthesised double-

stranded DNA resulting in emission of the fluorescence. At the end of each PCR cycle, the fluorescence 

amount is measured to monitor the increasing amount of amplified DNA (Figure 14). SYBR green has 

the advantages of being easy to use and is inexpensive. The disadvantage is that it is a non-specific 

dye, which risks binding to non-target molecules and primer dimers (Morrison et al., 1998; Noble and 

Fuhrman, 1998). Taqman is also a commercially available dye, which apply a hydrolysis probe with a 

fluorophore and a quencher attached to the 5’ end and 3’ end, respectively. The probe then binds 

inside the target sequence and during amplification, the polymerase cleaves the probe to separate the 

fluorophore and quencher resulting in increased fluorescence, which is measured after each PCR cycle 

(Figure 14). The advantages of this method is the higher level of specificity due to the probe, primer 

dimer does not result in fluorescence, multiplexing is possible because of differently available 

fluorophores. Disadvantages are the increased expenses and that a unique probe for each target has 

to be designed before the analysis (Heid et al., 1996). 
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Figure 14: A) The fluorescence dye binds unspecific to the double stranded DNA in the SYBR green approach. B) The probe 

binds a specific DNA target releasing fluorescence signal only when the target is amplified (Xu et al., 2011). 

 

1.4 Management of geosmin in aquaculture 

An aquaculture system not suffering from geosmin can be achieved by a removal or prevention 

strategy, which can involve both chemical, physical and biological procedures. Various treatments to 

eliminate geosmin by removal have been studied and tested in vitro and in commercial RAS. Ozone, 

chlorine and UV are often used as disinfection units, but they are not especially effective in degradation 

of geosmin even though UV/VUV showed to degrade geosmin better than UV (Ho et al., 2002; 

Kutschera et al., 2009). Furthermore, granular activated carbon (GAC) and powdered activated carbon 

(PAC) have shown promising results in the adsorption of geosmin, but this adsorption is adversely 

affected by the presence of natural organic material, causing reduced effectivity (Cook et al., 2001; 

Cook and Newcombe, 2004; Hung and Lin, 2006). Biological removal is a less expensive approach than 

installing the chemical/physical treatment units and are, therefore especially interesting. Certain 

bacterial strains have revealed to be able to degrade geosmin making it possible to apply biological 

degradation of the compound in aquaculture but more research has to be conducted before it is an 

applicable method in full-scale aquaculture (Guttman and van Rijn, 2012, 2009; Ho et al., 2007). A 

relatively easy method to eliminate geosmin in a controlled system as RAS (and to some extend open 

aquaculture) is by changing the environmental conditions in the system. Obviously, this depends on 

knowledge on which parameters to change. In this thesis, several environmental factors were found 

to correlate either positively or negatively with geosmin and/or geosmin-producing bacteria and by 

avoiding these factors, elevating geosmin production prevention could be achieved (Lukassen et al., 

submitted (Paper 2)). The main triggers for elevated geosmin levels are high concentration of COD, 

temperature, redox potential, phosphate and nitrate. As expected due to the finding of redox 

potential, pH correlates negatively with geosmin meaning that a low pH elevates geosmin 

concentration in the water. Surprisingly, low concentrations of oxygen also trigger geosmin levels to 

raise (Lukassen et al., submitted (Paper 2)), however, high levels of oxygen was found to induce 

geosmin in another study (Lukassen et al., in preparation (Paper 3)) and may reflect the present 

geosmin producer. These environmental parameters found to affect bacteria harbouring the geoA 

gene and geosmin production (Lukassen et al., submitted (Paper 2); Lukassen et al., in preparation 
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(Paper 3)), provides the possibility to manage the microbial community and thereby to control the 

performance of the microorganisms in aquaculture. This shall be performed with care not changing a 

parameter in too high a degree or altering too many parameters, jeopardising the well-performing 

bacteria in the system, but just enough to destabilise the geosmin-producing bacteria and allow other 

microorganisms to outcompete them.  

Geosmin-producing bacteria were found in the gut of the fish in Brazilian aquaculture indicating the 

release of geosmin inside the fish instead of the formerly acknowledged route through the gills (From 

and Hørlyck, 1984; Howgate, 2004; Lukassen et al., submitted (Paper 5)). If this is the case water 

treatment will properly not be effective as this does not reach the bacteria in the gut but as diet has 

shown to modulate the microbiota this could be a feasible method to eliminate the geosmin-producing 

bacteria inside the gut reducing the absorption of geosmin. Most of these recommendations are 

manageable in aquaculture and could lead to production systems with less geosmin. 
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2 Conclusions and perspectives 
 
The objectives of this thesis were to investigate the microbial communities in aquaculture in order to 

gain a better understanding of the diversity, presence and habitat of geosmin-producing bacteria 

within these systems. Furthermore, analysing for correlations between geosmin and geosmin-

producing bacteria was carried out to provide knowledge on their dependencies for various water 

quality parameters. The obtained information, therefore, provide importing insight into the geosmin-

producing bacteria, which can be used in the creation of an elimination strategy. Lastly, an 

investigation of the of fish gut microbiome response during β-glucan treatment provided a proof that 

administrating prebiotics could provide the capability to change the microbial composition inside the 

gut and influence the health of the host.  

 

The putatively geosmin-producing microbial compositions were investigated in six European 

recirculated aquaculture systems (RAS) (Lukassen et al., 2017 (Paper 1)). The geoA gene was previously 

suggested as a suitable molecular marker for targeting geosmin-producing bacteria, which were 

confirmed in this study. A more diverse group of geosmin-producing bacteria than previously assumed 

was found in the full-scale RAS. Furthermore, no Streptomyces were detected in any of the systems 

but interestingly, several unidentified groups of the order Actinomycetales, myxobacteria and two 

closely related groups affiliating with the genus Sorangium showed to be abundant in these systems. 

A Taqman assay using specific TaqMan qPCR primers were developed to quantify these unidentified 

geoA-containing bacteria and this assay revealed a small but potent fraction of geosmin-producing 

bacteria in RAS. The proportions of the geosmin causing organisms were only in the range 0.007 - 0.9 

% of the total bacterial count but still causing measurable off-flavour in the systems. While constituting 

such a small fraction of the entire bacteria population it could be hypothesised that an elimination 

strategy for removal of these organisms is manageable without risking the well-functioning microbes 

present.   

 

The newly designed specific primers were used to determine the geosmin-producing bacteria in 26 

European RAS together with primers targeting the overall geosmin-producing composition (Lukassen 

et al., submitted (Paper 2)). The Sorangial group showed to be most abundant and statistically 

correlated to geosmin, and thus indicate that this genus is the main contributor to geosmin production 

in the investigated systems. Furthermore, geosmin revealed to correlate positively to COD, 

temperature, phosphate and redox potential whereas oxygen and pH correlated negatively to 

geosmin. These results provide a better understanding of the environmental parameters controlling 

the production of geosmin and the geosmin-producing population in RAS offering knowledge to the 

elimination of these microbes. 

 

The statistically based observation that high concentrations of organic matter (COD) correlate with 

elevated geosmin levels was investigated in a laboratory scale RAS in order to confirm the hypothesis 

and establish a mode of action (Lukassen et al., in preparation (Paper 3)). Well-controlled systems were 

manipulated to increase the BOD concentration, and the content of geosmin, BOD and transcripts of 

geoA confirmed that the presence of high organic load concentrations affects geosmin production on 

the transcriptional level through an upregulation of the geoA gene expression. 
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The microbial community was analysed in a Danish RAS (Lukassen et al., in preparation (Paper 4)). 

Monitoring the microbiota revealed a relatively stable community for a period of nine months, 

reflecting the environmental changes. This first insight into the microbial community in a RAS and the 

factors shaping it could assist in the developing of monitoring tools for the RAS operator in the future. 

 

The presence and abundance of geosmin-producing bacteria were analysed in six Brazilian aquaculture 

(Lukassen et al., submitted (Paper 5)). Multivariate data analysis and quantification of the geoA gene 

revealed a high content of geosmin-producing microorganisms inside the fish gut. This indicates that 

geosmin might be taken up together with the feed and released inside the intestinal tract when the 

cells are lysed. This challenge the general perception that the major route of geosmin uptake occurs 

through an uptake of dissolved geosmin over the gills. Therefore, manipulation of the gut microbiome 

by providing probiotics/prebiotics might be a future strategy for eliminating off-flavour caused by 

geosmin in aquaculture. 

 

The gut microbiome was investigated in rainbow trout in order to determine the bacterial response to 

a dietary treatment with β-glucans (Lukassen et al., in preparation (Paper 6)). It could be shown that 

the β-glucan treatment statistically significant alters the microbiome where specific bacterial genus 

increases/decreases more strongly affected by the higher dose of β-glucans administrated. 

Furthermore, the metabolic profile revealed also to change for the fish receiving β-glucans. This 

knowledge indicates the gut microbiome can be manipulated in order to influence the metabolites in 

the host. 

 

In conclusion, it was possible to investigate the microbial communities in various systems and 

environments and geosmin-producing bacteria were identified and quantified in all investigated 

aquaculture. The gut microbiome was proposed to have a higher significance in geosmin accumulation 

than previously believed and the potential of manipulating the composition in the microbiome was 

proved. 

 

Microbial management opens up new possibilities to control the performance of aquaculture 

especially in RAS, which are closed ecosystems in which it is possible to control various parameters. 

Managing the microbial community can be performed either by changing the environmental 

parameters (pH, nitrate, organic load) or through bioaugmentation (addition of known microbes in the 

system). Environmental parameters have a large impact on the geosmin-producing bacteria and other 

microorganisms within the systems so knowledge on which parameters have an impact on the 

microbes that are beneficial or harmful for the system could provide the basis for microbial 

management in future aquaculture.  

Identification of the microbial community in aquaculture could provide knowledge of biological 

indicators for upcoming increased geosmin production, but more research is needed to propose 

potential candidates. To obtain a higher resolution of the low abundant geosmin-producing bacteria 

can be achieved by amplicon sequencing the functional geoA gene. A challenge at present is that the 

databases used for identifying the bacteria harbouring the functional genes is incomplete due to the 

many unsequenced bacterial species. Research data of high coverage libraries might provide increased 

linkage of such unclassified organisms harbouring geoA and serve as databases in depth analysis of 

geoA containing populations in aquaculture. 
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Probiotics and prebiotics provide the potential to increase or decrease specific bacterial strains in the 

gut microbiota, making it possible to eliminate pathogens and other unwanted groups e.g. geosmin-

producing bacteria. The identification of suited prebiotics require additional research on the effect of 

new compounds and synergetic effects. Combinations with the inductions of e.g. stress hormones 

might facilitate to identify suitable compounds.  

 

 
 
 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

  



 Off-flavour producing bacteria in aquaculture  

38 
 

 

  



 Off-flavour producing bacteria in aquaculture  

39 
 

References  

Achtman, M., Wagner, M., 2008. Microbial diversity and the genetic nature of microbial species. Nat. 
Rev. Microbiol. 6, 431. doi:10.1038/nrmicro1872 

Ajikumar, P.K., Tyo, K., Carlsen, S., Mucha, O., Phon, T.H., Stephanopoulos, G., 2008. Terpenoids: 
Opportunities for Biosynthesis of Natural Product Drugs Using Engineered Microorganisms. 
Mol. Pharm. 5, 167–190. doi:10.1021/mp700151b 

Albertsen, M., Karst, S.M., Ziegler, A.S., Kirkegaard, R.H., Nielsen, P.H., 2015. Back to Basics – The 
Influence of DNA Extraction and Primer Choice on Phylogenetic Analysis of Activated Sludge 
Communities. PLoS One 10, e0132783. doi:10.1371/journal.pone.0132783 

Aoyama, K., 1995. Interactions between bacteria-free Anabaena macrospora clone and bacteria 
isolated from unialgal culture. Water Sci. Technol. 31, 121–126. doi:10.1016/0273-
1223(95)00465-Y 

Arena, M.P., Caggianiello, G., Fiocco, D., Russo, P., Torelli, M., Spano, G., Capozzi, V., 2014. Barley β-
Glucans-Containing Food Enhances Probiotic Performances of Beneficial Bacteria. Int. J. Mol. 
Sci. Int. J. Mol. Sci 15, 3025–3039. doi:10.3390/ijms15023025 

Arthur, C.L., Pawliszyn, J., 1990. Solid phase microextraction with thermal desorption using fused 
silica optical fibers. Anal. Chem. 62, 2145–2148. doi:10.1021/ac00218a019 

Attramadal, K.J.K., Øie, G., Størseth, T.R., Alver, M.O., Vadstein, O., Olsen, Y., 2012a. The effects of 
moderate ozonation or high intensity UV-irradiation on the microbial environment in RAS for 
marine larvae. Aquaculture 330–333, 121–129. doi:10.1016/j.aquaculture.2011.11.042 

Attramadal, K.J.K., Salvesen, I., Xue, R., ?ie, G., St?rseth, T.R., Vadstein, O., Olsen, Y., 2012b. 
Recirculation as a possible microbial control strategy in the production of marine larvae. Aquac. 
Eng. 46, 27–39. doi:10.1016/j.aquaeng.2011.10.003 

Auffret, M., Pilote, A., Proulx, E., Proulx, D., Vandenberg, G., Villemur, R., 2011. Establishment of a 
real-time PCR method for quantification of geosmin-producing Streptomyces spp. in 
recirculating aquaculture systems. Water Res. 45, 6753–62. doi:10.1016/j.watres.2011.10.020 

Auffret, M., Yergeau, É., Pilote, A., Proulx, É., Proulx, D., Greer, C.W., Vandenberg, G., Villemur, R., 
2013. Impact of water quality on the bacterial populations and off-flavours in recirculating 
aquaculture systems. FEMS Microbiol. Ecol. 84, 235–47. doi:10.1111/1574-6941.12053 

Austin, B., Stuckey, L.F., Robertson, P.A.W., Effendi, I., Griffith, D.R.W., 1995. A probiotic strain of 
Vibrio alginolyticus effective in reducing diseases caused by Aeromonas salmonicida, Vibrio 
anguillarum and Vibrio ordalii. J. Fish Dis. 18, 93–96. doi:10.1111/j.1365-2761.1995.tb01271.x 

Bacha, N., Echarki, Z., Mathieu, F., Lebrihi, A., 2015. Development of a novel quantitative PCR assay 
as a measurement for the presence of geosmin-producing fungi. J. Appl. Microbiol. 118, 1144–
1151. doi:10.1111/jam.12747 

Bakke-McKellep, A.M., Koppang, E.O., Gunnes, G., Sanden, M., Hemre, G.-I., Landsverk, T., Krogdahl, 
?, 2007. Histological, digestive, metabolic, hormonal and some immune factor responses in 
Atlantic salmon, Salmo salar L., fed genetically modified soybeans. J. Fish Dis. 30, 65–79. 
doi:10.1111/j.1365-2761.2007.00782.x 

Bakke, I., Åm, A.L., Kolarevic, J., Ytrestøyl, T., Vadstein, O., Attramadal, K.J.K., Terjesen, B.F., 2016. 
Microbial community dynamics in semi-commercial RAS for production of Atlantic salmon post-
smolts at different salinities. Aquac. Eng. doi:10.1016/j.aquaeng.2016.10.002 



 Off-flavour producing bacteria in aquaculture  

40 
 

Bauld, T., Teasdale, P., Stratton, H., Uwins, H., 2007. A fast stir bar sorptive extraction method for the 
analysis of geosmin and 2-methylisoborneol in source and drinking water. Water Sci. Technol. 
55, 59–67. 

Behr, M., Cocco, E., Lenouvel, A., Guignard, C., Evers, D., 2013. Earthy and Fresh Mushroom Off-
Flavors in Wine: Optimized Remedial Treatments. Am. J. Enol. Vitic. 64, 545–549. 
doi:10.5344/ajev.2013.13061 

Bentley, R., Meganathan, R., 1981. Geosmin and methylisoborneol biosynthesis in streptomycetes. 
FEBS Lett. 125, 220–222. doi:10.1016/0014-5793(81)80723-5 

Bentzon-Tilia, M., Sonnenschein, E.C., Gram, L., 2016. Monitoring and managing microbes in 
aquaculture - Towards a sustainable industry. Microb. Biotechnol. 9, 576–84. doi:10.1111/1751-
7915.12392 

Blancheton, J.P., Attramadal, K.J.K., Michaud, L., d’Orbcastel, E.R., Vadstein, O., 2013. Insight into 
bacterial population in aquaculture systems and its implication. Aquac. Eng. 53, 30–39. 
doi:10.1016/j.aquaeng.2012.11.009 

Boyd, C.E., Gross, A., 2000. Water use and conservation for inland aquaculture ponds. Fish. Manag. 
Ecol. 7, 55–63. doi:10.1046/j.1365-2400.2000.00181.x 

Breheret, S., Talou, T., Rapior, S., Bessiere, J.-M., 1999. Geosmin, a Sesquiterpenoid Compound 
Responsible for the Musty-Earthy Odor of Cortinarius herculeus, Cystoderma amianthinum, and 
Cy. carcharias. Mycologia 91, 117. doi:10.2307/3761199 

Brinkhoff, T., Fischer, D., Vollmers, J., Voget, S., Beardsley, C., Thole, S., Mussmann, M., Kunze, B., 
Wagner-Döbler, I., Daniel, R., Simon, M., 2012. Biogeography and phylogenetic diversity of a 
cluster of exclusively marine myxobacteria. ISME J. 6, 1260–72. doi:10.1038/ismej.2011.190 

Burnell, G., Allan, G.L. (Geoffrey L., 2009. New technologies in aquaculture : improving production 
efficiency, quality and environmental management. CRC Press. 

Burr, G.S., Wolters, W.R., Schrader, K.K., Summerfelt, S.T., 2012. Impact of depuration of earthy-
musty off-flavors on fillet quality of Atlantic salmon, Salmo salar, cultured in a recirculating 
aquaculture system. Aquac. Eng. 50, 28–36. doi:10.1016/j.aquaeng.2012.03.002 

Bustin, S.A., Benes, V., Garson, J.A., Hellemans, J., Huggett, J., Kubista, M., Mueller, R., Nolan, T., 
Pfaffl, M.W., Shipley, G.L., Vandesompele, J., Wittwer, C.T., 2009. The MIQE Guidelines: 
Minimum Information for Publication of Quantitative Real-Time PCR Experiments. Clin. Chem. 
55. 

Cane, D.E., He, X., Kobayashi, S., Ōmura, S., Ikeda, H., 2006. Geosmin Biosynthesis in Streptomyces 
avermitilis. Molecular Cloning, Expression, and Mechanistic Study of the 
Germacradienol/Geosmin Synthase. J. Antibiot. (Tokyo). 59, 471–479. doi:10.1038/ja.2006.66 

Cane, D.E., Watt, R.M., 2003. Expression and mechanistic analysis of a germacradienol synthase from 
Streptomyces coelicolor implicated in geosmin biosynthesis. Proc. Natl. Acad. Sci. U. S. A. 100, 
1547–51. doi:10.1073/pnas.0337625100 

Cebra, J.J., 1999. Influences of microbiota on intestinal immune system development. Am. J. Clin. 
Nutr. 69, 1046S–1051S. 

Christianson, D.W., 2006. Structural Biology and Chemistry of the Terpenoid Cyclases. Chem. Rev. 
106, 3412–3442. 

Clifford, S.L., McGinnity, P., Ferguson, A., 1998. Genetic changes in an Atlantic salmon population 
resulting from escaped juvenile farm salmon. J. Fish Biol. 52, 118–127. doi:10.1111/j.1095-



 Off-flavour producing bacteria in aquaculture  

41 
 

8649.1998.tb01557.x 

Conte, E.D., Shen, C.Y., Miller, D.W., Perschbacher, P.W., 1996. Microwave distillation-solid phase 
adsorbent trapping device for the determination of off-flavors, geosmin and methylisoborneol, 
in catfish tissue below their rejection levels. Anal. Chem. 68, 2713–6. 

Cook, D., Newcombe, G., 2004. Can we predict the removal of MIB and geosmin with PAC by using 
water quality parameters? Water Sci. Technol. Water Supply 4 (4), 221–226. 

Cook, D., Newcombe, G., Sztajnbok, P., 2001. The application of powdered activated carbon for mib 
and geosmin removal: predicting pac doses in four raw waters. Water Res. 35, 1325–1333. 
doi:10.1016/S0043-1354(00)00363-8 

Cook, M.T., Hayball, P.J., Hutchinson, W., Nowak, B., Hayball, J.D., 2001. The efficacy of a commercial 
beta-glucan preparation, EcoActiva, on stimulating respiratory burst activity of head-kidney 
macrophages from pink snapper (Pagrus auratus), Sparidae. Fish Shellfish Immunol. 11, 661–72. 
doi:10.1006/FSIM.2001.0343 

Cortada, C., Vidal, L., Canals, A., 2011. Determination of geosmin and 2-methylisoborneol in water 
and wine samples by ultrasound-assisted dispersive liquid–liquid microextraction coupled to gas 
chromatography–mass spectrometry. J. Chromatogr. A 1218, 17–22. 
doi:10.1016/j.chroma.2010.11.007 

Costa, E., Pérez, J., Kreft, J.-U., 2006. Why is metabolic labour divided in nitrification? Trends 
Microbiol. 14, 213–9. doi:10.1016/j.tim.2006.03.006 

Costalos, C., Kapiki, A., Apostolou, M., Papathoma, E., 2008. The effect of a prebiotic supplemented 
formula on growth and stool microbiology of term infants. Early Hum. Dev. 84, 45–49. 
doi:10.1016/j.earlhumdev.2007.03.001 

Cummings, J.H., Macfarlane, G.T., Englyst, H.N., 2001. Prebiotic digestion and fermentation. Am. J. 
Clin. Nutr. 73, 415S–420S. 

Daims, H., Lebedeva, E. V, Pjevac, P., Han, P., Herbold, C., Albertsen, M., Jehmlich, N., Palatinszky, M., 
Vierheilig, J., Bulaev, A., Kirkegaard, R.H., von Bergen, M., Rattei, T., Bendinger, B., Nielsen, P.H., 
Wagner, M., 2015. Complete nitrification by Nitrospira bacteria. Nature 528, 504–9. 
doi:10.1038/nature16461 

Dalmo, R.A., Bøgwald, J., 2008. ß-glucans as conductors of immune symphonies. Fish Shellfish 
Immunol. 25, 384–396. doi:10.1016/j.fsi.2008.04.008 

Dalsgaard, J., Lund, I., Thorarinsdottir, R., Drengstig, A., Arvonen, K., Pedersen, P.B., 2013. Farming 
different species in RAS in Nordic countries: Current status and future perspectives. Aquac. Eng. 
53, 2–13. doi:10.1016/j.aquaeng.2012.11.008 

Davidson, J., Schrader, K., Ruan, E., Swift, B., Aalhus, J., Juarez, M., Wolters, W., Burr, G., Good, C., 
Summerfelt, S.T., 2014. Evaluation of depuration procedures to mitigate the off-flavor 
compounds geosmin and 2-methylisoborneol from Atlantic salmon Salmo salar raised to 
market-size in recirculating aquaculture systems. Aquac. Eng. 61, 27–34. 
doi:10.1016/j.aquaeng.2014.05.006 

Dehler, C.E., Secombes, C.J., Martin, S.A.M., 2016. Environmental and physiological factors shape the 
gut microbiota of Atlantic salmon parr (Salmo salar L.). Aquaculture 467, 149–157. 
doi:10.1016/j.aquaculture.2016.07.017 

Delgado, C.L., Wada, N., Rosegrant, M.W., Meijer, S., Ahmed, M., 2003. FISH TO 2020 Supply and 
Demand in Changing Global Markets. Washington, DC. 



 Off-flavour producing bacteria in aquaculture  

42 
 

Delzenne, N.M., Cani, P.D., 2008. Gut microflora is a key player in host energy homeostasis. Med Sci 
24, 505–510. doi:10.1051/medsci/2008245505 

Dickschat, J.S., 2016. Bacterial terpene cyclases. Nat. Prod. Rep. 33. doi:10.1039/c5np00102a 

Dickschat, J.S., Bode, H.B., Mahmud, T., Müller, R., Schulz, S., 2005. A novel type of geosmin 
biosynthesis in myxobacteria. J. Org. Chem. 70, 5174–82. doi:10.1021/jo050449g 

Dionigi, C.P., Ingram, D.A., 1994. Effects of Temperature and Oxygen Concentration on Geosmin 
Production by Streptomyces tendae and Penicillium expansum. J. Agric. Food Chem 42, 143–
145. 

Du, H., Fan, W., Xu, Y., 2011. Characterization of Geosmin as Source of Earthy Odor in Different 
Aroma Type Chinese Liquors. J. Agric. Food Chem. 59, 8331–8337. doi:10.1021/jf201171b 

Du, H., Lu, H., Xu, Y., Du, X., 2013. Community of environmental streptomyces related to geosmin 
development in Chinese liquors. J. Agric. Food Chem. 61, 1343–8. doi:10.1021/jf3040513 

El-Dakar, A.Y., Shalaby, S.M., Saoud, I.P., 2007. Assessing the use of a dietary probiotic/prebiotic as 
an enhancer of spinefoot rabbitfish Siganus rivulatus survival and growth. Aquac. Nutr. 13, 407–
412. doi:10.1111/j.1365-2095.2007.00491.x 

Falk, P.G., Hooper, L. V, Midtvedt, T., Gordon, J.I., 1998. Creating and maintaining the gastrointestinal 
ecosystem: what we know and need to know from gnotobiology. Microbiol. Mol. Biol. Rev. 62, 
1157–70. 

FAO, 2016. The State of World Fisheries and Aquaculture. 

Fibres, F., 2015. Probiotics [WWW Document]. URL http://www.65fruitiefibre.sg/probiotics-
singapore 

Foesel, B.U., Gieseke, A., Schwermer, C., Stief, P., Koch, L., Cytryn, E., de la Torré, J.R., van Rijn, J., 
Minz, D., Drake, H.L., Schramm, A., 2008. Nitrosomonas Nm143-like ammonia oxidizers and 
Nitrospira marina-like nitrite oxidizers dominate the nitrifier community in a marine 
aquaculture biofilm. FEMS Microbiol. Ecol. 63, 192–204. doi:10.1111/j.1574-6941.2007.00418.x 

Freidig, A.K., Goldman, I.L., 2014. Geosmin (2β,6α-Dimethylbicyclo[4.4.0]decan-1β-ol) Production 
Associated with Beta vulgaris ssp. vulgaris Is Cultivar Specific. J. Agric. Food Chem. 62, 2031–
2036. doi:10.1021/jf4047336 

From, J., Hørlyck, V., 1984. Sites of Uptake of Geosmin, a Cause of Earthy-Flavor, in Rainbow Trout ( 
Salmo gairdneri ). Can. J. Fish. Aquat. Sci. 41, 1224–1226. doi:10.1139/f84-144 

Gao, X.-Y., Xu, Y., Liu, Y., Liu, Y., Liu, Z.-P., 2012. Bacterial diversity, community structure and function 
associated with biofilm development in a biological aerated filter in a recirculating marine 
aquaculture system. Mar. Biodivers. 42, 1–11. doi:10.1007/s12526-011-0086-z 

Gatesoupe, F.., 1999. The use of probiotics in aquaculture. Aquaculture 180, 147–165. 
doi:10.1016/S0044-8486(99)00187-8 

Gelfand, I., Barak, Y., Even-Chen, Z., Cytryn, E., Van Rijn, J., Krom, M.D., Neori, A., 2003. A Novel Zero 
Discharge Intensive Seawater Recirculating System for the Culture of Marine Fish. J. World 
Aquac. Soc. 34, 344–358. doi:10.1111/j.1749-7345.2003.tb00072.x 

Gerber, N.N., Lechevalier, H.A., 1965. Geosmin, an Earthy-Smelling Substance Isolated from 
Actinomycetes. Appl. Envir. Microbiol. 13, 935–938. 

Gershenzon, J., Dudareva, N., 2007. The function of terpene natural products in the natural world. 
Nat. Chem. Biol. 3, 408–414. doi:10.1038/nchembio.2007.5 



 Off-flavour producing bacteria in aquaculture  

43 
 

Gibson, P.R., Varney, J., Malakar, S., Muir, J.G., 2015. Food Components and Irritable Bowel 
Syndrome. Gastroenterology 148, 1158–1174.e4. doi:10.1053/j.gastro.2015.02.005 

Giglio, S., Jiang, J., Saint, C.P., Cane, D.E., Monis, P.T., 2008. Isolation and characterization of the gene 
associated with geosmin production in cyanobacteria. Environ. Sci. Technol. 42, 8027–32. 

Gust, B., Challis, G.L., Fowler, K., Kieser, T., Chater, K.F., 2003. PCR-targeted Streptomyces gene 
replacement identifies a protein domain needed for biosynthesis of the sesquiterpene soil odor 
geosmin. Proc. Natl. Acad. Sci. U. S. A. 100, 1541–6. doi:10.1073/pnas.0337542100 

Gutierrez, R., Whangchai, N., Sompong, U., Prarom, W., Iwami, N., Itayama, T., Nomura, N., Sugiura, 
N., 2013. Off-flavour in Nile tilapia (Oreochromis niloticus) cultured in an integrated pond-cage 
culture system. Maejo Int. J. Sci. Technol 7, 1–13. 

Guttman, L., van Rijn, J., 2012. Isolation of bacteria capable of growth with 2-methylisoborneol and 
geosmin as the sole carbon and energy sources. Appl. Environ. Microbiol. 78, 363–70. 
doi:10.1128/AEM.06333-11 

Guttman, L., van Rijn, J., 2009. 2-Methylisoborneol and geosmin uptake by organic sludge derived 
from a recirculating aquaculture system. Water Res. 43, 474–480. 
doi:10.1016/j.watres.2008.10.018 

Guttman, L., van Rijn, J., 2008. Identification of conditions underlying production of geosmin and 2-
methylisoborneol in a recirculating system. Aquaculture 279, 85–91. 
doi:10.1016/j.aquaculture.2008.03.047 

Hagopian, D.S., Riley, J.G., 1998. A closer look at the bacteriology of nitrification. Aquac. Eng. 18, 
223–244. doi:10.1016/S0144-8609(98)00032-6 

Hanson, T.R., 2003. Off-Flavors in Aquaculture, ACS Symposium Series. American Chemical Society, 
Washington, DC. doi:10.1021/bk-2003-0848 

Harrewijn, P., van Oosten, A.M., Piron, P.G.M., 2002. Natural terpenoids as messengers. A 
multidisciplinary study of their production, biological functions and practical applications., 
Annals of Botany. Kluwer Academic Publishers, The Netherlands. doi:10.1093/aob/mcf187 

Heid, C.A., Stevens, J., Livak, K.J., Williams, P.M., 1996. Real time quantitative PCR. Genome Res. 6, 
986–94. 

Hennersdorf, P., Kleinertz, S., Theisen, S., Abdul-Aziz, M.A., Mrotzek, G., Palm, H.W., Saluz, H.P., 
2016. Microbial Diversity and Parasitic Load in Tropical Fish of Different Environmental 
Conditions. PLoS One 11, e0151594. doi:10.1371/journal.pone.0151594 

Ho, L., Hoefel, D., Bock, F., Saint, C.P., Newcombe, G., 2007. Biodegradation rates of 2-
methylisoborneol (MIB) and geosmin through sand filters and in bioreactors. Chemosphere 66, 
2210–8. doi:10.1016/j.chemosphere.2006.08.016 

Ho, L., Newcombe, G., Croué, J.-P., 2002. Influence of the character of NOM on the ozonation of MIB 
and geosmin. Water Res. 36, 511–8. 

Ho, L., Tang, T., Hoefel, D., Vigneswaran, B., 2012. Determination of rate constants and half-lives for 
the simultaneous biodegradation of several cyanobacterial metabolites in Australian source 
waters. Water Res. 46, 5735–46. doi:10.1016/j.watres.2012.08.003 

Houle, S., Schrader, K.K., Le Franccois, N.R., Comeau, Y., Kharoune, M., Summerfelt, S.T., Savoie, A., 
Vandenberg, G.W., 2011. Geosmin causes off-flavour in arctic charr in recirculating aquaculture 
systems. Aquac. Res. 42, 360–365. doi:10.1111/j.1365-2109.2010.02630.x 



 Off-flavour producing bacteria in aquaculture  

44 
 

Howgate, P., 2004. Tainting of farmed fish by geosmin and 2-methyl-iso-borneol: A review of sensory 
aspects and of uptake/depuration. Aquaculture. 

Hsieh, W.-H., Hung, W.-N., Wang, G.-S., Hsieh, S.-T., Lin, T.-F., 2012. Effect of pH on the Analysis of 2-
MIB and Geosmin in Water. Water, Air, Soil Pollut. 223, 715–721. doi:10.1007/s11270-011-
0896-4 

Huang, Z., Li, X., Wang, L., Shao, Z., 2016. Changes in the intestinal bacterial community during the 
growth of white shrimp, Litopenaeus vannamei. Aquac. Res. 47, 1737–1746. 
doi:10.1111/are.12628 

Hung, H.W., Lin, T.F., 2006. Predicting the Adsorption Capacity and Isotherm Curvature of Organic 
Compounds onto Activated Carbons In Natural Waters. Environ. Technol. 27, 255–267. 
doi:10.1080/09593332708618639 

Iehata, S., Valenzuela, F., Riquelme, C., 2015. Analysis of bacterial community and bacterial 
nutritional enzyme activity associated with the digestive tract of wild Chilean octopus ( 
Octopus?mimus Gould, 1852). Aquac. Res. 46, 861–873. doi:10.1111/are.12240 

Izaguirre, G., Hwang, C.J., Krasner, S.W., McGuire, M.J., 1982. Geosmin and 2-methylisoborneol from 
cyanobacteria in three water supply systems. Appl. Environ. Microbiol. 43, 708–14. 

Jiang, J., Cane, D.E., 2008. Geosmin biosynthesis. Mechanism of the fragmentation-rearrangement in 
the conversion of germacradienol to geosmin. J. Am. Chem. Soc. 130, 428–9. 
doi:10.1021/ja077792i 

Jiang, J., He, X., Cane, D.E., 2007. Biosynthesis of the earthy odorant geosmin by a bifunctional 
Streptomyces coelicolor enzyme. Nat. Chem. Biol. 3, 711–5. doi:10.1038/nchembio.2007.29 

Jiang, J., He, X., Cane, D.E., 2006. Geosmin Biosynthesis. Streptomyces coelicolor 
Germacradienol/Germacrene D Synthase Converts Farnesyl Diphosphate to Geosmin. J. Am. 
Chem. Soc. 128, 8128–8129. doi:10.1021/ja062669x 

Jiang, Z., Li, P., Jiang, D., Dai, X., Zhang, R., Wang, Y., Wang, Y., 2016. Microbial Community Structure 
and Arsenic Biogeochemistry in an Acid Vapor-Formed Spring in Tengchong Geothermal Area, 
China. PLoS One 11, e0146331. doi:10.1371/journal.pone.0146331 

Johannes, B., Ripen, M., 1996. Environmental, economic and social implications of the fishery for live 
coral reef food fish in Asia and the Western Pacific. 

Johnsen, P.B., Kuan, J.C., 1987. Simplified method to quantify geosmin and 2-methylisoborneol 
concentrations in water and microbiological cultures. J. Chromatogr. 409, 337–42. 

Jung-Schroers, V., Adamek, M., Jung, A., Harris, S., Dóza, Ö.-S., Baumer, A., Steinhagen, D., 2016. 
Feeding of β-1,3/1,6-glucan increases the diversity of the intestinal microflora of carp ( Cyprinus 
carpio ). Aquac. Nutr. 22, 1026–1039. doi:10.1111/anu.12320 

Jüttner, F., Watson, S.B., 2007. Biochemical and ecological control of geosmin and 2-
methylisoborneol in source waters. Appl. Environ. Microbiol. 73, 4395–406. 
doi:10.1128/AEM.02250-06 

Kihara, M., Ohba, K., Sakata, T., 1995. Trophic effect of dietary lactosucrose on intestinal tunica 
muscularis and utilization of this sugar by gut microbes in red seabream Pagrus major, a marine 
carnivorous teleost, under artificial rearing. Comp. Biochem. Physiol. Part A Physiol. 112, 629–
634. doi:10.1016/0300-9629(95)02037-3 

Kim, D.H., Brunt, J., Austin, B., 2007. Microbial diversity of intestinal contents and mucus in rainbow 
trout (Oncorhynchus mykiss). J. Appl. Microbiol. 102, 1654–1664. doi:10.1111/j.1365-



 Off-flavour producing bacteria in aquaculture  

45 
 

2672.2006.03185.x 

Kim, T.-K., Moon, B.-R., Kim, T., Kim, M.-K., Zoh, K.-D., 2016. Degradation mechanisms of geosmin 
and 2-MIB during UV photolysis and UV/chlorine reactions. Chemosphere 162, 157–164. 
doi:10.1016/j.chemosphere.2016.07.079 

Klausen, C., Nicolaisen, M.H., Strobel, B.W., Warnecke, F., Nielsen, J.L., Jørgensen, N.O.G., 2005. 
Abundance of actinobacteria and production of geosmin and 2-methylisoborneol in Danish 
streams and fish ponds. FEMS Microbiol. Ecol. 52, 265–78. doi:10.1016/j.femsec.2004.11.015 

Kohl, K.D., Yahn, J., 2016. Effects of environmental temperature on the gut microbial communities of 
tadpoles. Environ. Microbiol. 18, 1561–1565. doi:10.1111/1462-2920.13255 

Kozasa, M., 1986. Toyocerin (Bacillus toyoi) as growth promoter for animal feeding. Migrobiologie-
Aliments-Nutrition 4, 121–124. 

Kozich, J.J., Westcott, S.L., Baxter, N.T., Highlander, S.K., Schloss, P.D., 2013. Development of a dual-
index sequencing strategy and curation pipeline for analyzing amplicon sequence data on the 
MiSeq Illumina sequencing platform. Appl. Environ. Microbiol. 79, 5112–20. 
doi:10.1128/AEM.01043-13 

Kuenen, J.G., 2008. Anammox bacteria: from discovery to application. Nat. Rev. Microbiol. 6, 320–
326. doi:10.1038/nrmicro1857 

Kühlwein, H., Merrifield, D.L., Rawling, M.D., Foey, A.D., Davies, S.J., 2014. Effects of dietary β-
(1,3)(1,6)-D-glucan supplementation on growth performance, intestinal morphology and 
haemato-immunological profile of mirror carp ( Cyprinus carpio L.). J. Anim. Physiol. Anim. Nutr. 
(Berl). 98, 279–289. doi:10.1111/jpn.12078 

Kuhn, D.D., Drahos, D.D., Marsh, L., Flick, G.J., 2010. Evaluation of nitrifying bacteria product to 
improve nitrification efficacy in recirculating aquaculture systems. Aquac. Eng. 43, 78–82. 
doi:10.1016/j.aquaeng.2010.07.001 

Kutschera, K., B?rnick, H., Worch, E., 2009. Photoinitiated oxidation of geosmin and 2-
methylisoborneol by irradiation with 254nm and 185nm UV light. Water Res. 43, 2224–2232. 
doi:10.1016/j.watres.2009.02.015 

Kwok, R., 2016. Fish escapes from marine farms raise concerns about wildlife. 

La Guerche, S., Chamont, S., Blancard, D., Dubourdieu, D., Darriet, P., 2005. Origin of (-)-geosmin on 
grapes: on the complementary action of two fungi, botrytis cinerea and penicillium expansum. 
Antonie Van Leeuwenhoek 88, 131–9. doi:10.1007/s10482-005-3872-4 

Langenheim, J.H., 1994. Higher plant terpenoids: A phytocentric overview of their ecological roles. J. 
Chem. Ecol. 20, 1223–1280. doi:10.1007/BF02059809 

Larsen, K., 2005. FAO Fisheries and Aquaculture - National Aquaculture Sector Overview - Denmark. 
Rome. 

Lasken, R.S., McLean, J.S., 2014. Recent advances in genomic DNA sequencing of microbial species 
from single cells. Nat. Rev. Genet. 15, 577–84. doi:10.1038/nrg3785 

Lauzon, H.L., Gudmundsdottir, S., Steinarsson, A., Oddgeirsson, M., Petursdottir, S.K., Reynisson, E., 
Bjornsdottir, R., Gudmundsdottir, B.K., 2010. Effects of bacterial treatment at early stages of 
Atlantic cod ( Gadus morhua L.) on larval survival and development. J. Appl. Microbiol. 108, 
624–632. doi:10.1111/j.1365-2672.2009.04454.x 

Leonard, N., Guiraud, J.., Gasset, E., Cailleres, J.., Blancheton, J.., 2002. Bacteria and nutrients—



 Off-flavour producing bacteria in aquaculture  

46 
 

nitrogen and carbon—in a recirculating system for sea bass production. Aquac. Eng. 26, 111–
127. doi:10.1016/S0144-8609(02)00008-0 

Li, H., Zheng, Z., Cong-xin, X., Bo, H., Chao-yuan, W., Gang, H., 2008. Isolation of cellulose—producing 
microbes from the intestine of grass carp (Ctenopharyngodon idellus). Springer Netherlands, 
pp. 131–135. doi:10.1007/978-90-481-3458-8_19 

Li, P., Gatlin III, D.., 2004. Dietary brewers yeast and the prebiotic GrobioticTMAE influence growth 
performance, immune responses and resistance of hybrid striped bass (Morone chrysops×M. 
saxatilis) to Streptococcus iniae infection. Aquaculture 231, 445–456. 
doi:10.1016/j.aquaculture.2003.08.021 

Liu, S., Ren, H., Shen, L., Lou, L., Tian, G., Zheng, P., Hu, B., 2015. pH levels drive bacterial community 
structure in sediments of the Qiantang River as determined by 454 pyrosequencing. Front. 
Microbiol. 6, 285. doi:10.3389/fmicb.2015.00285 

Lloyd, S.W., Grimm, C.C., 1998. Analysis of 2-Methylisoborneol and Geosmin in Catfish by Microwave 
Distillation−Solid-Phase Microextraction. doi:10.1021/JF980419X 

Ludwig, F., Medger, A., Börnick, H., Opitz, M., Lang, K., Göttfert, M., Röske, I., 2007. Identification and 
expression analyses of putative sesquiterpene synthase genes in Phormidium sp. and 
prevalence of geoA-like genes in a drinking water reservoir. Appl. Environ. Microbiol. 73, 6988–
93. doi:10.1128/AEM.01197-07 

Lukassen, M.B., Saunders, A.M., Sindilariu, P.-D., Nielsen, J.L., 2017 (Paper 1). Quantification of novel 
geosmin-producing bacteria in aquaculture systems. Aquaculture 479, 304–310. 
doi:10.1016/j.aquaculture.2017.06.004 

Lukassen, M.B., Schram, E., Nielsen, J.L., (Paper 2). Impact of water quality parameters      

          on geosmin levels and geosmin producers in European aquaculture. Submitted. 

Lukassen, M.B., Schram, E., Nielsen, J.L., (Paper 3). The effect of organic load on the production of   

          geosmin in moving bed biofilter reactors. In preparation. 

Lukassen, M.B., Podduturi, R., Jørgensen, N. O. G., Nielsen, J.L., (Paper 4). Population dynamics of 

geosmin-producing bacteria in a Danish full-scale RAS. In preparation 

Lukassen, M.B., Bjerregaard, S.M., Podduturi, R., Jørgensen, N.O.G., Petersen, M.A., David, G.S., da 

Silva, R.J., Nielsen, J.L., (Paper 5). The fish microbiome and its potential impact on uptake of the 

flavour compound geosmin. Submitted. 

Lukassen, M.B., Skov, J., Nielsen, J.L., (Paper 6). Gut microbiome- and immunomodulation by dietary 

β-glucan in rainbow trout (Oncorhynchus mykiss). In preparation. 

Macfarlane, G.T., Steed, H., Macfarlane, S., 2007. Bacterial metabolism and health-related effects of 
galacto-oligosaccharides and other prebiotics. J. Appl. Microbiol. 0, 070907095856003–??? 
doi:10.1111/j.1365-2672.2007.03520.x 

Martins, P., Cleary, D.F.R., Pires, A.C.C., Rodrigues, A.M., Quintino, V., Calado, R., Gomes, N.C.M., 
2013. Molecular Analysis of Bacterial Communities and Detection of Potential Pathogens in a 
Recirculating Aquaculture System for Scophthalmus maximus and Solea senegalensis. PLoS One 
8, e80847. doi:10.1371/journal.pone.0080847 

McDonald, D., Price, M.N., Goodrich, J., Nawrocki, E.P., DeSantis, T.Z., Probst, A., Andersen, G.L., 
Knight, R., Hugenholtz, P., 2012. An improved Greengenes taxonomy with explicit ranks for 
ecological and evolutionary analyses of bacteria and archaea. ISME J. 6, 610–8. 



 Off-flavour producing bacteria in aquaculture  

47 
 

doi:10.1038/ismej.2011.139 

McIlroy, S.J., Saunders, A.M., Albertsen, M., Nierychlo, M., McIlroy, B., Hansen, A.A., Karst, S.M., 
Nielsen, J.L., Nielsen, P.H., 2015. MiDAS: the field guide to the microbes of activated sludge. 
Database (Oxford). 2015, bav062. doi:10.1093/database/bav062 

Michaud, L., Blancheton, J.P., Bruni, V., Piedrahita, R., 2006. Effect of particulate organic carbon on 
heterotrophic bacterial populations and nitrification efficiency in biological filters. Aquac. Eng. 
34, 224–233. doi:10.1016/j.aquaeng.2005.07.005 

Michaud, L., Lo Giudice, A., Troussellier, M., Smedile, F., Bruni, V., Blancheton, J.P., 2009. 
Phylogenetic characterization of the heterotrophic bacterial communities inhabiting a marine 
recirculating aquaculture system. J. Appl. Microbiol. 107, 1935–1946. doi:10.1111/j.1365-
2672.2009.04378.x 

Miyake, S., Ngugi, D.K., Stingl, U., 2015. Diet strongly influences the gut microbiota of surgeonfishes. 
Mol. Ecol. 24, 656–672. doi:10.1111/mec.13050 

Moriarty, D.J.W., 1999. Disease Control in Shrimp Aquaculture with Probiotic Bacteria. 

Morrison, T.B., Weis, J.J., Wittwer, C.T., 1998. Quantification of low-copy transcripts by continuous 
SYBR Green I monitoring during amplification. Biotechniques 24, 954–8, 960, 962. 

Navarrete, P., Mardones, P., Opazo, R., Espejo, R., Romero, J., 2008. Oxytetracycline Treatment 
Reduces Bacterial Diversity of Intestinal Microbiota of Atlantic Salmon. J. Aquat. Anim. Health 
20, 177–183. doi:10.1577/H07-043.1 

Nicholson, J.K., Holmes, E., Wilson, I.D., 2005. Gut microorganisms, mammalian metabolism and 
personalized health care. Nat. Rev. Microbiol. 3, 431–438. doi:10.1038/nrmicro1152 

Noble, R., Fuhrman, J., 1998. Use of SYBR Green I for rapid epifluorescence counts of marine viruses 
and bacteria. Aquat. Microb. Ecol. 14, 113–118. doi:10.3354/ame014113 

Nolan, T., Hands, R.E., Bustin, S. a, 2006. Quantification of mRNA using real-time RT-PCR. Nat. Protoc. 
1, 1559–1582. doi:10.1038/nprot.2006.236 

Oh, H.-S., Lee, C.S., Srivastava, A., Oh, H.-M., Ahn, C.-Y., 2017. Effects of environmental factors on 
cyanobacterial production of odorous compounds: geosmin and 2-methylisoborneol. J. 
Microbiol. Biotechnol. doi:10.4014/jmb.1702.02069 

Olsen, R.E., Myklebust, R., Kryvi, H., Mayhew, T.M., Ringo, E., 2001. Damaging effect of dietary inulin 
on intestinal enterocytes in Arctic charr (Salvelinus alpinus L.). Aquac. Res. 32, 931–934. 
doi:10.1046/j.1365-2109.2001.00626.x 

Onarheim, A.M., Raa, R., 1990. Characterization and possible biological significance of autochthonous 
flora in the intestinal mucosa of seawater fish, in: Lesel, R. (Ed.), Microbiology in Poikilotherms. 
Elsevier, Amsterdam, pp. 197–201. 

Parinet, J., Rodriguez, M.J., Sérodes, J., 2010. Influence of water quality on the presence of off-
flavour compounds (geosmin and 2-methylisoborneol). Water Res. 44, 5847–56. 
doi:10.1016/j.watres.2010.06.070 

Parinet, J., Rodriguez, M.J., Sérodes, J.-B., Parinet, J., Sérodes, J.-B., Rodriguez, M.J., 2012. Modelling 
geosmin concentrations in three sources of raw water in Quebec, Canada. doi:10.1007/s10661-
012-2536-x 

Parinet, J., Rodriguez, M.J., Serodes, J., Proulx, F., 2011. Automated analysis of geosmin, 2-methyl-
isoborneol, 2-isopropyl-3-methoxypyrazine, 2-isobutyl-3-methoxypyrazine and 2,4,6-



 Off-flavour producing bacteria in aquaculture  

48 
 

trichloroanisole in water by SPME-GC-ITDMS/MS. Int. J. Environ. Anal. Chem. 91, 505–515. 
doi:10.1080/03067310903582341 

Patel, R.K., Jain, M., 2012. NGS QC Toolkit: A Toolkit for Quality Control of Next Generation 
Sequencing Data. PLoS One 7, e30619. doi:10.1371/journal.pone.0030619 

Petersen, M.A., Alam, M.A., Rahman, M.M., Ali, M.L., Mahmud, S., Schlüter, L., Jørgensen, N.O.G., 
2014. Geosmin off-flavour in pond-raised fish in Southern Bangladesh and occurrence of 
potential off-flavour producing organisms. Aquac. Environ. Interact. doi:10.3354/aei00100 

Proteau, P.J., 1998. Biosynthesis of Phytol in the Cyanobacterium Synechocystis sp. UTEX 2470: 
Utilization of the Non-Mevalonate Pathway. doi:10.1021/NP980006Q 

Qian, F., Dixon, D.R., Newcombe, G., Ho, L., Dreyfus, J., Scales, P.J., 2014. The effect of pH on the 
release of metabolites by cyanobacteria in conventional water treatment processes. Harmful 
Algae 39, 253–258. doi:10.1016/j.hal.2014.08.006 

Qin, Y., Hou, J., Deng, M., Liu, Q., Wu, C., Ji, Y., He, X., 2016. Bacterial abundance and diversity in 
pond water supplied with different feeds. Sci. Rep. 6, 35232. doi:10.1038/srep35232 

Quast, C., Pruesse, E., Yilmaz, P., Gerken, J., Schweer, T., Yarza, P., Peplies, J., Glöckner, F.O., 2013. 
The SILVA ribosomal RNA gene database project: improved data processing and web-based 
tools. Nucleic Acids Res. 41, D590-6. doi:10.1093/nar/gks1219 

Queiroz, J.F., Boyd, C.E., 1998. Effects of a Bacterial Inoculum in Channel Catfish Ponds. J. World 
Aquac. Soc. 29, 67–73. doi:10.1111/j.1749-7345.1998.tb00300.x 

Řezanka, T., Votruba, J., 1998. Effect of salinity on the formation of avermectins, odor compounds 
and fatty acids byStreptomyces avermitilis. Folia Microbiol. (Praha). 43, 47–50. 
doi:10.1007/BF02815541 

Ringø, E., Birkbeck, T.H., 1999. Intestinal microflora of fish larvae and fry. Aquac. Res. 30, 73–93. 
doi:10.1046/j.1365-2109.1999.00302.x 

Ringø, E., Olsen, R.E., Mayhew, T.M., Myklebust, R., 2003. Electron microscopy of the intestinal 
microflora of fish. Aquaculture 227, 395–415. doi:10.1016/j.aquaculture.2003.05.001 

Ringø, E., Song, S.K., 2016. Application of dietary supplements (synbiotics and probiotics in 
combination with plant products and ??-glucans) in aquaculture. Aquac. Nutr. 22, 4–24. 
doi:10.1111/anu.12349 

Roberfroid, M., 1993. Dietary fiber, inulin, and oligofructose: A review comparing their physiological 
effects. Crit. Rev. Food Sci. Nutr. 33, 103–148. doi:10.1080/10408399309527616 

Rud, I., Kolarevic, J., Holan, A.B., Berget, I., Calabrese, S., Terjesen, B.F., 2016. Deep-sequencing of the 
bacterial microbiota in commercial-scale recirculating and semi-closed aquaculture systems for 
Atlantic salmon post-smolt production. Aquac. Eng. doi:10.1016/j.aquaeng.2016.10.003 

Rurangwa, E., Verdegem, M.C.J., 2015. Microorganisms in recirculating aquaculture systems and 
their management. Rev. Aquac. 7, 117–130. doi:10.1111/raq.12057 

Saadoun, I.M.K., Schrader, K.K., Blevins, W.T., 2001. Environmental and nutritional factors affecting 
geosmin synthesis by Anabaena sp. Wat. Res 35, 1209–1218. 

Sadzikowski, M.R., Sperry, J.F., Wilkins, T.D., 1977. Cholesterol-reducing bacterium from human 
feces. Appl. Environ. Microbiol. 34, 355–62. 

Saito, A., Tanaka, A., Oritani, T., 1996. A practical synthesis of enantiomerically pure (−)-geosmin via 
highly diastereoselective reduction of (4aS,8S)-4,4a,5,6,7,8-hexahydro-4a,8-dimethyl-2(3H)-



 Off-flavour producing bacteria in aquaculture  

49 
 

naphthalenone. Tetrahedron: Asymmetry 7, 2923–2928. doi:10.1016/0957-4166(96)00383-7 

Salipante, S.J., Kawashima, T., Rosenthal, C., Hoogestraat, D.R., Cummings, L.A., Sengupta, D.J., 
Harkins, T.T., Cookson, B.T., Hoffman, N.G., 2014. Performance comparison of Illumina and ion 
torrent next-generation sequencing platforms for 16S rRNA-based bacterial community 
profiling. Appl. Environ. Microbiol. 80, 7583–91. doi:10.1128/AEM.02206-14 

Sarker, P., Pilote, A., Auffret, M., Proulx, É., Villemur, R., Deschamps, M., Vandenberg, G., 2014. 
Reducing geosmin off-flavor compounds and waste outputs through dietary phosphorus 
management in rainbow trout aquaculture. Aquac. Environ. Interact. 6, 105–117. 
doi:10.3354/aei00119 

Savage, D.C., 1989. The normal human microflora composition, in: Grubb, R., Midvedt, T., Norin, E. 
(Eds.), The Regulatory and Protective Role of the Normal Microflora. Stockton press, New York, 
N.Y., pp. 3–18. 

Schmidt, A.S., Bruun, M.S., Dalsgaard, I., Pedersen, K., Larsen, J.L., 2000. Occurrence of antimicrobial 
resistance in fish-pathogenic and environmental bacteria associated with four danish rainbow 
trout farms. Appl. Environ. Microbiol. 66, 4908–15. doi:10.1128/AEM.66.11.4908-4915.2000 

Schmidt, K., Podmore, I., 2015. Current Challenges in Volatile Organic Compounds Analysis as 
Potential Biomarkers of Cancer. J. Biomarkers 2015, 1–16. doi:10.1155/2015/981458 

Schöller, C.E.G., Gürtler, H., Pedersen, R., Molin, S., Wilkins, K., 2002. Volatile Metabolites from 
Actinomycetes. doi:10.1021/JF0116754 

Schrader, K.K., Blevins, W.T., 2001. Effects of carbon source, phosphorus concentration, and several 
micronutrients on biomass and geosmin production by Streptomyces halstedii. J. Ind. Microbiol. 
Biotechnol. 26, 241–247. doi:10.1038/sj.jim.7000121 

Schrader, K.K., Davidson, J.W., Summerfelt, S.T., 2013. Evaluation of the impact of nitrate-nitrogen 
levels in recirculating aquaculture systems on concentrations of the off-flavor compounds 
geosmin and 2-methylisoborneol in water and rainbow trout (Oncorhynchus mykiss). Aquac. 
Eng. 57, 126–130. doi:10.1016/j.aquaeng.2013.07.002 

Schrader, K.K., Summerfelt, S.T., 2010. Distribution of Off-Flavor Compounds and Isolation of 
Geosmin-Producing Bacteria in a Series of Water Recirculating Systems for Rainbow Trout 
Culture. N. Am. J. Aquac. 72, 1–9. doi:10.1577/A09-009.1 

Schreier, H.J., Mirzoyan, N., Saito, K., 2010. Microbial diversity of biological filters in recirculating 
aquaculture systems. Curr. Opin. Biotechnol. 21, 318–325. doi:10.1016/j.copbio.2010.03.011 

Schuster, S.C., 2007. Next-generation sequencing transforms today’s biology. Nat. Methods 5, 16–18. 
doi:10.1038/nmeth1156 

Science Learning Hub, 2011. Healthy gut bacteria [WWW Document]. URL 
https://www.sciencelearn.org.nz/resources/1837-healthy-gut-bacteria (accessed 7.16.17). 

Seto, H., Orihara, N., Furihata, K., 1998. Studies on the Biosynthesis of Terpenoids Produced by 
Actinomycetes. Part 4. Formation of BE-40644 by the Mevalonate and Nonmevalonate 
Pathways. Tetrahedron Lett. 39, 9497–9500. 

Seto, H., Watanabe, H., Furihata, K., 1996. Simultaneous operation of the mevalonate and non-
mevalonate pathways in the biosynthesis of isopentenly diphosphate in Streptomyces 
aeriouvifer. Tetrahedron Lett. 37, 7979–7982. doi:10.1016/0040-4039(96)01787-X 

Sharrer, M.J., Summerfelt, S.T., Bullock, G.L., Gleason, L.E., Taeuber, J., 2005. Inactivation of bacteria 
using ultraviolet irradiation in a recirculating salmonid culture system. Aquac. Eng. 33, 135–149. 



 Off-flavour producing bacteria in aquaculture  

50 
 

doi:10.1016/j.aquaeng.2004.12.001 

Shi, Y.-H., Chen, J., Li, C.-H., Lu, X.-J., Zhang, D.-M., Li, H.-Y., Zhao, Z.-X., Li, M.-Y., 2012. Detection of 
bacterial pathogens in aquaculture samples by DNA microarray analysis. Aquaculture 338–341, 
29–35. doi:10.1016/j.aquaculture.2012.01.009 

Singh, S., Ebeling, J., Wheaton, F., 1999. Water quality trials in four recirculating aquacultural system 
configurations. Aquac. Eng. 20, 75–84. doi:10.1016/S0144-8609(99)00003-5 

Skjermo, J., Størseth, T.R., Hansen, K., Handå, A., Øie, G., 2006. Evaluation of β-(1→3, 1→6)-glucans 
and High-M alginate used as immunostimulatory dietary supplement during first feeding and 
weaning of Atlantic cod (Gadus morhua L.). Aquaculture 261, 1088–1101. 
doi:10.1016/j.aquaculture.2006.07.035 

Skov, J., Kania, P.W., Holten-Andersen, L., Fouz, B., Buchmann, K., 2012. Immunomodulatory effects 
of dietary β-1,3-glucan from Euglena gracilis in rainbow trout (Oncorhynchus mykiss) immersion 
vaccinated against Yersinia ruckeri. Fish Shellfish Immunol. 33, 111–120. 
doi:10.1016/j.fsi.2012.04.009 

Smith, K.F., Schmidt, V., Rosen, G.E., Amaral-Zettler, L., Ciznar, I., 2012. Microbial Diversity and 
Potential Pathogens in Ornamental Fish Aquarium Water. PLoS One 7, e39971. 
doi:10.1371/journal.pone.0039971 

Son, M., Cho, D., Lim, J.H., Park, J., Hong, S., Ko, H.J., Park, T.H., 2015. Real-time monitoring of 
geosmin and 2-methylisoborneol, representative odor compounds in water pollution using 
bioelectronic nose with human-like performance. Biosens. Bioelectron. 74, 199–206. 
doi:10.1016/j.bios.2015.06.053 

Spiteller, D., Jux, A., Boland, W., 2002. mevalolactone to a geosmin-producing Streptomyces sp . and 
Fossombronia pusilla 61, 827–834. 

Standen, B.T., Rodiles, A., Peggs, D.L., Davies, S.J., Santos, G.A., Merrifield, D.L., 2015. Modulation of 
the intestinal microbiota and morphology of tilapia, Oreochromis niloticus, following the 
application of a multi-species probiotic. Appl. Microbiol. Biotechnol. 99, 8403–8417. 
doi:10.1007/s00253-015-6702-2 

Staykov, Y., Spring, P., Denev, S., Sweetman, J., 2007. Effect of a mannan oligosaccharide on the 
growth performance and immune status of rainbow trout (Oncorhynchus mykiss). Aquac. Int. 
15, 153–161. doi:10.1007/s10499-007-9096-z 

Su, M., Gaget, V., Giglio, S., Burch, M., An, W., Yang, M., 2013. Establishment of quantitative PCR 
methods for the quantification of geosmin-producing potential and Anabaena sp. in freshwater 
systems. Water Res. 47, 3444–54. doi:10.1016/j.watres.2013.03.043 

Sugita, H., Matsuo, N., Hirose, Y., Iwato, M., Deguchi, Y., 1997. Vibrio sp. Strain NM 10, Isolated from 
the Intestine of a Japanese Coastal Fish, Has an Inhibitory Effect against Pasteurella piscicida. 
Appl. Environ. Microbiol. 63, 4986–4989. 

Sugita, H., Nakamura, H., Shimada, T., 2005. Microbial communities associated with filter materials in 
recirculating aquaculture systems of freshwater fish, Aquaculture. 
doi:10.1016/j.aquaculture.2004.09.028 

Sugita, H., Oshima, K., Tamura, M., Deguchi, Y., 1983. Bacterial flora in the gastrointestine of 
freshwater fishes in the river. Bull. Japanese Spciety Fish. 49, 1387–1395. 
doi:10.2331/suisan.49.1387 

Summerfelt, S.T., Vinci, B.J., Piedrahita, R.H., 2000. Oxygenation and carbon dioxide control in water 



 Off-flavour producing bacteria in aquaculture  

51 
 

reuse systems. Aquac. Eng. 22, 87–108. doi:10.1016/S0144-8609(00)00034-0 

Summerfelt, S.T., Wilton, G., Roberts, D., Rimmer, T., Fonkalsrud, K., 2004. Developments in 
recirculating systems for Arctic char culture in North America. Aquac. Eng. 30, 31–71. 
doi:10.1016/j.aquaeng.2003.09.001 

Tal, Y., Schreier, H.J., Sowers, K.R., Stubblefield, J.D., Place, A.R., Zohar, Y., 2009. Environmentally 
sustainable land-based marine aquaculture. Aquaculture 286, 28–35. 
doi:10.1016/j.aquaculture.2008.08.043 

Tal, Y., Watts, J.E.., Schreier, S.B., Sowers, K.R., Schreier, H.J., 2003. Characterization of the microbial 
community and nitrogen transformation processes associated with moving bed bioreactors in a 
closed recirculated mariculture system. Aquaculture 215, 187–202. doi:10.1016/S0044-
8486(02)00372-1 

Tang, Y., Tao, P., Tan, J., Mu, H., Peng, L., Yang, D., Tong, S., Chen, L., 2014. Identification of bacterial 
community composition in freshwater aquaculture system farming of Litopenaeus vannamei 
reveals distinct temperature-driven patterns. Int. J. Mol. Sci. 15, 13663–80. 
doi:10.3390/ijms150813663 

Taylor, S., Wakem, M., Dijkman, G., Alsarraj, M., Nguyen, M., 2010. A practical approach to RT-
qPCR—Publishing data that conform to the MIQE guidelines. Methods 50, S1–S5. 
doi:10.1016/j.ymeth.2010.01.005 

Tendencia, E.A., de la Peña, L.D., 2001. Antibiotic resistance of bacteria from shrimp ponds. 
Aquaculture 195, 193–204. doi:10.1016/S0044-8486(00)00570-6 

Trust, T.J., Bull, L.M., Currie, B.R., Buckley, J.T., 1979. Obligate Anaerobic Bacteria in the 
Gastrointestinal Microflora of the Grass Carp (Ctenopharyngodon idella), Goldfish (Carassius 
auratus), and Rainbow Trout (Salmo gairdneri). J. Fish. Res. Board Canada 36, 1174–1179. 
doi:10.1139/f79-169 

Tucker, C.S., 2000. Off-Flavor Problems in Aquaculture. Rev. Fish. Sci. 8, 45–88. 
doi:10.1080/10641260091129170 

Tuohy, K.M., Rouzaud, G.C.M., Brück, W.M., Gibson, G.R., 2005. Modulation of the human gut 
microflora towards improved health using prebiotics--assessment of efficacy. Curr. Pharm. Des. 
11, 75–90. 

USDA, 2009. USDA ARS Online Magazine Vol. 57, No. 2 [WWW Document]. URL 
https://agresearchmag.ars.usda.gov/2009/feb/seafood/ (accessed 7.16.17). 

van Kessel, M.A.H.J., Speth, D.R., Albertsen, M., Nielsen, P.H., Op den Camp, H.J.M., Kartal, B., Jetten, 
M.S.M., Lücker, S., 2015. Complete nitrification by a single microorganism. Nature 528, 555–9. 
doi:10.1038/nature16459 

Velazquez, O.C., Lederer, H.M., Rombeau, J.L., 1997. Butyrate and the Colonocyte. Springer US, pp. 
123–134. doi:10.1007/978-1-4615-5967-2_14 

Verschuere, L., Rombaut, G., Sorgeloos, P., 2000. Probiotic Bacteria as Biological Control Agents in 
Aquaculture Probiotic Bacteria as Biological Control Agents in Aquaculture 64. 
doi:10.1128/MMBR.64.4.655-671.2000.Updated 

Verschuere, L., Rombaut, G., Sorgeloos, P., Verstraete, W., 2000. Probiotic Bacteria as Biological 
Control Agents in Aquaculture. Microbiol. Mol. Biol. Rev. 64, 655–671. 
doi:10.1128/MMBR.64.4.655-671.2000 

Větrovský, T., Baldrian, P., Pijl, A., Hollander, M. de, Kowalchuk, G., 2013. The Variability of the 16S 



 Off-flavour producing bacteria in aquaculture  

52 
 

rRNA Gene in Bacterial Genomes and Its Consequences for Bacterial Community Analyses. PLoS 
One 8, e57923. doi:10.1371/journal.pone.0057923 

Wang, Z., Shao, J., Xu, Y., Yan, B., Li, R., 2014. Genetic Basis for Geosmin Production by the Water 
Bloom-Forming Cyanobacterium, Anabaena ucrainica. Water 7, 175–187. 
doi:10.3390/w7010175 

Watson, S.B., Charlton, M., Rao, Y.R., Howell, T., Ridal, J., Brownlee, B., Marvin, C., Millard, S., 2007. 
Off flavours in large waterbodies: physics, chemistry and biology in synchrony. Water Sci. 
Technol. 55. 

Watson, S.B., Monis, P., Baker, P., Giglio, S., 2016. Biochemistry and genetics of taste- and odor-
producing cyanobacteria. Harmful Algae 54, 112–127. doi:10.1016/j.hal.2015.11.008 

White, L.A., Newman, M.C., Cromwell, G.L., Lindemann, M.D., 2002. Brewers dried yeast as a source 
of mannan oligosaccharides for weanling pigs. J. Anim. Sci. 80, 2619–28. 

White, W.L., Coveny, A.H., Robertson, J., Clements, K.D., 2010. Utilisation of mannitol by temperate 
marine herbivorous fishes. J. Exp. Mar. Bio. Ecol. 391, 50–56. doi:10.1016/j.jembe.2010.06.007 

Woese, C.R., Fox, G.E., 1977. Phylogenetic structure of the prokaryotic domain: the primary 
kingdoms. Proc. Natl. Acad. Sci. U. S. A. 74, 5088–90. doi:10.1073/PNAS.74.11.5088 

Wong, A.C.N., Vanhove, A.S., Watnick, P.I., 2016. The interplay between intestinal bacteria and host 
metabolism in health and disease: lessons from Drosophila melanogaster. Dis. Model. Mech. 9. 

Xu, B., Wang, Y., Li, J., Lin, Q., 2009. Effect of prebiotic xylooligosaccharides on growth performances 
and digestive enzyme activities of allogynogenetic crucian carp (Carassius auratus gibelio). Fish 
Physiol. Biochem. 35, 351–357. doi:10.1007/s10695-008-9248-8 

Xu, X., Jingwen, Y., Yuanguo, C., 2011. Pharmacokinetic Study of Viral Vectors for Gene Therapy: 
Progress and Challenges, in: Viral Gene Therapy. InTech. doi:10.5772/21259 

Yamada, Y., Kuzuyama, T., Komatsu, M., Shin-Ya, K., Omura, S., Cane, D.E., Ikeda, H., 2015. Terpene 
synthases are widely distributed in bacteria. Proc. Natl. Acad. Sci. U. S. A. 112, 857–62. 
doi:10.1073/pnas.1422108112 

Yu, S., Xiao, Q., Zhong, X., Su, G., Xu, Y., Zhu, B., Jiang, Y., 2014. Simultaneous determination of six 
earthy–musty smelling compounds in water by headspace solid-phase microextraction coupled 
with gas chromatography-mass spectrometry. Anal. Methods 6, 9152–9159. 
doi:10.1039/C4AY01680G 

Zhang, T., Li, L., Song, L., Chen, W., 2009. Effects of temperature and light on the growth and geosmin 
production of Lyngbya kuetzingii (Cyanophyta). J. Appl. Phycol. 21, 279–285. 
doi:10.1007/s10811-008-9363-z 

Zhou, L.-G., Liu, B.-X., Sun, L.-C., Hara, K., Su, W.-J., Cao, M.-J., 2010. Identification of an 
aminopeptidase from the skeletal muscle of grass carp (Ctenopharyngodon idellus). Fish 
Physiol. Biochem. 36, 953–962. doi:10.1007/s10695-009-9372-0 

 

 

 

 



 Off-flavour producing bacteria in aquaculture  

53 
 

Papers 
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



ISSN (online): 2446-1636
ISBN (online): 978-87-7210-032-6

O
FF-FLAV

O
U

R
 P

R
O

D
U

C
IN

G
 B

A
C

TE
R

IA
 IN

 A
Q

U
A

C
U

LTU
R

E
M

IE B
EC

H
 LU

K
A

SSEN


	Blank Page
	Blank Page



