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Abstract 

Scientific research has examined the possibility of replacing fishmeal with alternative protein sources 

in feed for fish. The literature indicates that insects are an eco-friendly nutrient-rich alternative to 

fishmeal. The purpose of this study was to investigate the effects of including insects in a diet for 

rainbow trout (Oncorhynchus mykiss), by analysing organosomatic parameters, fillet yield and 



intestinal bacterial communities. Three experimental diets were formulated: a control diet with 

fishmeal as main protein source, and diets Hi25 and Hi50 where 25% and 50% of fishmeal, 

respectively, was replaced with partially defatted meal of larvae of Hermetia illucens (Hi; Diptera: 

Stratiomydae). At the end of the trial, organosomatic parameters and fillet yield were recorded. To 

profile the complex intestinal mucosa- and digesta-associated bacterial communities (MAB and 

DAB), denaturing gradient gel electrophoresis was performed on bacterial DNA extracted from 

intestinal mucosa and digesta, followed by sequencing of selected bands. Rainbow trout fed the 

alternative diets showed the same organosomatic indices and fillet yields as the control group, but 

increased bacterial community biodiversity, structure and composition, with ANOSIM p<0.05 and 

p<0.01 for MAB and DAB, respectively. The sequencing highlighted a clear prevalence of γ-

Proteobacteria in all samples, though α- and β-Proteobacteria and Actinobacteria were also present in 

MAB of insect-fed fish; DAB of insect-fed fish showed a clear increase in the Firmicutes phylum 

compared to the control group. The results suggest that H. illucens partially defatted larva meal is a 

valid alternative protein source and can replace up to 50% of fishmeal in rainbow trout feed without 

impairing organosomatic indices nor fillet yield. The microbiological assays revealed that the 

intestinal bacterial communities were sensitive to dietary changes, showing modified community 

structure and increased biodiversity in the Hi-fed groups. We discuss the effects that modified 

bacterial communities could have on fish biology. There is a good possibility of further studies on 

the functional role of bacteria.  

 

Key words: rainbow trout, insect, black soldier fly, intestinal microbial community, DGGE, 

sustainable aquaculture. 
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DISPAA Department of Agri-Food Production and Environmental Sciences 

EFSA  European Food and Safety Authority 
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LAB  lactic acid bacteria 

MAB  mucosa-associated bacterial community 

OTU  operational taxonomic unit 

 

1. Introduction 

Using insect meal instead of fishmeal is becoming more common in the aquaculture sector of many 

countries. Not only is fishmeal not eco-friendly as principal dietary protein source, but it is also 

becoming costlier. Issues such as the increasing global demand for fish protein, the impact of fishmeal 

production on the ecology of fishing grounds, its shortage and its high price have brought attention 

to the need for alternative dietary protein sources (FAO, 2016, 2014). Animal and fishery by-products 

as well as plant-derived material are now used as substitutes (FAO, 2014). Regrettably, plant protein 

derivatives rarely have a balanced essential amino acid (EAA) profile and often contain antinutritive 

factors (Oliva-Teles et al., 2015). Processed animal protein is considered a valuable alternative as it 

has a better EAA profile and is more digestible than plant proteins; nevertheless, within the Europe 

Community, restrictions on the use of certain processed animal proteins persist as protection against 

transmissible spongiform encephalopathies (Regulation 68/2013/EC, 2013). Insects have recently 

attracted increasing attention as a sustainable nutrient source for feed, not only in Europe but also 

around the world. Indeed, insects are a good source of EAA, lipids, vitamins and minerals (Henry et 

al., 2015; van Huis et al., 2013); they grow and reproduce quickly and easily on low-quality organic 

waste and manure (van Huis et al., 2013); they have a small ecological footprint and high feed 

conversion efficiency (Makkar et al., 2014), and can reasonably foster a circular bioeconomy. Finally, 

the use of processed insects in feed for aquaculture animals was recently allowed by the European 

Commission (Regulation 2017/893/EC, 2017). 



Compared to other insects, the Diptera order and in particular the species Hermetia illucens (Hi), also 

known as black soldier fly, show an EAA pattern very similar to fishmeal (Henry et al., 2015) and 

are therefore a good alternative protein source. Recent trials substituting up to 40% of fishmeal with 

Hi meal have shown that it effectively supports fish growth (Lock et al., 2016; Magalhães et al., 2017; 

Renna et al., 2017). Regarding the hygienic concerns of the European Food and Safety Authority 

(EFSA) about insect rearing and characteristics (EFSA Scientific Committee, 2015), adults of Hi do 

not feed, thus diminishing the likelihood of disease transmission to their progeny (Makkar et al., 

2014). Insects are rich in chitin, which reduces their digestibility but, as underlined by Karlsen et al. 

(2017), dietary chitin may select a beneficial intestinal microbiota. 

Different diets affect the structure and the composition of fish intestinal bacterial communities in 

different ways (Hartviksen et al., 2014; Wang et al., 2017; Zhou et al., 2013); the communities in turn 

affect the digestive functions and immune responses of the host (Ghanbari et al., 2015; Lyons et al., 

2017a). The impact of bacteria on digestive functions can be summarised as providing essential 

nutrient and non-nutrient factors and as increasing the host’s ability to harvest nutrients from feed, 

for instance by producing digestive enzymes that break down chitin or cellulose (Gomez et al., 2013; 

Ray et al., 2012; Ringø et al., 1995). Additionally, bacteria dwelling in the gastrointestinal tract co-

exist in dynamic equilibrium with occasional pathogens; indeed, gut-associated lymphoid tissue sorts 

microorganisms and responds either with tolerance or an immune response (Merrifield et al., 2010; 

Nayak, 2010; Pérez et al., 2010; Ringø et al., 2010a). If the composition of the intestinal bacterial 

community is known and the principles of its assembly and preservation are understood, it can be 

manipulated to improve the health of the host (Merrifield et al., 2010; Ringø et al., 2010b; Roeselers 

et al., 2011; van Kessel et al., 2011). The intestinal bacterial community can be considered a key to 

healthy fish and productive aquaculture plants. 

The mucosa-associated bacterial community (MAB) could have a greater impact than the digesta-

associated community (DAB) on the biology of the host. It is therefore worthwhile making an effort 

to examine the MAB. To the authors’ knowledge, this is the first study aimed at assessing the changes 



in rainbow trout MAB and DAB induced by dietary insect meal. Denaturing gradient gel 

electrophoresis (DGGE) and band sequencing were used to acquire an overview of these complex 

communities, to identify dominant bacterial groups, and to glean insights into the effect of the 

sequenced bacterial strains on fish. 

 

2. Materials and methods 

2.1. Experimental diets and growth 

The experimental protocol applied in this study was designed according to the ethical standards 

approved by the current European Directive 2010/63/EU on the protection of animals used for 

scientific purposes. 

The samples analysed in this study were retrieved from the growth trial described in Renna et al. 

(2017) using meal of partially defatted Hi larvae reared on vegetable by-product substrate purchased 

from Hermetia Deutschland GmbH & Co. KG (Baruth/Mark, 141 Germany). The Hi larva meal had 

the following chemical composition: dry matter (DM): 94.18%; crude protein (CP): 55.34 g/100 g 

DM; ether extract (EE): 17.97 g/100 g DM; ash: 7.12 g/100 g DM; chitin: 5.00 g/100 g DM; nitrogen 

free extracts (NFE): 14.57 g/100 g DM. It had a gross energy (GE) of 24.37 MJ/kg DM. Three 

experimental diets were formulated with increasing percentages of Hi larva meal: one control diet 

(Hi0) and two test diets (Hi25 and Hi50). The diets were formulated to be isonitrogenous (CP: about 

45 g/100 g DM), isolipidic (EE: about 15 g/100 g DM), and isoenergetic (GE: about 22 MJ/kg DM). 

Hi0 contained fishmeal (600 g/kg) as the main protein source, whereas Hi25 and Hi50 had 25% and 

50% of the fishmeal replaced by Hi meal, respectively (a total of 20% and 40% of Hi meal in Hi25 

and Hi50, respectively). 

Rainbow trout (Oncorhynchus mykiss) of 178.9 ± 9.81 g initial body weight were fed the experimental 

diets for 78 days (Renna et al., 2017). 



Table 1 shows the ingredients, the chemical composition of the experimental diets containing 

Hermetia illucens larva meal and the main trout growth performance measures as reported in Renna 

et al. (2017). 

 

2.2. Sampling, fillet yield and organosomatic indices 

At the end of the feeding trial followed by one day of starvation, 90 fish (30 per group) were 

anesthetised with 60 mg/L MS222, killed and immediately transported on ice to the Department of 

Agri-Food Production and Environmental Sciences (DISPAA), University of Florence (Florence, 

Italy), where each was weighed and dissected. The fillets (from 90 fish), 30 livers (10 samples per 

group) and 18 viscera (6 samples per group) were individually weighed to assess fillet yield 

(FY=weight of fillets with skin×100/BW), visceral index (VSI=total viscera weight×100/BW) and 

hepatosomatic index (HSI=liver weight×100/BW). 

 

2.3. Sampling for microbiological analysis 

On arrival at DISPAA, the abdomen of 18 fish (6 samples per group) was cut open with alcohol-

disinfected tools and the intestine, from just after the pyloric caeca to the anus, was removed and 

placed on tinfoil. Perivisceral fat was removed and the digesta were gently squeezed out into a tube. 

The intestine was then cut longitudinally, rinsed by flushing in sterile phosphate-buffered saline to 

remove faecal traces and placed in a tube. Pyloric caeca were not analysed due to the limited resources 

allocated to the present study and because this segment presents the highest technical difficulties, as 

stated in the literature (Gajardo et al., 2016). We collected: 6 samples of intestinal tissue for each of 

the three groups to investigate the mucosa-associated bacterial community (MAB) (18 tubes); 6 

samples of digesta for each of the three groups to investigate digesta-associated bacterial community 

(DAB) (18 tubes). The 36 tubes were stored at -80 °C until microbiological analysis. 

 

2.4. DGGE analyses 



The 18 intestine-tissue and 18 digesta samples were processed at the Research Centre for Agriculture 

and Environment (CREA-AA, Florence, Italy) to assess the biodiversity and composition of MAB 

and DAB. Each intestine sample was thawed on ice, homogenised with an UltraTurrax® T 25 (IKA-

Labor Technik, Staufen, Germany) at 20,500 rpm for 1.5 minutes in an ice bath and immediately 

processed for total DNA extraction. The DNA of intestinal homogenates and digesta was extracted 

with the QIAamp®DNA Stool Mini Kit (Qiagen, Hilden, Germany) according to the protocol for 

isolation of DNA from stools for pathogen detection, with minor changes: a) the volume of elution 

Buffer AE was decreased to 75 µL to obtain a higher concentration of DNA in the final eluate; b) the 

incubation time of Buffer AE was increased to 5 minutes to increase DNA yield. 

The V6-V8 region of the template DNA was amplified with the primer set GC-986F (5’- CGC CCG 

GGG CGC GCC CCG GGC GGG GCG GGG GCA CGG GGG GAA CGC GAA GAA CCT TA -

3’) and 1401R (5’- CGG TGT GTA CAA GAC CC -3’), as designed by Nübel et al. (1996). This set 

of primers proved to function well and homogeneously among all samples, as showed in the DGGE 

profile of bacterial communities (S1 and S2 Figures). Amplification reactions were carried out in a 

T100™ Thermal Cycler (Bio-Rad) in 25 µL of a mixture containing: 2 µL template DNA, 1× Green 

GoTaq® Flexi Buffer (Promega Corporation, Madison, WI, USA), 1.5 mmol L-1 MgCl2 (Promega), 

200 µmol L-1 dNTPs (Promega), 10 pmol of each primer and 1U GoTaq® G2 Flexi DNA Polymerase 

(Promega), under reaction conditions of: denaturation at 95 °C for 2 minutes, followed by 35 cycles 

of denaturation at 95 °C for 30 s, annealing at 55 °C for 30 s, elongation at 72 °C for 45 s and final 

elongation at 72 °C for 5 minutes. The amplicons from several amplification reactions were pooled 

to minimise PCR biases. Amplicon yield was estimated by comparison with the Low DNA mass 

ladder (Invitrogen, Carlsbad, CA, USA) using a Chemidoc Apparatus (Bio-Rad Laboratories Inc., 

Hercules, CA, USA). 

DGGEs were performed on a DCode™ Universal Mutation Detection System (Bio-Rad), loading 600 

ng of the amplicons onto a 6% polyacrylamide gel (acrylamide/bis 37.5:1; EuroClone S.p.A, Pero, 

Milan, Italy), with a linear denaturing gradient from 45% to 65% (v/v) obtained from a 100% 



denaturing solution containing 40% formamide (v/v) (Sigma-Aldrich GmbH, St. Louis, MO, USA) 

and 7 M urea (Promega). The gels were run for 17 h in 1×TAE buffer at constant voltage (80 V) and 

temperature (60 °C). At the end, the gels were stained with SYBR® GOLD (Molecular Probes, 

Eugene, OR, USA) diluted 1:10,000 in 1×TAE buffer. Gel images were digitalised using the 

Chemidoc apparatus and optimised for analysis by enhancing contrast and greyscale. 

 

2.5. Sequencing 

The middle portion of 38 selected DGGE bands was excised and placed in 30 μL distilled water. 

Given the greater interest in MAB, more bands were sequenced from intestinal than from digesta 

samples. The PCR products were eluted through freezing and thawing (Throbäck et al., 2004) and 

reamplified using the primer pairs described above. Amplicons were checked by DGGE for the 

presence of a single band and then directly sequenced by Macrogen Service (Macrogen Ltd., 

Amsterdam, The Netherlands, http://www.macrogen.com). 

The sequence chromatograms were edited using Chromas Lite software (v2.1.1; Technelysium Pty 

Ltd; Tewantin, QLD, Australia; http://www.technelysium.com.au/chromas_lite.htm) to verify the 

absence of ambiguous peaks and to convert them to FASTA format. DECIPHER's Find Chimeras 

web tool (http://decipher.cee.wisc.edu) was used to uncover chimeras in the 16S rDNA sequences. 

Representative sequences were deposited in the GenBank database under accession numbers 

KY270784-KY270810. The Web-based BLASTN tool (http://www.ncbi.nlm.nih.gov/BLAST) was 

used to find closely related nucleotide sequences. To increase the accuracy of the assignments, 

different sequence similarity thresholds were used for different taxonomic levels: a similarity ≥97% 

for species level identification and 95%, 90%, 85%, 80% and 75% for assignment at genus, family, 

order, class and phylum level, respectively (Webster et al., 2010). Phylogenetic dendrograms were 

constructed to display the apparent relatedness of the partial 16S rRNA gene sequences of this study 

to each other and to other sequences of equivalent length recovered from environmental samples and 

axenic cultures deposited in the GenBank database. Sequence alignment was performed with 



ClustalX 2.0.11 software (Larkin et al., 2007); distance analysis was carried out according to Jukes 

and Cantor (1969) followed by phylogenetic tree construction using the neighbour-joining algorithm 

(Saitou and Nei, 1987) by TREECON 1.3b (Van de Peer and De Wachter, 1994). The robustness of 

associations between samples (nodes) was evaluated by bootstrap analysis with 1000 replicates. 

 

2.6. Statistical analysis 

Data on fillet yield and organosomatic indices was checked for normality and homoscedasticity, then 

one-way ANOVA was performed with the diet as independent variable, using the Paleontological 

Statistics Software Package (PAST; Hammer et al., 2001). 

The DGGE banding patterns were normalised and analysed using GelCompar II software v 4.6 

(Applied Maths, Sint-Martens-Latem, Belgium). Although amplification products from different 

bacterial groups can co-migrate, each band was considered to match a single bacterial species or 

group, and band intensity (the relative surface of the peak compared to the surfaces of all the peaks 

in the profile) was considered to indicate the relative abundance of the corresponding species or group 

(Fromin et al., 2002). Bands shared by samples were classified as the same band when they were 

within a 0.8% range of total pattern length from each other. Phylotype richness (number of DGGE 

bands), Shannon-Wiener diversity index (𝐻’=-Σ𝑅×𝑝𝑖×ln𝑝𝑖, where R is the number of 

phylotypes/bands in the sample and pi is the relative intensity of the ith phylotype/band) and 

Simpson’s evenness index (𝜆=Σ𝑅×𝑝𝑖2) were calculated with GelCompar II. Simpson data were log-

transformed to fit normality. One-way ANOVA followed by a Tukey HSD post hoc test was 

performed on the results of the three indices using PAST. 

The banding patterns of the DGGEs were extracted as band-intensity matching tables, then 

normalised by calculating the relative intensity of each band (ratio of the intensity of each band 

divided by the sum of the intensities of all bands in the same lane) and finally imported into PAST 

for further multivariate analyses. Non-metric multidimensional scaling (nMDS) was used to represent 

the distance between each sample in two-dimensional space. One-way analysis of similarity 



(ANOSIM) followed by pairwise comparisons was conducted to determine the extent of differences 

in MAB and DAB between the three dietary groups. ANOSIM and nMDS were performed using the 

Bray-Curtis distance measure and 9,999 permutational tests; the accuracy of the nMDS plots was 

determined by calculating a 2D stress value. 

 

3. Results 

3.1. Fillet yield and organosomatic indices 

 VSI did not highlight differences among treatments and ranged from 7.43 to 7.91 for Hi25 and Hi50, 

respectively (p-value: 0.50). Similarly, no differences were reported for HSI (1.48, 1.53 and 1.53 for 

Hi0, Hi25 and Hi50, respectively; p-value: 0.76). As far as fillet yield is concerned, values were above 

60% and without differences among treatments (Hi0: 62.4; Hi25: 63.1; Hi50: 61.8; p-value: 0.57)  

 

3.2. Intestinal bacterial communities 

The DGGE banding patterns were analysed using biodiversity indices (Table 2). No significant 

differences were found among the DAB samples; by contrast, the biodiversity of the MAB Hi25 

group was significantly higher than the control group (p<0.05) and that of the Hi50 group was 

intermediate between the two; the SEM of richness and Shannon index values seemed higher in the 

Hi25 and Hi50 groups. 

The intensity of staining showed a decreasing trend from the Hi0 to Hi50 groups, especially in MAB 

samples (S1 Figure). 

The nMDS plots showed slight clustering in relation to diet in MAB and DAB samples (Figure 1). In 

both, the Hi25 samples seemed to form a loose yet separate cluster from the control. The relative 

positions of the points in the plots was moderately reliable in the MAB (stress=0.1944) and DAB 

(stress=0.2271) samples. 

Again in the case of MAB and DAB samples, ANOSIM tests (Table 3) revealed significant 

differences between groups (p<0.05 and p<0.01, respectively). The results of pairwise comparisons 



are summarised in Table 4, where differences between all groups were significant (p<0.01) in DAB 

samples, whereas in MAB samples, only the pair Hi0-Hi25 displayed a significant difference 

(p<0.05). 

 

3.3. Sequencing 

A total of 29 and 19 bands were retrieved from the MAB and DAB DGGE gels, respectively; of these, 

20 and 14 bands from MAB and DAB, respectively, were successfully sequenced; 27 sequences were 

deposited in the GenBank database. Operational taxonomic units (OTUs) were identified at species 

level in 24/27, at genus level in 2/27 and at family level in 1/27 sequences (Tables 5 and 6). The 

OTUs proved related to the phyla Proteobacteria, Firmicutes and Actinobacteria, including eleven 

genera: Acinetobacter, Aeromonas, Brevundimonas, Carnobacterium, Citrobacter, Curtobacterium, 

Delftia, Kluyvera, Pseudomonas, Shewanella and Staphylococcus. 

Bands in different lanes at the same height were considered to belong to the same or to a very close 

phylogenetic bacterial strain. The OTUs from MAB samples were related to eight genera in the 

Proteobacteria and Actinobacteria phyla: Curtobacterium (Actinobacteria); Brevundimonas (α-

Proteobacteria); Delftia (β-Proteobacteria); Acinetobacter, Aeromonas, Citrobacter, Pseudomonas 

and Shewanella (γ-Proteobacteria). The core set of OTUs resistant to dietary changes in MAB 

samples was related to Pseudomonas spp. and Shewanella spp. OTUs related to Aeromonas 

rivipollensis were only abundant in the control group, while the insect-fed groups were rich in bands 

related to Citrobacter gillenii, Pseudomonas spp. and Delftia acidovorans; bands related to 

Acinetobacter spp., Brevundimonas spp., Curtobacterium flaccumfaciens and Delftia acidovorans 

were only recovered from insect-fed fish and were sporadic. The OTUs from DAB samples were 

related to genera in the Proteobacteria and Firmicutes phyla: Carnobacterium and Staphylococcus 

(Bacilli); Aeromonas, Kluyvera and Shewanella (γ-Proteobacteria). The core set of OTUs resistant to 

dietary changes in DAB samples was linked to Shewanella schlegeliana and Aeromonas rivipollensis. 

OTUs related to Citrobacter gillenii and Kluyvera intermedia (both belonging to the family 



Enterobacteriaceae) and Carnobacterium divergens were abundant in the insect-fed groups. Control 

MAB and DAB samples showed very similar DGGE banding patterns, which were more variable in 

the insect-fed groups. 

 

4. Discussion 

The main results obtained by Renna et al. (2017) indicated that substituting up to 50% of fishmeal 

with a partially defatted Hi larva meal in diets for rainbow trout did not affect survival or growth 

performance. Differences in apparent digestibility were only found between the Hi25 and Hi50 

groups, with the control showing intermediate values. The present study reported that fillet yield and 

organosomatic performance were not statistically different between control-fed and insect-fed fish. 

On the other hand, as discussed in detail by Renna et al. (2017), feeding salmonid species with H. 

illucens could negatively affect growth performance (St-Hilaire et al., 2007; Stamer et al., 2014), but 

the outcome depended on the insect’s life stage (larvae vs. prepupae), fat content and rearing substrate 

(Sealey et al., 2011), on the processing techniques used (Lock et al., 2016) and on the fish life stage. 

As suggested by Magalhães et al. (2017), detailed information concerning substrate, handling and 

processing of the insect as well as the composition of each batch of insect meal is needed in order to 

explain the performance results. Nevertheless, as reported by Oliva-Teles et al. (2015), aquaculture 

outcome is not defined solely by fish performance, but issues concerning fish welfare also need to be 

taken into account. These include immunological status, oxidative status and the influence of diets 

on intestinal microbiota, which directly affect the digestive functions and immune response of the 

host (Ghanbari et al., 2015; Lyons et al., 2017a) and are therefore considered a key to healthy fish 

and productive aquaculture plants. 

The results of studies on salmonids fed diets containing chitin from various sources are inconsistent. 

Indeed, chitin is suspected to diminish feed availability and digestibility in fish (Kroeckel et al., 2012; 

Olsen et al., 2006). Krill meal seemed to depress growth performance of Oncorhynchus keta 

fingerlings (Murai et al., 1980) and rainbow trout (Wojno and Dabrowska, 1984), and chitin sourced 



from shrimp (Pandalus borealis), included in the diet at a concentration of 2% and 5%, seemed to 

depress Atlantic salmon performance (Karlsen et al., 2017). However, the results of the present study 

were positive despite the presence of chitin in the Hi feeds. Moreover, Lellis and Barrows (2000) 

reported that 6% chitin supplementation enhanced growth in rainbow trout juveniles, and Atlantic 

salmon, fed a diet in which 50% of fishmeal had been replaced by northern krill (Meganyctiphanes 

norvegica) meal, showed no differences in terms of growth performance (Ringø et al., 2006a). A 

reason for these contrasting results could be that under certain conditions chitin may counterbalance 

the negative effects that it itself produces. In fact, some authors have suggested that chitin may be 

targeted by a positive intestinal microbial community, which improves host organism performance 

and health status (Karlsen et al., 2017; Ringø et al., 2006a). 

Bearing in mind that DGGE only detects dominant bacterial groups (Muyzer et al., 1993), the present 

study indicates that the fish microbial community is plastic and can be manipulated by addition of 

insect meal to feed, in line with the majority of studies on other dietary sources (Desai et al., 2012; 

Hartviksen et al., 2014; Ingerslev et al., 2014; Navarrete et al., 2012; Ringø et al., 2006a; Zhou et al., 

2013). Biodiversity parameters of MAB and DAB were increased by dietary administration of the 

insect meal, in general agreement with studies assessing the effect of dietary krill or inclusion of 5-

20% chitin in the diet of salmonids (Askarian et al., 2012; Ringø et al., 2012) but in contrast with 

studies on the effect of plant proteins (Bakke-McKellep et al., 2007; Reveco et al., 2014). The MAB 

control group of the present study showed the lowest richness and diversity values, the Hi25 group 

had the highest while the Hi50 stayed in an intermediate position, in contrast with the hypothesis that 

a higher content of Hi meal in the diet is accompanied by greater changes in the intestinal microbial 

community. It is possible that the weak staining of the MAB Hi50 samples was due to less abundant 

taxa, leading to underestimation of subtle composition variations: hence, the actual diversity could be 

higher than expressed by the diversity indices. It is commonly recognised that high microbial diversity 

can compete with pathogens for nutrients and colonization sites (Cerezuela et al., 2013) and that it 

bestows resilience, a notion Yachi and Loreau (1999) referred to as the ‘Insurance hypothesis’. This 



concept could explain the similarly good performance recorded by fish fed control and insect diets, 

although the chitin could have decreased nutrient digestibility. 

The diversity indices of the present study for insect-fed trout generally showed a more variable 

response than for control groups, as indicated by SEM; nMDS plots indicated the same trend. 

Ordination methods are a quick way to make a 2D plot of trends between groups when many variables 

are involved, though they unfortunately do not quantify significance that would enable scientists to 

interpret the plots (Al-Hisnawi et al., 2015; Dimitroglou et al., 2009; Forberg et al., 2016; Heikkinen 

et al., 2006; Ingerslev et al., 2014). Multivariate tests, an established tool in other disciplines dealing 

with complex microbial communities and now also used in studies assessing fish gastrointestinal 

communities (Zhou et al., 2014), back up the results of biodiversity indices and nMDS plots (De 

Mesel et al., 2004; Lagomarsino et al., 2016; Lam et al., 2008). The ANOSIM tests of the present 

study showed that most bacterial community structures were diet-specific. Since the high within-

group variability indicated the influence of latent factors, experiments including more factors (e.g. 

farming management, tank and genotype) are required to discriminate the different sources of 

variation. Similarly, although pooling within-group replicates is a common practice in studies of fish 

intestinal microbial community (Dimitroglou et al., 2009; Hartviksen et al., 2014; Navarrete et al., 

2009; Zhou et al., 2009), it obscures interindividual variability, as indicated by several authors (Desai 

et al., 2012; Reveco et al., 2014; Ringø et al., 2006b; Yang et al., 2012). Indeed, Navarrete et al. 

(2012) posited that different host genetics shapes a unique niche that singles out a specific bacterial 

community. The question of how the host background shapes the community is already on the agenda 

in other fields of research (Archie and Theis, 2011; McKnite et al., 2012; Spor et al., 2011) and should 

also be addressed in aquaculture. 

Our sequencing results were in line with the general consensus on rainbow trout intestinal bacterial 

composition, which is principally composed of γ-Proteobacteria and Firmicutes (Desai et al., 2012; 

Lyons et al., 2017b; Mansfield et al., 2010; Navarrete et al., 2010; Spanggaard et al., 2000). The 

present study seems to be the first to find the Acinetobacter, Brevundimonas and Shewanella genera 



in rainbow trout MAB. In addition, MAB composition differed from DAB, in line with other studies 

in the literature (Gajardo et al., 2016; Hartviksen et al., 2014; Merrifield et al., 2009a, 2009b). It 

therefore seems worthwhile analysing the two substrates separately. For instance, in MAB, but not in 

DAB, of insect-fed fish, α- and β-Proteobacteria and Actinobacteria were also found, coherent with 

Lyons et al. (2017b). To sum up, like other studies in the literature (Lyons et al., 2017b; Roeselers et 

al., 2011; van Kessel et al., 2011; Xia et al., 2014), we observed few abundant genera that dominated 

the community pattern. 

Lyons et al. (2017a) indicated that rainbow trout intestinal bacteria could contain genes that could 

positively influence the host’s digestive metabolism. In the present study, OTUs attributable to lactic 

acid bacteria (LAB, Firmicutes) were only found in DAB samples from insect-fed fish, in contrast 

with the literature on salmonids (Al-Hisnawi et al., 2015; Askarian et al., 2012; Bakke-McKellep et 

al., 2007; Lyons et al., 2017b; Merrifield et al., 2009b). Making a hypothesis similar to that of Gajardo 

et al. (2016), we suggest that chitin was the preferential growth substrate for LAB, which could 

increase the digestibility of fibre, as found for soybean-based diets (Desai et al., 2012). Several other 

OTUs retrieved in this study could account for effects on fish physiology. This is why we propose an 

overview of these hypothetical effects, while bearing in mind that the mere presence of a microbe in 

the intestine does not necessarily imply a functional role (Zhou et al., 2013). 

Shewanella spp. were clearly ubiquitous, especially S. schlegeliana. Described by Satomi et al. (2003) 

for the first time, strains of S. schlegeliana have interesting enzyme activities and, above all, their 

fatty acids contain 18.6% eicosapentaenoic acid. We assume that S. schlegeliana contributed to the 

nutrition of the present rainbow trout. On the other hand, this species has also been found to produce 

trimethylamine (Satomi et al., 2003), indicating that further studies on the interaction between this 

species and the host are necessary. Pseudomonas stutzeri was part of the core set of OTUs of MAB, 

with the insect-fed groups particularly rich in these bacteria. Pseudomonas spp. are listed as probiotics 

by Nayak (2010), have antiviral activity (reviewed by Balcázar et al., 2006), together with 

Staphylococcus spp. may promote nutritional processes in Arctic charr (Salvelinus alpinus L.) (Ringø 



et al., 1995) and Askarian et al. (2012) isolated a Pseudomonas sp. strain with amylase, cellulase and 

lipase activity from the gastrointestinal tract of Atlantic salmon fed a control diet. Acinetobacter 

radioresistens was found in rainbow trout MAB for the first time by the present study; it conceivably 

played an important role in nutrient digestion since Acinetobacter spp. extracted from Atlantic salmon 

displayed chitinase, amylase, cellulase and phytase activity and seemed to inhibit the growth of the 

pathogens Vibrio anguillarum and Moritella viscosa (Askarian et al., 2012). Aeromonas spp. strains, 

observed in the control group MAB and DAB of the present study, are listed as probiotics by Nayak 

(2010) and known for their cellulase activity (Li et al., 2014). Carnobacterium divergens was 

abundant in DAB samples of the insect-fed groups. Bacteria of the Carnobacterium genus are well-

known probiotics in salmonids and have several functions: in vitro growth inhibition of pathogens, 

stimulation of non-specific immune response and in vivo improvement of disease resistance. Together 

with Staphylococcus species, they may also improve the digestion of proteins and carbohydrates (Al-

Hisnawi et al., 2015; Askarian et al., 2012; Balcázar et al., 2006; Mansfield et al., 2010; Ringø et al., 

1995, 2010a). 

 

5. Conclusions 

Our results indicate that partially defatted H. illucens larva meal, a valid alternative protein source to 

fishmeal for feeding rainbow trout as reported by previous studies, sensitively changed mucosa- and 

digesta-associated intestinal bacteria communities, showing higher biodiversity in the insect-fed 

groups. Some bacteria may protect fish from pathogens as well as enhancing digestion, physiological 

functions and welfare in general. The present results may be useful for future research into salmonid 

microbial communities and into interactions between host, guest and diet. To delve into the biological 

consequences of the host-guest interaction, we suggest combining description of bacterial 

communities with functional methods, such as metagenomics, metabolomics and challenge tests. 

 

Acknowledgments 



The research was financed by University of Florence Funds (year 2015). 

 

References 

Al-Hisnawi, A., Ringø, E., Davies, S.J., Waines, P., Bradley, G., Merrifield, D.L., 2015. First report 

on the autochthonous gut microbiota of brown trout (Salmo trutta Linnaeus). Aquac. Res. 46, 

2962–2971. doi:10.1111/are.12451. 

Archie, E.A., Theis, K.R., 2011. Animal behaviour meets microbial ecology. Anim. Behav. 82, 

425–436. doi:10.1016/j.anbehav.2011.05.029. 

Askarian, F., Zhou, Z., Olsen, R.E., Sperstad, S., Ringø, E., 2012. Culturable autochthonous gut 

bacteria in Atlantic salmon (Salmo salar L.) fed diets with or without chitin. Characterization 

by 16S rRNA gene sequencing, ability to produce enzymes and in vitro growth inhibition of 

four fish pathogens. Aquaculture 326–329, 1–8. doi:10.1016/j.aquaculture.2011.10.016. 

Bakke-McKellep, A.M., Penn, M.H., Salas, P.M., Refstie, S., Sperstad, S., Landsverk, T., Ringø, 

E., Krogdahl, Å., 2007. Effects of dietary soyabean meal, inulin and oxytetracycline on 

intestinal microbiota and epithelial cell stress, apoptosis and proliferation in the teleost Atlantic 

salmon (Salmo salar L.). Br. J. Nutr. 97, 699–713. doi:10.1017/S0007114507381397. 

Balcázar, J.L., de Blas, I., Ruiz-Zarzuela, I., Cunningham, D., Vendrell, D., Múzquiz, J.L., 2006. 

The role of probiotics in aquaculture. Vet. Microbiol. 114, 173–186. 

doi:10.1016/j.vetmic.2006.01.009. 

Cerezuela, R., Fumanal, M., Tapia-Paniagua, S.T., Meseguer, J., Moriñigo, M.Á., Esteban, M.Á., 

2013. Changes in intestinal morphology and microbiota caused by dietary administration of 

inulin and Bacillus subtilis in gilthead seabream (Sparus aurata L.) specimens. Fish Shellfish 

Immunol. 34, 1063–1070. doi:10.1016/j.fsi.2013.01.015. 

De Mesel, I., Derycke, S., Moens, T., Van Der Gucht, K., Vincx, M., Swings, J., 2004. Top-down 

impact of bacterivorous nematodes on the bacterial community structure: A microcosm study. 

Environ. Microbiol. 6, 733–744. doi:10.1111/j.1462-2920.2004.00610.x. 



Desai, A.R., Links, M.G., Collins, S.A., Mansfield, G.S., Drew, M.D., Van Kessel, A.G., Hill, J.E., 

2012. Effects of plant-based diets on the distal gut microbiome of rainbow trout 

(Oncorhynchus mykiss). Aquaculture 350–353, 134–142. 

doi:10.1016/j.aquaculture.2012.04.005. 

Dimitroglou, A., Merrifield, D.L., Moate, R., Davies, S.J., Spring, P., Sweetman, J., Bradley, G., 

2009. Dietary mannan oligosaccharide supplementation modulates intestinal microbial ecology 

and improves gut morphology of rainbow trout, Oncorhynchus mykiss (Walbaum). J. Anim. 

Sci. 87, 3226–3234. doi:10.2527/jas.2008-1428. 

Directive 2010/63/EU, 2010. No 2010/63/EU of the European Parliament and of the Council of 22 

September 2010 on the protection of animals used for scientific purposes, Official Journal of 

the European Union. 

EFSA Scientific Committee, 2015. Scientific Opinion on a risk profile related to production and 

consumption of insects as food and feed. EFSA J. 13, 60 p. doi:10.2903/j.efsa.2015.4257. 

FAO, 2016. The State of World Fisheries and Aquaculture 2016: Contributing to food security and 

nutrition for all. Food and Agriculture Organization of the United Nations, Rome. 

FAO, 2014. The State of World Fisheries and Aquaculture 2014. Food and Agriculture 

Organization of the United Nations, Rome. 

Forberg, T., Sjulstad, E.B., Bakke, I., Olsen, Y., Hagiwara, A., Sakakura, Y., Vadstein, O., 2016. 

Correlation between microbiota and growth in Mangrove Killifish (Kryptolebias marmoratus) 

and Atlantic cod (Gadus morhua). Sci. Rep. 6, 21192. doi:10.1038/srep21192. 

Fromin, N., Hamelin, J., Tarnawski, S., Roesti, D., Jourdain-Miserez, K., Forestier, N., Teyssier-

Cuvelle, S., Gillet, F., Aragno, M., Rossi, P., 2002. Statistical analysis of denaturing gel 

electrophoresis (DGE) fingerprinting patterns. Environ. Microbiol. 4, 634–643. 

Gajardo, K., Rodiles, A., Kortner, T.M., Krogdahl, Å., Bakke, A.M., Merrifield, D.L., Sørum, H., 

2016. A high-resolution map of the gut microbiota in Atlantic salmon (Salmo salar): A basis 

for comparative gut microbial research. Sci. Rep. 6, 30893. doi:10.1038/srep30893. 



Ghanbari, M., Kneifel, W., Domig, K.J., 2015. A new view of the fish gut microbiome: Advances 

from next-generation sequencing. Aquaculture 448, 464–475. 

doi:10.1016/j.aquaculture.2015.06.033. 

Gomez, D., Sunyer, J.O., Salinas, I., 2013. The mucosal immune system of fish: the evolution of 

tolerating commensals while fighting pathogens. Fish Shellfish Immunol. 35, 1729–1739. 

doi:10.1016/j.fsi.2013.09.032. 

Hammer, Ø., Harper, D.A.T., Ryan, P.D., 2001. Paleontological statistics software package for 

education and data analysis. Palaeontol. Electron. 4, 9–18. 

Hartviksen, M.B., Vecino, J.L.G., Ringø, E., Bakke, A.-M., Wadsworth, S., Krogdahl, Å., 

Ruohonen, K., Kettunen, A., 2014. Alternative dietary protein sources for Atlantic salmon 

(Salmo salar L.) effect on intestinal microbiota, intestinal and liver histology and growth. 

Aquac. Nutr. 20, 381–398. doi:10.1111/anu.12087. 

Heikkinen, J., Vielma, J., Kemiläinen, O., Tiirola, M., Eskelinen, P., Kiuru, T., Navia-Paldanius, 

D., von Wright, A., 2006. Effects of soybean meal based diet on growth performance, gut 

histopathology and intestinal microbiota of juvenile rainbow trout (Oncorhynchus mykiss). 

Aquaculture 261, 259–268. doi:10.1016/j.aquaculture.2006.07.012. 

Henry, M., Gasco, L., Piccolo, G., Fountoulaki, E., 2015. Review on the use of insects in the diet of 

farmed fish: Past and future. Anim. Feed Sci. Technol. 203, 1–22. 

doi:10.1016/j.anifeedsci.2015.03.001. 

Ingerslev, H.-C., von Gersdorff Jørgensen, L., Lenz Strube, M., Larsen, N., Dalsgaard, I., Boye, M., 

Madsen, L., 2014. The development of the gut microbiota in rainbow trout (Oncorhynchus 

mykiss) is affected by first feeding and diet type. Aquaculture 424–425, 24–34. 

doi:10.1016/j.aquaculture.2013.12.032. 

Jukes, T.H., Cantor, C.R., 1969. Evolution of protein molecules, in: Munro, H. (Ed.), Mammalian 

Protein Metabolism III. New York: Academic Press, pp. 21–123. doi:10.1016/B978-1-4832-

3211-9.50009-7. 



Karlsen, Ø., Amlund, H., Berg, A., Olsen, R.E., 2017. The effect of dietary chitin on growth and 

nutrient digestibility in farmed Atlantic cod, Atlantic salmon and Atlantic halibut. Aquac. Res. 

48, 123–133. doi:10.1111/are.12867. 

Kroeckel, S., Harjes, A.G.E., Roth, I., Katz, H., Wuertz, S., Susenbeth, A., Schulz, C., 2012. When 

a turbot catches a fly: Evaluation of a pre-pupae meal of the Black Soldier Fly (Hermetia 

illucens) as fish meal substitute - Growth performance and chitin degradation in juvenile turbot 

(Psetta maxima). Aquaculture 364–365, 345–352. doi:10.1016/j.aquaculture.2012.08.041. 

Lagomarsino, A., Agnelli, A.E., Pastorelli, R., Pallara, G., Rasse, D.P., Silvennoinen, H., 2016. Past 

water management affected GHG production and microbial community pattern in Italian rice 

paddy soils. Soil Biol. Biochem. 93, 17–27. doi:10.1016/j.soilbio.2015.10.016. 

Lam, C., Stang, A., Harder, T., 2008. Planktonic bacteria and fungi are selectively eliminated by 

exposure to marine macroalgae in close proximity. FEMS Microbiol. Ecol. 63, 283–291. 

doi:10.1111/j.1574-6941.2007.00426.x. 

Larkin, M., Blackshields, G., Brown, N., Chenna, R., McGettigan, P., McWilliam, H., Valentin, F., 

Wallace, I., Wilm, A., Lopez, R., Thompson, J., Gibson, T., Higgins, D., 2007. ClustalW and 

ClustalX version 2. Bioinformatics 23, 2947–2948. doi:10.1093/bioinformatics/btm404. 

Lellis, W.A., Barrows, F.T., 2000. Effect of dietary ingredient substitution on dorsal fin erosion of 

steelhead. N. Am. J. Aquac. 62, 135–138. doi:10.1577/1548-

8454(2000)062<0135:EODISO>2.0.CO;2. 

Li, J., Ni, J., Li, J., Wang, C., Li, X., Wu, S., Zhang, T., Yu, Y., Yan, Q., 2014. Comparative study 

on gastrointestinal microbiota of eight fish species with different feeding habits. J. Appl. 

Microbiol. 117, 1750–1760. doi:10.1111/jam.12663. 

Lock, E.-J., Arsiwalla, T., Waagbø, R., 2016. Insect larvae meal as an alternative source of nutrients 

in the diet of Atlantic salmon (Salmo salar) post-smolt. Aquac. Nutr. 22, 1202–1213. 

doi:10.1111/anu.12343. 

Lyons, P.P., Turnbull, J.F., Dawson, K.A., Crumlish, M., 2017. Phylogenetic and functional 



characterization of the distal intestinal microbiome of rainbow trout Oncorhynchus mykiss 

from both farm and aquarium settings. J. Appl. Microbiol. 122, 347–363. 

doi:10.1111/jam.13347. 

Lyons, P.P., Turnbull, J.F., Dawson, K.A., Crumlish, M., 2017. Exploring the microbial diversity of 

the distal intestinal lumen and mucosa of farmed rainbow trout Oncorhynchus mykiss 

(Walbaum) using next generation sequencing (NGS). Aquac. Res. 48, 77–91. 

doi:10.1111/are.12863. 

Magalhães, R., Sánchez-López, A., Leal, R.S., Martínez-Llorens, S., Oliva-Teles, A., Peres, H., 

2017. Black soldier fly (Hermetia illucens) pre-pupae meal as a fish meal replacement in diets 

for European seabass (Dicentrarchus labrax). Aquaculture 476, 79–85. 

doi:10.1016/j.aquaculture.2017.04.021. 

Makkar, H.P.S., Tran, G., Heuzé, V., Ankers, P., 2014. State-of-the-art on use of insects as animal 

feed. Anim. Feed Sci. Technol. 197, 1–33. doi:10.1016/j.anifeedsci.2014.07.008. 

Mansfield, G.S., Desai, A.R., Nilson, S.A., Van Kessel, A.G., Drew, M.D., Hill, J.E., 2010. 

Characterization of rainbow trout (Oncorhynchus mykiss) intestinal microbiota and 

inflammatory marker gene expression in a recirculating aquaculture system. Aquaculture 307, 

95–104. doi:10.1016/j.aquaculture.2010.07.014. 

McKnite, A.M., Perez-Munoz, M.E., Lu, L., Williams, E.G., Brewer, S., Andreux, P.A., 

Bastiaansen, J.W.M., Wang, X., Kachman, S.D., Auwerx, J., Williams, R.W., Benson, A.K., 

Peterson, D.A., Ciobanu, D.C., 2012. Murine gut microbiota is defined by host genetics and 

modulates variation of metabolic traits. PLoS One 7, e39191. 

doi:10.1371/journal.pone.0039191. 

Merrifield, D.L., Burnard, D., Bradley, G., Davies, S.J., Baker, R.T.M., 2009. Microbial community 

diversity associated with the intestinal mucosa of farmed rainbow trout (Oncorhynchus mykiss 

Walbaum). Aquac. Res. 40, 1064–1072. doi:10.1111/j.1365-2109.2009.02200.x. 

Merrifield, D.L., Dimitroglou, A., Bradley, G., Baker, R.T.M., Davies, S.J., 2009. Soybean meal 



alters autochthonous microbial populations, microvilli morphology and compromises intestinal 

enterocyte integrity of rainbow trout, Oncorhynchus mykiss (Walbam). J. Fish Dis. 32, 755–

766. doi:10.1111/j.1365-2761.2009.01052.x. 

Merrifield, D.L., Dimitroglou, A., Foey, A., Davies, S.J., Baker, R.T.M., Bøgwald, J., Castex, M., 

Ringø, E., 2010. The current status and future focus of probiotic and prebiotic applications for 

salmonids. Aquaculture 302, 1–18. doi:10.1016/j.aquaculture.2010.02.007. 

Murai, T., Yagisawa, I., Hirasawa, Y., Akiyama, T., Nose, T., 1980. Protein, fat and carbohydrate 

sources of practical diet for fingerling chum salmon, Oncorhynchus keta. Bull. Nat. Res. Inst. 

Aquac. Jpn. 1, 79–86. 

Muyzer, G., De Waal, E.C., Uitterlinden, A.G., 1993. Profiling of complex microbial populations 

by Denaturing Gradient Gel Electrophoresis analysis of polymerase chain reaction-amplified 

genes coding for 16S rRNA. Appl. Environ. Microbiol. 59, 695–700. 

Navarrete, P., Espejo, R.T., Romero, J., 2009. Molecular analysis of microbiota along the digestive 

tract of juvenile Atlantic salmon (Salmo salar L.). Microb. Ecol. 57, 550–561. 

doi:10.1007/s00248-008-9448-x. 

Navarrete, P., Magne, F., Araneda, C., Fuentes, P., Barros, L., Opazo, R., Espejo, R., Romero, J., 

2012. PCR-TTGE analysis of 16S rRNA from rainbow trout (Oncorhynchus mykiss) gut 

microbiota reveals host-specific communities of active bacteria. PLoS One 7, e31335. 

doi:10.1371/journal.pone.0031335. 

Navarrete, P., Magne, F., Mardones, P., Riveros, M., Opazo, R., Suau, A., Pochart, P., Romero, J., 

2010. Molecular analysis of intestinal microbiota of rainbow trout (Oncorhynchus mykiss). 

FEMS Microbiol. Ecol. 71, 148–156. doi:10.1111/j.1574-6941.2009.00769.x. 

Nayak, S.K., 2010. Probiotics and immunity: A fish perspective. Fish Shellfish Immunol. 29, 2–14. 

doi:10.1016/j.fsi.2010.02.017. 

Nübel, U., Engelen, B., Felske, A., Snaidr, J., Wieshuber, A., Amann, R.I., Ludwig, W., Backhaus, 

H., 1996. Sequence heterogeneities of genes encoding 16S rRNA in Paenibacillus polymyxy 



detected by temperature gradient gel electrophoresis. Appl. Environ. Microbiol. 178, 5636–

5643. 

Oliva-Teles, A., Enes, P., Peres, H., 2015. Replacing fishmeal and fish oil in industrial aquafeeds 

for carnivorous fish, in: Daview, A.D. (Ed.), Feed and Feeding Practices in Aquaculture. 

Elsevier Ltd, Cambridge, pp. 203–233. doi:10.1016/B978-0-08-100506-4.00008-8. 

Olsen, R.E., Suontama, J., Langmyhr, E., Mundheim, H., Ringø, E., Melle, W., Malde, M.K., 

Hemre, G.-I., 2006. The replacement of fish meal with Antarctic krill, Euphausia superba in 

diets for Atlantic salmon, Salmo salar. Aquac. Nutr. 12, 280–290. doi:10.1111/j.1365-

2095.2006.00400.x. 

Pérez, T., Balcázar, J.L., Ruiz-Zarzuela, I., Halaihel, N., Vendrell, D., de Blas, I., Múzquiz, J.L., 

2010. Host–microbiota interactions within the fish intestinal ecosystem. Mucosal Immunol. 3, 

355–360. doi:10.1038/mi.2010.12. 

Ray, A.K., Ghosh, K., Ringø, E., 2012. Enzyme-producing bacteria isolated from fish gut: A 

review. Aquac. Nutr. 18, 465–492. doi:10.1111/j.1365-2095.2012.00943.x. 

Regulation 2017/893/EC, 2017. COMMISSION REGULATION (EU) 2017/893 of 24 May 2017 

amending Annexes I and IV to Regulation (EC) No 999/2001 of the European Parliament and 

of the Council and Annexes X, XIV and XV to Commission Regulation (EC) No 142/2011 as 

regards the provisions on proc. 

Regulation 68/2013/EC, 2013. No 68/2013 of 16 January 2013 on the Catalogue of feed materials, 

Official Journal of the European Union. 

Renna, M., Schiavone, A., Gai, F., Dabbou, S., Lussiana, C., Malfatto, V., Prearo, M., Capucchio, 

M.T., Biasato, I., Biasibetti, E., De Marco, M., Brugiapaglia, A., Zoccarato, I., Gasco, L., 

2017. Evaluation of the suitability of a partially defatted black soldier fly (Hermetia illucens 

L.) larvae meal as ingredient for rainbow trout (Oncorhynchus mykiss Walbaum) diets. J. 

Anim. Sci. Biotechnol. 8, 57. doi:10.1186/s40104-017-0191-3. 

Reveco, F.E., Øverland, M., Romarheim, O.H., Mydland, L.T., 2014. Intestinal bacterial 



community structure differs between healthy and inflamed intestines in Atlantic salmon 

(Salmo salar L.). Aquaculture 420–421, 262–269. doi:10.1016/j.aquaculture.2013.11.007. 

Ringø, E., Løvmo, L., Kristiansen, M., Bakken, Y., Salinas, I., Myklebust, R., Olsen, R.E., 

Mayhew, T.M., 2010a. Lactic acid bacteria vs. pathogens in the gastrointestinal tract of fish: A 

review. Aquac. Res. 41, 451–467. doi:10.1111/j.1365-2109.2009.02339.x. 

Ringø, E., Olsen, R.E., Gifstad, T.Ø., Dalmo, R.A., Amlund, H., Hemre, G.-I., Bakke, A.M., 2010b. 

Prebiotics in aquaculture: A review. Aquac. Nutr. 16, 117–136. doi:10.1111/j.1365-

2095.2009.00731.x. 

Ringø, E., Sperstad, S., Myklebust, R., Mayhew, T.M., Mjelde, A., Melle, W., Olsen, R.E., 2006a. 

The effect of dietary krill supplementation on epithelium-associated bacteria in the hindgut of 

Atlantic salmon (Salmo salar L.): A microbial and electron microscopical study. Aquac. Res. 

37, 1644–1653. doi:10.1111/j.1365-2109.2006.01611.x. 

Ringø, E., Sperstad, S., Myklebust, R., Refstie, S., Krogdahl, Å., 2006b. Characterisation of the 

microbiota associated with intestine of Atlantic cod (Gadus morhua L.). Aquaculture 261, 

829–841. doi:10.1016/j.aquaculture.2006.06.030. 

Ringø, E., Strøm, E., Tabachek, J.-A., 1995. Intestinal microflora of salmonids: A review. Aquac. 

Res. 26, 773–789. doi:10.1111/j.1365-2109.1995.tb00870.x. 

Ringø, E., Zhou, Z., Olsen, R.E., Song, S.K., 2012. Use of chitin and krill in aquaculture – The 

effect on gut microbiota and the immune system: A review. Aquac. Nutr. 18, 117–131. 

doi:10.1111/j.1365-2095.2011.00919.x. 

Roeselers, G., Mittge, E.K., Stephens, W.Z., Parichy, D.M., Cavanaugh, C.M., Guillemin, K., 

Rawls, J.F., 2011. Evidence for a core gut microbiota in the zebrafish. Isme J. 5, 1595–1608. 

doi:10.1038/ismej.2011.38. 

Saitou, N., Nei, M., 1987. The neighbor-joining method: A new method for reconstructing 

phylogenetic trees. Molec.Biol.Evol. 4, 406–425. 

Satomi, M., Oikawa, H., Yano, Y., 2003. Shewanella marinintestina sp. nov., Shewanella 



schlegeliana sp. nov. and Shewanella sairae sp. novel eicosapentaenoic-acid-producing marine 

bacteria isolated from sea-animal intestines. Int. J. Syst. Evol. Microbiol. 53, 491–499. 

doi:10.1099/ijs.0.02392-0. 

Sealey, W.M., Gaylord, T.G., Barrows, F.T., Tomberlin, J.K., McGuire, M.A., Ross, C., St-Hilaire, 

S., 2011. Sensory analysis of rainbow trout, Oncorhynchus mykiss, fed enriched Black Soldier 

Fly prepupae, Hermetia illucens. J. World Aquac. Soc. 42, 34–45. doi:10.1111/j.1749-

7345.2010.00441.x. 

Spanggaard, B., Huber, I., Nielsen, J., Nielsen, T., Appel, K.F., Gram, L., 2000. The microflora of 

rainbow trout intestine: A comparison of traditional and molecular identification. Aquaculture 

182, 1–15. doi:10.1016/S0044-8486(99)00250-1. 

Spor, A., Koren, O., Ley, R., 2011. Unravelling the effects of the environment and host genotype on 

the gut microbiome. Nat. Rev. Microbiol. 9, 279–290. doi:10.1038/nrmicro2540. 

St-Hilaire, S., Sheppard, C., Tomberlin, J.K., Irving, S., Newton, L., McGuire, M.A., Mosley, E.E., 

Hardy, R.W., Sealey, W., 2007. Fly prepupae as a feedstuff for rainbow trout, Oncorhynchus 

mykiss. World Aquac. Soc. 38, 59–67. doi:10.1111/j.1749-7345.2006.00073.x. 

Stamer, A., Wesselss, S., Neidigk, R., Hoerstgen-Schwark, G., 2014. Black Soldier Fly (Hermetia 

illucens) larvae-meal as an example for a new feed ingredients’ class in aquaculture diets, in: 

Proceedings of the 4th ISOFAR Scientific Conference. “Building Organic Bridges”, at the 

Organic World Congress. Istanbul, Turkey, pp. 1043–1046. 

Throbäck, I.N., Enwall, K., Jarvis, Å., Hallin, S., 2004. Reassessing PCR primers targeting nirS, 

nirK and nosZ genes for community surveys of denitrifying bacteria with DGGE. FEMS 

Microbiol. Ecol. 49, 401–417. doi:10.1016/j.femsec.2004.04.011. 

Van de Peer, Y., De Wachter, R., 1994. TREECON for Windows: a software package for the 

construction and drawing of evolutionary trees for the Microsoft Windows environment. 

Bioinformatics 10, 569–570. doi:10.1093/bioinformatics/10.5.569. 

van Huis, A., Van Itterbeeck, J., Mertens, E., Halloran, A., Muir, G., Vantomme, P., 2013. Edible 



insects: Future prospects for food and feed security, FAO Forestry Paper No. 171. Rome, 

FAO. 201 p. 

van Kessel, M.A., Dutilh, B.E., Neveling, K., Kwint, M.P., Veltman, J.A., Flik, G., Jetten, M.S., 

Klaren, P.H., Op den Camp, H.J., 2011. Pyrosequencing of 16S rRNA gene amplicons to study 

the microbiota in the gastrointestinal tract of carp (Cyprinus carpio L.). AMB Express 1, 41. 

doi:10.1186/2191-0855-1-41. 

Wang, A.R., Ran, C., Ringø, E., Zhou, Z.G., 2017. Progress in fish gastrointestinal microbiota 

research. Rev. Aquac. 1–15. doi:10.1111/raq.12191. 

Webster, N.S., Taylor, M.W., Behnam, F., Lücker, S., Rattei, T., Whalan, S., Horn, M., Wagner, 

M., 2010. Deep sequencing reveals exceptional diversity and modes of transmission for 

bacterial sponge symbionts. Environ. Microbiol. 12, 2070–2082. doi:10.1111/j.1462-

2920.2009.02065.x. 

Wojno, T., Dabrowska, H., 1984. Investigations on the use of meal from krill in feeding the 

rainbow trout (Salmo gairdneri Rich.). Rocz Nauk Roln 100, 165–174. 

Xia, J.H., Lin, G., Fu, G.H., Wan, Z.Y., Lee, M., Wang, L., Liu, X.J., Yue, G.H., 2014. The 

intestinal microbiome of fish under starvation. BMC Genomics 15, 266. doi:10.1186/1471-

2164-15-266. 

Yachi, S., Loreau, M., 1999. Biodiversity and ecosystem productivity in a fluctuating environment: 

The insurance hypothesis. Proc. Natl. Acad. Sci. 96, 1463–1468. doi:10.1073/pnas.96.4.1463. 

Yang, H.L., Sun, Y.Z., Ma, R.L., Ye, J.D., 2012. PCR-DGGE analysis of the autochthonous gut 

microbiota of grouper Epinephelus coioides following probiotic Bacillus clausii 

administration. Aquac. Res. 43, 489–497. doi:10.1111/j.1365-2109.2011.02852.x. 

Zhou, Z., Karlsen, Ø., He, S., Olsen, R.E., Yao, B., Ringø, E., 2013. The effect of dietary chitin on 

the autochthonous gut bacteria of Atlantic cod (Gadus morhua L.). Aquac. Res. 44, 1889–

1990. doi:10.1111/j.1365-2109.2012.03194.x. 

Zhou, Z., Liu, Y., Shi, P., He, S., Yao, B., Ringø, E., 2009. Molecular characterization of the 



autochthonous microbiota in the gastrointestinal tract of adult yellow grouper (Epinephelus 

awoara) cultured in cages. Aquaculture 286, 184–189. doi:10.1016/j.aquaculture.2008.10.002. 

Zhou, Z., Yao, B., Romero, J., Waines, P., Ringø, E., Emery, M., Liles, M.R., Merrifield, D.L., 

2014. Methodological approaches used to assess fish gastrointestinal communities, in: 

Merrifield, D.L., Ringo, E. (Eds.), Aquaculture Nutrition. John Wiley & Sons, Ltd, Oxford, 

UK, pp. 101–127. doi:10.1002/9781118897263.ch5. 

 

  



Table 1. Ingredients (% fresh matter), chemical composition (g/100 g DM) of experimental diets 

containing Hermetia illucens (Hi) larvae meal and major performances of trout fed diets (from 

Renna et al., 2017). 

 Hi0 Hi25 Hi50 p-value 

Ingredients     

FM 60 45 30  

Hi meal 0 20 40  

Wheat meal 4 4 4  

Wheat bran 9 6 3  

Starch (D500) 15 15 15  

Fish oil 9 7 5  

Vitamin mixture 1.5 1.5 1.5  

Mineral mixture 1.5 1.5 1.5  

Chemical composition     

DM 96.07 94.93 95.63  

CP 45.20 44.86 45.00  

EE 15.86 15.74 15.81  

Ash 11.40 11.43 10.11  

Chitin 0 1.05 2.09  

NFE 27.54 26.92 26.99  

Growth performances (n = 4)     

Weight gain 360.5 366.5 358.9 0.840 

Feed conversion ratio 0.90 0.88 0.90 0.739 

  



Captions of Figures 

 

Fig 1. nMDS plots of mucosa- (left, MAB) and digesta-associated bacterial community (right, DAB) 

constructed on the band intensity matrix of the DGGE pattern using the Bray-Curtis index. 
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