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Black soldier fly larvae (Hermetia illucens, Diptera: Stratiomyidae) are used for the
bioconversion of organic side products into valuable compounds such as proteins, lipids
and chitin. However, the economic competitiveness of farmed insects compared to
conventional protein production systems in agriculture and aquaculture depends on the
availability of large quantities of inexpensive insect feed. Cottonseed press cake (CPC)
is a side-stream of cotton production that is rich in proteins and lipids but unsuitable
as feed for several farmed animals, except ruminants, due to the presence of the
anti-nutritional sesquiterpenoid gossypol. Here, we tested CPC as a feed for black
soldier fly larvae and studied the impact of this diet on the gut microbiome. Larvae
reared on CPC developed normally and even showed a shorter life-cycle, but were
smaller at the end of larval development than control larvae reared on chicken feed. The
adaptability of the larvae to different diets is mediated by their versatile gut microbiome,
which facilitates digestion and detoxification. We therefore used amplicon sequencing
to analyze the bacterial and fungal communities associated with larvae reared on each
diet, revealing differences between the larval guts and frass (residual feed substrate) as
well as differences between the two diet groups. For example, Actinomycetaceae and
Aspergillaceae were significantly enriched in guts of the CPC diet group and may help
to metabolize compounds such as gossypol. Potentially probiotic yeasts and beneficial
Enterobacteriaceae, which presumably belong to the core microbiota, were detected
in high relative abundance in the gut and frass, indicating a functional role of these
microbes, especially the protection against pathogens. We conclude that CPC may be
suitable as an inexpensive and environmentally sustainable feed for the industrial rearing
of black soldier flies.

Keywords: black soldier fly larvae, amplicon sequencing, bacteria, fungi, cottonseed press cake, core
microbiome, insect development, gossypol
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INTRODUCTION

The larvae of the black soldier fly (Hermetia illucens) are
economically the most important farmed insects used for the
bioconversion of organic waste into valuable compounds such
as proteins, lipids and chitin (van Huis, 2013; Miller et al,
2017). These fast-growing insects can recycle large amounts of
organic carbon into edible proteins and oils rather than breaking
it down into CO, and methane (Perednia et al., 2017). Black
soldier fly larvae (BSFL) have already been approved in the EU
as a feed substrate in aquaculture, and are also being considered
as livestock feed.

The gut microbiota plays a key role in the adaptability of BSFL
to different diets, and is regulated by a panel of antimicrobial
peptides that are expressed in a diet-dependent manner (Vogel
et al., 2018). Although the BSFL gut microbiome remains stable
during development when larvae are reared on a uniform diet
(Cifuentes et al., 2020), its composition can change significantly
when the diet is varied, as shown for BSFL reared on food waste,
cooked rice or calf forage (Jeon et al., 2011) and vegetable or fish
meal (Bruno et al., 2019). The BSFL microbiome is shaped by
diet and other biotic and abiotic factors, explaining substantial
differences between the microbiomes of larvae reared in different
locations (Wynants et al., 2019).

The bacterial community of BSFL has been studied in detail
but the fungal community has been largely overlooked. However,
the fungal community also plays an important role in digestion,
nutrient supply and the breakdown of toxic metabolites in insect
guts (Starmer et al., 1986; Dowd, 1992; Vega and Dowd, 2005).
Nevertheless, fungi can also produce toxins (Bennett and Klich,
2003) and their numbers must therefore be controlled during
the farming of insects as food and feed. Currently, there is only
one comprehensive study available which evaluated the fungal
microbiome of BSFL. This study has shown that also the fungal
community composition was strongly dependent on the diet
(Varotto Boccazzi et al., 2017).

The adaptability of the BSFL gut microbiome allows this
insect to convert diverse industrial side-streams and waste
products into valuable proteins. Cottonseed press cake (CPC) is
an abundant industrial side-stream generated during cottonseed
oil production. Its global production is about 14.7 million
tons per year (Heuzé et al,, 2019). Whereas most agricultural
side products are rich in cellulose, pectin, lignin and other
indigestible fibers, CPC is highly nutritious, comprising 27-51%
protein and 8% fat as a proportion of dry matter (He et al,
2015; Kumar et al., 2015). However, cottonseeds also contain
the toxic polyphenolic compound gossypol, at a concentration
of 0.4-1.5% free gossypol and 2-4% bound gossypol (Pons
and Eaves, 1967). This is a natural insecticide, protecting the
plant from herbivores (Li et al., 2016). Accordingly, CPC is
generally unsuitable as feed because it causes growth depression,
infertility and disorders of digestion (Herman, 1970; Berardi
and Goldblatt, 1980; Liener et al., 1990; Francis et al., 2001).
Thus far, only ruminants have been shown to tolerate CPC
because they produce rumen proteins that detoxify gossypol by
sequestration into inactive complexes (Reiser and Fu, 1962) prior
to degradation by microbes, which use the gossypol as a carbon

source (Zhang et al., 2018). Reflecting this microbial activity,
fermented cottonseed meal therefore has lower levels of bound
and free gossypol and is enriched with vitamins and enzymes
(Zhang et al., 2006, 2007; Khalaf and Meleigy, 2008; Lim et al.,
2010; Mageshwaran et al., 2017).

CPC has not been tested as a feed for insect larvae, but
given that the versatility of BSFL reflects the presence of an
adaptable microbiome, we hypothesize that CPC would be
suitable as a feed because the microbial community would adapt
in order to digest and detoxify compounds such as gossypol. We
therefore evaluated the impact of CPC on the development and
physiological performance of BSFL and analyzed the microbial
communities of the BSFL gut and frass (residual feed substrate)
in populations reared on CPC compared to those reared on the
standard chicken feed diet. Illumina high-throughput sequencing
of the bacterial 16S rRNA gene and the fungal internal transcribed
spacer (ITS) was used to characterize the microbial population in
detail and to identify diet-specific differences.

MATERIALS AND METHODS
Black Soldier Fly Breeding

Black soldier flies were obtained from Bio.S Biogas (Grimma,
Germany). The flies were kept in mesh cages (Aerarium
60 x 60 x 90 cm, Bioform, Nuremberg, Germany) in a
greenhouse at 25 £+ 1°C, 40 + 10% RH, and 12:12 (L:D) h
according to Kliiber et al. (2020) with slight modifications. Water
was provided by water-soaked paper towels in a polypropylene
container. Additionally, the flies were sprayed daily with water
ad libitum. Eggs were harvested from oviposition sides (stacks of
three wooded boards separated by washers) using plastic spatulas,
placed in plastic boxes (19.5 x 16.5 x 9.5 cm) sprayed with water
and closed with lids (200 mg eggs = ~ 9,000 eggs per box). When
~50% of the larvae had hatched, the lid was replaced with a fine
mesh. Larvae were reared in a climate room at 27 £ 1°C and
65 £+ 5% RH in the dark according to Kliiber et al. (2020) with
slight modifications.

As control diet we used Golddott Eiergliick chicken feed
(Raiffeisen, Miinster, Germany). CPC (from mechanically
extracted Gossypium hirsutum seeds) was obtained from a cotton
ginning and oil mill factory (Kafantaris-Papakostas, Karditsa,
Greece) where it was stored in a dry roofed warehouse for a
few days to a few months until shipment. The concentration of
free gossypol in the CPC constitutes about 0.06%. After delivery,
the dry chicken feed and dry CPC (moisture content of 6-8%)
were stored at room temperature in separate plastic lidded barrels
(60 L). No transgenic feed was used in this study.

Prior to feeding to the larvae, the chicken feed and CPC
were ground to an approximately similar particle size
(range of 100-1,500 pwm), using a Mockmill 200 grain mill
(Wolfang Mock, Otzberg, Germany) and an EGK200 spice
and coffee mill (Rommelsbacher, Dinkelsbiihl, Germany),
respectively. Particle size was measured with analytical
sieves (Retsch, Haan, Germany). Freshly hatched larvae
were initially fed with 10 g grinded feed. Boxes with
larvae were checked daily for their need of water and feed.
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Additional water and feed were provided ad libitum until
larvae reached the prepupal stage. Moisture content of
the substrate was measured with a TMT-MC-7828S soil
moisture meter (OCS.tec, Neuching, Germany) and adjusted
to approximately 70% by spraying and mixing the substrate
with water. Disposable nitrile gloves were worn throughout
the experiments. Separate populations of BSFL were reared
continuously on chicken feed (established in July 2018) or
CPC (established in February 2019) as the only diet for
several generations.

Developmental and

Physiological Parameters

Larval growth on the different diets was investigated with three
replicate boxes per diet. Larvae used for the experiment were
from generation 17 (chicken feed) and generation 13 (CPC).
Briefly, 150 mg of eggs (same date of harvest; collected within
24 h) were placed in each box and the hatching date was recorded.
Once larvae reached 3-4 mm in length (L3 larvae), pools of 50
larvae per box were weighed at 2 day intervals for all replicate
boxes until 50% of the larvae had reached the prepupal stage
(dark color). Subsampling was performed for each replicate box
by removing larvae separately from the substrate, removing
substrate particles from the larval surface with spring steel
tweezers, subsequent drying with a paper tissue, and collecting
50 individuals in a weighing bowl.

The pH of the frass was measured in 2 day intervals (at
the same time as larval weight measurement) by inserting
pH-Fix pH 4.5-10.0 indicator strips (Macherey-Nagel, Diiren,
Germany). The temperature of the substrate was monitored
in 2 day intervals with a TFX410 precision thermometer
(Ebro, Ingolstadt, Germany). The final weight and length
of 50 L5 larvae, prepupae and pupae were documented for
each box. Larval length was measured for each individual
under a VHX-2000 digital stereomicroscope (Keyence,
Osaka, Japan) and the larval instar was determined by
measuring the width of the head capsule according to Barros
et al. (2019). Successful development of the stages larva-
prepupa, prepupa-pupa and pupa-imago were determined in
triplicates with 100 individuals each in 18.5 x 16.0 x 8.5 cm
polypropylene containers. Feed was provided only for the
evaluation of the development from larvae to prepupae, since
prepupae and pupae do not feed. The developmental period
was recorded as soon as 50% of the individuals reached
the next developmental stage. Imagoes were collected
within 24 h after emerging with spring steel tweezers
and cold-inactivated on ice to determine their sex-specific
weight and length.

Individual larval weight and gut weight were recorded 13
and 22 days after hatching. The pH of the gut was determined
by placing L5 larvae on feed mixed with either 0.2% phenol
red or 0.2% bromophenol blue (Bruno et al., 2019) in three
replicate plastic boxes (11.5 x 9.5 x 6 cm, with holes) per
diet. After incubation for 24 h, larvae were washed, and the
guts were dissected under a stereomicroscope and photographed.
The pH was determined by observing the coloring of the

different gut sections with phenol red (pH > 8.2 intensive
red; pH < 6.8 yellow) and bromophenol blue (pH < 3.0
yellow; pH > 4.6 blue). For intermediate values, a gradual
color transition was observed for both indicators. Bacterial and
fungal cell counts in the guts of BSFL were determined by
homogenizing five guts of L5 larvae reared on each diet in a
16 ml culture tube with 5 ml phosphate-buffered saline and
1 g of glass beads (2 mm) by vortexing for 10 min. The gut
homogenate was serially diluted and 200 L of the dilutions
(10%-107%) were plated on nutrient agar (CM0957, Oxoid,
Wesel, Germany) and yeast glucose agar with chloramphenicol
(Carl Roth, Karlsruhe, Germany). After incubation at 27°C for
4 days, bacterial and fungal colony forming units (CFU) on the
respective agar were counted.

Nutritional Parameters of BSFL and

Feed Substrates

L5 larvae (pool of 100 g per diet) and feed (20 g per diet) were
ground with a mortar under liquid nitrogen and then lyophilized
for 72 h. The following analyzes relate to dry matter. 0.5 g
of lyophilized larvae and 1 g of lyophilized feed were used to
determine crude protein and fat. Total nitrogen was determined
following the Kjeldahl method (Kjeldatherm, Vapodest 500,
Gerhardt, Konigswinter, Germany) to calculate the crude protein
value using conversion factors <6.25 (Lenaerts et al., 2018). For
crude fat determination samples were manually disintegrated for
30 min in 2 mol' L™! HCI, filtered, washed neutral and dried for
2 h at 105°C. The fat was extracted automatically with n-hexane
in a Soxtherm system (Gerhardt, Konigswinter, Germany) and
the content was determined gravimetrically.

Sample Collection and DNA Extraction

L5 larvae from generation 12 (chicken feed) and generation 9
(CPC) were collected at the breeding facility and transferred to
the laboratory. Frass samples were collected from the top left,
middle and bottom right of same breeding containers and pooled.
Feed samples were collected at three different time points within
1 week (days 1, 4, and 7) to identify microbes already present in
the feed and to compensate for variations of the microbiota in
the feed over time.

L5 larvae with a fresh weight of 100-150 mg were collected
from one box per diet, washed with sterile water and rinsed
twice with 70% ethanol. Separate vessels with water and
ethanol were used for larvae from the different diets. Guts
were dissected with sterile forceps under a stereomicroscope.
Forceps were washed with sterile water and ethanol after
each dissection. Single guts (nine replicates per diet for 16S
rRNA gene sequencing and six replicates for ITS sequencing),
100 mg of fresh chicken feed and CPC (three replicates per
diet), and 100 mg of frass (three replicates per diet) were
disrupted by applying two cycles of bead beating in a FastPrep-
24 (MP Biomedicals, Solon, OH, United States) for 45 s at
6.5 ms~!. DNA was extracted with the NucleoSpin soil kit
(Macherey-Nagel) according to the manufacturer’s instructions,
and checked for quantity and purity by spectrophotometry

Frontiers in Microbiology | www.frontiersin.org

March 2021 | Volume 12 | Article 634503


https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles

Tegtmeier et al.

BSFL Bacterial and Fungal Microbiome

on a Take 3 plate reader (BioTek Instruments, Winooski,
VT, United States).

Analysis of the Microbial Community by

Amplicon Sequencing
Libraries were prepared and sequenced by LGC Genomics
(Berlin, Germany) using primers U341F (5'-CCT AYG GGR BGC
ASC AG-3") and U806R (5-GGA CTA CNN GGG TAT CTA AT-
3’) (Sundberg et al., 2013) to amplify variable region V3-V4 of the
16S rRNA gene of bacteria and archaea, or primers fITS7 (5'-GTG
ART CAT CGA ATC TTT G-3’) (Ihrmark et al., 2012) and ITS4
(5'-TCC TCC GCT TAT TGA TAT GC-3') (White et al., 1990)
to amplify the fungal ITS2 region. The libraries were sequenced
on an Illumina MiSeq V3 (San Diego, CA, United States) to
generate ~20,000 paired-end reads per sample with a read length
of 300 bp. Samples were multiplexed and pooled for sequencing.

Demultiplexing of samples and the clipping of adapters and
primers were carried out by LGC Genomics using bcl2fastq
2.17.1.14 software (Illumina, Inc., San Diego, CA, United States).
Reads were analyzed using QIIME 2020.6 (Bolyen et al., 2019).
ITS sequences were also trimmed if the synthesized strand
reached the second sequencing adapter (read-through) using
the cutadapt plugin (Martin, 2011) before further analysis. Only
forward reads of the ITS amplicons were analyzed. We used the
DADA?2 plugin (Callahan et al., 2016) for error correction, quality
control, filtering of chimeric sequences, and the creation of an
amplicon sequence variant (ASV) table containing the number of
sequences for each observed ASV per sample.

Bacterial taxonomic classification was carried out using
a self-trained naive Bayes classifier on SILVA 132 QIIME-
compatible release with 99% sequence identity (Quast et al,
2013). We also trimmed the reference sequences to the
specific region of the 16S rRNA gene targeted with the
amplicon primers (Werner et al., 2012). Confidence was
set to 0.7 as recommended (Bokulich et al, 2018). Fungal
taxonomic classification was carried out using a self-trained
naive Bayes classifier on UNITE 8.2 QIIME-compatible release
with 99% sequence identity (Abarenkov et al, 2020) and a
minimum confidence of 0.94 (Bokulich et al., 2018). Sequences
originating from mitochondria or chloroplasts were removed
from the classified datasets. Alpha diversity was based on
Faith’s phylogenetic diversity (Faith, 1992) and observed ASVs.
Beta diversity was determined using UniFrac distance metrics
(Lozupone and Knight, 2005), and we rarefied the 16S rRNA
and ITS data to equal sequencing depths of 5,484 and 2,639
reads, respectively.

Statistical Analysis

The linear relationship between weight gain and pH of the
frass was calculated using Pearson product-moment correlation
(Hilgers et al., 2019). Significant differences in developmental
and physiological parameters were tested with Students ¢-test.
Differences in relative abundances of certain taxa between the
two diet groups were determined by applying Student’s or Welch’s
t-test (Welch, 1947) depending on the homogeneity of variance
verified by a Levene’s test (Levene, 1960) with significance at

0.05. For statistics and graphics we used Microsoft Excel and R
v4.0.3 with packages qiime2R, tidyverse, car, dplyr, plyr, scales,
ggpubr, and ggplot2.

RESULTS

Black Soldier Fly Developmental,
Physiological, and Nutritional

Parameters

The life cycle of black soldier flies reared on CPC showed many
similarities to that of the flies raised on chicken feed, but the
total developmental cycle was significantly (p < 0.001; df = 4;
t = 2.13) shorter on the CPC diet (43.4 £ 1.8 days) compared
to the chicken feed diet (47.3 £ 3.5 days). Hatching time, larval
development and the transition from prepupa to pupa were
similar on both diets, whereas intrapuparial metamorphosis was
significantly (p < 0.001; df = 4; t = 2.13) faster in the CPC
diet group. The rates of successful development (larva-prepupa
and pupa-imago) were also similar for both diets. Only the
developmental success from prepupa to pupa was significantly
(p < 0.000005; df = 4; t = 2.13) lower on the chicken feed diet
(90.7%), whereas 100% of the prepupae in the CPC diet group
reached the pupal stage (Table 1).

We also observed major differences in larval growth between
the two diets. Weight gain was similar for the first 11 days on both
diets. However, whereas larvae reared on chicken feed gained
weight continuously until day 19, those reared on CPC gained
little weight from days 11 to 15, then experienced a 2 day growth
phase followed by a longer plateau lasting 5.5 days until >50%
prepupae were present (Figure 1). A pause in larval growth was
also observed in a repeating trial only with larvae reared on
CPC but not with larvae reared on chicken feed (Supplementary
Figure 1). The final larval weight was significantly (p < 0.00001;
df = 10; t = 1.83) lower in the CPC diet group and the weight of
imagoes reared on CPC was lower than that of imagoes reared on
chicken feed. In contrast, the average gut weight of larvae reared
on CPC was significantly higher (p < 0.00001 after 13 days and
p < 0.03 after 22 days; df = 43; t = 1.68) than corresponding
samples in the chicken feed diet group. Therefore, the proportion
of the gut to the total larval body was also higher for larvae reared
on CPC compared to larvae reared on chicken feed after 13 days
and after 22 days (Table 1).

The pH of the frass showed a similar trend during larval
development on both diets, but the pH of the CPC frass was
slightly higher than that of the chicken feed frass. Furthermore,
we observed a moderate negative correlation between growth
and pH from days 9 to 15 (r = -0.47) only with larvae reared
on CPC. The increase in pH of the frass goes along with the
slowdown of growth on days 11-15, followed by a decrease in
pH accompanied by the resuming of larval growth (Figure 1).
The temperature of the substrate mixed with larvae was similar
in each replicate box. Furthermore, there were only minor
differences in temperature between the boxes with larvae reared
on chicken feed (30.8 & 2.36°C) and the boxes with larvae reared
on CPC (29.5 £ 0.84°C) throughout the period of measurement
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(Supplementary Table 1). The luminal pH of the various gut
sections was similar for larvae reared on both diets. The lumen
of the anterior midgut was slightly acidic (pH < 6.8). The
lumen of the middle midgut contained a strongly acidic region
(pH < 3.0), whereas the lumen of the posterior midgut was
alkaline (pH > 8.2). The lumen of the hindgut was neutral to
alkaline (pH > 6.8) given that some individuals showed orange
coloring (pH 6.8-8.2) and some individuals showed intensive red
coloring of the hindgut (pH > 8.2) when incubated with phenol
red, regardless of diet (Supplementary Figure 2).

The count of bacterial CFU was 2.6 x 10" mg~! gut in BSFL
reared on CPC and 6.8 x 10° mg~! gut in BSFL reared on chicken
feed. The count of fungal CFU was much lower than the count
of bacterial CFU, with 5.5 x 10* mg~! gut and 5.0 x 10> mg~!

gut in BSFL reared on CPC and chicken feed, respectively. Crude
protein of the larvae reared on CPC was higher than that of larvae
reared on chicken feed whereas for crude fat the opposite was the
case (Table 1).

Analysis of the Bacterial and Archaeal

Communities by Amplicon Sequencing

We generated 711,390 read pairs for the 30 samples (nine samples
of individual guts, three feed samples, and three frass samples
per diet). Quality control, including the removal of chimeric
sequences, reduced the total to 605,424 read pairs. After joining
forward and reverse reads, the average read length was 419 bp.
Thereby, the numbers of reads per sample ranged from 5,484 to

TABLE 1 | Developmental and physiological parameters of black soldier flies reared on chicken feed (CF) and cottonseed press cake (CPC).

Sample size CF CPC
Hatching time (d) >50% 3.0+0.8 3.0+0.8
Larval development (d)? >50% 223+0.5 23.7 £ 0.5
Prepupa—pupa (d) n =300 11.3+£1.7 10.0 £ 0.0
Intrapuparial metamorphosis (d)? n =300 10.7 £ 0.5 6.7 +£0.5
Total development (d)° n =300 473+ 35 43.44+1.8
Successful development larva—prepupa (%) n =300 100.00 £ 0.00 99.33 + 0.94
Successful development prepupa-pupa (%) n =300 90.67 + 0.47 100.00 £ 0.00
Successful development pupa-imago (%) n =300 97.00 £+ 2.45 99.67 + 0.47
Final larval weight (mg) n =300 285.14 + 26.40 160.36 + 16.08
Final larval length (mm) n =150 25.96 + 0.07 18.65 £ 0.18
Weight prepupa (mg) n =150 219.60 £ 18.69 101.80 £+ 9.59
Length prepupa (mm) n=150 23.43 +0.12 16.82 + 0.40
Weight pupa (mg) n =150 168.97 £ 10.74 93.89 + 4.91
Length pupa (mm) n =150 22.65 + 0.08 16.95 £ 0.17
Weight imago & (mg) n=90 89.42 + 8.51 40.18 + 3.98
Weight imago ¢ (mg) n =150 1038.57 £ 8.29 59.09 + 3.56
Weight imago, total (mg) n =255 98.05 + 8.02 50.64 + 3.50
Length imago & (mm)? n=90 16.76 £ 0.25 14.41 £0.19
Length imago ¢ (mm)? n =150 17.50 + 0.25 156.77 £ 0.24
Length imago, total (mm)d n =255 17.20 £ 0.24 16.16+£0.23
Weight 13 d larvae (mg) n=25 12417 £19.49 118.87 + 9.66
Weight 22 d larvae (mg) n=25 247.00 + 38.51 162.36 + 25.65
Gut weight 13 d larvae (mg) n=25 2543 +£7.75 35.73 £ 5.01
Proportion of gut to total body of 13 d larvae (%) n=25 20.48 + 6.24 30.06 + 4.21
Gut weight 22 d larvae (mg) n=25 42.70 +£ 19.50 52.14 + 13.78
Proportion of gut to total body of 22 d larvae (%) n=25 17.29 + 7.89 32.11 + 8.49
pH anterior midgut n=10 <6.8 <6.8
pH middle midgut n=10 <3.0 <3.0
pH posterior midgut n=10 >8.2 >8.2
pH hindgut n=10 >6.8 >6.8
Crude protein of larvae (%DM) n =300 38.60 + 1.24 47.43 + 0.08
Crude protein of feed (%DM) - 18.47 +£0.18 24.76 + 0.62
Crude fat of larvae (%DM) n =300 33.94 4+ 1.09 23.34 +£1.23
Crude fat of feed (%DM) - 2.49 +£0.038 8.65 + 0.51

Values are means + standard deviation.

aPeriod from hatching to >50% prepupal populations.

b Period until >50% of the adults emerged from the pupae.
CPeriod from oviposition to adults emerging.

9Distance between cranial antennae attachment points and abdominal appendages.
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FIGURE 1 | Growth curve of larvae reared on chicken feed (CF) and cottonseed press cake (CPC), and the pH of the corresponding frass. The average body weight
per BSFL and average pH values of the frass are shown. Symbols are means (+ SEM) of measurements with three replicates (containers with BSFL + substrate).

40,144. Rarefaction curves suggested the sequencing depth was
sufficient (Figure 2).

After using DADA?2 and our self-trained naive Bayes classifier
based on SILVA 132 followed by removing mitochondrial
and chloroplast sequences we identified 170 unique amplicon
sequence variants (ASVs) across our 30 samples. The same
classifier assigned taxonomic labels down to the genus level
for 146 of the 170 ASVs. All classified ASVs belonged to the
domain Bacteria; no Archaea were found. The detailed results
of the classification on all taxonomic levels (from phylum to
species) and relative abundances of ASV counts are shown in
Supplementary Table 2.

For all feed samples, the sum of ASV counts was very
low (maximum 428 counts per sample). No bacteria were
found in two of the three chicken feed samples, and only 21
counts were detected in the remaining sample. These were
classified as Enterobacteriaceae (Pantoea), Pseudomonadaceae
(Pseudomonas), and Microbacteriaceae (Curtobacterium). In
contrast, CPC feed samples featured a more diverse bacterial
community dominated by different groups of Enterobacteriaceae,
Pseudomonadaceae, and Bacillaceae, which were present in all
replicate feed samples (Figure 3). Enterobacteriaceae were the
dominant family in all gut samples. However, the relative
abundance was significantly (p < 0.05) higher in guts of
larvae reared on chicken feed. Furthermore, Enterococcaceae

and Actinomycetaceae were present in all replicate gut samples
from both diet groups. Interestingly, Actinomycetaceae were
significantly (p < 0.002) enriched only in the guts of larvae reared
on CPC. Lachnospiraceae were present at a low abundance in
almost all gut samples, regardless of the diet. Burkholderiaceae,
Rhizobiaceae, Erysipelotrichaceae, and Clostridiales Family XI
were only found in gut samples of larvae reared on CPC (at
least five of nine replicates) whereas Corynebacteriaceae and
Lactobacillaceae were only present in gut samples of larvae reared
on chicken feed (at least three of nine replicates) (Figure 3).

We observed pronounced differences between the two diet
groups at the genus level. Morganella was the most prominent
genus (67.2-95.6% in eight of nine replicates) in the guts of
larvae reared on chicken feed, whereas Providencia was more
abundant in the CPC diet group (>32% in seven of nine
replicates, compared to <2% in all replicates in the chicken
feed group) (Supplementary Table 2 and Supplementary
Figure 3). Almost all bacterial families found in gut samples
were also present in frass samples, although the relative
abundance varied. However, we also observed pronounced
differences between the gut and frass microbiomes, especially
in the CPC group where families such as Sphingobacteriaceae,
Paenibacillaceae, Clostridiaceae 2, and Caulobacteraceae were
found in the frass but were completely absent from the gut. CPC
frass was dominated by Burkholderiaceae (mostly classified as
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Alcaligenes, 44-54%), Rhizobiaceae (7-18%), Carnobacteriaceae
(7-11%), Microbacteriaceae (4-7%), and Bacillaceae (4-5%) in
all replicates, whereas chicken feed frass was dominated by
Corynebacteriaceae (44-57%), Lactobacillaceae (30-33%), and
Enterobacteriaceae (3-9%). Furthermore, Staphylococcaceae and
Aerococcaceae were present at a lower abundance in chicken
feed frass but were completely absent from the gut samples.
The most abundant families in the CPC frass were also
present in some replicates of the feed samples, but were absent
or scarce in the corresponding gut samples (Figure 3 and
Supplementary Table 2).

When larvae were reared on CPC, most of the gut and frass
samples showed a higher alpha diversity of bacteria (Faith’s
phylogenetic diversity and observed ASVs) when compared to
those raised on chicken feed (Figure 2 upper part; Figures 4A,B).
Principal coordinate analysis (PCoA) of weighted UniFrac
distances (Figure 4A) revealed that some gut samples of
larvae reared on both diets clustered together, whereas PCoA

of unweighted UniFrac distances (Figure 4B) indicated more
differences between the two diet groups. Little similarity was
observed between gut samples and frass samples on either diet
(Figure 4A), but the differences were greater for the CPC diet
group. We also observed a large difference between CPC and
chicken feed frass samples (Figures 4A,B).

Analysis of the Fungal Community by

Amplicon Sequencing

We generated 535,559 raw reads for ITS sequencing from the
24 samples (six samples of individual guts, three feed samples,
and three frass samples per diet), with 488,426 reads remaining
after quality control (540-99,232 per sample). After trimming,
the read length range was 83-273 bp. The average read length was
259 bp. Rarefaction curves suggested the sequencing depth was
sufficient (Figure 2). DADA?2 identified 854 unique ASVs across
24 samples, 413 of which were classified to the genus level using

Frontiers in Microbiology | www.frontiersin.org 7

March 2021 | Volume 12 | Article 634503


https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles

Tegtmeier et al.

BSFL Bacterial and Fungal Microbiome

CF

0 25 50 75 100

CPC

Feed Gut

Frass Feed Gut Frass

Actinomycetaceae {
Enterococcaceae {
Rhodobacteraceae 1
Kineosporiaceae 1
Sanguibacteraceae 1
Xanthomonadaceae
Pseudonocardiaceae
Beijerinckiaceae 1
Thermaceae 1
Sphingobacteriaceae
Paenibacillaceae
Caulobacteraceae 1
Dermabacteraceae
Brevibacteriaceae 1
Clostridiaceae 2 1
Erysipelotrichaceae A
Staphylococcaceae 1
Ruminococcaceae 1
Beutenbergiaceae
uncultured Firmicutes bacterium 4
Leuconostocaceae
Aerococcaceae
Planococcaceae
Family X1
Thermoactinomycetaceae
Lachnospiraceae
Microbacteriaceae Jll
Carnobacteriaceae {
Rhizobiaceae
Bacillaceae 1
Pseudomonadaceae Jlll
Burkholderiaceae 1
Lactobacillaceae
Corynebacteriaceae 1

Enterobacteriaceae h
2 &
23 b’° IR

Q/Q/% A
FSEE SEFE S S S KK

—

IR

per family level for all samples.

N q/ Q<a & ,33\@ ',\v@% & be N
& o° 0° 0" o° [OIAAN

FIGURE 3 | Heat map showing the family-level composition of the bacterial community of feed, BSFL guts and BSFL frass in the chicken feed (CF) and cottonseed

press cake (CPC) diet groups based on 16S rRNA gene amplicon sequencing. The relative abundances of amplicon sequence variant (ASV) counts are collapsed to
the family level for all replicates. Undefined families are not shown. Percentages of relative abundances are displayed by coloring from light gray over black to orange
representing the highest abundance. Families depicted in white were not detected in the sample. Only the top 35 families are shown, measured by the mean counts

b N DL OD O A ")/
QQ 0'\6'\00
bb" D SO O D0V S
Q"b%:" Z e «© ‘<e'®<<‘ae 0000 C%O\) O‘Z)O‘Z)C%OZO%(& %2" éo@e%
K&K oOOQ QQQQQQQ O
S © (@) [N QOQOQ

Sample

our naive Bayes classifier based on UNITE 8.2 with a minimum
confidence of 0.94. The detailed results of the classification
on all taxonomic levels (from phylum to species) and relative
abundances of ASV counts are shown in Supplementary Table 3.

The ITS amplicon sequencing revealed higher sums of
ASV  counts in the feed samples (9,579-99,232 counts
per sample) compared to the 16S amplicons. Most of the
classified ASVs in chicken feed samples represented the families
Cladosporiaceae (all Cladosporium), Pleosporaceae (Alternaria
and Stemphylium), Aspergillaceae (mostly Xeromyces and
Aspergillus), and Nectriaceae (mostly Fusarium) and were found
in all replicates. These families were also found in all replicates
of the CPC feed samples but their relative abundance was on
average lower (Figure 5 and Supplementary Figure 4). However,
most of the ASV counts in the CPC feed samples (38-68%) could
not be classified, whereas only a minority of sequences in the
chicken feed samples (1-11%) remained unclassified.

In all gut and frass samples (regardless of diet) less than
21% of the ASV counts remained unclassified (Supplementary
Table 3). The fungal gut microbiota of larvae reared on chicken

feed and CPC was dominated by the family Trichosporonaceae
(49.6-90.4% in four samples of larvae reared on chicken feed
and five samples in larvae reared on CPC). Furthermore, the
family Cladosporiaceae (all Cladosporium cladosporioides) and
Saccharomycetales family incertae sedis (all Diutina rugosa) were
relatively abundant in at least five replicates of both diets.
Trichosporon (all classified as Trichosporon asahii) and Diutina
(all classified as Diutina rugosa) were the only two genera found
in frass samples of larvae reared on chicken feed, whereas
frass samples of larvae reared on CPC showed a highly diverse
community of many different fungal groups (Figure 5 and
Supplementary Table 3).

Although the relative abundance of the Aspergillaceae was
higher in the feed samples of both diets (2.5-38.8%), this family
was only present in the guts of larvae reared on CPC (5.5-17.9%
in five of six replicates) and was completely absent from the guts
of larvae reared on chicken feed (Figure 5). Most Aspergillaceae
in the gut were assigned to the genus Aspergillus. Most of them
were not classified to species level, except Aspergillus glaucus,
A. penicillioides, and A. protuberus. The remaining Aspergillaceae
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were mostly classified as Xeromyces bisporus, which showed a
higher relative abundance (1-12%) in four of six samples of larvae
fed on CPC. Furthermore, Trichocomaceae and Microascaceae
(all classified as Acaulium acremonium), which were present in
most of the replicates of larvae reared on CPC, were not detected
in any replicates of larvae reared on chicken feed (Figure 5 and
Supplementary Table 3).

When larvae were reared on CPC, most gut and frass
samples showed a higher alpha diversity of fungi (Faith’s
phylogenetic diversity and observed ASVs) compared to chicken
feed (Figure 2 lower part; Figures 4C,D). In contrast to the
bacterial microbiome, there was more similarity between the
fungal communities in the gut and frass samples of larvae
reared on CPC (Figures 4C,D). Few similarities between gut
samples of larvae reared on the different diets were observed in
the PCoA of unweighted UniFrac distances, whereas the PCoA

of weighted UniFrac distances showed that some gut samples
representing the two diet groups clustered closer together.
Like the bacterial microbiome, the fungal community in the
CPC frass differed substantially from that in the chicken feed
frass (Figures 4C,D).

DISCUSSION

Developmental, Physiological, and
Nutritional Parameters of Black

Soldier Flies

Here, we show that BSFL can be reared on CPC despite the
presence of the normally insecticidal secondary metabolite
gossypol. This is corroborated by the significantly shorter
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developmental time and the higher rates of successful
development of prepupa to pupa of BSF reared on CPC. In
contrast, several other insects show lower rates of successful
development and a prolonged developmental time when
subjected to gossypol (Bottger and Patana, 1966; Meisner
et al., 1978; Stipanovic et al., 2006). The significantly shorter
intrapuparial metamorphosis might be related to differences
in microbial community composition in BSF reared on
CPC, since microbial symbionts can produce hormones that
influence insect signaling pathways to promote development
and metamorphosis of the host (Paludo et al.,, 2018; Hammer
and Moran, 2019; Wu et al., 2020). The accelerated development
and higher rate of successful development of BSFL fed on CPC
observed in this small-scale BSF-breeding facility may also
apply to industrial insect farming and might be profitable for
large-scale production.

The similar early growth performance of BSFL reared
on CPC in comparison to the control group reared on

chicken feed is remarkable, indicating that freshly-hatched
larvae rapidly convert the substrate and are not harmed
by the toxic components of CPC during this time period.
However, the subsequent slowdown of larval growth for several
days contributed to a significantly lower final weight. In the
Lepidoptera gossypol also caused a lower weight of larvae and
pupae (Bottger and Patana, 1966; Stipanovic et al., 2006) which
is attributed to an inhibition of digestive enzymes (Meisner
et al., 1978). However, such a negative effect on the insect’s
digestion would also cause a significant delay in development and
a decrease in rates of successful development as also shown by
Meisner et al. (1978), which is not the case for BSFL. The brief
pause in growth observed in the CPC diet group after 11 days
may be caused by other effects of gossypol e.g., by an increased
energy-consuming detoxification activity due to an accumulation
of this compound at this time point. However, so far we do not
know the exact concentration of gossypol of this particular CPC.
According to the manufacturer the concentration of free gossypol
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in the CPC constitute about 0.06% but can vary depending on
humidity conditions of the cotton when harvested. Since most
of the gossypol in the seeds is bound to proteins (2-4% bound
gossypol; Pons and Eaves, 1967), we assume that the amount of
bound gossypol is also higher than the amount of free gossypol in
the CPC used in this study.

The high protein and fat content of CPC suggests that
interruption of growth and the lower final larval weight of
BSFL reared on CPC are likely not a result of malnutrition.
However, such a growth pause or a period of low weight gain
would be unfavorable for large-scale production. Since BSFL
reared on CPC showed highest weight gain in the period from
days 7 to 11, an early harvest of the larvae when industrially
reared should be considered. Although the CPC feed showed
a much higher fat content as chicken feed, larvae fed with
CPC even showed a lower fat content than larvae fed with
chicken feed. The low fat and high protein content of these
larvae might also be beneficial for future food and feed use.
However, detailed measurements, including the quantification
of gossypol in the feed, larvae and frass at different time
points, as well as a more detailed evaluation of the nutritional
value of the CPC and the larvae, would be required to
confirm our hypotheses.

Growth inhibition might also be related to the increase
in pH, implied by the negative correlation between growth
and pH from days 9 to 15 for the larvae reared on CPC.
The increase in pH during the rearing on nitrogen-rich
substrates is caused by the formation of ammonia (Green
and Popa, 2012; Klammsteiner et al, 2020; Pang et al,
2020; Parodi et al, 2020), which can also inhibit gowth
of dipteran larvae (Wang and Leung, 2015; Dias et al,
2019). However, also other so far unknown effects, e.g., other
incompatible components of the CPC diet may cause a pause
of larval growth.

The pH of the BSFL gut showed a remarkable transition from
the acidic region (<3.0) in the middle midgut to the alkaline
region (>8.2) in the posterior midgut, as previously reported
(Bruno et al.,, 2019). Although we and others (Klammsteiner
et al,, 2020) found that the type of diet influences the pH of
the substrate in which the larvae grow, the pH of the gut lumen
appears to be largely unaffected by the diet and instead reflects
the specific morphofunctional features of the dipteran midgut.
Like the BSFL, other dipteran larvae such as those of the housefly
(Musca domestica) and the fruit fly (Drosophila melanogaster)
feature an acidic region (<3.0) in the middle midgut (Lemos
and Terra, 1991). The low pH is generated by specialized midgut
cells, so-called copper cells (McNulty et al., 2001; Dubreuil, 2004;
Shanbhag and Tripathi, 2009), which were recently also found
in BSFL (Bonelli et al., 2019). Our data suggest that the luminal
gut pH is host-specific and is not strongly affected by diet-
dependent shifts in the microbiome. However, the luminal pH
of the insect gut probably influences the colonization of the
gut by certain microbes based on their functional pH range.
Populations of Salmonella enterica and Escherichia coli in chicken
manure, were reduced by BSFL which is attributed to changes in
pH of the manure (Erickson et al., 2004). Furthermore, passage
through the acidic and alkaline regions of the gut leads to the

selection of certain microorganisms which colonize the gut and
also the substrate.

The significantly higher gut weight of larvae reared on
CPC might be caused by a higher feed intake and a higher
microbial colonization density, in order to boost the metabolic
activity (e.g., gossypol degradation) within the gut. Studies with
germ-free cockroaches have also shown that individuals raised
under aseptic conditions showed a significantly lower gut weight
when compared to normal cockroaches with an abundant gut
microbiota (D. Tegtmeier, unpublished data). This suggests that
the microbial load probably also affects the gut weight of BSFL.
The higher gut weight of larvae reared on CPC is further
corroborated by the higher bacterial CFU counts in the guts
of these larvae. However, these numbers only represent the
proportion of BSFL gut bacteria from both diet groups, that
can be cultured on standard medium, while the total quantity
is likely higher.

The BSFL Bacterial and Archaeal

Communities

The presence of Enterobacteriaceae (mostly Morganella and
Providencia), Enterococcaceae, and Actinomycetaceae in all
individual gut samples regardless of diet indicates that these
groups belong to the BSFL core microbiome. The dominance
of Morganella in gut samples from larvae in the chicken feed
group and in most corresponding samples from the CPC group
agrees with studies by Wynants et al. (2019), who also found a
dominance of this genus in BSFL reared at two different locations.
Furthermore, Morganella was prominent in BSFL reared on
chicken feed (Cifuentes et al., 2020) and calf forage, and it was
also present (albeit with lower relative abundance) when larvae
were fed other diets (Jeon et al, 2011). Besides Morganella,
also the genera Providencia and Enterococcus (Enterococcaceae)
were previously found to be abundant in BSFL guts regardless
of diet, rearing conditions or developmental stage, suggesting
they form the core microbiome (Zheng et al., 2013; Wynants
et al,, 2019; Cifuentes et al., 2020). Also, a cultivation-dependent
study has shown that the majority bacteria cultivated from BSFL
guts belong to the Enterobacteriaceae and a large proportion
of the isolates were identified as Providencia, Morganella, and
Enterococcus (Callegari et al.,, 2020). Providencia may even be
vertically transmitted, because it was detected in imagoes and
eggs (Zheng et al., 2013). This is a reasonable assumption because
Providencia and Enterococcaceae found in the guts samples in
our experiments were completely absent in feed samples and may
therefore be vertically transmitted via the eggs or taken up by the
larvae from the surface of the eggs.

The high relative abundance of Enterobacteriaceae (in
particular Morganella and Providencia) indicates a functional role
of these bacteria within the BSFL gut. Providencia rettgeri and
Morganella morganii are also abundant endogenous members
of the gut microbiome of the burying beetle (Nicrophorus
vespilloides), both in adults (Vogel et al., 2017; Heise et al., 2019)
and in larvae (Vogel et al., 2017; Wang and Rozen, 2017),
and were reported to protect larvae against pathogens (Wang
and Rozen, 2018). Furthermore, P. rettgeri and M. morganii

Frontiers in Microbiology | www.frontiersin.org

March 2021 | Volume 12 | Article 634503


https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles

Tegtmeier et al.

BSFL Bacterial and Fungal Microbiome

produce extracellular bacteriolytic enzymes that can degrade
components of E. coli and Pseudomonas aeruginosa cell walls
(Branca et al., 1996; Janda and Abbott, 2015). The high relative
abundance of Morganella and Providencia in L5 larvae may
explain why we did not detect Pseudomonas in any of the
gut samples, although it showed a high relative abundance in
chicken feed and CPC samples. This may also explain our
frequent observation of Pseudomonas contamination, revealed
by a green biofilm on top of the substrate and a characteristic
odor of linden blossom only present during the initial rearing
phase (2-6 days). This contaminant is usually eliminated
by the larvae when they gain weight and reach a certain
size. Furthermore, Pseudomonas was absent in BSFL samples
from rearing locations with a high relative abundance of
Morganella, but was present in samples where Morganella was
scarce (Wynants et al., 2019). The reanalysis of published data
(Cifuentes et al., 2020), revealed a negative correlation between
the occurrence of Pseudomonas and Morganella + Providencia
(r = —0.26) suggesting that these two genera help BSFL to resist
colonization by pathogens.

Morganella and possibly other Enterobacteriaceae in BSFL
guts likely contribute to the digestion of the protein-rich
substrate and the breakdown of uric acid, as Morganella morganii
possesses genes for proteases (Chen et al., 2012; Zamaliutdinova
et al, 2014) and exhibits urease activity (Janda and Abbott,
2015). Furthermore, Morganella, and other Enterobacteriaceae
are known for oxidative deamination of various amino acids
and nitrate reduction (Janda and Abbott, 2015). In the course
of nitrogen metabolism several Enterobacteriaceae (including
M. morganii) generate ammonia (Ozogul, 2004). Therefore,
ammonia emissions during the BSFL rearing process, are
attributed (at least partially) to the abundant genera Morganella
and Providencia in the guts of BSFL.

Most of the bacteria detected in the feed were not found to
be abundant in gut samples of L5 larvae, suggesting the feed is
unlikely to be the major source of inoculum for establishing the
bacterial community in the gut. However, we found that some
groups present in the CPC feed were also present in the frass.
The abundance of certain bacterial groups only in the feed and
frass but not in the gut indicates that many ingested bacteria
find the physiochemical conditions in the gut unwelcoming
(especially the extreme pH conditions) or are displaced by
other microbes. This observation also explains the pronounced
differences between the bacterial communities of the frass and the
gut (Jiang et al., 2019; Wynants et al., 2019; Cifuentes et al., 2020).

The higher bacterial alpha diversity in BSFL reared on CPC
may reflect the greater complexity of the diet, as previously
shown for BSFL (Jeon et al, 2011) and other insects (Huang
et al., 2013). In contrast to our results, most previous studies
of the BSFL microbiome did not identify Actinomycetaceae as
an abundant component, despite the use of diverse substrates
including the Gainesville diet, different types of food waste,
vegetables, and fish meal (Zheng et al., 2013; Bruno et al,
2019; Jiang et al., 2019; Wynants et al., 2019). Actinomycetaceae
have been reported as part of the BSFL gut microbiome
when larvae are reared on chicken feed, albeit with a low
abundance (Cifuentes et al., 2020) similar to our results

obtained with BSFL reared on chicken feed. In our study,
the relative abundance of Actinomycetaceae was significantly
higher in the larvae reared on CPC, suggesting that this
bacterial family may play a key role in the metabolism of
CPC-specific components such as gossypol. Actinomycetales
are known for the degradation of complex molecules such as
lignocellulose (McCarthy, 1987; Wang et al., 2014) and a variety
of pesticides including many phenolic compounds (Schrijver
and Mot, 1999). Gossypol is a phenolic pesticide (Li et al,
2016) which supports the potential role of these bacteria in
its degradation. Other families present only in larvae reared
on CPC (Burkholderiaceae, Rhizobiaceae, Erysipelotrichaceae,
and Clostridiales Family XI) may also be involved in the
degradation of such compounds, but little is known about
gossypol degradation in bacteria. The only gossypol-degrading
bacterial isolate known thus far is a Bacillus subtilis strain isolated
from the cow rumen, but this is not yet available in a culture
collection (Zhang et al., 2018).

Changes in the BSFL microbiome could affect greenhouse
gas emissions, especially the production of methane, which is
exclusively attributed to the Archaea (Enzmann et al., 2018).
Therefore, also studies about the archaeal microbiota are of major
importance in the context of large-scale insect farming. Methane
emission from BSFL farms is generally low but varies between
locations (Ermolaev et al., 2019; Mertenat et al., 2019; Parodi
et al., 2020). When BSFL are reared on chicken feed mixed with
0.3% rabbit manure, 28.54% of the carbon initially present within
the system is lost to the atmosphere in the form of CO; along with
negligible amounts of methane (Perednia et al., 2017). Variations
in methane emission are likely attributed to differences in the
feed source and the gut microbial community, which was not
investigated in the studies mentioned above.

Amplicon sequencing has shown that only ~0.02% of all
sequences obtained from BSFL guts belong to archaea, most
of them methanogens (Klammsteiner et al., 2020). However,
there is no evidence that this small population includes
metabolically active residents of the gut. Indeed, we used primers
designed to include both Bacteria and Archaea, but none of
the sequences we recovered were classified as Archaea. This
suggests that BSFL reared on CPC or chicken feed do not produce
significant amounts of methane, which is favorable for large-
scale insect farming.

The BSFL Fungal Community

We found that the fungal community of the BSFL gut was
dominated by Trichosporonaceae (Trichosporon asahii) in both
diet groups. The same fungus was also dominant in another
study of BSFL reared on chicken feed and present (albeit
in lower abundance) in BSFL reared on other diets (Varotto
Boccazzi et al., 2017) suggesting this species is part of the core
microbiome. Interestingly, the frass of larvae reared on chicken
feed exclusively contained two fungal species (T. asahii and
Diutina rugosa) whereas frass from the CPC group contained
a diverse fungal community. The high relative abundance of
T. asahii in gut and frass samples (both diets) and D. rugosa
in gut samples (both diets) as well as in chicken feed frass,
indicates that these yeasts are functionally associated with BSFL
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and may have a probiotic effect. Mutualistic associations between
yeasts and insects are common, especially in the orders Diptera,
Hymenoptera and Coleoptera (Vega and Dowd, 2005; Vogel
et al., 2017; Madden et al,, 2018; Stefanini, 2018). The genus
Diutina was also found in Drosophila spp. (Phaff et al., 1956;
Camargo and Phaff, 1957) and ants (Ba and Phillips, 1996).
Moreover, some yeasts can bind to chitin (Ishijima et al,
2017) via cell-surface adhesion proteins known as flocculins
(Briickner and Mésch, 2012). This may allow the attachment
of yeasts to the cuticle in the foregut and hindgut, and to
the peritrophic membrane in the midgut, thus promoting
stable colonization.

The probiotic effect of D. rugosa has been shown to increase
body weight and feed conversion ratios in poultry (Wang
et al., 2019a,b). D. rugosa probably helps to establish a healthy
gut and substrate microbiome in BSFL and, if not present
naturally in farmed populations, could be applied as a feed
supplement in the future. T. asahii may also help to establish a
healthy microbiome, given its antimicrobial activity against the
pathogenic yeasts Candida glabrata and C. lusitaniae (Varotto
Boccazzi et al., 2017). T. asahii and D. rugosa may also
protect BSFL from Fusarium species, which are pathogenic to
many insects, including the Diptera (Santos et al., 2020). We
detected abundant Fusarium species in all feed samples but
these potential entomopathogens were completely absent from
the guts of BSFL reared on chicken feed and scarce in the guts
of BSFL reared on CPC. Trichosporon spp. may be beneficial
for BSFL development and the establishment of a healthy gut
microbiome, but their numbers must be controlled in BSFL
farms because they are also opportunistic human pathogens
that cause infections in immunocompromised patients (Colombo
et al., 2011). Similarly, the presence of Cladosporiaceae (all
Cladosporium) in almost all samples was anticipated because this
mold fungus is ubiquitous, but the numbers must be controlled
in BSFL farms because these fungi can cause allergic reactions
(Bavbek et al., 2006).

Like the bacterial microbiome, the fungal gut microbiome
was diet-dependent, as shown by the higher alpha diversity
in BSFL reared on CPC, which may reflect the characteristic
features of the substrate including complex compounds such
as gossypol. The Aspergillaceae (most belonging to the genus
Aspergillus) were abundant in the guts of larvae reared on
CPC but completely absent in the guts of larvae reared on
chicken feed, despite their presence in the feed samples. The
Aspergillaceae are known for their ability to break down gossypol
(Yang et al,, 2011, 2012; Mageshwaran et al,, 2017; Grewal
et al., 2020) suggesting they may metabolize this compound
in the BSFL gut. However, the Aspergillaceae also produce
aflatoxins and gliotoxins (Bennett and Klich, 2003). Although
black soldier flies tolerate high levels of aflatoxins and do
not accumulate aflatoxin B1 (Bosch et al., 2017), the potential
accumulation of other mycotoxins should be investigated
in more detail before using CPC routinely as insect feed.
Furthermore, Trichocomaceae and Microascaceae were found
in larvae from the CPC diet group but not the chicken feed
diet group, suggesting these families may also contribute to the
degradation of gossypol.

CONCLUSION AND OUTLOOK

Here we could show, that BSFL can be reared on CPC as the sole
diet for several generations without any problems. The shorter
life cycle and higher rates of successful development of black
soldier flies reared on CPC might also be beneficial for large-
scale farming and colony maintenance. Nevertheless, the growth
pause and the lower final weight would be disadvantageous
for a large-scale production. BSFL appear to tolerate certain
amounts of gossypol and might be capable of detoxifying the
substrate by degrading this compound. However, this needs to
be confirmed by analytical gossypol quantification of BSFL and
frass samples in the future. Furthermore, it needs to be tested
if the developmental, physiological and nutritional properties
of BSF reared at this small scale can apply for industrial
insect farming. Also, variations in nutritional value, gossypol
concentration and the overall quality of CPC, depending on the
cottonseed variety, manufacturing process and storage conditions
must be considered.

Amplicon sequencing of bacterial 16S rRNA genes and fungal
ITS sequences revealed a functional core microbiome that may
protect BSFL from pathogens, but also highlighted pronounced
diet-dependent differences in the microbial community of the
BSFL gut and frass. There was little similarity between the
bacterial communities of the gut and frass, but more similarity
between the corresponding fungal communities, especially those
representing the chicken feed diet group. The high relative
abundance of yeasts such as D. rugosa and T. asahii suggests these
fungi might play a beneficial role during the rearing of BSFL.

The high relative abundance of the Aspergillaceae and
Actinomycetaceae only in larvae reared on CPC revealed diet-
dependent differences in the gut microbiome possibly indicating
specific dietary adaptations. The Aspergillaceae are known for
their ability to metabolize gossypol and we detected them
only in larvae reared on CPC, suggesting they may also
degrade gossypol within the BSFL gut. Our ITS data may
reveal other gossypol-metabolizing fungi that could be added
as feed supplements in large-scale insect farms using CPC as a
major substrate. Bacterial gossypol degradation is still generally
sparsely investigated and it is unclear whether it occurs in
the BSFL. This can only be confirmed by establishing pure
cultures and testing them directly for their metabolic activity
in vitro accompanied by comparative genomics. Our amplicon
data provide essential information for our on-going isolation
and screening of potentially gossypol-degrading bacteria and
other beneficial microorganisms which might be exploited for
industrial applications in the future.

DATA AVAILABILITY STATEMENT

The datasets presented in this study can be found in online
repositories. The amplicon sequencing data can be accessed
at NCBI (https://www.ncbi.nlm.nih.gov) under the BioProject
PRJNA674583, which includes the 16S rRNA gene and ITS
sequences with the following accession numbers: SRX9457342-
SRX9457395.

Frontiers in Microbiology | www.frontiersin.org

March 2021 | Volume 12 | Article 634503


https://www.ncbi.nlm.nih.gov
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles

Tegtmeier et al.

BSFL Bacterial and Fungal Microbiome

AUTHOR CONTRIBUTIONS

DT, SH, KB, PK, and AV designed the experiments. DT
performed molecular work, processed the samples, collected
developmental and physiological data, evaluated, visualized and
discussed the data, and wrote the manuscript. SH analyzed
Mumina sequences, evaluated, discussed and visualized the
data, and wrote the manuscript. PK collected developmental,
physiological and nutritional data, analyzed and discussed the
data. KB, PH, and AV evaluated and discussed the data and
edited the manuscript. All authors contributed to the article and
approved the submitted version.

FUNDING

This study was funded by the LOEWE program of the
State of Hessen, and by the Fraunhofer Society. The authors
acknowledges funding provided by the excellence initiative
of the Hessian Ministry of Science, Higher Education and
Art (HMWK) supporting the LOEWE Centre for Insect

REFERENCES

Abarenkov, K., Zirk, A., Piirmann, T., Pohonen, R., Ivanov, F., Nilsson, R. H., et al.
(2020). UNITE QIIME release for Fungi. London: UNITE Community.

Ba, A. S, and Phillips, S. A. (1996). Yeast biota of the
red  imported  fire ant.  Mpycol.  Res. 100,  740-746.
doi: 10.1016/S0953-7562(96)80208-5

Barros, L. M., Gutjahr, A. L. N., Ferreira-Keppler, R. L., and Martins, R. T.
(2019). Morphological description of the immature stages of Hermetia illucens
(Linnaeus, 1758) (Diptera: Stratiomyidae). Microsc. Res. Tech. 82, 178-189.
doi: 10.1002/jemt.23127

Bavbek, S., Erkekol, F. O., Ceter, T., Mungan, D., Ozer, F., Pinar, M., et al. (2006).
Sensitization to Alternaria and Cladosporium in patients with respiratory
allergy and outdoor counts of mold spores in Ankara atmosphere, Turkey.
J. Asthma 43, 421-426. doi: 10.1080/02770900600710706

Bennett, J. W., and Klich, M. (2003). Mycotoxins. Clin. Microbiol. Rev. 16, 497-516.
doi: 10.1128/cmr.16.3.497-516.2003

Berardi, L. C., and Goldblatt, L. A. (1980). “Gossypol,” in Toxic constituents of plant
foodstuffs, ed. I. E. Liener (New York: Academic Press).

Bokulich, N. A., Kaehler, B. D., Rideout, J. R,, Dillon, M., Bolyen, E., Knight, R,,
et al. (2018). Optimizing taxonomic classification of marker-gene amplicon
sequences with QIIME 2’s q2-feature-classifier plugin. Microbiome 6:90. doi:
10.1186/s40168-018-0470-z

Bolyen, E., Rideout, J. R., Dillon, M. R., Bokulich, N. A., Abnet, C. C., Al-
Ghalith, G. A, et al. (2019). Reproducible, interactive, scalable and extensible
microbiome data science using QIIME 2. Nat. Biotechnol. 37, 852-857. doi:
10.1038/s41587-019-0209-9

Bonelli, M., Bruno, D., Caccia, S., Sgambetterra, G., Cappellozza, S., Jucker, C., et al.
(2019). Structural and Functional Characterization of Hermetia illucens Larval
Midgut. Front. Physiol. 10:204. doi: 10.3389/fphys.2019.00204

Bosch, G., van der Fels-Klerx, H. J., Rijk, T. C., de, and Oonincx, D. G. A. B.
(2017). Aflatoxin Bl Tolerance and Accumulation in Black Soldier Fly
Larvae (Hermetia illucens) and Yellow Mealworms (Tenebrio molitor). Toxins
9:9060185. doi: 10.3390/toxins9060185

Bottger, G. T., and Patana, R. (1966). Growth, Development, and Survival of
Certain Lepidoptera Fed Gossypol in the Dietl. J. Econ. Entomol. 59, 1166-
1168. doi: 10.1093/jee/59.5.1166

Branca, G., Galasso, C., Cornaglia, G., Fontana, R., and Satta, G. (1996). A
simple method to detect bacteriolytic enzymes produced by enterobacteriaceae.
Microbios 86, 205-212.

Biotechnology and Bioresources. We acknowledge access to
resources financially supported by the BMBF grant FKZ 031A533
within the de.NBI network.

ACKNOWLEDGMENTS

We thank Maren Bodenschatz, Stephanie Schlimbach, Fabiola
Neitzel, and Martin Planke for diligent rearing of black soldier
flies. Furthermore, we would like to thank Prof. Dr. Stefan
Janssen (Justus Liebig University Giessen, Germany) for valuable
discussions about amplicon data analysis. We thank Dr. Richard
M. Twyman for manuscript editing.

SUPPLEMENTARY MATERIAL

The Supplementary Material for this article can be found
online at: https://www.frontiersin.org/articles/10.3389/fmicb.
2021.634503/full#supplementary- material

Briickner, S., and Mosch, H.-U. (2012). Choosing the right lifestyle: adhesion
and development in Saccharomyces cerevisiae. FEMS Microbiol. Rev. 36, 25-58.
doi: 10.1111/j.1574-6976.2011.00275.x

Bruno, D., Bonelli, M., Filippis, F., de, Di Lelio, I., Tettamanti, G., et al. (2019).
The Intestinal Microbiota of Hermetia illucens Larvae Is Affected by Diet and
Shows a Diverse Composition in the Different Midgut Regions. Appl. Environ.
Microbiol. 85, 1864-1818e. doi: 10.1128/ AEM.01864-18

Callahan, B. J., McMurdie, P. J., Rosen, M. J., Han, A. W., Johnson, A. J. A., and
Holmes, S. P. (2016). DADA2: High-resolution sample inference from Illumina
amplicon data. Nat. Methods 13, 581-583. doi: 10.1038/nmeth.3869

Callegari, M., Jucker, C., Fusi, M., Leonardi, M. G., Daffonchio, D., Borin, S.,
et al. (2020). Hydrolytic Profile of the Culturable Gut Bacterial Community
Associated With Hermetia illucens. Front. Microbiol. 11:1965. doi: 10.3389/
fmicb.2020.01965

Camargo, R. D., and Phaff, H. J. (1957). Yeasts occurring in Drosophila flies and
in fermenting tomato fruits in northern California. J. Food Sci. 22, 367-372.
doi: 10.1111/j.1365-2621.1957.tb17024.x

Chen, Y.-T., Peng, H.-L., Shia, W.-C., Hsu, F.-R., Ken, C.-F., Tsao, Y.-M,, et al.
(2012). Whole-genome sequencing and identification of Morganella morganii
KT pathogenicity-related genes. BMC Genomics 13(Suppl. 7):54. doi: 10.1186/
1471-2164-13-S7-54

Cifuentes, Y., Glaeser, S. P., Mvie, J., Bartz, J.-O., Miiller, A., Gutzeit, H. O., et al.
(2020). The gut and feed residue microbiota changing during the rearing of
Hermetia illucens larvae. Antonie Van Leeuwenhoek 113, 1323-1344. doi: 10.
1007/s10482-020-01443-0

Colombo, A. L., Padovan, A. C. B., and Chaves, G. M. (2011). Current knowledge
of Trichosporon spp. and Trichosporonosis. Clin. Microbiol. Rev. 24, 682-700.
doi: 10.1128/CMR.00003-11

Dias, A. C. A, Rodrigues, M. M. S., and Silva, A. A. (2019). Effect of acute and
chronic exposure to ammonia on different larval instars of Anopheles darlingi
(Diptera: Culicidae). J. Vector Ecol. 44, 112-118. doi: 10.1111/jvec.12335

Dowd, P. F. (1992). Insect fungal symbionts: A promising source of detoxifying
enzymes. J. Industr. Microbiol. 9, 149-161. doi: 10.1007/BF01569619

Dubreuil, R. R. (2004). Copper cells and stomach acid secretion in the Drosophila
midgut. Int. ]. Biochem. Cell Biol. 36, 745-752. doi: 10.1016/j.biocel.2003.07.004

Enzmann, F., Mayer, F., Rother, M., and Holtmann, D. (2018). Methanogens:
biochemical background and biotechnological applications. AMB Express 8:1.
doi: 10.1186/513568-017-0531-x

Erickson, M. C., Islam, M., Sheppard, C., Liao, J., and Doyle, M. P. (2004).
Reduction of Escherichia coli O157:H7 and Salmonella enterica serovar

Frontiers in Microbiology | www.frontiersin.org

March 2021 | Volume 12 | Article 634503


https://www.frontiersin.org/articles/10.3389/fmicb.2021.634503/full#supplementary-material
https://www.frontiersin.org/articles/10.3389/fmicb.2021.634503/full#supplementary-material
https://doi.org/10.1016/S0953-7562(96)80208-5
https://doi.org/10.1002/jemt.23127
https://doi.org/10.1080/02770900600710706
https://doi.org/10.1128/cmr.16.3.497-516.2003
https://doi.org/10.1186/s40168-018-0470-z
https://doi.org/10.1186/s40168-018-0470-z
https://doi.org/10.1038/s41587-019-0209-9
https://doi.org/10.1038/s41587-019-0209-9
https://doi.org/10.3389/fphys.2019.00204
https://doi.org/10.3390/toxins9060185
https://doi.org/10.1093/jee/59.5.1166
https://doi.org/10.1111/j.1574-6976.2011.00275.x
https://doi.org/10.1128/AEM.01864-18
https://doi.org/10.1038/nmeth.3869
https://doi.org/10.3389/fmicb.2020.01965
https://doi.org/10.3389/fmicb.2020.01965
https://doi.org/10.1111/j.1365-2621.1957.tb17024.x
https://doi.org/10.1186/1471-2164-13-S7-S4
https://doi.org/10.1186/1471-2164-13-S7-S4
https://doi.org/10.1007/s10482-020-01443-0
https://doi.org/10.1007/s10482-020-01443-0
https://doi.org/10.1128/CMR.00003-11
https://doi.org/10.1111/jvec.12335
https://doi.org/10.1007/BF01569619
https://doi.org/10.1016/j.biocel.2003.07.004
https://doi.org/10.1186/s13568-017-0531-x
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles

Tegtmeier et al.

BSFL Bacterial and Fungal Microbiome

Enteritidis in chicken manure by larvae of the black soldier fly. J. Food Prot.
67, 685-690. doi: 10.4315/0362-028X-67.4.685

Ermolaev, E., Lalander, C., and Vinneras, B. (2019). Greenhouse gas emissions
from small-scale fly larvae composting with Hermetia illucens. Waste Manag.
96, 65-74. doi: 10.1016/j.wasman.2019.07.011

Faith, D. P. (1992). Conservation evaluation and phylogenetic diversity. Biol.
Conserv. 61, 1-10. doi: 10.1016/0006-3207(92)91201-3

Francis, G., Makkar, H. P. S., and Becker, K. (2001). Antinutritional factors
present in plant-derived alternate fish feed ingredients and their effects in fish.
Aquaculture 199, 197-227. doi: 10.1016/50044-8486(01)00526-9

Green, T. R., and Popa, R. (2012). Enhanced ammonia content in compost leachate
processed by black soldier fly larvae. Appl. Biochem. Biotechnol. 166, 1381-1387.
doi: 10.1007/s12010-011-9530-6

Grewal, J., Tiwari, R., and Khare, S. K. (2020). Secretome Analysis and
Bioprospecting of Lignocellulolytic Fungal Consortium for Valorization of
Waste Cottonseed Cake by Hydrolase Production and Simultaneous Gossypol
Degradation. Waste Biomass Valor. 11, 2533-2548. doi: 10.1007/s12649-019-
00620- 1

Hammer, J., and Moran, N. A. (2019). Links between metamorphosis and
symbiosis in holometabolous insects. Philos. Trans. R. Soc. Lond. B Biol. Sci.
374:20190068. doi: 10.1098/rstb.2019.0068

He, Z., Zhang, H., and Olk, D. C. (2015). Chemical Composition of Defatted
Cottonseed and Soy Meal Products. PLoS One 10:¢0129933. doi: 10.1371/
journal.pone.0129933

Heise, P., Liu, Y., Degenkolb, T., Vogel, H., Schiberle, T. F., and Vilcinskas, A.
(2019). Antibiotic-Producing Beneficial Bacteria in the Gut of the Burying
Beetle Nicrophorus vespilloides. Front. Microbiol. 10:1178. doi: 10.3389/fmicb.
2019.01178

Herman, R. L. (1970). Effects of gossypol on rainbow trout Salmo gairdneri
Richardson. J. Fish Biol. 2, 293-303. doi: 10.1111/§.1095-8649.1970.tb03288.x

Heuzé, V., Tran, G., Hassoun, P., Bastianelli, D., and Lebas, F. (2019). Cottonseed
meal. Feedipedia, a programme by INRAE, CIRAD, AFZ and FAO. Rome: FAO.

Hilgers, R.-D., Heussen, N., and Stanzel, S. (2019). “Korrelationskoeffizient nach
Pearson,” in Lexikon der Medizinischen Laboratoriumsdiagnostik, eds A. M.
Gressner and T. Arndt (Berlin: Springer), 1389.

Huang, X.-F., Bakker, M. G., Judd, T. M., Reardon, K. F., and Vivanco, J. M. (2013).
Variations in diversity and richness of gut bacterial communities of termites
(Reticulitermes flavipes) fed with grassy and woody plant substrates. Microb.
Ecol. 65, 531-536. doi: 10.1007/s00248-013-0219-y

Thrmark, K., Bodeker, I. T. M., Cruz-Martinez, K., Friberg, H., Kubartova, A,
Schenck, J., et al. (2012). New primers to amplify the fungal ITS2 region -
evaluation by 454-sequencing of artificial and natural communities. FEMS
Microbiol. Ecol. 82, 666-677. doi: 10.1111/j.1574-6941.2012.01437.x

Ishijima, S. A., Yamada, T., Maruyama, N., and Abe, S. (2017). Candida albicans
Adheres to Chitin by Recognizing N-acetylglucosamine (GlcNAc). Med. Mycol.
J. 58, E15-E21. doi: 10.3314/mmj.16-00007

Janda, J. M., and Abbott, S. L. (2015). “Morganella,” in Bergey’s Manual of
Systematics of Archaea and Bacteria, eds W. B. Whitman, F. Rainey, P. Kimpfer,
M. Trujillo, J. Chun, P. DeVos, et al. (New Jersey: Wiley), 1-7.

Jeon, H., Park, S., Choi, J., Jeong, G., Lee, S.-B., Choi, Y., et al. (2011). The intestinal
bacterial community in the food waste-reducing larvae of Hermetia illucens.
Curr. Microbiol. 62, 1390-1399. doi: 10.1007/s00284-011-9874-8

Jiang, C.-L., Jin, W.-Z., Tao, X.-H., Zhang, Q., Zhu, J., Feng, S.-Y., et al. (2019).
Black soldier fly larvae (Hermetia illucens) strengthen the metabolic function of
food waste biodegradation by gut microbiome. Microb. Biotechnol. 12, 528-543.
doi: 10.1111/1751-7915.13393

Khalaf, M., and Meleigy, S. (2008). Reduction of free gossypol levels in cottonseed
meal by microbial treatment. Int. J. Agricult. Biol. 10, 1560-8530.

Klammsteiner, T., Walter, A., Bogataj, T., Heussler, C. D., Stres, B., Steiner, F. M.,
etal. (2020). The Core Gut Microbiome of Black Soldier Fly (Hermetia illucens)
Larvae Raised on Low-Bioburden Diets. Front. Microbiol. 11:993. doi: 10.3389/
fmicb.2020.00993

Kliiber, P., Bakonyi, D., Zorn, H., and Riithl, M. (2020). Does Light Color
Temperature Influence Aspects of Oviposition by the Black Soldier
Fly (Diptera: Stratiomyidae)? J. Econ. 113, 2549-2552.
doi: 10.1093/jee/toaal82

Entomol.

Kumar, D., Datt, C., Das, L. K., and Kundu, S. S. (2015). Evaluation of various
feedstuffs of ruminants in terms of chemical composition and metabolisable
energy content. Vet. World 8, 605-609. doi: 10.14202/vetworld.2015.605-609

Lemos, F.J. A.,and Terra, W. R. (1991). Digestion of bacteria and the role of midgut
lysozyme in some insect larvae. Comparat. Biochem. Physiol. Part B Comparat.
Biochem. 100, 265-268. doi: 10.1016/0305-0491(91)90372-K

Lenaerts, S., van der Borght, M. Callens, A., and van Campenhout, L.
(2018). Suitability of microwave drying for mealworms (Tenebrio molitor) as
alternative to freeze drying: Impact on nutritional quality and colour. Food
Chem. 254, 129-136.

Levene, H. (1960). “Robust tests for equality of variances,” in Contributions to
Probability and Statistics: Essays in Honor of Harold Hotelling, eds I. Olkin and
H. Hotelling (Stanford: Stanford University Press).

Li, L, Li, Z, Wang, K, Liu, Y., Li, Y., and Wang, Q. (2016). Synthesis
and antiviral, insecticidal, and fungicidal activities of gossypol derivatives
containing alkylimine, oxime or hydrazine moiety. Bioorg. Med. Chem. 24,
474-483. doi: 10.1016/j.bmc.2015.08.015

Liener, L. E., Wiseman, J., and Cole, D. J. A. (1990). Naturally occurring toxic factors
in animal feedstuffs. Feedstuff Evaluat. 1990, 377-394. doi: 10.1016/B978-0-
408-04971-9.50028-7

Lim, S.-J., Kim, S.-S., Pham, M.-A., Song, J.-W., Cha, J.-H., Kim, J.-D., et al.
(2010). Effects of Fermented Cottonseed and Soybean Meal with Phytase
Supplementation on Gossypol Degradation, Phosphorus Availability, and
Growth Performance of Olive Flounder (Paralichthys olivaceus). Fisher. Aquat.
Sci. 13, 284-293. doi: 10.5657/fas.2010.13.4.284

Lozupone, C., and Knight, R. (2005). UniFrac: a new phylogenetic method for
comparing microbial communities. Appl. Environ. Microbiol. 71, 8228-8235.
doi: 10.1128/AEM.71.12.8228-8235.2005

Madden, A. A., Epps, M. J., Fukami, T., Irwin, R. E., Sheppard, J., Sorger, D. M.,
et al. (2018). The ecology of insect-yeast relationships and its relevance to
human industry. Proc. Biol. Sci. 285:2733. doi: 10.1098/rspb.2017.2733

Mageshwaran, V., Majee, S., and Pandiyan, K. (2017). Isolation and Identification
of Potential Gossypol Degrading Fungal Strains from Cotton Growing Soil.
MRJI 21, 1-6. doi: 10.9734/MR]J1/2017/35364

Martin, M. (2011). Cutadapt removes adapter sequences from high-throughput
sequencing reads. EMBnet. ]. 17, 10-12. doi: 10.14806/¢j.17.1.200

McCarthy, A. (1987). Lignocellulose-degrading actinomycetes. FEMS Microbiol.
Lett. 46, 145-163. doi: 10.1016/0378-1097(87)90061-9

McNulty, M., Puljung, M., Jefford, G., and Dubreuil, R. R. (2001). Evidence
that a copper-metallothionein complex is responsible for fluorescence in acid-
secreting cells of the Drosophila stomach. Cell Tissue Res. 304, 383-389. doi:
10.1007/s004410100371

Meisner, J., Ishaaya, I, Ascher, K. R. S., and Zur, M. (1978). Gossypol Inhibits
Protease and Amylase Activity of Spodoptera littoralisl Larvae2. Ann. Entomol.
Soc. Am. 71, 5-8. doi: 10.1093/aesa/71.1.5

Mertenat, A., Diener, S., and Zurbriigg, C. (2019). Black Soldier Fly biowaste
treatment - Assessment of global warming potential. Waste Manag. 84, 173—
181. doi: 10.1016/j.wasman.2018.11.040

Miiller, A., Wolf, D., and Gutzeit, H. O. (2017). The black soldier fly, Hermetia
illucens - a promising source for sustainable production of proteins, lipids and
bioactive substances. Z Naturforsch. C J. Biosci. 72, 351-363. doi: 10.1515/znc-
2017-0030

Ozogul, F. (2004). Production of biogenic amines by Morganella morganii,
Klebsiella pneumoniae and Hafnia alvei using a rapid HPLC method. Eur. Food
Res. Technol. 219, 465-469. doi: 10.1007/s00217-004-0988-0

Paludo, C. R., Menezes, C., Silva-Junior, E. A., Vollet-Neto, A., Andrade-
Dominguez, A., Pishchany, G., et al. (2018). Stingless Bee Larvae Require Fungal
Steroid to Pupate. Sci. Rep. 8:1122. doi: 10.1038/s41598-018-19583-9

Pang, W., Hou, D., Chen, J., Nowar, E. E., Li, Z., Hu, R,, et al. (2020). Reducing
greenhouse gas emissions and enhancing carbon and nitrogen conversion in
food wastes by the black soldier fly. J. Environ. Manage. 260:110066. doi: 10.
1016/j.jenvman.2020.110066

Parodi, A., Boer, I. J. M., de, Gerrits, W. ]. ]., van Loon, J. J. A., Heetkamp, M. ]. W,
etal. (2020). Bioconversion efficiencies, greenhouse gas and ammonia emissions
during black soldier fly rearing — A mass balance approach. J. Cleaner Product.
271:122488. doi: 10.1016/j.jclepro.2020.122488

Frontiers in Microbiology | www.frontiersin.org

March 2021 | Volume 12 | Article 634503


https://doi.org/10.4315/0362-028X-67.4.685
https://doi.org/10.1016/j.wasman.2019.07.011
https://doi.org/10.1016/0006-3207(92)91201-3
https://doi.org/10.1016/S0044-8486(01)00526-9
https://doi.org/10.1007/s12010-011-9530-6
https://doi.org/10.1007/s12649-019-00620-1
https://doi.org/10.1007/s12649-019-00620-1
https://doi.org/10.1098/rstb.2019.0068
https://doi.org/10.1371/journal.pone.0129933
https://doi.org/10.1371/journal.pone.0129933
https://doi.org/10.3389/fmicb.2019.01178
https://doi.org/10.3389/fmicb.2019.01178
https://doi.org/10.1111/j.1095-8649.1970.tb03288.x
https://doi.org/10.1007/s00248-013-0219-y
https://doi.org/10.1111/j.1574-6941.2012.01437.x
https://doi.org/10.3314/mmj.16-00007
https://doi.org/10.1007/s00284-011-9874-8
https://doi.org/10.1111/1751-7915.13393
https://doi.org/10.3389/fmicb.2020.00993
https://doi.org/10.3389/fmicb.2020.00993
https://doi.org/10.1093/jee/toaa182
https://doi.org/10.14202/vetworld.2015.605-609
https://doi.org/10.1016/0305-0491(91)90372-K
https://doi.org/10.1016/j.bmc.2015.08.015
https://doi.org/10.1016/B978-0-408-04971-9.50028-7
https://doi.org/10.1016/B978-0-408-04971-9.50028-7
https://doi.org/10.5657/fas.2010.13.4.284
https://doi.org/10.1128/AEM.71.12.8228-8235.2005
https://doi.org/10.1098/rspb.2017.2733
https://doi.org/10.9734/MRJI/2017/35364
https://doi.org/10.14806/ej.17.1.200
https://doi.org/10.1016/0378-1097(87)90061-9
https://doi.org/10.1007/s004410100371
https://doi.org/10.1007/s004410100371
https://doi.org/10.1093/aesa/71.1.5
https://doi.org/10.1016/j.wasman.2018.11.040
https://doi.org/10.1515/znc-2017-0030
https://doi.org/10.1515/znc-2017-0030
https://doi.org/10.1007/s00217-004-0988-0
https://doi.org/10.1038/s41598-018-19583-9
https://doi.org/10.1016/j.jenvman.2020.110066
https://doi.org/10.1016/j.jenvman.2020.110066
https://doi.org/10.1016/j.jclepro.2020.122488
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles

Tegtmeier et al.

BSFL Bacterial and Fungal Microbiome

Perednia, D., Anderson, J., and Rice, A. (2017). A Comparison of the Greenhouse
Gas Production of Black Soldier Fly Larvae versus Aerobic Microbial
Decomposition of an Organic Feed Material. J. Ecol. Environ. Sci. 5, 10-16.

Phaff, H. J., Miller, M. W., Recca, J. A., Shifrine, M., and Mrak, E. M. (1956).
Yeasts Found in the Alimentary Canal of Drosophila. Ecology 37, 533-538.
doi: 10.2307/1930176

Pons, W. A., and Eaves, P. H. (1967). Aqueous acetone extraction of cottonseed.
J. Am. Oil Chem. Soc. 44, 460-465. doi: 10.1007/BF02666795

Quast, C., Pruesse, E., Yilmaz, P., Gerken, J., Schweer, T., Yarza, P., et al. (2013). The
SILVA ribosomal RNA gene database project: improved data processing and
web-based tools. Nucleic Acids Res. 41, D590—D596. doi: 10.1093/nar/gks1219

Reiser, R, and Fu, H. C. (1962). The mechanism of gossypol detoxification by
ruminant animals. J. Nutr. 76, 215-218. doi: 10.1093/jn/76.2.215

Santos, A. C. D. S., Diniz, A. G., Tiago, P. V., and Oliveira, N. T. (2020).
Entomopathogenic Fusarium species: a review of their potential for the
biological control of insects, implications and prospects. Fungal Biol. Rev. 34,
41-57. doi: 10.1016/j.br.2019.12.002

Schrijver, A. D., and Mot, R. D. (1999). Degradation of pesticides by actinomycetes.
Crit. Rev. Microbiol. 25, 85-119. doi: 10.1080/10408419991299194

Shanbhag, S., and Tripathi, S. (2009). Epithelial ultrastructure and cellular
mechanisms of acid and base transport in the Drosophila midgut. J. Exp. Biol.
212, 1731-1744. doi: 10.1242/jeb.029306

Starmer, W. T., Barker, J. S., Phaff, H. J., and Fogleman, J. C. (1986). Adaptations
of Drosophila and Yeasts: their Interactions with the Volatile 2-propanol in
the Cactus-Microorganism-Drosophila Model System. Aust. ]. Biol. Sci. 39:69.
doi: 10.1071/BI9860069

Stefanini, I. (2018). Yeast-insect associations: It takes guts. Yeast 35, 315-330.
doi: 10.1002/yea.3309

Stipanovic, R. D., Lopez, J. D., Dowd, M. K., Puckhaber, L. S., and Duke,
S. E. (2006). Effect of racemic and (+)- and (-)-gossypol on the survival and
development of Helicoverpa zea larvae. J. Chem. Ecol. 32, 959-968. doi: 10.1007/
510886-006-9052-9

Sundberg, C., Al-Soud, W. A,, Larsson, M., Alm, E., Yekta, S. S., Svensson, B. H.,
et al. (2013). 454 pyrosequencing analyses of bacterial and archaeal richness in
21 full-scale biogas digesters. FEMS Microbiol. Ecol. 85, 612-626. doi: 10.1111/
1574-6941.12148

van Huis, A. (2013). Potential of insects as food and feed in assuring food security.
Annu. Rev. Entomol. 58, 563-583. doi: 10.1146/annurev-ento-120811-153704

Varotto Boccazzi, I, Ottoboni, M., Martin, E., Comandatore, F., Vallone, L.,
Spranghers, T., et al. (2017). A survey of the mycobiota associated with larvae
of the black soldier fly (Hermetia illucens) reared for feed production. PLoS One
12:€0182533. doi: 10.1371/journal.pone.0182533

Vega, F. E., and Dowd, P. F. (2005). “The role of yeasts as insect endosymbionts,” in
Insect-fungal associations: ecology and evolution, eds F. E. Vega and M. Blackwell
(New York: Oxford University Press), 211-243.

Vogel, H., Miiller, A., Heckel, D. G., Gutzeit, H., and Vilcinskas, A. (2018).
Nutritional immunology: Diversification and diet-dependent expression of
antimicrobial peptides in the black soldier fly Hermetia illucens. Dev. Comp.
Immunol. 78, 141-148. doi: 10.1016/j.dci.2017.09.008

Vogel, H., Shukla, S., Engl, T., Weiss, B., Fischer, R., Steiger, S., et al. (2017). The
digestive and defensive basis of carcass utilization by the burying beetle and its
microbiota. Nat. Commun. 8:15186. doi: 10.1038/ncomms15186

Wang, C., Guo, X., Deng, H., Dong, D., Tu, Q., and Wu, W. (2014). New insights
into the structure and dynamics of actinomycetal community during manure
composting. Appl. Microbiol. Biotechnol. 98, 3327-3337. doi: 10.1007/s00253-
013-5424-6

Wang, J., Wang, B.,, Du, H., Zhang, H., Li, H, Wang, F., et al. (2019a).
Effects of Diutina rugosa SD-17 on growth performance, intestine
morphology, and immune status of chickens. Poult. Sci. 98, 6311-6318.
doi: 10.3382/ps/pez428

Wang, J., Zhang, H., Du, H., Wang, F., Li, H., and Zhao, X. (2019b). Identification
and characterization of Diutina rugosa SD-17 for potential use as a probiotic.
LWT 109, 283-288. doi: 10.1016/j.1wt.2019.04.042

Wang, Y., and Rozen, D. E. (2017). Gut Microbiota Colonization and Transmission
in the Burying Beetle Nicrophorus vespilloides throughout Development. Appl.
Environ. Microbiol. 83, 3250-3216e. doi: 10.1128/ AEM.03250- 16

Wang, Y., and Rozen, D. E. (2018). Gut microbiota in the burying beetle,
Nicrophorus vespilloides, provide colonization resistance against larval bacterial
pathogens. Ecol. Evol. 8, 1646-1654. doi: 10.1002/ece3.3589

Wang, Z., and Leung, K. M. Y. (2015). Effects of unionised ammonia on tropical
freshwater organisms: Implications on temperate-to-tropic extrapolation and
water quality guidelines. Environ. Pollut. 205, 240-249. doi: 10.1016/j.envpol.
2015.05.045

Welch, B. L. (1947). The generalisation of student’s problems when several different
population variances are involved. Biometrika 34, 28-35. doi: 10.1093/biomet/
34.1-2.28

Werner, J. J., Koren, O., Hugenholtz, P., DeSantis, T. Z., Walters, W. A., Caporaso,
J. G, et al. (2012). Impact of training sets on classification of high-throughput
bacterial 16s rRNA gene surveys. ISME J. 6, 94-103. doi: 10.1038/isme;j.2011.82

White, T. J., Bruns, T., Lee, S., and Taylor, J. (1990). “38 - Amplification And
Direct Sequencing Of Fungal Ribosomal Rna Genes For Phylogenetics,” in PCR
Protocols, eds M. A. Innis, D. H. Gelfand, J. J. Sninsky, and T. J. White (San
Diego: Academic Press), 315-322.

Wu, K., Li, S., Wang, J., Ni, Y., Huang, W, Liu, Q., et al. (2020). Peptide Hormones
in the Insect Midgut. Front. Physiol. 11:191. doi: 10.3389/fphys.2020.00191

Wrynants, E., Frooninckx, L., Crauwels, S., Verreth, C., Smet, J., de, et al. (2019).
Assessing the Microbiota of Black Soldier Fly Larvae (Hermetia illucens) Reared
on Organic Waste Streams on Four Different Locations at Laboratory and Large
Scale. Microb. Ecol. 77,913-930. doi: 10.1007/s00248-018-1286-x

Yang, X., Guo, J., and Sun, J. (2011). Biodegradation of free-gossypol by a new
fungus isolated from cotton planted soil. Afr. J. Microbiol. Res. 5, 3066-3072.
doi: 10.5897/AJMR10.791

Yang, X., Sun, J.-Y., Guo, J.-L., and Weng, X.-Y. (2012). Identification and
proteomic analysis of a novel gossypol-degrading fungal strain. J. Sci. Food
Agric. 92, 943-951. doi: 10.1002/jsfa.4675

Zamaliutdinova, N. M., Minnullina, L. F., Sharipova, M. R., and Mardanova, A. M.
(2014). New metalloendopeptidase of Morganella morganii ZM. Bioorg. Khim.
40, 682-687. doi: 10.1134/s1068162014060156

Zhang, W.-]., Xu, Z.-R., Zhao, S.-H., Jiang, J.-F., Wang, Y.-B., and Yan, X.-
H. (2006). Optimization of process parameters for reduction of gossypol
levels in cottonseed meal by Candida tropicalis ZD-3 during solid substrate
fermentation. Toxicon 48, 221-226. doi: 10.1016/j.toxicon.2006.05.003

Zhang, W.-J., Xu, Z.-R., Zhao, S.-H., Sun, J.-Y., and Yang, X. (2007). Development
of a microbial fermentation process for detoxification of gossypol in cottonseed
meal. Anim. Feed Sci. Technol. 135, 176-186. doi: 10.1016/j.anifeedsci.2006.06.
003

Zhang, Y., Zhang, Z., Dai, L., Liu, Y., Cheng, M., and Chen, L. (2018). Isolation and
characterization of a novel gossypol-degrading bacteria Bacillus subtilis strain
Rumen Bacillus Subtilis. Asian Austr. J. Anim. Sci. 31, 63-70. doi: 10.5713/ajas.
17.0018

Zheng, L., Crippen, T. L., Singh, B., Tarone, A. M., Dowd, S., Yu, Z., et al. (2013).
A survey of bacterial diversity from successive life stages of black soldier fly
(Diptera: Stratiomyidae) by using 16S rDNA pyrosequencing. J. Med. Entomol.
50, 647-658. doi: 10.1603/me12199

Conflict of Interest: The authors declare that the research was conducted in the
absence of any commercial or financial relationships that could be construed as a
potential conflict of interest.

Copyright © 2021 Tegtmeier, Hurka, Kliiber, Brinkrolf, Heise and Vilcinskas. This
is an open-access article distributed under the terms of the Creative Commons
Attribution License (CC BY). The use, distribution or reproduction in other forums
is permitted, provided the original author(s) and the copyright owner(s) are credited
and that the original publication in this journal is cited, in accordance with accepted
academic practice. No use, distribution or reproduction is permitted which does not
comply with these terms.

Frontiers in Microbiology | www.frontiersin.org

March 2021 | Volume 12 | Article 634503


https://doi.org/10.2307/1930176
https://doi.org/10.1007/BF02666795
https://doi.org/10.1093/nar/gks1219
https://doi.org/10.1093/jn/76.2.215
https://doi.org/10.1016/j.fbr.2019.12.002
https://doi.org/10.1080/10408419991299194
https://doi.org/10.1242/jeb.029306
https://doi.org/10.1071/BI9860069
https://doi.org/10.1002/yea.3309
https://doi.org/10.1007/s10886-006-9052-9
https://doi.org/10.1007/s10886-006-9052-9
https://doi.org/10.1111/1574-6941.12148
https://doi.org/10.1111/1574-6941.12148
https://doi.org/10.1146/annurev-ento-120811-153704
https://doi.org/10.1371/journal.pone.0182533
https://doi.org/10.1016/j.dci.2017.09.008
https://doi.org/10.1038/ncomms15186
https://doi.org/10.1007/s00253-013-5424-6
https://doi.org/10.1007/s00253-013-5424-6
https://doi.org/10.3382/ps/pez428
https://doi.org/10.1016/j.lwt.2019.04.042
https://doi.org/10.1128/AEM.03250-16
https://doi.org/10.1002/ece3.3589
https://doi.org/10.1016/j.envpol.2015.05.045
https://doi.org/10.1016/j.envpol.2015.05.045
https://doi.org/10.1093/biomet/34.1-2.28
https://doi.org/10.1093/biomet/34.1-2.28
https://doi.org/10.1038/ismej.2011.82
https://doi.org/10.3389/fphys.2020.00191
https://doi.org/10.1007/s00248-018-1286-x
https://doi.org/10.5897/AJMR10.791
https://doi.org/10.1002/jsfa.4675
https://doi.org/10.1134/s1068162014060156
https://doi.org/10.1016/j.toxicon.2006.05.003
https://doi.org/10.1016/j.anifeedsci.2006.06.003
https://doi.org/10.1016/j.anifeedsci.2006.06.003
https://doi.org/10.5713/ajas.17.0018
https://doi.org/10.5713/ajas.17.0018
https://doi.org/10.1603/me12199
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/microbiology
https://www.frontiersin.org/
https://www.frontiersin.org/journals/microbiology#articles

	Cottonseed Press Cake as a Potential Diet for Industrially Farmed Black Soldier Fly Larvae Triggers Adaptations of Their Bacterial and Fungal Gut Microbiota
	Introduction
	Materials and Methods
	Black Soldier Fly Breeding
	Developmental andPhysiological Parameters
	Nutritional Parameters of BSFL andFeed Substrates
	Sample Collection and DNA Extraction
	Analysis of the Microbial Community by Amplicon Sequencing
	Statistical Analysis

	Results
	Black Soldier Fly Developmental, Physiological, and Nutritional Parameters
	Analysis of the Bacterial and Archaeal Communities by Amplicon Sequencing
	Analysis of the Fungal Community by Amplicon Sequencing

	Discussion
	Developmental, Physiological, and Nutritional Parameters of BlackSoldier Flies
	The BSFL Bacterial and Archaeal Communities
	The BSFL Fungal Community

	Conclusion and Outlook
	Data Availability Statement
	Author Contributions
	Funding
	Acknowledgments
	Supplementary Material
	References


