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Abstract
Background The world faces a major infectious disease challenge. Interest in the discovery, design, or development 
of antimicrobial peptides (AMPs) as an alternative approach for the treatment of bacterial infections has increased. 
Insects are a good source of AMPs which are the main effector molecules of their innate immune system. Black 
Soldier Fly Larvae (BSFL) are being developed for large-scale rearing for food sustainability, waste reduction and as 
sustainable animal and fish feed. Bioinformatic studies have suggested that BSFL have the largest number of AMPs 
identified in insects. However, most AMPs identified in BSF have not yet undergone antimicrobial evaluation but are 
promising leads to treat critical infections.

Results Jg7197.t1, Jg7902.t1 and Jg7904.t1 were expressed into the haemolymph of larvae following infection 
with Salmonella enterica serovar Typhimurium and were predicted to be AMPs using the computational tool ampir. 
The genes encoding these proteins were within 2 distinct clusters in chromosome 1 of the BSF genome. Following 
removal of signal peptides, predicted structures of the mature proteins were superimposed, highlighting a high 
degree of structural conservation. The 3 AMPs share primary sequences with proteins that contain a Kunitz-binding 
domain; characterised for inhibitory action against proteases, and antimicrobial activities. An in vitro antimicrobial 
screen indicated that heterologously expressed SUMO-Jg7197.t1 and SUMO-Jg7902.t1 did not show activity against 
12 bacterial strains. While recombinant SUMO-Jg7904.t1 had antimicrobial activity against a range of Gram-negative 
and Gram-positive bacteria, including the serious pathogen Pseudomonas aeruginosa.

Conclusions We have cloned and purified putative AMPs from BSFL and performed initial in vitro experiments to 
evaluate their antimicrobial activity. In doing so, we have identified a putative novel defensin-like AMP, Jg7904.t1, 
encoded in a paralogous gene cluster, with antimicrobial activity against P. aeruginosa.
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Background
The world faces a major infectious disease challenge, 
exacerbated by growing levels of antimicrobial resis-
tance (AMR). New therapeutic modalities are desper-
ately needed, with increasing attention being paid to the 
potential of antimicrobial peptides (AMPs) [1, 2].

AMPs are typically small proteins that are usually 
formed from fewer than 50 amino acids and possess 
molecular weights (MWs) of around 10  kDa. AMPs are 
stable and retain activity across a wide pH range [3]. 
Many are cationic, with membrane interactions medi-
ated by electrostatic forces between positively charged 
AMPs and negatively charged bacterial membranes and 
with other negatively charged structures, e.g., lipopoly-
saccharide, lipoteichoic acid and DNA [4]. Interactions 
between AMPs and eukaryotic cells are weak compared 
to bacterial membranes, as the outer layer of eukaryotic 
cells is composed of zwitterionic phosphatidylcholine 
and sphingomyelin that display neutral charge at physi-
ological pH [4, 5]. Anionic AMPs use environmental 
metal ions to form salt bridges that facilitate bacterial 
membrane disruption [6]. AMPs demonstrate a broad-
spectrum of antimicrobial actions against a range of 
microorganisms including bacteria, fungi, viruses, and 
other microbes [7].

AMPs can be divided into 4 categories based on their 
structural elements and can be classed as either linear 
α-helical peptides, β-sheet containing peptides, linear 
extended peptides that are devoid of α- or β-structures, 
or they can be classed as peptides containing a mix of α- 
and β-elements [8]. Although these structural similarities 
can be used to classify AMPs, peptides with even minor 
differences in physicochemical and structural properties 
may have significantly different activities [9]. Therefore, 
AMPs have been further classified into families which 
consider features such as structure, amino acid compo-
sition, and source organism, which helps to better dis-
criminate collections of AMPs. Defensins are the most 
well studied family of AMPs and are primarily defined 
structurally through their N-terminal loop followed by 
an antiparallel β-sheet core that is stabilised through 3 to 
4 intramolecular disulphide bonds [8]. Based on the spa-
tial distribution of cysteines, defensins are further subdi-
vided into α-, β- and θ-defensins [8]. Defensins are small 
(2–6 kDa) AMPs that are typically rich in basic arginine 
and lysine residues which provide the AMPs with an 
overall cationic nature [10]. Defensins are mostly active 
against Gram-positive bacteria, but some also display 
antimicrobial activity against Gram-negative bacteria and 
fungi [11].

The mechanisms of antimicrobial action of AMPs 
are highly diverse. The most investigated mechanism 
of AMPs is their ability to disrupt membranes [12]. 
Membrane-acting AMPs lead to peptide-peptide or 

lipid-peptide complexes; when a critical concentration 
is reached, AMPs penetrate the hydrophobic core of the 
bilayer, and form transmembrane pores and cytoplas-
mic membrane lysis through models such as toroidal 
pore, carpet-like and barrel stave [1, 5, 13, 14]. Non-
membrane-acting AMPs translocate across membranes 
without damage, destabilising cell function by direct 
interaction with DNA, RNA, and protein [4, 13]. Some 
AMPs can interact with various membrane and non-
membrane based targets in different bacterial species 
[15], for example, certain AMPs may kill one species of 
bacteria through membrane disruption whilst they may 
target intracellular structures against another species .

AMPs act on bacteria quickly and have a low risk of 
generating resistance as it is difficult for bacteria to rede-
sign membranes with resistance to disruption [16–18]. 
Rapid bactericidal activity reduces treatment duration; 
fewer bacterial generations lower the potential for resis-
tance development [1, 19]. The short half-life of AMPs 
contributes to low environmental persistence, and their 
bactericidal effect is independent of growing state, 
whereas conventional antibiotics kill dividing cells [1, 19].

Insects AMPs are the main effector molecules of their 
innate immune system, produced locally at different sur-
face epithelia or secreted systemically by haemocytes and 
fat bodies into haemolymph when triggered by pathogen 
recognition [13, 14, 20]. They are generally unexplored 
for drug development and other applications [21], with 
the most studied being cecropins, defensins and attacins.

The greater wax moth, Galleria mellonella, and the 
fruit fly, Drosophilia melanogaster, have traditionally 
been used to investigate insect immune responses. How-
ever, recently, the immune system of the Black Soldier Fly 
(BSF), Hermetia illucens (L.) (Diptera: Stratiomyidae), 
has attracted attention [22].

H. illucens is a non-pest synanthropic species native to 
the neotropics and common in regions with temperate 
climates [23]. The larvae reside in large colonies that feed 
on decaying material such as animal and plant wastes 
[24]. The species is of growing interest in industrial and 
research sectors engaged in the bioeconomical produc-
tion of food, the bioremedial management of waste, and 
the development of novel therapeutics [25–27].

H. illucens have the largest number of AMPs identified 
in insects, some of which can be induced by feeding on 
a diet with bacteria or using different organic substrates 
[14, 28, 29]. Bioinformatic analysis of the BSFL genome 
has identified 57 putatively active AMPs [13]. To date, 
17 AMPs from H. illucens have been characterised for 
their in vitro antimicrobial activity against bacteria [21, 
25, 30–36]. Hidefensin-1 and Hidiptericin-1 inhibit the 
growth of Streptococcus pneumoniae and Escherichia coli, 
while HiCG13551 inhibits the growth of S. aureus and E. 
coli [21]. Hill-Cec1 and Hill-Cec10 are bactericidal, with 
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membrane permeabilising effects against Gram-negative 
bacteria, including Klebsiella pneumoniae and multi-
drug resistant (MDR) Pseudomonas aeruginosa, and can 
prevent Pseudomonas aeruginosa biofilm formation [18, 
37]. However, most AMPs identified in BSF have not yet 
undergone antimicrobial evaluation but are promising 
leads to treat infections [20].

The aim of this study was to identify and produce novel 
AMPs from H. illucens, to enhance our repertoire of 
antimicrobial options. To achieve this aim, we identified 
novel putative AMPs from H. illucens through studies of 
secreted proteins in the larval haemolymph and genomic 
analyses. We then prepared and purified recombinant 
putative AMPs, and subsequently phenotypically charac-
terised them against various species of bacteria including 
bacterial pathogens presenting a risk to public health.

Results
Identification of 3 putative AMPs from H. Illucens
Fifth instar H. illucens larvae were infected with Salmo-
nella enterica serovar Typhimurium strain SL1344 to 
stimulate the expression of AMPs. Haemolymph of the 
infected larvae was harvested to collect the AMPs that 
had been secreted to tackle the infection. Low molecu-
lar weight proteins, such as typical AMPs, that were in 
the harvested haemolymph were selected for using the 
flow through of ultra-centrifugal filters with a molecu-
lar weight cut-off of 10  kDa. The low molecular weight 
proteins were resolved using SDS-PAGE and detected 
using silver staining (Supplementary Fig. 1). Bands were 
excised and underwent liquid chromatography tandem 
mass spectrometry (LC-MS/MS) to identify fragment 
protein sequences which were scanned against the trans-
lated coding sequences (CDSs) of the BSF genome. This 
process identified CDSs of genes expressed in larvae that 
had been infected with S. Typhimurium.

The translated CDSs of the BSF genome (GenBank: 
GCA_905115235.1, BioSample: SAMEA6847289.) [38] 
were computationally scored for likelihood of encod-
ing an AMP. Three CDSs that scored highly using the 
ampir index of AMP prediction [39], were identified to 
also be contained in the haemolymph of larvae infected 
with S. Typhimurium SL1344 (Table 1). Jg7197.t1 (ampir 
score = 0.991), Jg7902.1 (ampir score = 0.961) and Jg7904.
t1 (ampir score = 0.952) were each between 77 and 79 
amino acids in length with molecular weights between 
8.3 and 8.9 kDa. All 3 CDSs encoded proteins with sig-
nal peptides between 19 and 21 amino acids, which is 
a feature indicative of secreted proteins. Jg7197.t1 and 
Jg7902.t1 possessed pIs near 8 and as a result were pre-
dicted to be cationic at pH 7.0, with theoretical charges of 
+ 1.72 and + 2.63, respectively. Using the Eisenberg scale, 
all proteins were calculated to be hydrophobic which is 
indicative of membrane disruptive ability that underpins Ta
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the classical mechanism for AMP functionality [40, 41]. 
Of the 17,664 CDSs analysed using ampir from the BSF 
genome, Jg7197.t1, Jg7902.t1 and Jg7904.t1 ranked as the 
8th, 57th and 71st CDSs most likely to encode AMPs, 
respectively.

In silico characterisation of 3 putative AMPs from H. Illucens
Model structures of the mature proteins without sig-
nal peptides were predicted using AlphaFold v2.1.0 
(AF2) [42] (Fig.  1A). All predicted structures shared an 
αβ-motif composed of 2 antiparallel β-strands flanked 
by short a-helices. Superimposition of the proteins high-
lighted the high degree of similarity between each of 
the predicted structures (Fig. 1B). There were high con-
fidences in the structure predictions (Supplementary 
Fig.  2A). The cysteine rich αβ-motif model structures 
were likely stabilised through disulphide bonds, as all 3 
structures held pairs of cysteine residues within 7.5Å 
of each other (Supplementary Fig.  2B), which has been 
identified as a distance limit for disulphide bond forma-
tion [43]. Cysteine-stabilised αβ-motif structures are typ-
ical of the defensin family of AMPs [10].

The 3 predicted AMPs shared primary protein 
sequences with proteins containing a Kunitz-binding 
domain and several toxins (Supplementary Table 1).

Genomic clustering of the novel putative AMPs
The genes of the 3 putative AMPs were found to lie 
within 2 distinct paralogous clusters of short gene 
sequences in chromosome 1 of the H. illucens genome. 

Jg7197.t1 was in a gene cluster of 5 short gene sequences, 
whilst Jg7902.t1 and Jg7904.t1 were both contained 
in a cluster of 4 short paralogous gene sequences. The 
CDSs contained within these gene clusters were all pre-
dicted to likely encode AMPs (Table  2). Like the repre-
sentative sequences, Jg7197.t1, Jg7902.t1 and Jg7904.
t1, all sequences within the paralogous gene clusters 
were found to contain signal peptides between 18 and 
22 amino acids and mature protein sequences ranged 
between 56 and 60 amino acids, with molecular weights 
between 6.4 and 7.0 kDa. However, despite these similar-
ities the paralogous proteins differed by theoretical pIs, 
resulting in changes to surface charges. This may reflect a 

Table 2 Paralogous gene clusters encoding predicted AMPs 
including Jg7197.t1, Jg7902.t1 and Jg7904.t1
Paralo-
gous 
gene 
cluster

Gene ampir 
score

MW (kDa) 
of mature 
protein

pI Charge 
at pH 
7.0

1 jg7201.t1 0.988 6.53 5.194 -2.76
jg7200.t1 0.920 6.58 5.269 -2.69
jg7199.t1 0.903 6.92 6.167 -0.68
jg7198.t1 0.828 6.74 6.234 -0.53
jg7197.t1 0.991 6.78 7.344 + 0.57

2 jg7901.t1 0.979 6.92 7.187 + 0.30
jg7902.t1 0.961 6.16 7.684 + 1.33
jg7903.t1 0.982 6.61 6.359 -0.86
jg7904.t1 0.952 6.46 4.821 -2.93

Fig. 1 Structure predictions of the predicted AMPs; Jg7197.t1, Jg7902.t1, and Jg7904.t1. (A) The tertiary structures of the 3 proteins were predicted using 
AF2 and the structures were visualised using PyMol. Helical structures are coloured blue; looped regions are coloured magenta and sheets are coloured in 
red. The 3 proteins held an αβ-structural motif. (B) Superimposition of the 3 AF2 models demonstrated the high degree of similarity between the protein 
structures. Jg7197.t1 is shown in peach, Jg7902.t1 is shown in light blue and Jg7904.t1 is shown in purple
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functional divergence or be indicative of the environment 
in which the proteins are secreted.

Multi-sequence alignments of the 2 paralogous gene 
clusters revealed a high degree of sequence conserva-
tion (Fig.  2). The greatest conservation was seen at the 
C-termini of the paralogous clusters whilst the N-termi-
nal signal peptide sequences were less well conserved. In 
both clusters, 6 cysteines were conserved, therefore the 
formation of 3 disulphide bonds is likely shared between 
all paralogous proteins. The same structural feature is 
strongly conserved within the defensin family of AMPs 
[10].

The structures of the pro-peptide proteins encoded 
by the paralogous gene clusters were predicted in AF2. 
All proteins in both paralogous gene clusters held the 
highly conserved αβ-motif structure seen in Jg7197.t1, 
Jg7902.t1 and Jg7904.t1 (Fig.  3A and B). Interestingly, 
all structures contained an N-terminal α-helical signal 
peptide with different kink-angles between each of the 
structures. Despite the gene clusters being in distinct 
regions, separate from one another on the genome, the 
structures were highly conserved between the 2 clusters 
(Fig. 3C).

Heterologous expression of recombinant putative AMPs
The representative putative AMPs, Jg7197.t1, Jg7902.
t1 and Jg7904.t1, identified in the haemolymph of lar-
vae infected with S. Typhimurium and computationally 
predicted to be AMPs, were produced as recombinant 
proteins. The 3 sequences were expressed in E. coli BL21 
(DE3) as constructs containing an N-terminal 6xHis tag, 
and SUMO solubility tag. Despite the SUMO tag, all 3 
proteins were expressed mostly as insoluble inclusion 
bodies (Supplementary Fig. 3). To purify from inclusions, 
the recombinant proteins were isolated from bacterial 

cultures that had been induced with 0.5mM IPTG. A 
purification approach was taken to chemically solubilise 
the recombinant proteins and capture them through 
nickel affinity chromatography. The solubilisation agent 
was then gently removed from the protein environment 
to allow for refolding. Molecular weights of the recom-
binant fusion proteins were 23.5  kDa, 23.5  kDa and 
23.8  kDa for Jg7197.t1, Jg7902.t1 and Jg7904.t1, respec-
tively. SDS-PAGE and western blotting confirmed the 
presence of the purified recombinant proteins (Fig. 4A-C, 
Supplementary Fig. 4).

Phenotypic characterisation of the putative AMPs
The recombinant proteins were screened for antimi-
crobial activity against a panel of 12 strains of bacteria 
including representative Gram-negative and Gram-pos-
itive species. The in vitro assay periodically measured 
ODs of bacterial cultures exposed to 250 µg/mL recom-
binant protein in a 96-well plate format over the course 
of 8 h. Growth curves for each assay were generated and 
area under the curve (AUC) was used to determine statis-
tical significance of exposure to the recombinant protein. 
As the recombinant proteins were in a buffer containing 
500mM Tris pH 8.0, a control of each bacterial culture 
grown in the buffer alone was also included to deter-
mine if any effect observed was because of the buffer 
or the protein. An undisturbed growth control was also 
included, consisting of bacteria grown in Mueller Hinton 
Broth media without the addition of protein or buffer.

Recombinant Jg7197.t1 (250  µg/ml, 9.88µM) did not 
demonstrate any clear antimicrobial activity in the assay 
(Fig.  5A). Similarly, recombinant Jg7902.t1 (250  µg/ml, 
10.64µM) also did not demonstrate a clear inhibitory 
phenotype against the 12 strains of bacteria used in the 
assay (Fig. 5B).

Fig. 2 Multi-sequence alignments of paralogous gene cluster protein sequences. (A) Sequence alignments of the protein sequences encoded by the 
gene jg719.t1 cluster and (B) the jg7902.t1 and jg7904.t1 gene cluster. Sequences are coloured dark blue to show high conservation in residues and light 
blue to show low conservation. Multisequence alignment was performed with TCoffee and visualised with Jalview
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Contrastingly, recombinant Jg7904.t1 demonstrated 
antimicrobial activity against both Gram-negative and 
Gram-positive bacteria (Fig. 5C). Over the course of the 
8-hour assay, recombinant Jg7904.t1 (250 µg/ml, 10.5µM) 
inhibited the growth of the Gram-negative pathogen 

P. aeruginosa PaO1 as well as the Gram-positive spe-
cies Bacillus megaterium QM B1551 and Bacillus cereus 
ATCC 14,579.

To confirm the antimicrobial activity of recombinant 
Jg7904.t1 against the ESKAPE pathogen P. aeruginosa, 

Fig. 4 Heterologous expression of recombinant putative AMPs. Recombinant protein constructs containing N-terminal 6xHis and SUMO tags of (A) 
Jg7197.t1 (23.5 kDa), (B) Jg7902.t1 (23.5 kDa) and (C) Jg7904.t1 (23.8 kDa) were expressed and purified. The recombinant proteins were detected using 
SDS-PAGE (i), and the presence of the 6xHis tag was confirmed through western blot (ii). Full length gels and blots are shown in Supplementary Fig. 4

 

Fig. 3 Superimposition of the predicted tertiary structures of the proteins encoded within the novel putative AMP gene clusters. (A) Predicted tertiary 
structures of proteins encoded by the jg7197.t1-jg7201.t1 gene cluster, and (B) the jg7901.t1-jg7904.t1 gene cluster. (C) Structures from both sets of gene 
clusters were also overlain to demonstrate that despite the genomic separation between the 2 gene clusters, the structures were highly conserved. In the 
jg7197.t1-jg7201.t1 gene cluster; Jg7197.t1 is yellow, Jg7198.t1 is light green, Jg7199.t1 is dark blue, Jg7200.t1 is red and Jg7201.t1 is grey. In the jg7901.
t1-jg7904.t1 gene cluster; Jg7901.t1 is pink, Jg7902.t1 is light blue, Jg7903.t1 is dark green and Jg790.t14 is purple
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the number of viable cells following the 8-hour assay 
was determined through CFU measurement (Fig.  5D). 
Incubation of P. aeruginosa PaO1 cultures with SUMO-
Jg7904.t1 (500 µg/mL, 21.0µM) significantly reduced the 
number of viable P. aeruginosa PaO1 cells compared to 
the growth control (p ≤ 0.0001). Whilst the buffer control 
(containing 50mM Tris pH 8.0) did not demonstrate any 
effect on the number of viable cells in the population, 

confirming that the antimicrobial action was a result of 
Jg7904.t1.

Discussion
In this study we took a comprehensive approach to iden-
tify BSF AMPs which combined bacterial challenge of 
larvae, proteomics, in silico analyses, recombinant pro-
tein engineering and in vitro antimicrobial studies. We 

Fig. 5 Antimicrobial activity of recombinant Jg7197.t1, Jg7902.t1 and Jg7904.t1. AUCs of OD measurements of bacterial cultures exposed to 250 µg/ml 
of (A) Jg7197.t1, (B) Jg7902.t1 and (C) Jg7904.t1. * = indicates when the bacteria exposed to the recombinant protein were reduced compared to the 
growth control population. □ = indicates when the bacteria exposed to the recombinant protein were reduced compared to the buffer population. † 
= indicates when the growth control population of bacteria was reduced compared to the bacteria exposed to the buffer. Populations labelled with the 
combination of * □ were reduced in size due to the direct effect of the recombinant protein. (D) Total number of viable cells were measured as CFUs in 
P. aeruginosa PaO1 cultures exposed to Jg7904.t1 (500 µg/ml, 21.0µM; purple) for 8 h and compared with undisturbed growth (black), and buffer control 
(grey) populations. 1 = Staphylococcus aureus ATCC 10,788, 2 = S. aureus LGA251, 3 = S. Typhimurium SL1344, 4 = Salmonella enterica serovar Enteritidis 
NCTC 13,349, 5 = P. aeruginosa PaO1, 6 = Listeria monocytogenes EGD-e, 7 = Klebsiella pneumoniae 43,816, 8 = Escherichia coli K12, 9 = Bacillus thuringiensis 
serovar finitimus TBt020, 10 = Bacillus subtilis 168, 11 = Bacillus megaterium QM B1551, 12 = Bacillus cereus ATCC 14,579. Statistics were performed using an 
unpaired Students’ t-test: ns (not significant), **** p ≤ 0.0001
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aimed to stimulate AMP expression in 5th instar H. 
illucens larvae through infection with S. Typhimurium 
SL1344. Subsequently, small proteins within the haemo-
lymph were identified through LC-MS/MS. Using the 
machine learning tool ampir, translated gene sequences 
were scored on likelihood of encoding AMPs. Three 
sequences that had scored highly with ampir were also 
identified through LC-MS/MS to have been secreted 
into the larval haemolymph. The 3 sequences were iden-
tified in LC-MS/MS datasets of larvae that had been 
infected with S. Typhimurium SL1344. The proteins may 
be secreted in response to infection or expressed consti-
tutively, or they may have been expressed due to injury 
from the handling and injection processes. To help select 
candidate sequences from the long list of putative AMPs 
generated by ampir, the LC-MS/MS experimental dataset 
confirmed 3 protein sequences that were highly likely to 
be AMPs (ampir score > 0.9) and were also secreted into 
the haemolymph of 5th instar larvae following handling 
and injection. Following, identification of candidate AMP 
sequences a recombinant protein engineering approach 
was taken to produce the Jg7197.t1, Jg7902.t1 and Jg7904.
t1 in E. coli which were subsequently tested using an in 
vitro antimicrobial screening assay.

Other discovery platforms for the identification and 
production of AMPs include isolation of native AMPs 
from haemolymph and concentrating through processes 
such as organic solvent precipitation or chromatography 
techniques [24, 44]. However, these techniques require 
large amounts of source material to yield concentrations 
of AMP great enough to detect in assays or the methods 
may leave residual chemicals that can interfere with anti-
microbial activities .

We identified that the genes of the 3 putative AMPs 
(jg7197.t1, jg7902.t1 and jg7904.t1) were within 2 distinct 
paralogous clusters of short gene sequences in chromo-
some 1 of the H. illucens genome. Paralogues of gene 
families have been reported for insect AMPs such as the 
drosomycin multigene family in Drosophila melanogas-
ter [45]. Such paralogous gene families, also referred to 
as combinatorial libraries, arise within a species through 
rapid evolutionary duplication events. Paralogous genes 
can encode protein families with functional divergence 
[46]. In the case of the D. melanogaster drosomycin 
paralogues, individual members of the family have been 
found to be expressed in specific developmental stages 
of the fly. Furthermore, the drosomycin paralogous 
genes are up-regulated in response to different stimuli 
and have demonstrated a range of antimicrobial activi-
ties [47]. We investigated the antimicrobial activity of 3 
representatives from the family, Jg7904.t1, Jg7197.t1 and 
Jg7902.t1 that were selected as they had been expressed 
as proteins in the haemolymph of BSFL. Other mem-
bers of the family were not identified in the haemolymph 

following microbial challenge. Within a single species, 
different patterns of defensin gene expression such as 
between tissues or life-stages have been recognised [48, 
49]. As Jg7198.t1 – Jg7201.t1, Jg7901.t1 and Jg7903.t1 
that were not present in the BSFL haemolymph follow-
ing bacterial challenge with S. Typhimurium these genes 
may possess different patterns of expression. Future stud-
ies can explore other BSFL challenges that may stimulate 
AMP expression and/or which cell types these genes are 
expressed in.

Recent advancements in artificial intelligence and 
structure prediction software have provided opportu-
nities to speed up the process of drug discovery. In this 
project AF2 predicted the structures of the putative 
AMPs Jg7197.t1, Jg7902.t1 and Jg7904.t1. In doing so, 
the software generated a model of atomic spatial co-ordi-
nates that allowed for analysis of the predicted structures 
through other computational tools which inferred each 
of the proteins’ functions.

The predicted AMPs, Jg7197.t1, Jg7902.t1 and Jg7904.
t1 shared primary protein sequences with proteins con-
taining a Kunitz-binding domain which are characterised 
as having cysteine-stabilised αβ-motif structures [50]. 
Despite a high conservation in protein structure, the 
Kunitz-binding domain family possesses an extensively 
diverse functional repertoire which span proteases to 
antimicrobials [51]. Three isoforms of the EpTI Kunitz-
binding protein, from Erythrina poeppigiana seeds, 
were found to have antimicrobial and antibiofilm activi-
ties against Enterobacter aerogenes, Enterobacter cloa-
cae, Klebsiella pneumoniae, Staphylococcus aureus and 
Staphylococcus haemolyticus [47]. TP25 and TP26 Tissue 
Factor Pathway Inhibitors containing the Kunitz bind-
ing domain, from a flounder fish (Paralichthys olivaceus), 
were found to have antimicrobial activity against Micro-
coccus luteus and S. aureus as well as anticancer activity 
against the cancer cell-line HT- 29 [52]. Another Kunitz-
binding domain protein from Inga vera seeds, IVTI, pos-
sessed bacteriostatic activity against Escherichia coli, 
fungicidal activity against Candida buinensis, and anti-
cancer activity against colorectal adenocarcinoma cells 
[53]. The predicted AMPs also possessed similar pro-
tein sequences to several toxins, highlighting their pos-
sible role in innate immunity. These similar toxins have 
been evidenced to play a role in inhibition of proteases, 
blocking potassium channels and antimicrobial immune 
responses [51, 54, 55].

The signal peptide sequences of Jg7197.t1, Jg7902.
t1 and Jg7904.t1 demonstrated the most variation in 
sequence conservation and predicted structure. Loss of 
sequence conservation is also shared with the drosomy-
cin multigene family [45]. The signal peptides for the H. 
illucens Jg7197.t1, Jg7902.t1 and Jg7904.t1 were all pre-
dicted to be formed of α-helices with differing torsion 
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angles. As signal peptides co-ordinate the secretion of 
the AMP from the cell it might be speculated that the 
genes could be expressed in different environments such 
as different cell types.

The putative AMPs, Jg7197.t1, Jg7902.t1 and Jg7904.
t1, were produced as recombinant fusion proteins. 
The cysteine-rich Kunitz-domain containing protein 
6xHis-SUMO-Jg7904.t1 demonstrated antimicrobial 
activity against P. aeruginosa. It should be noted, that 
Jg7904.t1 had a pI of 4.8 which conferred a -2.80 charge at 
pH 7.0. However, the recombinant protein was in a buffer 
at pH 8.0 which gave Jg7904.t1 a net charge of -5.08 when 
used in the phenotypic assays with P. aeruginosa. There-
fore, we can expect that the Jg7904.t1 recombinant pro-
tein displayed an anionic form in the phenotypic assays. 
The first characterised anionic AMP was identified from 
the toad Bombina maxima and had anti-S. aureus activ-
ity [56]. A recent study characterised an anionic AMP 
with a net charge of -1 that was isolated from Moringa 
oleifera seeds and had antimicrobial anti-S. aureus activ-
ity [57]. Anionic AMPs require divalent cations as func-
tional cofactors. The cations form cationic salt bridges 
between the anionic bacterial outer membrane and in 
the anionic AMP [58, 59]. Daptomycin, a clinically rel-
evant anionic lipopeptide AMP, requires Ca2+ to interact 
with membranes [60]. The human anionic AMP, dermci-
din, DCD-1  L, adopts a random coil structure in aque-
ous environments. Upon interaction with a membrane, 
DCD-1 L folds into an α-helical conformation that oligo-
merises into complexes stabilised with Zn2+ [6]. In addi-
tion to membrane activity, anionic AMPs have also been 
shown to interact with intracellular processes includ-
ing inhibition of ribonucleases [60]. Further studies are 
required to assess the effect of different cations as func-
tional cofactors on the antimicrobial activity of Jg7904.t1, 
as well as Jg7197.t1 and Jg7902.t1.

In the phenotypic screen used, 6xHis-SUMO-Jg7904.
t1 possessed antimicrobial activity against P. aerugi-
nosa, however, no antimicrobial activities were mea-
sured in OD analyses of 6xHis-SUMO-Jg7197.t1 and 
6xHis-SUMO-Jg7902.t1 against a panel of 12 bacte-
rial strains. The assays performed in this study were 
against a limited range of microbial species which 
only included strains of bacteria. There is a possibil-
ity that Jg7197.t1 and Jg7902.t1 could possess anti-
microbial activities against other species of bacteria, 
and/or they may possess antiviral, antifungal or anti-
parasitic activity. Functional diversity within AMP 
families is result of evolutionary changes caused by 
positive selection pressures [61]. As ancient effectors 
of innate immunity, AMPs are important players in a 
hosts’ first line of defence against microbial invasion 
[62]. Over time, AMPs have undergone an evolutionary 
arms race against a wide range of pathogens resulting 

in structural and functional diversification [62, 63]. 
Defensins are ubiquitous throughout Eukarya and are 
recognised for their ancient lineage, however, possess 
considerable sequence diversity and functional varia-
tion [49]. Functional diversity has been recognised 
within other AMP families such as the Musca domes-
tica cecropin family and the human β-defensin fam-
ily. Members of both families demonstrated spectras 
of antimicrobial activities however differed in potency 
and target selectivity [64, 65]. In this study, there is 
significant sequence diversity within the paralogous 
gene clusters, thus altering key protein characteristics 
such as pI. It could be hypothesized that Jg7197.t1 and 
Jg7902.t1 may be selectively antimicrobial against spe-
cies or strains that were not tested in this study. Also, 
Jg7197.t1 and Jg7902.t1 may possess lower potencies 
against the panel of bacteria tested and as such their 
phenotypes were below the limit of detection in the 
assay used in this study.

Furthermore, the phenotypic assay was performed 
under one set of conditions. Environmental factors such 
as availability of salt ions and pH can alter the activities of 
AMPs and be optimised to improve antimicrobial activi-
ties [66]. In addition, this study focused on 12 species/
strains of representative Gram-positive and Gram-neg-
ative bacteria, therefore there may be other species for 
which the AMPs could show activity and the inclusion 
of just one strain per species limits conclusions for activ-
ity against the species. Future studies to characterise the 
members of the H. illucens gene clusters could explore 
optimisation of screening conditions and testing against 
more bacterial species and multiple strains for more 
species.

Conclusions
There is an urgent need to develop new treatments for 
infections without risk of resistance [1, 2, 67]; the rapid 
and effective antimicrobial activity of AMPs makes 
them promising candidates [1, 20]. In this study, we 
combined theoretical and experimental approaches to 
identify AMPs in H. illucens and to prepare and phe-
notypically test recombinant versions of these. Jg7904.
t1 was shown to have antimicrobial action against P. 
aeruginosa, an opportunistic pathogen that frequently 
causes skin and soft tissue infections (SSTIs). AMPs 
are attractive therapeutic antimicrobial agents for 
wound healing, due to their broad-spectrum, rapid 
antimicrobial activity, low resistance rates, ability to 
achieve high drug concentrations at the target, and the 
ability of some to promote wound healing. Therefore, 
Jg7904.t1 may be a promising candidate for the treat-
ment of bacterial SSTI and wound infections caused 
by P. aeruginosa. Future studies will be required to 
further investigate the antimicrobial activity of the 
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AMPs by examining their inhibitory and killing activi-
ties against different bacterial species and strain, for 
example ESKAPE bacterial pathogens. It will be neces-
sary to investigate the mechanism of action by char-
acterising bacterial time-to-kill kinetics, stability in 
physiological conditions, interactions with bacterial 
membranes, effect on bacterial morphology and anti-
biofilm activity. It will also be necessary to investigate 
haemolytic activity (destroying red blood cells) and 
toxicity against eukaryotic cells as well as determining 
stability. Moreover, there has been recent interest in 
the use of H. illucens in the bioeconomy for bio-based 
processes and products e.g., food sustainability, waste 
reduction and as sustainable animal and fish feed [20, 
23, 67]. We contend that H. illucens could be used to 
produce AMPs (e.g., Jg7904.t1), providing an environ-
mental benefit from waste valorisation. Further studies 
will be required to establish the extraction and purifi-
cation protocols to assess this and to evaluate whether 
this could be developed as a cost-effective method that 
could be scaled for pharmaceutical production.

Methods
Stimulating expression of AMPs in BSFL through bacterial 
challenge
BSFL were washed briefly with 70% ethanol and rinsed 
with deionised water. A needle (0.8  mm diameter) was 
dipped into an overnight culture of S. Typhimurium 
SL1344 (diluted to OD600nm 1.5) and pricked into the 
body of BSFL. We chose S. Typhimurium as a represen-
tative bacterial species (and human pathogen) that BSFL 
could be exposed to in ‘real-life’ through feeding/break-
ing down waste food and manure. Infected BSFL were 
incubated for 24-hours at 30  °C with humidity. Follow-
ing the day of infection, BSFL were frozen at -80  °C. To 
harvest haemolymph, BSFL bodies were scored using a 
scalpel and suspended in a tube of 1X PBS supplemented 
with 0.1% N-phenylthiourea and 1.5X protease inhibitor 
tablets. Tubes were centrifuged at 4 000 x g for 45-min-
utes at 4 °C to draw out the haemolymph into the suspen-
sion. To select for small biomolecules such as AMPs, the 
suspension was size excluded using ultra-centrifugal spin 
filter columns with a molecular weight cut off-of 10 kDa. 
The flow through was lyophilised and resuspended in 
1xPBS to 20  mg/ml total protein. Protein concentration 
was determined using the Qubit™ protein assay. Protein 
constituents of the samples were resolved using SDS-
PAGE and detected using the Pierce™ Silver Staining Kit 
following the manufacturer’s instructions. Bands were 
excised from the gel and analysed by LC-MS/MS. Frag-
ment ion amino acid sequences were searched against 
the translated BSF genome ( [38]; genome and annotation 
deposited as BioSample: SAMEA6847289. Data gathered 
is representative of 3 biological repeats.

Computational analysis of putative AMPs
Translated BSF coding sequences (BioSample: 
SAMEA6847289) detected by LC-MS/MS in BSFL chal-
lenged with S. Typhimuirum SL1344 were aligned using 
were performed using TCoffee software and visualised 
using Jalview [68, 69]. Signal peptides were identified 
using SignalP-6.0 [70]. Model structures of the mature 
protein sequences were predicted using the software AF2 
[42], which generated Protein Databank co-ordinate files 
that were visualised using PyMol environment. Struc-
tural homologies were searched for using the Dali server 
[71] which scanned the co-ordinate files against the Pro-
tein Databank.

Production of recombinant Jg7197.t1, Jg7902.t1 and 
Jg7904.t1 proteins
Jg7197.t1, Jg7902.t1 and Jg7904.t1 were identified in the 
haemolymph of BSFL challenged with S. Typhimurium 
SL1344. The 3 sequences were selected as representatives 
of the paralogous gene clusters predicted to encode novel 
defensin-like AMPs and were carried forward into in 
vitro studies. Using the pET28a(+) vector, constructs of 
the putative AMP genes were designed to contain N-ter-
minal 6xHis and SUMO tags as well as a 6xHis tag at the 
C-terminus. Plasmids were codon optimised for E. coli 
expression and synthesized by Twist Bioscience. Plasmids 
were freshly transformed into E. coli BL21(DE3) cells and 
grown on LBKAN50 agar plates. Cultures (400  ml) were 
grown in 2 L baffled conical flasks at 37 °C, with 220 rpm 
shaking, until OD600nm 0.4–0.7 was reached. Once a cor-
rect absorbance was achieved, flasks were cooled at 10 °C. 
Protein expression was induced with 0.5mM isopropyl-
β-D-thiogalactopyranoside and cultures incubated at 
10  °C for 56  h with shaking at 220  rpm. Cultures were 
harvested 4,000 x g for 20  min and pellets were resus-
pended in ice-cold lysis buffer (50 mM TrisHCl, pH 7.0, 
150 mM NaCl and, 1.5X cOmplete™ protease inhibitor 
cocktail) then sonicated (25 kHz, 5 min total processing). 
Inclusion bodies were isolated from the lysate through a 
series of centrifugations all performed at 10,000 x g for 
20-minutes at 4  °C. Pellets were washed in resuspen-
sion buffer (100 mM TrisHCl pH 7.0, 10 mM EDTA, 10 
mM DTT, 0.5% v/v Triton X-100) and centrifuged. Pel-
lets were resuspended and membranes and membrane 
proteins were solubilized in a detergent buffer (100 mM 
TrisHCl pH 7.0, 5 mM EDTA, 5 mM DTT, 2% v/v Triton 
X-100) and centrifuged. To remove nucleic acids, pellets 
were resuspended in a high salt buffer (100 mM TrisHCl 
pH 7.0, 5 mM EDTA, 5 mM DTT and, 1  M NaCl) and 
centrifuged and inclusion bodies were pelleted. Inclusion 
bodies were solubilised in a chaotropic buffer (50 mM 
TrisHCl pH 8.0, 8 M urea, 500 mM NaCl, 5 mM imidaz-
ole, 5 mM DTT). To capture the 6xHis tagged recombi-
nant proteins, solubilised inclusion bodies were applied 
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via syringe (5 mL/min) to the 5mL HisTrap™ HP column 
(Cytiva) and purified by nickel-affinity chromatography. 
Columns were washed with 10 column volumes of chao-
tropic buffer spiked with 20mM imidazole. Recombinant 
proteins were eluted with the chaotropic buffer supple-
mented with a gradient of imidazole (50mM – 400mM). 
To remove urea, eluted proteins were dialysed at 4 °C in 
a snakeskin tubing (12  kDa) against 750 mM arginine 
pH 8.0, 4  M − 500 mM urea, 5 mM CaCl2, 1 mM oxi-
dised glutathione, 3 mM reduced glutathione. Urea con-
centration was gradually reduced from 8  M, to 4  M, to 
2 M, then finally 500mM to allow for gentle refolding of 
the protein. Recombinant proteins were lyophilised and 
resuspended in ultrapure water to a concentration of 
500mM Tris. Protein concentrations were determined 
using nanodrop. A quality control was included that ran 
blank buffers through the purification process, this mea-
sured the effect of the final buffer preparation in down-
stream assays and is referred to as “Buffer control”.

SDS-PAGE and western blotting
Cell lysates were analysed using SDS-PAGE and western 
blotting. Insoluble proteins were separated from soluble 
proteins through centrifugation at 16,000 x g for 1-min-
ute. Whole cell lysate and fractionated samples were 
reduced (1X SDS, 1X reducing agent; 85 °C, 5 min) and 
loaded onto an 4–12% BisTris gel alongside a molecular 
weight ladder for reference (Novex Sharp Pre-Stained 
Protein Standard). Proteins were resolved through elec-
trophoresis (200  V, 30  min) and then visualised using 
Coomassie blue. Western blotting confirmed the pres-
ence of 6xHis tagged proteins. Proteins were transferred 
from the gel onto a PVDF membrane (25 V, 1.3 A, 5-min-
utes) which was then blocked in (5% w/v BSA). Rabbit 
Anti-6xHis antibody (1:2,000, ab14923) probed the mem-
brane and bound primary antibody was detected using 
the HRP-conjugated goat anti-rabbit secondary antibody 
(1:5,000, ab97051). HRP was detected using substrates 
(Supersignal PLUS West Pico).

In vitro antimicrobial activity assay
Antimicrobial activities were defined in vitro against a 
panel of 12 bacterial strains: S. aureus ATCC 10788, S. 
aureus LGA251, S. Typhimurium SL1344, S. Enteritidis 
NCTC 13349, P. aeruginosa PaO1, L. monocytogenes 
EGD-e, K. pneumoniae 43816, E. coli K12, B. finitimus 
TBt020, B. subtilis 168, B. megaterium QM B1551, B. 
cereus ATCC 14579. Briefly, in a 96-well plate, 50 µL 
of overnight bacterial cultures (diluted 1:100 into fresh 
Mueller Hinton broth) were inoculated with recombi-
nant protein (either 250 µg/mL or 500 µg/mL depend-
ing on batch-to-batch variation in recombinant protein 
purity). Wells were then topped up to a total well vol-
ume of 200  µl using Mueller Hinton broth. OD605nm 

(Absorbance 96, Byony) and CFU measurements of 
wells were measured. Controls were included that mea-
sured the undisturbed growth of bacteria in Mueller 
Hinton broth, and the growth of bacteria in the pres-
ence of the “Buffer control” vehicle of the recombinant 
proteins.

Data and statistical analysis
All statistical analyses and graphical representations were 
performed using GraphPad Prism, version 9 (GraphPad 
Software, San Diego, California USA, www.graphpad.
com).

Abbreviations
AMR  Antimicrobial resistance
AMPs  Antimicrobial peptides
AF2  AlphaFold v2.1.0
BSF  Black Soldier Fly
BSFL  Black Soldier Fly Larvae
CDSs  Coding sequences
CFUs  Colony forming units
LC-MS/MS  Liquid chromatography tandem mass spectrometry
MDR  Multidrug resistant
MWs  Molecular weights

Supplementary Information
The online version contains supplementary material available at https://doi.
org/10.1186/s12866-024-03325-1.

Supplementary Material 1

Acknowledgements
Not applicable.

Author contributions
LF, MP, GC and AJG conceptualised the study. LF, GC and AJG designed 
the methodology. LF, TG, YMA, DS, KS, LK carried out the investigation. LF 
performed formal analysis. MP, GC and AJG obtained the funding. AJG 
supervised the study. LF and AJG wrote the manuscript. All authors reviewed 
the manuscript.

Funding
This work was funded by a BBSRC-iCASE PhD studentship [BB/M011194/1] to 
LF. TG was supported by BBSRC grant [BB/M011194/1].

Data availability
All data generated and analysed during this study are included in this 
published article. The datasets used and/or analysed during the current study 
are available from the corresponding author on reasonable request.

Declarations

Ethics approval and consent to participate
Not applicable.

Consent for publication
Not applicable.

Competing interests
MP and TG are current employees of Better Origin. The rest of the authors have 
no competing interests.

Author information
Not applicable.

http://www.graphpad.com
http://www.graphpad.com
https://doi.org/10.1186/s12866-024-03325-1
https://doi.org/10.1186/s12866-024-03325-1


Page 12 of 13Fahmy et al. BMC Microbiology          (2024) 24:167 

Received: 6 November 2023 / Accepted: 9 May 2024

References
1. Miao F, Li Y, Tai Z, Zhang Y, Gao Y, Hu M, et al. Antimicrobial peptides: the 

promising therapeutics for Cutaneous Wound Healing. Macromol Biosci. 
2021;21:2100103.

2. Bevalian P, Pashaei F, Akbari R, Pooshang Bagheri K. Eradication of Vancomy-
cin-resistant Staphylococcus aureus on a mouse model of third-degree burn 
infection by melittin: an antimicrobial peptide from bee venom. Toxicon. 
2021;199:49–59.

3. Huan Y, Kong Q, Mou H, Yi H. Antimicrobial peptides: classification, design, 
application and research progress in multiple fields. Front Microbiol. 
2020;11:582779.

4. Moretta A, Scieuzo C, Petrone AM, Salvia R, Manniello MD, Franco A, et al. 
Antimicrobial peptides: a New Hope in Biomedical and Pharmaceutical 
Fields. Front Cell Infect Microbiol. 2021;11:668632.

5. Erdem Büyükkiraz M, Kesmen Z. Antimicrobial peptides (AMPs): a promising 
class of antimicrobial compounds. J Appl Microbiol. 2022;132:1573–96.

6. Paulmann M, Arnold T, Linke D, Özdirekcan S, Kopp A, Gutsmann T, et 
al. Structure-activity analysis of the Dermcidin-derived peptide DCD-1L, 
an anionic antimicrobial peptide Present in Human sweat. J Biol Chem. 
2012;287:8434–43.

7. Manniello MD, Moretta A, Salvia R, Scieuzo C, Lucchetti D, Vogel H, et al. 
Insect antimicrobial peptides: potential weapons to counteract the antibiotic 
resistance. Cell Mol Life Sci. 2021;78:4259–82.

8. Koehbach J, Craik DJ. The vast structural diversity of antimicrobial peptides. 
Trends Pharmacol Sci. 2019;40:517–28.

9. Khamis AM, Essack M, Gao X, Bajic VB. Distinct profiling of antimicrobial 
peptide families. Bioinformatics. 2015;31:849–56.

10. Koehbach J. Structure-activity relationships of Insect defensins. Front Chem. 
2017;5:45.

11. Wu Q, Patočka J, Kuča K. Insect antimicrobial peptides, a Mini Review. Toxins. 
2018;10:461.

12. Luo Y, Song Y. Mechanism of antimicrobial peptides: Antimicrobial, anti-
inflammatory and Antibiofilm activities. IJMS. 2021;22:11401.

13. Moretta A, Salvia R, Scieuzo C, Di Somma A, Vogel H, Pucci P, et al. A bioinfor-
matic study of antimicrobial peptides identified in the black soldier fly (BSF) 
Hermetia illucens (Diptera: Stratiomyidae). Sci Rep. 2020;10:16875.

14. Buonocore F, Fausto AM, Della Pelle G, Roncevic T, Gerdol M, Picchietti S. 
Attacins: a promising class of insect antimicrobial peptides. Antibiot (Basel). 
2021;10:212.

15. Le C-F, Fang C-M, Sekaran SD. Intracellular targeting mechanisms by Antimi-
crobial Peptides. Antimicrob Agents Chemother. 2017;61:e02340–16.

16. Haidari H, Melguizo-Rodríguez L, Cowin AJ, Kopecki Z. Therapeutic potential 
of antimicrobial peptides for treatment of wound infection. Am J Physiology-
Cell Physiol. 2023;324:C29–38.

17. Patrulea V, Borchard G, Jordan O. An update on antimicrobial peptides 
(AMPs) and their delivery strategies for Wound infections. Pharmaceutics. 
2020;12:840.

18. Thapa RK, Diep DB, Tønnesen HH. Topical antimicrobial peptide formula-
tions for wound healing: current developments and future prospects. Acta 
Biomater. 2020;103:52–67.

19. Pfalzgraff A, Brandenburg K, Weindl G. Antimicrobial peptides and their thera-
peutic potential for bacterial skin infections and wounds. Front Pharmacol. 
2018;9:281.

20. Van Moll L, De Smet J, Paas A, Tegtmeier D, Vilcinskas A, Cos P, et al. In Vitro 
Evaluation of Antimicrobial Peptides from the black soldier fly (Herme-
tia Illucens) against a selection of human pathogens. Microbiol Spectr. 
2022;10:e01664–21.

21. Xu J, Luo X, Fang G, Zhan S, Wu J, Wang D, et al. Transgenic expression of 
antimicrobial peptides from black soldier fly enhance resistance against ento-
mopathogenic bacteria in the silkworm, Bombyx mori. Insect Biochem Mol 
Biol. 2020;127:103487.

22. Bruno D, Montali A, Mastore M, Brivio MF, Mohamed A, Tian L, et al. Insights 
into the Immune response of the black soldier fly larvae to Bacteria. Front 
Immunol. 2021;12:745160.

23. Marshall SA, Woodley NE, Hause M. The historical spread of the black soldier 
fly, Hermetia illucens (L.) (Diptera, Stratiomydiae, Hermetiinae), and its estab-
lishment in Canada. J Ent Soc Ont. 2015;146:51–4.

24. Scieuzo C, Franco A, Salvia R, Triunfo M, Addeo NF, Vozzo S, et al. Enhance-
ment of fruit byproducts through bioconversion by Hermetia illucens (Diptera: 
Stratiomyidae). Insect Sci. 2023;30:991–1010.

25. Fahmy L, Ali YM, Seilly D, McCoy R, Owens RM, Pipan M, et al. An attacin 
antimicrobial peptide, Hill_BB_C10074, from Hermetia illucens with anti-
pseudomonas aeruginosa activity. BMC Microbiol. 2023;23:378.

26. Gligorescu A, Macavei LI, Larsen BF, Markfoged R, Fischer CH, Koch JD, et al. 
Pilot scale production of Hermetia illucens (L.) larvae and frass using former 
foodstuffs. Clean Eng Technol. 2022;10:100546.

27. Proc K, Bulak P, Wiącek D, Bieganowski A. Hermetia illucens exhibits bioaccu-
mulative potential for 15 different elements – implications for feed and food 
production. Sci Total Environ. 2020;723:138125.

28. Zhan S, Fang G, Cai M, Kou Z, Xu J, Cao Y, et al. Genomic landscape and 
genetic manipulation of the black soldier fly Hermetia illucens, a natural 
waste recycler. Cell Res. 2020;30:50–60.

29. Vogel H, Müller A, Heckel DG, Gutzeit H, Vilcinskas A. Nutritional immunology: 
diversification and diet-dependent expression of antimicrobial peptides in 
the black soldier fly Hermetia illucens. Dev Comp Immunol. 2018;78:141–8.

30. Li Z, Mao R, Teng D, Hao Y, Chen H, Wang X, et al. Antibacterial and immuno-
modulatory activities of insect defensins-DLP2 and DLP4 against multidrug-
resistant Staphylococcus aureus. Sci Rep. 2017;7:12124.

31. Park S-I, Kim J-W, Yoe SM. Purification and characterization of a novel anti-
bacterial peptide from black soldier fly (Hermetia illucens) larvae. Dev Comp 
Immunol. 2015;52:98–106.

32. Park S-I, Yoe SM. Defensin-like peptide3 from black solder fly: identifica-
tion, characterization, and key amino acids for anti-gram-negative bacteria: 
defensin-like peptide3 from H. Illucens. Entomol Res. 2017;47:41–7.

33. Park S-I, Yoe SM. A novel cecropin-like peptide from black soldier fly, Hermetia 
illucens: isolation, structural and functional characterization: a cecropin-like 
peptide from H. Illucens. Entomol Res. 2017;47:115–24.

34. Elhag O, Zhou D, Song Q, Soomro AA, Cai M, Zheng L, et al. Screening, 
expression, purification and functional characterization of Novel Antimicro-
bial peptide genes from Hermetia illucens (L). PLoS ONE. 2017;12:e0169582.

35. Shin HS, Park S-I. Novel attacin from Hermetia illucens: cDNA cloning, 
characterization, and antibacterial properties. Prep Biochem Biotechnol. 
2019;49:279–85.

36. He H, Huang X, Wen C, Liu C, Jiang B, Huang Y, et al. A novel defensin-like 
peptide C‐13326 possesses protective effect against multidrug‐resistant 
Aeromonas schubertii in hybrid snakehead (Channa maculate ♀ × Channa 
argus ♂). J Fish Dis. 2024;47:e13922.

37. Di Somma A, Moretta A, Cané C, Scieuzo C, Salvia R, Falabella P, et al. Struc-
tural and functional characterization of a novel recombinant antimicrobial 
peptide from Hermetia illucens. CIMB. 2021;44:1–13.

38. Generalovic TN, McCarthy SA, Warren IA, Wood JMD, Torrance J, Sims Y, et al. 
A high-quality, chromosome-level genome assembly of the black soldier fly 
(Hermetia illucens L). G3 Genes|Genomes|Genetics. 2021;11:jkab085.

39. Fingerhut LCHW, Miller DJ, Strugnell JM, Daly NL, Cooke IR. Ampir: an R pack-
age for fast genome-wide prediction of antimicrobial peptides. Bioinformat-
ics. 2021;36:5262–3.

40. Malanovic N, Ön A, Pabst G, Zellner A, Lohner K, Octenidine. Novel insights 
into the detailed killing mechanism of Gram-negative bacteria at a cellular 
and molecular level. Int J Antimicrob Agents. 2020;56:106146.

41. Eisenberg D, Schwarz E, Komaromy M, Wall R. Analysis of membrane and 
surface protein sequences with the hydrophobic moment plot. J Mol Biol. 
1984;179:125–42.

42. Jumper J, Evans R, Pritzel A, Green T, Figurnov M, Ronneberger O, et al. 
Highly accurate protein structure prediction with AlphaFold. Nature. 
2021;596:583–9.

43. Gao X, Dong X, Li X, Liu Z, Liu H. Prediction of disulfide bond engineering 
sites using a machine learning method. Sci Rep. 2020;10:10330.

44. Lee C-H. A simple outline of methods for protein isolation and purification. 
Endocrinol Metab. 2017;32:18.

45. Jiggins FM, Kim K-W. The evolution of antifungal peptides in Drosophila. 
Genetics. 2005;171:1847–59.

46. Soria PS, McGary KL, Rokas A. Functional divergence for every paralog. Mol 
Biol Evol. 2014;31:984–92.

47. Lemaitre B, Reichhart J-M, Hoffmann JA. Drosophila host defense: Differential 
induction of antimicrobial peptide genes after infection by various classes of 
microorganisms. Proc Natl Acad Sci USA. 1997;94:14614–9.

48. Choi M-K, Le MT, Nguyen DT, Choi H, Kim W, Kim J-H, et al. Genome-level 
identification, gene expression, and comparative analysis of porcine 
β-defensin genes. BMC Genet. 2012;13:98.



Page 13 of 13Fahmy et al. BMC Microbiology          (2024) 24:167 

49. Gerdol M, De Moro G, Manfrin C, Venier P, Pallavicini A. Big defensins and 
mytimacins, new AMP families of the Mediterranean mussel Mytilus gallopro-
vincialis. Dev Comp Immunol. 2012;36:390–9.

50. Zweckstetter M, Czisch M, Mayer U, Chu M-L, Zinth W, Timpl R, et al. Structure 
and multiple conformations of the Kunitz-type domain from human type VI 
collagen α3(VI) chain in solution. Structure. 1996;4:195–209.

51. Oliveira JS, Fuentes-Silva D, King GF. Development of a rational nomencla-
ture for naming peptide and protein toxins from sea anemones. Toxicon. 
2012;60:539–50.

52. Wang G, Xie B, Su Y, Gu Q, Hao D, Liu H, et al. Expression analysis of tissue 
factor pathway inhibitors TFPI-1 and TFPI-2 in Paralichthys olivaceus and 
antibacterial and anticancer activity of derived peptides. Vet Res. 2021;52:32.

53. da Silva Bezerra C, de Oliveira CFR, Machado OLT, de Mello GSV, da Rocha 
Pitta MG, de Melo Rêgo MJB, et al. Exploiting the biological roles of the tryp-
sin inhibitor from Inga vera seeds: a multifunctional Kunitz inhibitor. Process 
Biochem. 2016;51:792–803.

54. Schweitz H, Bruhn T, Guillemare E, Moinier D, Lancelin J-M, Béress L, et al. 
Kalicludines and Kaliseptine. J Biol Chem. 1995;270:25121–6.

55. Kim C-H, Lee YJ, Go H-J, Oh HY, Lee TK, Park JB, et al. Defensin-neu-
rotoxin dyad in a basally branching metazoan sea anemone. FEBS J. 
2017;284:3320–38.

56. Lai R, Liu H, Hui Lee W, Zhang Y. An anionic antimicrobial peptide from toad 
Bombina maxima. Biochem Biophys Res Commun. 2002;295:796–9.

57. Zhao Q, He L, Wang X, Ding X, Li L, Tian Y, et al. Characterization of a novel 
antimicrobial peptide isolated from Moringa oleifera seed protein hydroly-
sates and its membrane Damaging effects on Staphylococcus aureus. J Agric 
Food Chem. 2022;70:6123–33.

58. Jiang L, Wang B, Li B, Wang C, Luo Y. Preparation and identification of 
peptides and their zinc complexes with antimicrobial activities from silver 
carp (Hypophthalmichthys molitrix) protein hydrolysates. Food Res Int. 
2014;64:91–8.

59. Jeżowska-Bojczuk M, Stokowa-Sołtys K. Peptides having antimicrobial 
activity and their complexes with transition metal ions. Eur J Med Chem. 
2018;143:997–1009.

60. Beriashvili D, Taylor R, Kralt B, Abu Mazen N, Taylor SD, Palmer M. Mechanistic 
studies on the effect of membrane lipid acyl chain composition on daptomy-
cin pore formation. Chem Phys Lipids. 2018;216:73–9.

61. Maxwell AI, Morrison GM, Dorin JR. Rapid sequence divergence in mamma-
lian β-defensins by adaptive evolution. Mol Immunol. 2003;40:413–21.

62. Hanson MA, Lemaitre B, Unckless RL. Dynamic evolution of antimicrobial 
peptides underscores Trade-Offs between Immunity and Ecological Fitness. 
Front Immunol. 2019;10:2620.

63. Tassanakajon A, Somboonwiwat K, Amparyup P. Sequence diversity and 
evolution of antimicrobial peptides in invertebrates. Dev Comp Immunol. 
2015;48:324–41.

64. Peng J, Wu Z, Liu W, Long H, Zhu G, Guo G, et al. Antimicrobial functional 
divergence of the cecropin antibacterial peptide gene family in Musca 
domestica. Parasites Vectors. 2019;12:537.

65. Joly S, Maze C, McCray PB, Guthmiller JM. Human β-Defensins 2 and 3 dem-
onstrate strain-selective activity against oral microorganisms. J Clin Microbiol. 
2004;42:1024–9.

66. Walkenhorst WF. Using adjuvants and environmental factors to modulate the 
activity of antimicrobial peptides. Biochim et Biophys Acta (BBA) - Biomembr. 
2016;1858:926–35.

67. Zhang P, Yuan K, Li C, Zhang X, Wu W, Jiang X. Cisplatin-Rich Polyoxazo-
line–Poly(aspartic acid) supramolecular nanoparticles. Macromol Biosci. 
2017;17:1700206.

68. Notredame C, Higgins DG, Heringa J. T-coffee: a novel method for fast and 
accurate multiple sequence alignment 1 1Edited by J. Thornton. J Mol Biol. 
2000;302:205–17.

69. Waterhouse AM, Procter JB, Martin DMA, Clamp M, Barton GJ. Jalview Version 
2—a multiple sequence alignment editor and analysis workbench. Bioinfor-
matics. 2009;25:1189–91.

70. Teufel F, Almagro Armenteros JJ, Johansen AR, Gíslason MH, Pihl SI, Tsirigos 
KD, et al. SignalP 6.0 predicts all five types of signal peptides using protein 
language models. Nat Biotechnol. 2022;40:1023–5.

71. Holm L. Using Dali for protein structure comparison. Methods Mol Biol. 
2020;2112:29–42.

Publisher’s Note
Springer Nature remains neutral with regard to jurisdictional claims in 
published maps and institutional affiliations.


	A novel family of defensin-like peptides from Hermetia illucens with antibacterial properties
	Abstract
	Background
	Results
	Identification of 3 putative AMPs from H. Illucens
	In silico characterisation of 3 putative AMPs from H. Illucens
	Genomic clustering of the novel putative AMPs
	Heterologous expression of recombinant putative AMPs
	Phenotypic characterisation of the putative AMPs

	Discussion
	Conclusions
	Methods
	Stimulating expression of AMPs in BSFL through bacterial challenge
	Computational analysis of putative AMPs
	Production of recombinant Jg7197.t1, Jg7902.t1 and Jg7904.t1 proteins
	SDS-PAGE and western blotting
	In vitro antimicrobial activity assay
	Data and statistical analysis

	References


