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Abstract
Background  Cotesia congregata is a parasitoid Hymenoptera belonging to the Braconidae family and carrying 
CCBV (Cotesia congregata Bracovirus), an endosymbiotic polydnavirus. CCBV virus is considered as the main virulence 
factor of this species, which has raised questions, over the past thirty years, about the potential roles of venom in the 
parasitic interaction between C. congregata and its host, Manduca sexta (Lepidoptera: Sphingidae). To investigate C. 
congregata venom composition, we identified genes overexpressed in the venom glands (VGs) compared to ovaries, 
analyzed the protein composition of this fluid and performed a detailed analysis of conserved domains of these 
proteins.

Results  Of the 14 140 known genes of the C. congregata genome, 659 genes were significantly over-expressed (with 
10-fold or higher changes in expression) in the VGs of female C. congregata, compared with the ovaries. We identified 
30 proteins whose presence was confirmed in venom extracts by proteomic analyses. Twenty-four of these were 
produced as precursor molecules containing a predicted signal peptide. Six of the proteins lacked a predicted signal 
peptide, suggesting that venom production in C. congregata also involves non-canonical secretion mechanisms. We 
have also analysed 18 additional proteins and peptides of interest whose presence in venom remains uncertain, but 
which could play a role in VG function.

Conclusions  Our results show that the venom of C. congregata not only contains proteins (including several 
enzymes) homologous to well-known venomous compounds, but also original proteins that appear to be specific 
to this species. This exhaustive study sheds a new light on this venom composition, the molecular diversity of which 
was unexpected. These data pave the way for targeted functional analyses and to better understand the evolutionary 
mechanisms that have led to the formation of the venomous arsenals we observe today in parasitoid insects.
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Background
Parasitoid insects are defined as organisms that develop 
at the expense of another host organism, whose death 
results from a direct or indirect consequence of their 
development [1]. Among parasitoid species, parasitoid 
wasps (Hymenoptera) manipulate their host’s physiol-
ogy using a diversified range of virulence factors includ-
ing embryonic, larval and maternal factors. Embryonic 
factors include the use of specialized cells named terato-
cytes, originating from the extraembryonic serosa, which 
abundantly secrete proteins into the haemolymph of the 
parasitized host [2, 3]. The main larval factor is saliva 
[4, 5]. Maternal factors include ovarian proteins [6–10], 
symbiotic polydnaviruses (PDVs) or virus-like particles 
(VLPs) produced by endogenous viruses present in the 
genome of these insects [11–15]. Female wasps within 
the genus Leptopilina also produce extracellular vesicles 
formerly named VLPs, but now also designated by dif-
ferent authors as Mixed Strategy Extracellular Vesicles 
(MSEV) [16] or venosomes [17]. It is indeed a matter of 
debate whether the filamentoviridae endogenous virus 
present in the Leptopilina genomes [18] is involved in 
vesicle production, as only one virally derived protein 
could be identified as being part of these structures by 
proteomic analyses [19]. All hymenopteran parasitoid 
females inject venom in the parasitized host at the time 
of oviposition [20, 21], making venom gland (VG) secre-
tions a very important category of maternal factors. After 
venom injection, one or several eggs are deposited out-
side (for ectoparasitoids) or inside (for endoparasitoids) 
the body of the insect host [22], depending on the para-
sitic lifestyle. In some cases, ovarian fluids antagonize the 
powerful effects of venom toxins that otherwise would 
prematurely kill the host [23, 24].

The composition and functions of venoms from ecto-
parasitoid and endoparasitoid species have received a 
growing interest thanks to major improvements in high 
throughput analyses of DNA, RNA and proteins which 
allow combined analytical approaches [25, 26].

Since 2015, venoms of over 45 parasitoid species have 
been thoroughly investigated by these means, allowing 
the description of the cocktail of peptides and proteins 
that enter in their composition. However, many questions 
remain unanswered, such as what are the mechanisms at 
the basis of VG cell secretion and what are the evolution-
ary forces that drive the evolution of the virulence fac-
tors contained within venom. It appears that the role and 
composition of venoms can greatly vary even between 
closely related species of parasitoid Hymenoptera [20]. 
In this regard, the Cotesia genus (Hymenoptera: Braco-
nidae) is an interesting taxon to study with a great varia-
tion in the importance of venom for parasitic success 
depending on the species and in the functional diversi-
fication among venomous secretions. For example, in 

Cotesia melanoscela, the venom ensures virus uncoating 
and uptake of viral particles by host cells [27] whereas in 
Cotesia glomerata, it directly protects eggs from encap-
sulation by the hemocytes of the host Pieris rapae [28]. 
In Cotesia rubecula, the Vn4.6 venom polypeptide is 
known to interfere with the activation of the host hemo-
lymph prophenoloxidase [29]. The venom of Cotesia chi-
lonis inhibits host humoral immunity and synergizes the 
immunosuppressive effects of the calyx fluid produced at 
the basis of the ovaries of the female wasp [30]. In Cotesia 
vestalis (formerly named Cotesia plutellae), the venom 
also synergizes the immunosuppressive effect of calyx 
fluid or PDVs and has a transient effect, at high doses, 
on the spreading and survival of Plutella xylostella plas-
matocytes [31].

By contrast, Beckage et al. stated in 1994 that host 
envenomation was not required for the parasitic success 
of Cotesia congregata, since eggs experimentally injected 
with PDVs alone into caterpillars of its host, the tobacco 
hornworm (Manduca sexta), were able to develop suc-
cessfully [32]. In addition, injection of venom alone in 
non-parasitized M. sexta larvae had no apparent effect 
on the levels of hemolymph proteins, larval growth and 
metamorphosis [32]. However, the production of a mix 
of active substances likely represents a significant physio-
logical cost for C. congregata females. It is hence doubtful 
that this complex arsenal selected during evolution has 
no effect on parasitism success [33]. Subtle effects may 
have been overlooked due to methodological limitations 
or biases in the experimental design of previous physi-
ological studies. To provide further clues on the potential 
role of C. congregata venom, we investigated its protein 
composition by combining genomic, transcriptomic 
and proteomic approaches. In the present paper a brief 
anatomical description of the venom apparatus is given, 
using fluorescent microscopy and confocal imaging, fol-
lowed by a detailed list of the main venomous compo-
nents. Our results are discussed in the light of knowledge 
gained on the composition of venoms of hymenopteran 
parasitoids in the last ten years. Together, these new data 
pave the way for functional studies and the understand-
ing of the evolutionary mechanisms that led to the for-
mation of the venomous arsenals we observe today in 
modern Hymenoptera.

Methods
Rearings and sample preparation
The C. congregata laboratory strain was reared on its nat-
ural host, the tobacco hornworm, M. sexta (Lepidoptera: 
Sphingidae) fed using artificial diet as described previ-
ously [32, 34, 35].

Isolation of ovaries and VGs of C. congregata females in 
order to perform mRNA and protein analyses were per-
formed as previously described [36]. Briefly, ovaries and 
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VGs were extracted from females at emergence. Female 
wasps were anesthetized on ice for several minutes, 
shortly rinsed in 70% ethanol and air dried. The abdomi-
nal organs, including ovaries and venom apparatuses, 
were gently pulled out with forceps and placed in 50  μl 
sterile Insect Ringer (for RNA extraction and micros-
copy) or sterile water (for collection of venom extracts).

Fluorescence microscopy and confocal microscopy 
imaging of VGs
Observation of VGs under confocal microscopy was per-
formed according to the protocol published by Cambier 
and collaborators [37].

RNA extraction and RNA-seq analysis
Two replicates of 20 pairs of ovaries and 100 pairs of 
VGs were dissected and pooled together. RNA extrac-
tions were performed and RNA-Seq library preparations 
were carried out from 1 to 2 μg total RNA as described in 
[36]. Each library was sequenced using 100 bp paired-end 
reads on a HiSeq2000 Illumina sequencer. A total of 19.2 
Gb were sequenced for the four libraries with an aver-
age of 48.2  million reads per library (sd = 6.2 millions). 
The paired-end reads from C. congregata ovary and VG 
libraries were mapped on the reference genome [36] 
using TopHat2 with default parameters [38] resulting 
in an average mapping percentage of 91.1% (sd = 5.6%) 
(detailed in [36]). The featureCounts program from the 
Subread package [39] was used to determine fragment 
counts per genes (default parameters) using the C. con-
gregata OGS2.3_20170323 containing 14 140 genes and 
available at ​h​t​t​p​​s​:​/​​/​b​i​p​​a​a​​.​g​e​​n​o​u​​e​s​t​.​​o​r​​g​/​s​p​/​c​o​t​e​s​i​a​/.

To analyze gene expression the raw fragment counts of 
ovaries and VGs samples were first converted to counts 
per million (CPM) using the edge-R implemented pack-
age [40]. Statistical analysis was further performed fol-
lowing standard protocol as we previously described 
[36], including the edgeR TMM method for Normaliza-
tion Factor calculation [41] and empirical Bayes quasi-
likelihood F-tests to identify differentially expressed (DE) 
genes under chosen contrasts [42]. F-test p-values were 
adjusted using false-discovery rate (FDR) method [43]. 
When FDR was inferior to 0.001 and fold change (FC) 
of expressions between compared conditions was higher 
or equal to 2, genes were considered as DE. Genes with a 
significantly higher level of expression in VGs compared 
to ovaries were considered as putative venom genes.

Collection of venom proteins
Thirteen newly emerged C. congregata females were 
anesthetized on ice and their venom apparatus (two VG 
filaments and a central reservoir) was dissected in 50 μL 
of sterile milliQ water at 4 °C, under a Stemi stereomicro-
scope (Carl Zeiss Microscopy GmbH, Jena, Germany). 

To avoid the leakage of venomous fluid from the reser-
voir, each venom apparatus was first separated from the 
venom duct (ductus venatus) downstream from the res-
ervoir’s distal end and transferred in another drop of cold 
50 μL sterile water, using a thin entomological pin. Sur-
rounding fat tissues were carefully removed before the 
transfer of the venom apparatus in 15 μL of sterile milliQ 
water, kept on ice, with a sterile thin pin. The reservoir 
was then gently pressed with the pin to allow venom to 
diffuse in water, and the organ was immediately removed 
with the pin. When venom was extracted from the 13 
venom apparatuses, the extract was centrifuged (1000 g, 
5  min, 4  °C) and the supernatant was recovered and 
stored 15 h at -20 °C. Protein concentration of the venom 
extract was determined in triplicates by spectrophotom-
etry according to Bradford method [44].

To visualize the protein profile by SDS-PAGE, 7 μL of 
venom extract containing 10  μg of total proteins were 
mixed with 2 μl of 5X concentrated Laemmli sample buf-
fer (0.225 M Tris-HCl pH 6.8, 12% (w/v) SDS, 50% (v/v) 
glycerol, 0.5% bromophenol blue, 5% (v/v) b-mercapto-
ethanol) and 1 μL milliQ water and heated at 96  °C for 
5  min. Fractionation of proteins was performed using a 
12,5%Tris-SDS gel or a 15%Tris-SDS gel [see Additional 
file 1]. Electrophoresis was performed in 0.025  M Tris, 
0.2 M glycine, and 0.1% (w/v) SDS. Staining of the gel was 
done overnight by soaking the gel in a staining solution 
(0.1% (w/v) Coomassie Brilliant Blue R-250 (MP Biomed-
ical) in 50% (v/v) ethanol and 10% (v/v) acetic acid), fol-
lowed by several baths of destaining solution (20% (v/v) 
ethanol and 7.5% (v/v) acetic acid) to destain the gel. 
Destaining was stopped with milliQ water.

For protein identification by GeLC-MS/MS (protein 
samples included in polyacrylamide gel and analyzed by 
nanoLC–MS/MS after in-gel digestion), venom extract 
was included in a 12,5%Tris-SDS polyacrylamide gel 
without fractionation electrophoresis using a constant 
voltage of 70 V in the stacking gel and 100 V in the run-
ning gel, for only 5  min. After staining with Coomassie 
Brilliant Blue R-250, the single band was excised and 
transferred into an Eppendorf tube and stored at -20 °C.

Analysis of venom proteins by tandem mass spectrometry
The gel band was cut and in-gel digestion step was per-
formed as previously described [45]. The resultant pep-
tide mixture was analyzed by on-line nanoflow liquid 
chromatography tandem mass spectrometry (nanoLC-
MS/MS) at the PIXANIM platform (INRAE, Nouzilly, 
France) as previously described [46]. Briefly, all experi-
ments were performed on a LTQ Velos ETD Orbitrap 
Mass Spectrometer coupled to an Ultimate® 3000 RSLC 
Liquid Chromatographer (Thermo Fisher Scientific, Bre-
men, Germany) controlled by Chromeleon Software (v 
6.80 SR13).

https://bipaa.genouest.org/sp/cotesia/
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Samples were concentrated on a trap column (Acclaim 
PepMap 100 C18, 75  μm inner diameter x 2  cm long, 
3  μm particles, 100 Å pores) and separated on a nano-
column (Acclaim PepMap C18, 75 μm inner diameter x 
50 cm long, 2 μm particles, 100 Å pores) at 300 nL/min. 
Mobile phases consisted of (A), 98% water, 2% acetoni-
trile in presence of 0.1% formic acid and (B) 20% water, 
80% acetonitrile in presence of 0.1% formic acid. The gra-
dient profile was as follows: (i) Equilibration of the col-
umns with 96% solvent A and 4% solvent B; (ii) Gradient 
from 4 to 55% solvent B in 120 min; (iii) Step up to 99% 
solvent B for 15 min. Data were acquired in positive data-
dependent mode using an Orbitrap resolution at 60,000. 
In the 300–1800  m/z range, the 20 most intense multi-
charged peptide ions were sequentially isolated (isolation 
width 2  m/z, 1 microscan) and fragmented in the trap 
using collision induced dissociation ion mode (collision 
energy at 35%, activation time 10 ms, Qz 0.25). Dynamic 
exclusion was activated (30  s with a repeat count of 1). 
A lock mass was enabled using the polydimethylcyclosi-
loxane ions (m/z 445.120025) for internal recalibration of 
the mass spectra.

MS/MS ion searches were performed using Mascot 
search engine version 2.7.0.1 (Matrix Science, London, 
UK) via Proteome Discoverer 2.5 software (Thermo-
Fisher Scientific, Bremen, Germany) against a local data-
base comprising all the predicted amino acid sequences 
deduced from the genome of C. congregata. The param-
eters used for database searches include trypsin protease 
with two missed cleavages allowed, carbamidomethyl-
ation, methionine oxidation and N-terminal protein acet-
ylation as variable modifications. The error tolerance of 
the ions was set to 5 ppm for precursor and 0.8 Da for 
fragment ion matches. Results obtained from the target-
decoy database searches were incorporated to Scaffold 
Q + S software (version 5.2.2, Proteome Software) [47] 
and were validated by the “Peptide Prophet” and “Protein 
Prophet” algorithms at the level of unique peptide with a 
protein identification probability at 99%.

Sequence analysis
Nucleotide sequences of putative venom genes have been 
automatically annotated previously [36]. The automated 
annotations were followed by manual curations, correc-
tions and expert annotations. Similar sequences were 
retrieved by comparing the sequences of interest with 
NCBI non redundant database with the BLASTP.

The signalP 6.0 algorithm [48] was accessed online [49] 
to predict the presence of five types of signal peptides, 
with the “Other” parameter selected. Functional annota-
tions of the deduced amino acid sequences of all the puta-
tive venom genes were performed using the InterPro web 
site [50] that allows classification of submitted sequences 
in protein families and detailed sequence analyses by a 

set of specialized algorithms [51]. Sequences of proteins 
of unknown function were submitted to the Eukaryotic 
Linear Motif (ELM) server [52, 53] and to the Phyre2 web 
portal [54]. Other internet portals and databases were 
used for sequence analyses including Prosite [55, 56], 
Pfam [57, 58], PRINTS [59, 60], PANTHER [61, 62], Gen-
Bank [63, 64] and ParWaspDB [65].

Theoretical pI and Mw of each protein were calculated 
using the Compute pI/Mw online program [66–68]. Dif-
ferences between groups of proteins with respect to their 
probabilities to possess a SP, their theoretical pI and Mw 
and the levels of overexpression of the corresponding 
genes were statistically tested using the Mann-Whitney 
U test, the Kruskal-Wallis one-way ANOVA test and the 
contingency Chi2 test using the Tanagra complement for 
Excel [69], with alpha acceptance levels of statistical sig-
nificance between 0.05 and 0.1.

Results
Morphology of the venom apparatus of C. congregata
The venom apparatus of C. congregata females is closely 
associated with the reproductive tract. It consists of a 
bilobed glandular system secreting venom in a central 
reservoir connected to the ovipositor via a short venom 
duct (Fig.  1A, B and C). Observed in confocal micros-
copy imaging using actin and DNA staining, the glan-
dular cells appeared to be organized around a central 
chitin-lined collecting duct to which they are connected 
through small secretory ductules, also lined with chitin 
(Fig. 1D, E and F). The venom sac epithelia is surrounded 
by a loose network of striated muscular fibers, with no 
apparent glandular cells (Fig. 2A, B and C).

Properties of venom proteins and relations with levels of 
genes expression
Thirty-one bands were observed on a 12.5% SDS-PAGE 
profile of a venom extract (Fig.  3) and on a 15% SDS-
PAGE [see Additional file 1]. The apparent molecular 
weights of these denatured proteins ranked from 11 kDa 
to more than 250 kDa. Some bands could contain several 
proteins and some proteins could be composed of sev-
eral subunits or isoforms leading to several bands. To go 
further and solve the venom composition of females C. 
congregata, we combined proteomic and transcriptomic 
analyses.

Overall, 659 genes were differentially expressed and 
upregulated (fold changes of expressions higher or equal 
to 10) in the VGs of females C. congregata compared 
to their ovaries, over a set of 14 140 genes. Conversely, 
1881 genes were differentially expressed and upregu-
lated in ovaries. A number of genes (8475) were similarly 
expressed in both organs, while 3125 genes were neither 
expressed in VGs nor in ovaries at detectable levels.
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Among the 659 genes differentially expressed in VGs, 
we have analyzed a set of 30 genes encoding proteins and 
polypeptides (Fig.  4; Table  1) that were all detected in 
venom extracts by proteomic analysis [see Additional file 
2]. Among them, we found 24 “venom proteins with SP” 

whose precursor forms all contained a predicted signal 
peptide (SP) and six “venom proteins devoid of SP” [see 
Additional file 3]. Concerning the second group of pro-
teins, their corresponding genes were all overexpressed 
by VGs compared to ovaries: the levels of expression 

Fig. 2  The venom reservoir of a female C. congregata observed in confocal microscopy imaging. A: Observation of nuclei using a 330–380 nm filter after 
DAPI staining; B: observation of chitin and actin-associated molecules using a 465–495 nm filter after FITC staining; C: merged picture of A and B. VR, 
venom reservoir. Pictures were taken using the 10x objective of the confocal microscope

 

Fig. 1  The venom apparatus of a female C. congregata observed in confocal microscopy imaging. A: Observation of nuclei using a 330–380 nm filter after 
DAPI staining; B: observation of chitin and actin-associated molecules using a 465–495 nm filter after FITC staining; C: merged picture of A and B. D-F: 
The venom gland at higher magnification. OV, Ovipositor; VG, venom gland; VR, venom reservoir. Pictures were taken using the 4x objective (A-C) or the 
60x objective (D-F) of the confocal microscope
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observed in VGs were 133 to 3.9 million-fold higher than 
in ovaries. However, none of them possessed a predicted 
SP, suggesting that these proteins used a divergent SP or a 
non-conventional transport pathway to be secreted in the 
venom of C. congregata. Three of them (vpcc35, vpcc38, 
vpcc39) were similar to proteins with predicted func-
tions while the remaining three proteins (vpcc31, vpcc33, 
vpcc34) were of unknown function.

Concerning the first set of 24 “venom proteins with SP”, 
17 venom proteins with predicted functions were iden-
tified, including 10-6, 80-6, 80-10, 90-3, 100-6, vpcc1, 
vpcc4, vpcc5, vpcc7, vpcc8, vpcc12, vpcc13, vpcc17, 

vpcc19, vpcc24, vpcc29 and vpcc36. The genes encod-
ing these proteins were all overexpressed by VGs, with 
observed levels of transcript production being 17.99 to 
almost 39  million-fold higher in VGs compared to ova-
ries (Table 1).

Within the group of the 24 “venom proteins with SP” 
also figured a set of 7 proteins of unknown or undefined 
functions including 80-4, 90-9, vpcc16, vpcc20, vpcc21, 
vpcc30 and vpcc37 [see Additional file 3]. They possessed 
predicted SPs and their presence in venom was con-
firmed by proteomic analysis [see Additional files 2 and 
3]. Their respective genes were highly expressed by VGs, 
with levels of transcript production being 3023 to 4143-
fold higher compared to those observed in the ovaries of 
C. congregata females.

In addition to the 30 venom proteins of C. congregata, 
14 “putative venom proteins and peptides” were charac-
terized [see Additional files 4 and 5]. With the exception 
of 80-5b, they all possessed a predicted SP, but their pres-
ence in venom was not confirmed by proteomic analyses. 
The genes coding for these proteins and peptides were all 
significantly overexpressed in VGs (from 14.09 to 1 693 
151.32-fold higher than in ovaries). Their presence in 
venom, although plausible, has not been experimentally 
established. This group included eight proteins similar to 
proteins with predicted functions (vpcc2, vpcc10, vpcc11, 
vpcc18, vpcc22, vpcc23, vpcc28, vpcc40) and six pep-
tides of unknown function (80-5a, 80-5b, vpcc6, vpcc9, 
vpcc14, vpcc15).

Finally, we analyzed four “products of genes overex-
pressed by VGs”, devoid of SP and not detected in venom 
[see Additional files 4 and 5]: vpcc27, vpcc41, vpcc25 
and vpcc26. The levels of expression of these genes in 
VGs were 132 to 1633-fold higher than in ovaries. Upon 
sequence analysis and comparison, some functions could 
be assigned to vpcc27, vpcc41 and vpcc25 but not to the 
vpcc26 peptide.

The levels of overexpression greatly varied among 
genes encoding the 30 venom proteins of C. congregata 
(Fig. 4). A small subset of genes (6 out of 30 genes, here-
after designed as “massively expressed genes”) reached 
impressive levels of differential expression between VGs 
and ovaries exceeding 1 million-fold. Thirteen additional 
genes (“highly expressed genes”) had levels of expres-
sion comprised between 100 and 700 thousand-fold 
the expression observed in ovaries, while the remaining 
11 genes (“overexpressed genes”) were overexpressed 
between 18-fold and 86 thousand-fold more in VGs 
than in ovaries. The distribution of the 30 genes between 
these three categories differed significantly according to 
the probability that the corresponding venom protein 
possessed or not a predicted SP (Chi2 test value = 6.2, 
p-value = 0.045). The proteins possessing a predicted SP 
were encoded by genes exhibiting levels of overexpression 

Fig. 3  12.5% SDS-PAGE profile of C. congregata venom proteins (Coo-
massie Brilliant Blue staining). Positions of the molecular weight markers 
are indicated on the left
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that were significantly higher (1 998 172.53 ± 7897 
706.92-fold the level of expression observed in ovaries, 
in average) than those of genes encoding venom proteins 
devoid of any SP (1 316 527.26 ± 1 538 898.93) (Mann-
Whitney U test, U = 39, p-value = 0.08709, α = 0.1). More 
information about the clustering of RNA samples from 
ovaries and VGs and expression levels of each gene cor-
responding to venom proteins, putative venom protein or 
peptides or gene products overexpressed by VGs is given 
in additional material [see Additional files 6 and 7].

Nineteen out of the 30 identified venom proteins had 
a theoretical isoelectric point (pI) below 7 and the aver-
age theoretical pI was 6.48 ± 1.48. The average theoreti-
cal molecular weight (Mw) of these venom proteins was 
38 521.41 ± 17 322.50 Da, but we could not include in our 
proteomic analysis peptides below 11 000 Da for techni-
cal reasons. Indeed, venom proteins were submitted to 
a short SDS-PAGE run and analyzed from a gel slice cut 
out from this gel. Most peptides were likely lost during 
the run. Thus, the average Mw of the proteinic and pep-
tidic fraction of C. congregata venom is probably inferior 
to this value. Acidic venom proteins had a slightly higher 
probability to possess a SP (0.82 ± 0.37) than basic venom 

proteins (0.71 ± 0.45) (Mann-Whitney U test, U = 56, 
p-value = 0.03686).

Functional predictions inferred from 17 sequence analyses
We will introduce and discuss hereafter the possible 
functions of 17 proteins, whose presence in the venom of 
C. congregata females was confirmed by proteomic anal-
ysis, with respect to the most recent knowledge acquired 
on their respective families or class of molecules. When 
possible, we extended the functional annotation to simi-
lar proteins expressed by the VGs of other parasitoids, 
in order to compare their structures and to infer puta-
tive functions. Another group of 13 confirmed venom 
proteins of unknown function and/or devoid of SP was 
analyzed and discussed in detail in the supplementary 
materials [see Additional file 3]. An additional set of 18 
putative venom proteins, peptides and interesting gene 
products, whose secretion could not be confirmed by 
proteomic analysis, was also analyzed in detail [see Addi-
tional file 4].

Fig. 4  Expression patterns of 30 genes identified via proteomics of pure venom. A: Volcano plot of differentially expressed genes (DEGs) between ovaries 
(Ov) and venom glands (Vg). Genes up-regulated in ovaries and VGs are highlighted in blue and pink, respectively. The thresholds for significant differ-
ential expression are a fold-change (FC) > 2 (horizontal dashed lines) and FDR ≤ 0.001 (vertical dashed lines). Among the VG-upregulated genes, those 
encoding the 30 proteins identified in pure venom are specifically highlighted. B: Heatmap of expression levels for the 30 venom genes. Expression is 
shown as counts per million (CPM) across VG (Vg1, Vg2) and ovary (Ov1, Ov2) samples. Genes are hierarchically clustered based on their expression levels 
and FC between VGs and ovaries. Genes encoding venom proteins with predicted signal peptides (SP) are marked in black, while the six venom proteins 
lacking SP are shown in white
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vpcc1
The vpcc1 (584 amino acids) venom protein belonged 
to the 5’-nucleotidase/apyrase enzyme family (InterPro: 
IPR006179). The sequence exhibited the conserved con-
sensus pattern of 5’-nucleotidases ([LIVM]-x-[LIVM]
(2)-[HEA]-[TI]-x-D-x-H-[GSA]-x-[LIVMF]) between 
positions 29 and 41 of the mature protein. The vpcc1 pro-
tein exhibited 77.15 to 88.36% of sequence identity with 
5’-nucleotidases predicted from the genomes of the para-
sitoids Glyptapanteles indiensis (GenBank: ABK56991.1), 
Glyptapanteles flavicoxis (GenBank: ACE75062.1) and C. 
glomerata (NCBI Reference Sequence: XP_044589411.1 
and XP_044589412.1 and GenBank: KAH0547187.1), 
which correspond likely to homologous proteins of these 
closely related species.

vpcc19 and 10-6
Two proteins belonging to the histidine phosphatase 
superfamily were identified in the venom of C. congre-
gata: the vpcc19 (378 residues) and the highly similar 
10-6 (374 residues) protein. They shared 93% of sequence 
identity. They also shared 46% of sequence identity with 
vpcc18 (370 residues), a protein whose presence in 
venom has not been confirmed by our proteomic analy-
sis. The catalytic domains of these three proteins con-
tained five conserved residues (R10, H11, R14 and H264 
of the mature proteins, respectively), forming a catalytic 
core conserved among enzymes of the second branch of 
histidine phosphatases superfamily.

100-6
A neprilysin-2-like protein, the 100-6 protein (701 resi-
dues including a 26 amino acids SP), has been identified 
in the venom of C. congregata. Its sequence is the lon-
gest among the venom proteins of C. congregata. The 
100-6 venom protein belongs to the Peptidase M13 fam-
ily [70]. It possesses the two groups of highly conserved 
motifs forming zinc-binding domains, which characterize 
neprilysin (NEP) proteins [71, 72]: at positions 514 to 518 
(HELSH corresponding to the HExxH conserved motif ) 
and 575 to 579 (ENIAD, corresponding to the ExxxD 
conserved motif ) of the mature protein. Interestingly, 
a third highly conserved consensus sequence of NEPs 
(NAY/FY) that mediates substrate or inhibitor binding, 
is modified in “NAMY” between positions 473 and 476 
of the 100-6 mature venom protein. In contrast, a fourth 
conserved motif (CxxW), present at the C-terminal end 
of NEPs and critical to protein folding and maturation 
[73], is absent in the 100-6 protein.

vpcc29
The tertiary structure of the vpcc29 venom protein (248 
amino acids) corresponded to a protein related to tryp-
sin-like serine proteases, according to the Phyre2 web 

portal. It possessed a domain found in proteases belong-
ing to the MEROPS peptidase family S1 (clan PA) (Inter-
Pro: IPR009003). However, the classic catalytic triad of 
known serine proteases (His57, Asp102 and Ser195 as in 
chymotrypsinogen A) [74] was modified in vpcc29 in a 
Leu-Val-Ser triad at positions 66, 112 and 210 of the pre-
cursor protein). Two important Gly residues out of three 
were conserved, however, in vpcc29 at positions 186 and 
189. The only known sequences displaying a low but sig-
nificant level of identity with vpcc29 (23.64 to 34.03% of 
sequence identity) were hypothetical or uncharacterized 
proteins from parasitoids of the Microgastrine subfam-
ily including C. glomerata (GenBank: KAH0540702.1), 
M. mediator (GenBank: XP_057324437.1), M. demolitor 
(NCBI Reference Sequence: XP_008546250.1), C. typhae 
(GenBank: KAG8038842.1) and C. chilonis (GenBank: 
QBB01971.1). All these sequences were recognized as 
trypsin-like serine proteases by the Interproscan algo-
rithm, except the one originating from C. typhae for 
which no protein family membership could be predicted.

80-6
According to the InterPro prediction algorithm, the 80-6 
venom protein (415 amino acids) belongs to the pepti-
dase S10 family (InterPro: IPR001563), also known as 
carboxypeptidases C family. The alignment of the amino 
acid sequence of 80-6 with similar serine carboxypep-
tidases and comparison with the consensus patterns 
for S10 peptidases from the PROSITE and the PFAM 
databases (PROSITE: PDOC00122; PFAM: PF00450) 
allowed us to locate and analyze the residues forming the 
expected triad.

First, a serine to asparagine substitution at position 140 
of the mature 80-6 protein distinguished 80-6 from the 
other S10 peptidases, in which the consensus sequence 
for the serine active site was [LIVM]-x-[GSTA]-E-S-Y-
[AG]-[GS] (where S was the active site serine residue) 
(PROSITE: PS00131). A serine residue was still present in 
the modified domain of 80 − 6, but at position 138 of the 
mature protein (MMSENVGT).

Second, the histidine active site (YYIIEAGHLLI-
VDNP between positions 367 and 381 of the mature 
80-6 protein, where H would be the active site histidine 
residue) was also modified in comparison to the con-
sensus sequence for the histidine active site of serine 
carboxypeptidases ([LIVF]-x(2)-[LIVSTA]-x-[IVPST]-
x-[GSDNQL]-[SAGV]-[SG]-H-x-[IVAQ]-P-x(3)-[PSA]; 
PROSITE: PS00560). The first three amino acids of the 
consensus sequence were lacking. Four out of the fifteen 
remaining amino acids differed from the expected resi-
dues at the corresponding positions.

Finally, an aspartic acid residue possibly corresponding 
to an active site residue has been located at position 322 
of the mature 80-6 protein. This residue aligned with an 
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aspartic acid residue conserved in 82% of the sequences 
of serine carboxypeptidases which were used for the 
design of the PFAM signature of the peptidase S10 family 
(PFAM: PF00450; residue 344 of the sequence logo).

It is of note that none of these active sites were detected 
by the InterPro algorithm nor PROSITE Expasy algo-
rithm: the algorithms correctly assigned the 80-6 protein 
to the peptidase S10 family but were unable to locate the 
residues of the conserved triad. This was probably due 
to the existence of subtle variations from the consensus 
patterns observed in 80-6. This protein shared 88.43% of 
sequence identity with Cc-Ven5 (GenBank: APD15616.1), 
a retinoid-inducible serine carboxypeptidase-like protein 
overexpressed by the VGs of C. chilonis [75].

vpcc5 and 80-10
The vpcc5 venom protein (147 amino acids) has no simi-
lar sequence in databases. However, according to the 
InterPro prediction program, its secondary structure 
corresponded to a protein belonging to the Pheromone/
general odorant binding protein (P/GOBP) superfamily 
(InterPro: IPR036728).

In addition to vpcc5, the venom of C. congregata con-
tained a second PBP/GOBP-like protein, the 80-10 pro-
tein (193 amino acids). This protein possessed 6 cysteine 
residues and only shared 11.9% of sequence identity with 
vpcc5. The 80-10 protein shared 61.66 to 68.64% of 
sequence identity with hypothetical proteins from Cote-
sia flavipes (GenBank: UEP64252.1), C. typhae (Gen-
Bank: KAG8040250.1) and C. glomerata (GenBank: 
KAH0555401.1).

vpcc7 and vpcc8
Vpcc7 (117 amino acids) and vpcc8 (121 amino acids) 
were two related venom proteins similar to a hypothetical 
protein of unknown function, CcBV_5.3 (BV16 Family 
2 members), encoded by the genome of the C. congre-
gata Bracovirus (CCBV) (NCBI Reference Sequence: 
YP_184787.1). They respectively shared 45.67% and 
41.1% of sequence identity with CcBV_5.3 and 54% of 
sequence identity between them.

vpcc4, vpcc12, vpcc13 and vpcc24
The venom of C. congregata contained four members 
of the phospholipase C (PLC)-like phosphodiesterases 
superfamily (InterPro: IPR017946): vpcc4 (316 amino 
acids), vpcc12 (329 amino acids), vpcc13 (325 amino 
acids) and vpcc24 (327 amino acids). A gene encoding 
a fifth similar sequence, vpcc25 (346 amino acids), was 
overexpressed in the VGs compared to ovaries, but the 
presence of the corresponding protein in venom was not 
confirmed by proteomic analysis. The vpcc25 protein had 
a low probability to possess a signal peptide (0.594 out 
of a maximum score of 1), according to SignalP 6.0. The 

amino acid sequence of vpcc4 exhibited a lipoprotein sig-
nal peptide instead of a classical SP. Vpcc24 shared 79% 
of sequence identity with vpcc25, 68.6 and 62.5% with 
vpcc12 and vpcc13 and only 28.9% of sequence identity 
with vpcc4.

Interestingly, the vpcc4 venom protein was the only 
one to possess a phosphatidylinositol-specific phospho-
lipase C (PI-PLC) X domain, extending from positions 
42 to 159 of the mature protein. However, the Y domain, 
which constitutes the second characteristic functional 
domain of eukaryotic PI-PLCs, was lacking in the vpcc4 
sequence, as it was in vpcc12, vpcc13 and vpcc24. The 
vpcc24 sequence exhibited 29.82 to 67.79% of sequence 
identity with sequences from Microgastrinae and 28.12 
to 30.63% of sequence identity with bacterial PLC-like 
proteins.

vpcc17
The vpcc17 venom protein (594 amino acids) corre-
sponded to a β-hexosaminidase (InterPro: IPR025705). 
The mature vpcc17 protein possessed the N-terminal 
domain of the eukaryotic β-hexosaminidases (PFAM 
domain: PF14845), from positions 44 to 164, and a TIM 
barrel (triose-phosphate isomerase) fold correspond-
ing to a catalytic domain (PFAM domain: PF00728), 
between positions 188 and 536. Homologous proteins 
predicted from numerous genomes of Hymenoptera 
were returned by the BLASTP search using vpcc17 as the 
entry sequence. Among the matching gene products fig-
ured the sequence of Cc-Ven12 (GenBank: APD15623.1), 
a protein produced by the VGs of C. chilonis [75] 
that shared 86.2% of sequence identity with vpcc17. 
Vpcc17 also shared 14.5% of sequence identity with a 
β-hexosaminidase-like truncated protein (207 amino 
acids only, encoded by the sequence Dr_contig00438) 
that we have previously identified as a protein produced 
by the VGs of the cynipid gall wasp D. rosae [37].

90-3
The 90-3 venom protein (211 amino acids) contained a 
dsRNA-binding domain extending from positions 41 to 
162 and was recognized as a RAD52 family member by 
the InterPro algorithm (InterPro: IPR041247). The 90-3 
protein shared 30.15 to 33.33% of sequence identity with 
proteins predicted as DNA repair and recombination 
proteins from C. congregata (GenBank: CAG5075450.1) 
and C. glomerata (NCBI Reference Sequence: 
XP_044588796.1, XP_044586548.1, XP_044596685.1, 
and GenBank: KAH0562764.1) that all lacked a predicted 
SP.

vpcc36
The vpcc36 venom protein (193 amino acids) exhibited 4 
sequence signatures specific from apolipoprotein D-like 
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proteins (PRINTS: PR01219), also named lipocalins 
(InterPro: IPR022271) at positions 19–33, 104–115, 148–
164 and 174–193 of the precursor protein. The sequence 
contained a SP of 19 amino acids and 31 residues pre-
dicted to be involved in a ligand binding cavity of apo-
lipoprotein D and similar proteins (Conserved Domains 
entry: cd19437).

Discussion
Protein richness of C. congregata venom
The venom of C. congregata contains at least 30 venom 
proteins. This number of venom proteins is close to those 
observed in other Braconid species: for example, VGs 
of B. hebetor females produce 27 main proteins [76] and 
females Chelonus inanitus produce 29 venom proteins 
[26]. Females P. lounsburyi and P. concolor produce 39 
and 40 venom proteins, respectively [77]. This number 
is also globally in accordance with the 31 denatured pro-
teins observed on the 12.5% SDS-PAGE profile (Fig. 3). It 
is likely that other C. congregata venom proteins remain 
to be identified, and it would be of particular interest to 
specifically study the venomous peptides of this parasit-
oid wasp with appropriate methods.

In most animals, the protein/mRNA ratio is constant 
across cell types and tissues but varies by several orders 
of magnitude from one gene to another. Therefore, pro-
tein abundance is not directly inferable from gene expres-
sion levels [78]. In parasitoid VGs however, the most 
expressed genes produce the most abundant venom 
proteins [20] and VGs generally produce a small num-
ber of highly abundant proteins and peptides and a large 
number of low abundance products. Our results con-
firmed that globally, the venom proteins corresponded 
to the most expressed genes in the VGs of C. congre-
gata, which represent a small set of the 659 genes over-
expressed by this tissue. Among these genes, we have 
identified four genes whose products (vpcc27, vpcc41, 
vpcc25 and vpcc26) are not part of the venom but could 
play a role in VG function and/or in the maintenance of 
its structure and integrity. They potentially encode cru-
cial functions for the safe production and secretion of 
the venomous arsenal and to avoid nonintentional dam-
ages to the wasp’s tissues and organs. As only two rep-
licates were performed for each tissue, the observed 
gene expression levels should not be taken as absolute 
and definitive values. They are likely to vary from one 
individual to another, and even at different stages in the 
development of parasitoid wasps. The average expression 
levels allowed to identify genes of interest that are over-
expressed in VGs and to attempt to establish interesting 
relationships between these expression levels and certain 
characteristics of the deduced proteins.

In the past, some authors referred to the venom-
secreting glands as “acid glands”, in contrast to Dufour’s 

“alkaline” gland, which produces marking pheromones 
[79–83]. Our results confirm that the majority of C. 
congretata venom proteins are acidic proteins and pos-
sess a SP allowing them to be secreted by a classical 
pathway. However, 3 out of the 6 genes with the higher 
levels of overexpression in VGs compared to ovaries, 
encoded venom proteins whose sequences were devoid 
of SPs. One of these venom proteins was a basic protein 
(vpcc31). This suggests that C. congregata use canonical 
and non-canonical secretory pathways to secrete venom 
proteins and notably a basic one. Therefore, our study 
demonstrates that not all venom proteins are acidic in 
nature, and not all have SP.

Diversity and specificity of C. congregata venom hydrolases
Our study revealed that C. congregata venom is above 
all a diversified mixture of hydrolytic enzymes likely to 
interact with a wide range of molecules in the host and/
or within the VG itself (see below). This may seem sur-
prising in view of the previously published article on 
the supposed lack of involvement of this venom in the 
reproductive success of C. congregata [32]. However, our 
results are consistent with those from works carried out 
in recent years on other parasitoid species, and notably 
within the Cotesia genus. They show that the venom of 
these species is indeed a mixture of active substances, 
capable of directly provoking physiological effects in 
envenomated hosts or of facilitating the action of other 
virulence factors, like polydnaviruses. Sequence analysis 
and comparisons reveal subtle differences between C. 
congregata venom hydrolases and the hydrolytic enzymes 
of other parasitoids, which probably have functional 
consequences.

The 5’-nucleotidase/apyrase enzyme family, to which 
vpcc1 belongs, gathers ubiquitous proteins that hydro-
lyze phosphate esterified at carbon 5’ of 5-carbon sug-
ars (ribose or deoxyribose) of nucleotide molecules. 
Hence, they are crucial for the degradation of nucleo-
tides. In the braconid wasp Meteorus pulchricornis [84], 
a protein sharing low sequence similarity with bacterial 
and eukaryotic ecto-5’-nucleotidases was also strongly 
expressed by VGs. However, it lacked the above-men-
tioned 5’-nucleotidase signature found in vpcc1. A 
5’-nucleotidase gene was also found overexpressed by the 
VGs of the cynipid gall wasp Diplolepis rosae [37].

The vpcc19 and 10-6 venom proteins belong to the sec-
ond branch of histidine phosphatases superfamily. This 
group of sequences is notably composed of acid phospha-
tases that hydrolyse phosphate esters, optimally at low 
pH [85]. Acid phosphatases were identified in the ven-
oms of several Hymenoptera, for instance in the Apidae 
Apis mellifera [86] and Apis cerana [87], the Ptromalidae 
Nasonia vitripennis [25] and Pteromalus puparum [88], 
the Ampulicidae Ampulex compressa [89], the Figitidae 
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Leptopilina boulardi and Leptopilina heterotoma [90] 
and the Ichneumonidae Pimpla hypochondriaca [91]. 
Venom acid phosphatases generally act as spreading fac-
tors for other venom components.

The structural features of the 100-6 venom protein 
suggest a potential difference in the functioning of this 
venom enzyme compared to other known NEPs. Most 
NEPs are type II integral membrane proteins acting as 
oligopeptidases, but some family members correspond 
to soluble secreted proteins, such as in Drosophila [71, 
72, 92]. Of note, a NEP is one of the major components 
of Venturia canescens VLPs [93] produced by an endog-
enous nudivirus [14] and protecting parasitoid eggs 
from encapsulation by host hemocytes. NEP-like pro-
teins appear to be widely distributed among the venoms 
of Hymenoptera, except in the Cotesia genus. Accord-
ing to Colinet and collaborators [94], NEP-like proteins 
were indeed found in the venoms of Figitidae (L. bou-
lardi), Braconidae (M. demolitor) and Ichneumonidae 
(Hyposoter didymator). NEP-like proteins were also 
reported from the venoms of A. compressa [89], L. het-
erotoma and a Ganaspis species (Figitidae) [90, 95], T. 
nigriceps [96], Lysiphlebus fabarum [97], P. lounsburyi 
and P. concolor (Braconidae) [77], Tetrastichus brontispae 
(Eulophidae) [98], P. vindemmiae (Pteromalidae) [99]. 
Yang and collaborators [100] have recently suggested 
that the recruitment events of venom NEP-like genes 
occurred independently during the radiation of Hyme-
noptera. In the dryinid wasp Gonatopus flavifemur, 7 
NEP-like proteins, possessing predicted SPs, were found 
to be overexpressed at the mRNA level in VGs [100], 
but the presence of the corresponding proteins in the 
venom has not been verified by proteomic methods. A 
similar lack of information concerns two NEP-like genes 
expressed by the VGs of the Encyrtidae Ooencyrtus tele-
nomicida [101] and the Braconidae Microctonus hypero-
dae [102]. Other NEP-like genes were expressed at low 
level in the VGs of the braconid wasps Aphidius ervi [94] 
and Meteorus pulchricorni [84]. The roles played by NEP-
like proteins in host-parasitoid relationships remain to be 
clarified since experimental evidence is scarce. NEP are 
oligopeptidases with a wide range of biological activities 
and inferring some hypothetical roles from information 
available on mammal or Drosophila enzymes is quite dif-
ficult. However, it was shown experimentally that injec-
tions of a recombinant protein based on the sequence 
of Cp-NEP1, a NEP-like protein expressed in VGs of C. 
vestalis, disrupted the formation of melanized nodules 
against Eschericha coli in the host Plutella xylostella 
[103]. However, the fact that Cp-NEP1 lacks the two 
groups of highly conserved motifs (called “protein finger-
prints”) found in most known NEPs casts doubt on the 
capacity of this protein to act as a classical soluble NEP, 
and therefore to generalize the observed effect to venom 

NEP-like proteins of other parasitoids, within or beyond 
the genus Cotesia. Interestingly, Teng and collaborators 
[75], who studied the venom of C. chilonis, did not men-
tion the presence of a NEP-like protein in this fluid. This 
suggests that the presence of NEP-like proteins in the 
venom would not be a feature conserved in all Cotesia 
species.

The peptidase S1 family is known as the largest pepti-
dase family, by both the number of sequenced proteins 
and the number of distinct peptidase activities. As a 
putative trypsin-like serine protease, vpcc29 belongs to 
this family. Three genes encoding trypsin-like proteins 
possessing predicted SPs were up-regulated in VGs of 
C. vestalis, compared to the remaining bodies of these 
females [104]. The modification of the classic catalytic 
triad of known serine proteases in vpcc29 suggest an abil-
ity to interact with specific peptidic ligands, either in the 
host or in the VG.

The 80-6 venom protein from C. congregata and Cc-
Ven5, from C. chilonis, shared the same sequence fea-
tures, and are thus probably homologous sequences: 
They belong to secreted serine carboxypeptidases, char-
acterized by a catalytic triad including an aspartic acid 
residue, a histidine residue and a serine residue bonded 
together by two hydrogen bonds [105]. The sequences 
surrounding the serine and histidine active residues are 
highly conserved in all serine carboxypeptidases, while 
those near the aspartic acid active site are variable [105]. 
Consequently, consensus patterns are only available for 
two out of the three active sites of serine carboxypepti-
dases. Other serine carboxypeptidases of the S10 or S28 
families (i.e. Lysosomal Pro-X Carboxypeptidase family) 
are expressed by the VGs of several Hymenoptera fami-
lies including Braconidae [77, 96, 106], Apidae [107, 108], 
Cynipidae [37], Pteromalidae [109] and Formicidae [110, 
111].

The group of venom proteins including vpcc4, vpcc12, 
vpcc13 and vpcc24 is related to the PLC superfamily but 
has diverged to such an extent that their sequence fea-
tures distinguish them from classical eukaryotic phos-
phodiesterases. Intriguingly, the results of the BLASTP 
algorithm comparison of these sequences to the NCBI 
nr database revealed that the only sequences showing 
significant similarities with the four proteins originated 
either from other Microgastrinae parasitoids (includ-
ing C. glomerata, C. chilonis, C. typhae and Microplitis 
demolitor) or from bacteria (including organisms of the 
class Bacilli, Flavobacteriia and Gammaproteobacteria). 
On the one hand, a first explanation for these results 
could be that these genes derive from a non-eukaryotic 
ancestor gene. Horizontal or lateral gene transfer from 
bacteria is an important route for metabolic innovation 
in insects [112]. In the gall wasp Biorhiza pallida, two 
cellulase genes expressed by the VG could have been 
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acquired by horizontal transfer from bacteria [37]. Also, 
a GH19 chitinase gene originating from the unicellular 
microsporidia/Rozella clade was laterally transferred to 
parasitoid wasps of the Chalcidoidea lineage and the cor-
responding enzyme was recruited as a venom protein in 
at least 15 species of this family [113]. On the other hand, 
copies of cellular genes recruited as virulence factors 
by parasitoid females are often strongly divergent from 
the original sequences [114]. Bézier and collaborators 
[115] have even shown, in the case of the C.congregata 
polydnavirus CcBV, that a greater divergence level was 
a specific hallmark of the genes involved in the parasit-
oid virulence. Hence, it cannot be completely ruled out 
that sequence similarities found with bacterial sequences 
are due to both the extreme diversity and abundance 
of bacterial sequences in gene databases and to strong 
sequence divergence resulting from specific evolution-
ary constraints applying to these venom enzymes in the 
context of host-parasitic relationships. PLC activities 
are involved in some parasitoid-host relationships: for 
instance, Galleria mellonella larvae displayed an increase 
in PLC activity in hemocytes or fat body in response to 
the venoms of Habrobracon hebetor (synonym of Bracon 
hebetor) and Habrobracon brevicornis [116, 117]. This 
enhanced activity resulted in the death of the targeted 
cells. Furthermore, the venom of N. vitripennis induced 
a PLC transduction pathway dependent cell death in BTI-
TN-5B1-4 cells, which could be transiently impaired by 
the use of PLC inhibitors [118].

The gene coding for vpcc17 belongs to a well conserved 
gene family even among distantly related hymenopteran 
species. Genes of this family code enzymes that hydro-
lyze the terminal non-reducing N-acetyl-D-hexosamine 
residues in N-acetyl-β-D-hexosaminides [119]. In the 
context of insect development, some β-hexosaminidases 
act as chitooligosaccharidolytic enzymes that are acti-
vated during metamorphosis to degrade chitin, an impor-
tant component of insect exoskeletons. The host’s chitin 
is thus a plausible target of the vpcc17 venom protein.

Potential roles of venom proteins with binding abilities
In addition to the previous hydrolases, C. congregata 
venom contains a set of proteins with binding abilities.

Like the vpcc5 and 80-10 proteins, several P/GOBPs, 
were already reported from venoms of parasitoid species: 
N. vitripennis [25], C. inanitus [26], L. heterotoma [120], 
P. puparum [121], Anisopteromalus calandrae [109], 
Bracon nigricans [76], Torymus sinensis [122] and M. 
pulchricornis [84]. Various roles have been suggested for 
these venom proteins, ranging from host selection to sol-
ubilization and transport of hydrophobic molecules [76, 
122]. Vpcc5 only contained 4 cystein residues and there-
fore would belong to the Minus-C OBP family, whose 
members possess less than six cysteine residues [123, 

124]. This feature is shared by the B. nigricans OBP-like 
venom protein [76].

In eukaryotes, the RAD52 proteins bind ssDNA and 
promote strand exchange via the pairing of complemen-
tary single strands [125, 126]. It seems that the unusual 
presence of a SP in frame with the sequence of a RAD52-
like protein allowed the secretion of 90-3 by VGs of C. 
congregata. The ability of venom protein 90-3 to act on 
damaged DNA once injected into the host is difficult to 
hypothesize without the contribution of other proteins. 
If this were the case, it could contribute to the genome 
stability of different cell types (host tissues, embryonic 
cells and the extra-embryonic serosa of C. congregata, for 
example), to the benefit of the parasitoid.

The venom protein vpcc36 corresponds to an apoli-
poprotein D-like protein. Members of this family are 
characterized by several common molecular-recognition 
properties such as the ability to bind to small hydropho-
bic molecules and specific cell-surface receptors [127]. 
They can also form complexes with soluble macromol-
ecules. They exhibit great functional diversity, ranging 
from pheromone transport to modulation of immune 
response [127]. Recently, an apolipoprotein D-like pro-
tein has been reported from the venom of the ant Lasius 
flavus (Hymenoptera: Formicidae) [128], but its role is 
unknown. We have previously reported a high produc-
tion of apolipoproteins D by the VG of the gall wasp B. 
pallida [37] that very likely contributed to the high vis-
cosity of the venom.

The venom of C. congregata also contained proteins of 
unknown function and proteins devoid of SP but exhib-
iting metalloprotease or serpin functional domains [see 
Additional file 3]. The VGs of C. congregata females over-
expressed genes encoding several enzymes (a protein 
disulphide isomerase-like protein and a superoxide dis-
mutase), proteins (calreticulin, proteins with cystatin-like 
domains or IAP-binding motif ) and peptides whose pres-
ences in venom, although plausible, were not experimen-
tally established [see Additional file 4]. Remarkably, the 
venom of C. congregata was apparently devoid of certain 
venomous compounds which are common in Hymenop-
tera, such as phospholipase A2, cathepsin-L or alkaline 
phosphatase, and that are over-expressed by the VGs of 
other Cotesia species like C. vestalis [104]. This is indica-
tive of the numerous specialization processes that have 
taken place within the genus Cotesia during the course of 
evolution.

Conclusions
In this paper, we report for the first time the identifica-
tion of 30 venom proteins produced by the VGs of C. 
congregata, a braconid wasp that parasitizes caterpillars 
of Manduca sexta in laboratory and in field conditions. 
We have also identified several genes coding for putative 
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venom proteins and peptides, although this latter cat-
egory of small compounds was not initially targeted by 
our experimental design. Finally, we have characterized 
several gene products, overexpressed by VGs, that could 
correspond to proteins involved in VG function. Thank 
to meticulous sequence analyses and in silico functional 
predictions based on up-to-date algorithms, we were also 
able to describe the main sequence features of C. congre-
gata venom proteins. This study paves the way to both 
future work in evolutionary biology and functional stud-
ies using parasitoid wasps as models.

We have observed the convergent recruitment of sev-
eral protein groups already described in multiple venom-
ous animal lineages [129] for use as venom components, 
like a neprilysin-like protein (the 100-6 protein), two 
acid phosphatases (vpcc19 and 10-6) and two P/GOBPs 
(vpcc5 and 80-10). We have also detected conserved 
venom proteins at the intrageneric (80-4) or intrafam-
ily (vpcc29) levels, but also original proteins of unknown 
function that seem specific to C. congregata (vpcc7 and 
vpcc8). Interestingly, these latter two venom compo-
nents showed sequence similarity with gene products 
encoded by the genome of the symbiotic bracovirus of 
C. congregata. In addition, four venom PI-PLCs from C. 
congregata (vpcc4, vpcc12, vpcc13 and vpcc24) lacked 
characteristic functional domains of eukaryotic enzymes 
and shared sequence similarity with gene products origi-
nating from bacteria. This raises the possibility that 
duplication of symbiotic polydnaviral genes, horizontal 
transfers and strong sequence divergence due to specific 
evolutionary constraints may have contributed to the 
current diversity of venom components in C. congregata.

The massive expression levels observed for some genes 
encoding venomous proteins confirmed that venom pro-
duction represents a costly investment for C. congregata 
females. This finding contrasts with previous statements, 
based on convincing but limited physiological studies 
that suggested that the venom of C. congregata was not 
involved in the parasitic success of C. congregata eggs, 
once injected in their hosts. It is very unlikely that this 
mixture of hydrolytic enzymes and binding proteins 
plays no role in the parasitic interaction. The diversity 
and the effects of the venom proteins of these PDV-car-
rying wasps are probably linked to the diversity and the 
effects of polydnaviral gene products. Our work hence 
opens interesting perspectives for research, both to study 
the biological functions of C. congregata venom, and to 
understand the underlying evolutionary mechanisms that 
enabled the progressive elaboration of such a diversified 
arsenal.
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showing the relationships between ovary (Ov) and venom gland (Vg) 
samples based on normalized expression data; B: Correlation heatmap 
illustrating pairwise sample correlations based on normalized expression 
data. The intensity of blue shading represents the degree of correlation, 
with darker shades indicating higher correlation

Supplementary Material 7: Additional file 7: Expression levels of 48 genes 
of interest in ovary (Ov1, Ov2) and venom gland (Vg1, Vg2) transcriptomes. 
raw_count: number of reads obtained from each sample; norm_cpm: 
counts per million; norm_cpm_av: average between the norm_cpm val-
ues of two replicates for each tissue (venom gland and ovary); Ov: ovary; 
Vg: Venom gland

Acknowledgements
We thank Cindy Menoret for insect rearings and Professor Elisabeth Huguet 
for her careful reading of the final manuscript. We thank Andreas Vilcinskas 
and Mark Salzig, from the University of Giessen, Germany, who performed 
antibacterial and protease activity assays with a synthetic peptide based on 
the sequence of the 80-5b polypeptide. We also thank Grégoire Harichaux 
and Lucie Combes-Soia for their help during proteomic analysis. We thank 
Anthony Bretaudeau and Fabrice Legeai who provided the support of the 
BIPAA platform for the visualisation of C. congregata genome in the context 
of the network ADALEP (Adaptation of Lepidoptera). This paper is dedicated 
to the memory of Nancy Beckage (1950-2012), who made considerable 
contributions to our understanding of host-parasitoid interactions in general 
and on the Cotesia congregata - Manduca sexta biological model in particular.

Author contributions
SJMM: Conceptualization, Methodology, Validation, Formal analysis, 
Investigation, Data Curation, Writing - Original Draft, Writing - Review & 
Editing, Conception of figures and tables. LM: Methodology, Software, 
Validation, Investigation, Data Curation, Writing - Review & Editing, 
Visualization. HB: Validation, Formal analysis, Investigation, Writing - Original 
Draft, Writing - Review & Editing, Visualization, Conception of figures and 
tables. KM: Validation, Formal analysis, Investigation, Writing - Original Draft. 
VL: Validation, Formal analysis, Investigation, Writing - Review & Editing. DT: 

https://doi.org/10.1186/s12864-025-11604-y
https://doi.org/10.1186/s12864-025-11604-y


Page 17 of 20Moreau et al. BMC Genomics          (2025) 26:431 

Validation, Formal analysis, Investigation, Writing - Review & Editing. JG: 
Conceptualization, Methodology, Validation, Formal analysis, Investigation, 
Data Curation, Writing - Original Draft, Writing - Review & Editing. JMD: 
Resources, Writing - Review & Editing, Funding acquisition, Supervision, Project 
administration. All authors read and approved the final manuscript.

Funding
This study was supported by the core laboratory support provided by the 
french CNRS and the University of Tours. C. congregata genome sequencing 
and transcriptomic analyses were funded by French National Research 
Agency ANR (ABC Papogen project ANR-12-ADAP-0001 and CoteBio 
ANR17-CE32-0015-02). The high resolution mass spectrometer used on 
PIXANIM platform was financed (SMHART project 35069) by the European 
Regional Development Fund (ERDF), the Conseil Régional du Centre Val 
de Loire, the French National Research Institute for Agriculture, Food and 
Environment (INRAE) and the French National Institute of Health and Medical 
Research (Inserm).

Data availability
The accession numbers for raw data of RNAseq at wasp emergence are listed 
in the Bioproject PRJNA594477: SRX18987781 (​h​t​t​p​​s​:​/​​/​w​w​w​​.​n​​c​b​i​​.​n​l​​m​.​n​i​​h​.​​g​
o​v​​/​s​r​​a​/​S​R​​X​1​​8​9​8​7​7​8​1​[​a​c​c​n​]) and SRX7293076 (​h​t​t​p​​s​:​/​​/​w​w​w​​.​n​​c​b​i​​.​n​l​​m​.​n​i​​h​.​​g​o​
v​​/​s​r​​a​/​S​R​​X​7​​2​9​3​0​7​6​[​a​c​c​n​]) for the VG duplicates, and SRX7293075 (​h​t​t​p​​s​:​/​​/​w​
w​w​​.​n​​c​b​i​​.​n​l​​m​.​n​i​​h​.​​g​o​v​​/​s​r​​a​/​S​R​​X​7​​2​9​3​0​7​5​[​a​c​c​n​]) for the duplicates of ovaries at 
emergence stage (included in the same file). An additional mRNA sequence 
was deposited independently on GenBank database under the accession 
number PP558207 (​h​t​t​p​​s​:​/​​/​w​w​w​​.​n​​c​b​i​​.​n​l​​m​.​n​i​​h​.​​g​o​v​​/​n​u​​c​c​o​r​​e​/​​P​P​5​5​8​2​0​7​.​1​/) and 
it corresponded to the nucleic acid sequence coding for the vpcc31 venom 
protein that was not previously annotated. The transcriptomic sequencing 
data of the samples in this study are also available in the BIPAA repository [​
h​t​t​p​​s​:​/​​/​b​i​p​​a​a​​.​g​e​​n​o​u​​e​s​t​.​​o​r​​g​/​i​s​/​p​a​r​w​a​s​p​d​b] which possesses a user-friendly 
interface. All other data generated or analyzed during this study are included 
in this published article and its supplementary information files.

Declarations

Ethics approval and consent to participate
All experimental procedures strictly adhered to the policies and protocols 
approved by the French National Center for Scientific research (CNRS) and 
conform with the transparency charter on the use of animals for scientific and 
regulatory purposes in France, signed by the CNRS.

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Received: 4 September 2024 / Accepted: 15 April 2025

References
1.	 Eggleton P, Gaston KJ. « parasitoid » species and assemblages: convenient 

definitions or misleading compromises? Oikos. 1990;59:417–21. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​
g​/​​1​0​.​​2​3​0​7​​/​3​​5​4​5​1​5​5

2.	 Pinto CPG, Walker AA, Robinson SD, King GF, Rossi GD. Proteotranscriptomics 
reveals the secretory dynamics of teratocytes, regulators of parasitization by 
an endoparasitoid Wasp. J Insect Physiol. 2022;139:104395. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​
1​0​1​6​​/​j​​.​j​i​​n​s​p​​h​y​s​.​​2​0​​2​2​.​1​0​4​3​9​5

3.	 Salvia R, Grimaldi A, Girardello R, Scieuzo C, Scala A, Bufo SA, Vogel H, 
Falabella P. Aphidius ervi teratocytes release enolase and fatty acid binding 
protein through Exosomal vesicles. Front Physiol. 2019;10:715. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​
/​​1​0​.​​3​3​8​9​​/​f​​p​h​y​s​.​2​0​1​9​.​0​0​7​1​5

4.	 Doury G, Bigot Y, Periquet G. Physiological and biochemical analysis of factors 
in the female venom gland and larval salivary secretions of the ectoparasitoid 
Wasp Eupelmus orientalis. J Insect Physiol. 1997;43:69–81. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​
0​1​6​​/​S​​0​0​2​2​-​1​9​1​0​(​9​6​)​0​0​0​5​3​-​4

5.	 Shi J, Jin H, Wang F, Stanley DW, Wang H, Fang Q, Ye G. The larval saliva of an 
endoparasitic Wasp, Pteromalus puparum, suppresses host immunity. J Insect 
Physiol. 2022;141:104425. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​j​i​​n​s​p​​h​y​s​.​​2​0​​2​2​.​1​0​4​4​2​5

6.	 Asgari S, Theopold U, Wellby C, Schmidt O. A protein with protective proper-
ties against the cellular defense reactions in insects. Proc Natl Acad Sci USA. 
1998;95:3690–5. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​7​3​​/​p​​n​a​s​.​9​5​.​7​.​3​6​9​0

7.	 Teng Z, Wu H, Ye X, Xiong S, Xu G, Wang F, Fang Q, Ye G. An ovarian protein 
involved in passive avoidance of an endoparasitoid to evade its host immune 
response. J Proteome Res. 2019;18:2695–705. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​2​1​​/​a​​c​s​.​​j​p​r​​o​
t​e​o​​m​e​​.​8​b​0​0​8​2​4

8.	 Salvia R, Scieuzo C, Grimaldi A, Fanti P, Moretta A, Franco A, Varricchio P, 
Vinson SB, Falabella P. Role of ovarian proteins secreted by Toxoneuron nigri-
ceps (Viereck) (Hymenoptera, Braconidae) in the early suppression of host 
immune response. Insects. 2021;12:33. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​3​3​9​0​​/​i​​n​s​e​c​t​s​1​2​0​1​0​0​
3​3

9.	 Salvia R, Cozzolino F, Scieuzo C, Grimaldi A, Franco A, Vinson SB, Monti M, 
Falabella P. Identification and functional characterization of Toxoneuron 
nigriceps ovarian proteins involved in the early suppression of host immune 
response. Insects. 2022;13:144. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​3​3​9​0​​/​i​​n​s​e​c​t​s​1​3​0​2​0​1​4​4

10.	 Salvia R, Scieuzo C, Boschi A, Pezzi M, Mistri M, Munari C, Chicca M, Vogel H, 
Cozzolino F, Monaco V, Monti M, Falabella P. An overview of ovarian calyx 
fluid proteins of Toxoneuron nigriceps (Viereck) (Hymenoptera: Braconidae): 
an integrated transcriptomic and proteomic approach. Biomolecules. 
2023;13:1547. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​3​3​9​0​​/​b​​i​o​m​1​3​1​0​1​5​4​7

11.	 Bézier A, Annaheim M, Herbinière J, Wetterwald C, Gyapay G, Bernard-Samain 
S, Wincker P, Roditi I, Heller M, Belghazi M, Pfister-Wilhem R, Periquet P, Dupuy 
C, Huguet E, Volkoff A-N, Lanzrein B, Drezen J-M. Polydnaviruses of braconid 
wasps derive from an ancestral nudivirus. Science. 2009;323:926–30. ​h​t​t​p​​s​:​/​​/​d​
o​i​​.​o​​r​g​/​​1​0​.​​1​1​2​6​​/​s​​c​i​e​n​c​e​.​1​1​6​6​7​8​8

12.	 Volkoff A-N, Jouan V, Urbach S, Samain S, Bergoin M, Wincker P, Demettre E, 
Cousserans F, Provost B, Coulibaly F, Legeai F, Béliveau C, Cusson M, Gyapay G, 
Drezen J-M. Analysis of virion structural components reveals vestiges of the 
ancestral ichnovirus genome. Plos Path. 2010;6:1–10. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​3​7​1​​/​
j​​o​u​r​​n​a​l​​.​p​p​a​​t​.​​1​0​0​0​9​2​3

13.	 Huguet E, Serbielle C, Moreau SJM. Evolution and origin of polydnavirus 
virulence genes. In: Beckage NE, Drezen JM, editors. Editors. Parasitoid viruses: 
symbionts and pathogens. London: Academic; 2012. pp. 63–78. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​
g​/​​1​0​.​​1​0​1​6​​/​C​​2​0​0​9​-​0​-​6​4​0​5​5​-​1

14.	 Pichon A, Bézier A, Urbach S, Aury J-M, Jouan V, Ravallec M, Guy J, Cousserans 
F, Thézé J, Gauthier J, Demettre E, Schmieder S, Wurmser F, Sibut V, Poirié M, 
Colinet D, da Silva C, Couloux A, Barbe V, Drezen J-M, Volkoff A-N. Recurrent 
DNA virus domestication leading to different parasite virulence strategies. Sci 
Adv. 2015;1:1–9. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​2​6​​/​s​​c​i​a​d​v​.​1​5​0​1​1​5​0

15.	 Burke GR, Simmonds TJ, Sharanowski BJ, Geib SM. Rapid viral symbiogen-
esis via changes in parasitoid Wasp genome architecture. Mol Biol Evol. 
2018;35:2463–74. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​3​​/​m​​o​l​b​e​v​/​m​s​y​1​4​8

16.	 Heavner M, Ramroop J, Gueguen G, Ramrattan G, Dolios G, Scarpati M, Kwiat 
J, Bhattacharya S, Wang R, Singh S, Govind S. Novel organelles with elements 
of bacterial and eukaryotic secretion systems weaponize parasites of Dro-
sophila. Curr Biol. 2017;27:2869–e776. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​c​u​b​.​2​0​1​7​.​0​8​.​0​
1​9

17.	 Wan B, Goguet E, Ravallec M, Pierre O, Lemauf S, Volkoff A-N, Gatti J-L, Poirié 
M. Venom atypical extracellular vesicles as interspecies vehicles of virulence 
factors involved in host specificity: the case of a Drosophila parasitoid Wasp. 
Front Immunol. 2019;10:1688. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​3​3​8​9​​/​f​​i​m​m​u​.​2​0​1​9​.​0​1​6​8​8

18.	 Guinet B, Leobold M, Herniou EA, Bloin P, Burlet N, Bredlau J, Navratil V, Raval-
lec M, Uzbekov R, Kester K, Gundersen Rindal D, Drezen J-M, Varaldi J. Bézier 
A A novel and diverse family of filamentous DNA viruses associated with 
parasitic wasps. Virus Evol. 2024;10:veae022. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​3​​/​v​​e​/​v​e​a​e​0​
2​2

19.	 di Giovanni D, Lepetit D, Guinet B, Bennetot B, Boulesteix M, Couté Y, Bouchez 
O, Ravallec M, Varaldi J. A behavior-manipulating virus relative as a source of 
adaptive genes for Drosophila parasitoids. Mol Biol Evol. 2020;37:2791–807. ​h​t​
t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​3​​/​m​​o​l​b​e​v​/​m​s​a​a​0​3​0

20.	 Moreau SJM, Asgari S. Venom proteins from parasitoid wasps and their 
biological functions. Toxins. 2015;7:2385–412. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​3​3​9​0​​/​t​​o​x​i​n​s​7​
0​7​2​3​8​5

21.	 Quicke DLJ, Butcher BA. Review of venoms of non-polydnavirus carrying 
ichneumonoid wasps. Biology. 2021;10:50. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​3​3​9​0​​/​b​​i​o​l​o​g​y​1​0​
0​1​0​0​5​0

https://www.ncbi.nlm.nih.gov/sra/SRX18987781%5Baccn%5D
https://www.ncbi.nlm.nih.gov/sra/SRX18987781%5Baccn%5D
https://www.ncbi.nlm.nih.gov/sra/SRX7293076%5Baccn%5D
https://www.ncbi.nlm.nih.gov/sra/SRX7293076%5Baccn%5D
https://www.ncbi.nlm.nih.gov/sra/SRX7293075%5Baccn%5D
https://www.ncbi.nlm.nih.gov/sra/SRX7293075%5Baccn%5D
https://www.ncbi.nlm.nih.gov/nuccore/PP558207.1/
https://bipaa.genouest.org/is/parwaspdb
https://bipaa.genouest.org/is/parwaspdb
https://doi.org/10.2307/3545155
https://doi.org/10.2307/3545155
https://doi.org/10.1016/j.jinsphys.2022.104395
https://doi.org/10.1016/j.jinsphys.2022.104395
https://doi.org/10.3389/fphys.2019.00715
https://doi.org/10.3389/fphys.2019.00715
https://doi.org/10.1016/S0022-1910(96)00053-4
https://doi.org/10.1016/S0022-1910(96)00053-4
https://doi.org/10.1016/j.jinsphys.2022.104425
https://doi.org/10.1073/pnas.95.7.3690
https://doi.org/10.1021/acs.jproteome.8b00824
https://doi.org/10.1021/acs.jproteome.8b00824
https://doi.org/10.3390/insects12010033
https://doi.org/10.3390/insects12010033
https://doi.org/10.3390/insects13020144
https://doi.org/10.3390/biom13101547
https://doi.org/10.1126/science.1166788
https://doi.org/10.1126/science.1166788
https://doi.org/10.1371/journal.ppat.1000923
https://doi.org/10.1371/journal.ppat.1000923
https://doi.org/10.1016/C2009-0-64055-1
https://doi.org/10.1016/C2009-0-64055-1
https://doi.org/10.1126/sciadv.1501150
https://doi.org/10.1093/molbev/msy148
https://doi.org/10.1016/j.cub.2017.08.019
https://doi.org/10.1016/j.cub.2017.08.019
https://doi.org/10.3389/fimmu.2019.01688
https://doi.org/10.1093/ve/veae022
https://doi.org/10.1093/ve/veae022
https://doi.org/10.1093/molbev/msaa030
https://doi.org/10.1093/molbev/msaa030
https://doi.org/10.3390/toxins7072385
https://doi.org/10.3390/toxins7072385
https://doi.org/10.3390/biology10010050
https://doi.org/10.3390/biology10010050


Page 18 of 20Moreau et al. BMC Genomics          (2025) 26:431 

22.	 Pennacchio F, Strand MR. Evolution of developmental strategies in parasitic 
hymenoptera. Annu Rev Entomol. 2006;51:233–58. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​4​6​​/​a​​
n​n​u​​r​e​v​​.​e​n​t​​o​.​​5​1​.​1​1​0​1​0​4​.​1​5​1​0​2​9

23.	 Mabiala-Moundoungou ADN, Doury G, Eslin P, Cherqui A, Prévost G. Deadly 
venom of Asobara Japonica parasitoid needs ovarian antidote to regulate 
host physiology. J Insect Physiol. 2010;56:35–41. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​j​i​​n​s​
p​​h​y​s​.​​2​0​​0​9​.​0​9​.​0​0​1

24.	 Furihata S, Matsumura T, Hirata M, Mizutani T, Nagata N, Kataoka M, Katayama 
Y, Omatsu T, Matsumoto H, Hayakawa Y. Characterization of venom and 
oviduct components of parasitoid Wasp Asobara Japonica. PLoS ONE. 
2016;11:e0160210. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​3​7​1​​/​j​​o​u​r​​n​a​l​​.​p​o​n​​e​.​​0​1​6​0​2​1​0

25.	 de Graaf DC, Aerts M, Brunain M, Desjardins CA, Jacobs FJ, Werren JH, 
Devreese B. Insights into the venom composition of the ectoparasitoid Wasp 
Nasonia vitripennis from bioinformatic and proteomic studies. Insect Mol Biol. 
2010;19(Suppl 1):11–26. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​1​1​​/​j​​.​1​3​​6​5​-​​2​5​8​3​​.​2​​0​0​9​.​0​0​9​1​4​.​x

26.	 Vincent B, Kaeslin M, Roth T, Heller M, Poulain J, Cousserans F, Schaller J, 
Poirié M, Lanzrein B, Drezen J-M, Moreau SJM. The venom composition of the 
parasitic Wasp Chelonus inanitus resolved by combined expressed sequence 
tags analysis and proteomic approach. BMC Genomics. 2010;11:693. ​h​t​t​p​​s​:​/​​/​d​
o​i​​.​o​​r​g​/​​1​0​.​​1​1​8​6​​/​1​​4​7​1​-​2​1​6​4​-​1​1​-​6​9​3

27.	 Stoltz DB, Guzo D, Belland ER, Lucarotti CJ, MacKinnon EA. Venom promotes 
uncoating in vitro and persistence in vivo of DNA from a braconid polydnavi-
rus. J Gen Virol. 1988;69:903–7. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​9​​/​0​​0​2​2​-​1​3​1​7​-​6​9​-​4​-​9​0​3

28.	 Kitano H. The role of Apanteles glomeratus venom in the defensive response 
of its host, Pieris rapae crucivora. J Insect Physiol. 1986;32:369–75. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​
r​g​/​​1​0​.​​1​0​1​6​​/​0​​0​2​2​-​1​9​1​0​(​8​6​)​9​0​0​5​0​-​8

29.	 Asgari S, Zareie R, Zhang G, Schmidt O. Isolation and characterization of a 
novel venom protein from an endoparasitoid, Cotesia rubecula (Hym: Braconi-
dae). Arch Insect Biochem Physiol. 2003;53:92–100. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​2​​/​a​​r​
c​h​.​1​0​0​8​8

30.	 Teng ZW, Xu G, Gan SY, Chen X, Fang Q, Ye GY. Effects of the endoparasitoid 
Cotesia chilonis (Hymenoptera: Braconidae) parasitism, venom, and calyx fluid 
on cellular and humoral immunity of its host Chilo suppressalis (Lepidoptera: 
Crambidae) larvae. J Insect Physiol. 2016;85:46–56. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​j​i​​
n​s​p​​h​y​s​.​​2​0​​1​5​.​1​1​.​0​1​4

31.	 Yu RX, Chen YF, Chen XX, Huang F, Lou YG, Liu SS. Effects of Venom/calyx fluid 
from the endoparasitic Wasp Cotesia plutellae on the hemocytes of its host 
Plutella Xylostella in vitro. J Insect Physiol. 2007;53:22–9. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​
6​​/​j​​.​j​i​​n​s​p​​h​y​s​.​​2​0​​0​6​.​0​9​.​0​1​1

32.	 Beckage NE, Tan FF, Schleifer KW, Lane RD, Cherubin LL. Characterization 
and biological effects of Cotesia congregata polydnavirus on host larvae 
of the tobacco hornworm, Manduca sexta. Arch Insect Biochem Physiol. 
1994;26:165–95. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​2​​/​a​​r​c​h​.​9​4​0​2​6​0​2​0​9

33.	 Gauthier J, Drezen J-M, Herniou EA. The recurrent domestication of viruses: 
major evolutionary transitions in parasitic wasps. Parasitology. 2018;145:713–
23. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​7​​/​S​​0​0​3​1​1​8​2​0​1​7​0​0​0​7​2​5

34.	 Pasquier-Barre F, Dupuy C, Huguet E, Monteiro F, Moreau A, Poirié M, Drezen 
J-M. Polydnavirus replication: the EP1 segment of the parasitoid Wasp Cotesia 
congregata is amplified within a larger precursor molecule. J Gen Virol. 
2002;83:2035–45. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​9​​/​0​​0​2​2​​-​1​3​​1​7​-​8​​3​-​​8​-​2​0​3​5

35.	 Bézier A, Louis F, Jancek S, Periquet G, Thézé J, Gyapay G, Musset K, Lesobre J, 
Lenoble P, Dupuy C, Gundersen-Rindal D, Herniou EA, Drezen J-M. Functional 
endogenous viral elements in the genome of the parasitoid Wasp Cotesia 
congregata: insights into the evolutionary dynamics of bracoviruses. Philos 
Trans R Soc Lond B Biol Sci. 2013;368:20130047. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​8​​/​r​​s​t​b​.​2​
0​1​3​.​0​0​4​7.

36.	 Gauthier J, Boulain H, van Vugt J, Baudry L, Persyn E, Aury J-M, Noel B, 
Bretaudeau A, Legeai F, Warris S, Chebbi M, Dubreuil G, Duvic B, Kremer N, 
Gayral P, Musset K, Josse T, Bigot D, Bressac C, Moreau S, Periquet G, Harry M, 
Montagné N, Boulogne I, Sabeti-Azad M, Maïbèche M, Chertemps T, Hilliou F, 
Siaussat D, Amselem J, Luyten I, Capdevielle-Dulac C, Labadie K, Laís Merlin 
B, Barbe V, de Boer JG, Marbouty M, Cônsoli FL, Dupas S, Hua-Van A, Le Goff 
G, Bézier A, Jacquin-Joly E, Whitfield JB, Vet LEM, Smid HM, Kaiser L, Koszul R, 
Huguet E, Herniou EA, Drezen J-M. Chromosomal scale assembly of parasitic 
Wasp genome reveals symbiotic virus colonization. Commun Biology. 
2021;4:104. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​3​8​​/​s​​4​2​0​0​3​-​0​2​0​-​0​1​6​2​3​-​8

37.	 Cambier S, Ginis O, Moreau SJM, Gayral P, Hearn J, Stone GN, Giron D, Huguet 
E, Drezen J-M. Gall Wasp transcriptomes unravel potential effectors involved 
in molecular dialogues with oak and Rose. Front Physiol. 2019;10:926. ​h​t​t​p​​s​:​/​​/​
d​o​i​​.​o​​r​g​/​​1​0​.​​3​3​8​9​​/​f​​p​h​y​s​.​2​0​1​9​.​0​0​9​2​6

38.	 Kim D, Pertea G, Trapnell C, Pimentel H, Kelley R, Salzberg SL. TopHat2: accu-
rate alignment of transcriptomes in the presence of insertions, deletions and 

gene fusions. Genome Biol. 2013;14:R36. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​8​6​​/​g​​b​-​2​0​1​3​-​1​
4​-​4​-​r​3​6

39.	 Liao Y, Smyth GK, Shi W. The Subread aligner: fast, accurate and scalable read 
mapping by seed-and-vote. Nucleic Acids Res. 2013;41:e108. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​
1​0​.​​1​0​9​3​​/​n​​a​r​/​g​k​t​2​1​4

40.	 Robinson MD, McCarthy DJ, Smyth GK. EdgeR: a bioconductor package for 
differential expression analysis of digital gene expression data. Bioinformatics. 
2010;26:139–40. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​3​​/​b​​i​o​i​​n​f​o​​r​m​a​t​​i​c​​s​/​b​t​p​6​1​6

41.	 Robinson MD, Oshlack AA. Scaling normalization method for differential 
expression analysis of RNA-seq data. Genome Biol. 2010;11:R25. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​
g​/​​1​0​.​​1​1​8​6​​/​g​​b​-​2​0​1​0​-​1​1​-​3​-​r​2​5

42.	 Lund SP, Nettleton D, McCarthy DJ, Smyth GK. Detecting differential expres-
sion in RNA-sequence data using quasi-likelihood with shrunken dispersion 
estimates. Stat Appl Genet Mol Biol. 2012;11:23104842. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​5​1​
5​​/​1​​5​4​4​-​6​1​1​5​.​1​8​2​6

43.	 Benjamini Y, Hochberg Y. Controlling the false discovery rate: a practical and 
powerful approach to multiple testing. Stat Soc B. 1995; 57:289–300. ​h​t​t​p​​s​:​/​​/​d​
o​i​​.​o​​r​g​/​​1​0​.​​1​1​1​1​​/​j​​.​2​5​​1​7​-​​6​1​6​1​​.​1​​9​9​5​.​t​b​0​2​0​3​1​.​x

44.	 Bradford MM. A rapid and sensitive method for the quantitation of micro-
gram quantities of protein utilizing the principle of protein dye-binding. Anal 
Biochem. 1976;72:248–54. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​6​​/​a​​b​i​o​.​1​9​7​6​.​9​9​9​9

45.	 Labas V, Grasseau I, Cahier K, Harichaux G, Teixeira-Gomes AP, Alves S, 
Bourin M, Gérard N, Blesbois E. Qualitative and quantitative peptidomic 
and proteomic approaches to phenotyping chicken semen. J Proteom. 
2015;112:313–35. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​j​p​​r​o​t​​.​2​0​1​​4​.​​0​7​.​0​2​4

46.	 Bézier A, Harichaux G, Musset K, Labas V, Herniou EA. Qualitative pro-
teomic analysis of Tipula Oleracea nudivirus occlusion bodies. J Gen Virol. 
2017;98:284–95. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​9​​/​j​​g​v​.​0​.​0​0​0​6​6​1

47.	 Searle BC. Scaffold: a bioinformatic tool for validating MS/MS-based pro-
teomic studies. Proteomics. 2010;10:1265–9. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​2​​/​p​​m​i​c​.​2​0​
0​9​0​0​4​3​7

48.	 Teufel F, Almagro AJJ, Johansen AR, Gíslason MH, Pihl SI, Tsirigos KD, Winther 
O, Brunak S, von Heijne G, Nielsen H. SignalP 6.0 predicts all five types of sig-
nal peptides using protein Language models. Nat Biotechnol. 2022;40:1023–
5. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​3​8​​/​s​​4​1​5​8​7​-​0​2​1​-​0​1​1​5​6​-​3

49.	 SignalP– 6.0. ​h​t​t​p​​s​:​/​​/​s​e​r​​v​i​​c​e​s​​.​h​e​​a​l​t​h​​t​e​​c​h​.​​d​t​u​​.​d​k​/​​s​e​​r​v​i​c​e​s​/​S​i​g​n​a​l​P​-​6​.​0​/. 
Accessed 20 July 2024.

50.	 InterPro. ​h​t​t​p​​s​:​/​​/​w​w​w​​.​e​​b​i​.​​a​c​.​​u​k​/​i​​n​t​​e​r​p​r​o​/. Accessed 20 July 2024.
51.	 Paysan-Lafosse T, Blum M, Chuguransky S, Grego T, Pinto BL, Salazar GA, Biles-

chi ML, Bork P, Bridge A, Colwell L, Gough J, Haft DH, Letunić I, Marchler-Bauer 
A, Mi H, Natale DA, Orengo CA, Pandurangan AP, Rivoire C, Sigrist CJA, Sillitoe 
I, Thanki N, Thomas PD, Tosatto SCE, Wu CH, Bateman A. InterPro in 2022. 
Nucleic Acids Res. 2023;51:D418–27. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​3​​/​n​​a​r​/​g​k​a​c​9​9​3

52.	 The Eukaryotic Linear Motif resource for Functional Sites in Proteins. ​h​t​t​p​:​/​/​e​l​
m​.​e​u​.​o​r​g​​​​​. Accessed 20 July 2024.

53.	 Kumar M, Michael S, Alvarado-Valverde J, Mészáros B, Sámano-Sánchez H, 
Zeke A, Dobson L, Lazar T, Örd M, Nagpal A, Farahi N, Käser M, Kraleti R, Davey 
NE, Pancsa R, Chemes LB, Gibson TJ. The eukaryotic linear motif resource: 
2022 release. Nucleic Acids Res. 2022;50:D497–508. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​3​​/​n​​
a​r​/​g​k​a​b​9​7​5

54.	 Kelley L, Mezulis S, Yates C, Wass MN, Sternberg MJE. The Phyre2 web portal 
for protein modeling, prediction and analysis. Nat Protoc. 2015;10:845–58. ​h​t​t​
p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​3​8​​/​n​​p​r​o​t​.​2​0​1​5​.​0​5​3

55.	 Prosite. https://prosite.expasy.org/. Accessed 18 July 2024.
56.	 Sigrist CJ, de Castro E, Cerutti L, Cuche BA, Hulo N, Bridge A, Bougueleret L, 

Xenarios I. New and continuing developments at PROSITE. Nucleic Acids Res. 
2013;41:D344–7. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​3​​/​n​​a​r​/​g​k​s​1​0​6​7

57.	 Pfam. http://pfam.xfam.org/. Accessed 18 July 2024.
58.	 Mistry J, Chuguransky S, Williams L, Qureshi M, Salazar GA, Sonnhammer ELL, 

Tosatto SCE, Paladin L, Raj S, Richardson LJ, Finn RD, Bateman A. Pfam: the 
protein families database in 2021. Nucleic Acids Res. 2021;49:D412–9. ​h​t​t​p​​s​:​/​​/​
d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​3​​/​n​​a​r​/​g​k​a​a​9​1​3

59.	 PRINTS. ​h​t​t​p​​:​/​/​​u​m​b​e​​r​.​​s​b​s​​.​m​a​​n​.​a​c​​.​u​​k​/​d​​b​b​r​​o​w​s​e​​r​/​​P​R​I​N​T​S​/. Accessed 1 june 
2024.

60.	 Attwood TK, Coletta A, Muirhead G, Pavlopoulou A, Philippou PB, Popov 
I, Romá-Mateo C, Theodosiou A, Mitchell AL. The PRINTS database: a fine-
grained protein sequence annotation and analysis resource–its status in 
2012. Database (Oxford). 2012;2012;bas019. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​3​​/​d​​a​t​a​b​a​s​e​
/​b​a​s​0​1​9

61.	 PANTHER. https://www.pantherdb.org/. Accessed 18 July 2024.

https://doi.org/10.1146/annurev.ento.51.110104.151029
https://doi.org/10.1146/annurev.ento.51.110104.151029
https://doi.org/10.1016/j.jinsphys.2009.09.001
https://doi.org/10.1016/j.jinsphys.2009.09.001
https://doi.org/10.1371/journal.pone.0160210
https://doi.org/10.1111/j.1365-2583.2009.00914.x
https://doi.org/10.1186/1471-2164-11-693
https://doi.org/10.1186/1471-2164-11-693
https://doi.org/10.1099/0022-1317-69-4-903
https://doi.org/10.1016/0022-1910(86)90050-8
https://doi.org/10.1016/0022-1910(86)90050-8
https://doi.org/10.1002/arch.10088
https://doi.org/10.1002/arch.10088
https://doi.org/10.1016/j.jinsphys.2015.11.014
https://doi.org/10.1016/j.jinsphys.2015.11.014
https://doi.org/10.1016/j.jinsphys.2006.09.011
https://doi.org/10.1016/j.jinsphys.2006.09.011
https://doi.org/10.1002/arch.940260209
https://doi.org/10.1017/S0031182017000725
https://doi.org/10.1099/0022-1317-83-8-2035
https://doi.org/10.1098/rstb.2013.0047
https://doi.org/10.1098/rstb.2013.0047
https://doi.org/10.1038/s42003-020-01623-8
https://doi.org/10.3389/fphys.2019.00926
https://doi.org/10.3389/fphys.2019.00926
https://doi.org/10.1186/gb-2013-14-4-r36
https://doi.org/10.1186/gb-2013-14-4-r36
https://doi.org/10.1093/nar/gkt214
https://doi.org/10.1093/nar/gkt214
https://doi.org/10.1093/bioinformatics/btp616
https://doi.org/10.1186/gb-2010-11-3-r25
https://doi.org/10.1186/gb-2010-11-3-r25
https://doi.org/10.1515/1544-6115.1826
https://doi.org/10.1515/1544-6115.1826
https://doi.org/10.1111/j.2517-6161.1995.tb02031.x
https://doi.org/10.1111/j.2517-6161.1995.tb02031.x
https://doi.org/10.1006/abio.1976.9999
https://doi.org/10.1016/j.jprot.2014.07.024
https://doi.org/10.1099/jgv.0.000661
https://doi.org/10.1002/pmic.200900437
https://doi.org/10.1002/pmic.200900437
https://doi.org/10.1038/s41587-021-01156-3
https://services.healthtech.dtu.dk/services/SignalP-6.0/
https://www.ebi.ac.uk/interpro/
https://doi.org/10.1093/nar/gkac993
http://elm.eu.org
http://elm.eu.org
https://doi.org/10.1093/nar/gkab975
https://doi.org/10.1093/nar/gkab975
https://doi.org/10.1038/nprot.2015.053
https://doi.org/10.1038/nprot.2015.053
https://prosite.expasy.org/
https://doi.org/10.1093/nar/gks1067
http://pfam.xfam.org/
https://doi.org/10.1093/nar/gkaa913
https://doi.org/10.1093/nar/gkaa913
http://umber.sbs.man.ac.uk/dbbrowser/PRINTS/
https://doi.org/10.1093/database/bas019
https://doi.org/10.1093/database/bas019
https://www.pantherdb.org/


Page 19 of 20Moreau et al. BMC Genomics          (2025) 26:431 

62.	 Thomas PD, Ebert D, Muruganujan A, Mushayahama T, Albou L-P, Mi H. 
PANTHER: making genome-scale phylogenetics accessible to all. Protein Sci. 
2022;31:8–22. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​2​​/​p​​r​o​.​4​2​1​8

63.	 GenBank. ​h​t​t​p​​s​:​/​​/​w​w​w​​.​n​​c​b​i​​.​n​l​​m​.​n​i​​h​.​​g​o​v​/​g​e​n​b​a​n​k​/. Accessed 18 July 2024.
64.	 Benson DA, Cavanaugh M, Clark K, Karsch-Mizrachi I, Lipman DJ, Ostell J, Say-

ers EW. GenBank Nucleic Acids Res. 2013;41:D36–42. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​3​​/​
n​​a​r​/​g​k​s​1​1​9​5

65.	 BIPAA. ​h​t​t​p​​s​:​/​​/​b​i​p​​a​a​​.​g​e​​n​o​u​​e​s​t​.​​o​r​​g​/​i​s​/​p​a​r​w​a​s​p​d​b. Accessed 18 July 2024.
66.	 Bjellqvist B, Hughes GJ, Pasquali C, Paquet N, Ravier F, Sanchez J-C, Frutiger S, 

Hochstrasser DF. The focusing positions of polypeptides in immobilized pH 
gradients can be predicted from their amino acid sequences. Electrophoresis. 
1993;14:1023–31. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​2​​/​e​​l​p​s​.​1​1​5​0​1​4​0​1​1​6​3

67.	 Bjellqvist B, Basse B, Olsen E, Celis JE. Reference points for comparisons of 
two-dimensional maps of proteins from different human cell types defined 
in a pH scale where isoelectric points correlate with polypeptide composi-
tions. Electrophoresis. 1994;15:529–39. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​2​​/​e​​l​p​s​.​1​1​5​0​1​5​0​1​
7​1

68.	 Gasteiger E, Hoogland C, Gattiker A, Duvaud S, Wilkins MR, Appel RD, Bairoch 
A. Protein identification and analysis tools on the expasy server. In: Walker JM, 
editor. The proteomics protocols handbook. Springer protocols handbooks. 
Totowa: Humana; 2005. pp. 571–607. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​3​8​5​​/​1​​-​5​9​2​5​9​-​8​9​0​-​0​:​
5​7​1

69.	 Rakotomalala R. TANAGRA: Un logiciel gratuit pour L’enseignement et La 
recherche. In: Pinson S, Vincent N, Editors, editors. Extraction et gestion 
des connaissances (EGC’2005). Revue des Nouvelles Technologies de 
l’Information volume. Volume 2. Toulouse: Cépaduès-Éditions; 2005. pp. 
697–702.

70.	 Rawlings ND, Barrett AJ. Evolutionary families of peptidases. Biochem J. 
1993;290:205–18. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​4​2​​/​b​​j​2​9​0​0​2​0​5

71.	 Turner AJ, Isaac RE, Coates D. The Neprilysin (NEP) family of zinc metalloendo-
peptidases: genomics and function. BioEssays. 2001;23(200103):261–9. ​h​t​t​p​​s​:​/​​
/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​2​​/​1​​5​2​1​-​1​8​7​8. )23:3%3C261::aid-bies1036%3E3.0.co;2-k.

72.	 Sitnik JL, Francis C, Hens K, Huybrechts R, Wolfner MF, Callaerts P. Neprilysins: 
an evolutionarily conserved family of metalloproteases that play important 
roles in reproduction in Drosophila. Genetics. 2014;196:781–97. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​
g​/​​1​0​.​​1​5​3​4​​/​g​​e​n​e​​t​i​c​​s​.​1​1​​3​.​​1​6​0​9​4​5

73.	 MacLeod KJ, Fuller RS, Scholten JD, Ahn K. Conserved cysteine and Trypto-
phan residues of the endothelin-converting enzyme-1 CXAW motif are criti-
cal for protein maturation and enzyme activity. J Biol Chem. 2001;276:30608–
14. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​7​4​​/​j​​b​c​.​m​1​0​3​9​2​8​2​0​0

74.	 Rawlings ND, Barrett AJ, Thomas PD, Huang X, Bateman A, Finn RD. The 
MEROPS database of proteolytic enzymes, their substrates and inhibitors in 
2017 and a comparison with peptidases in the PANTHER database. Nucleic 
Acids Res. 2018;46:D624–32. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​3​​/​n​​a​r​/​g​k​x​1​1​3​4

75.	 Teng ZW, Xiong SJ, Xu G, Gan SY, Chen X, Stanley D, Yan ZC, Ye GY, Fang Q. 
Protein discovery: combined transcriptomic and proteomic analyses of 
venom from the endoparasitoid Cotesia chilonis (Hymenoptera: Braconidae). 
Toxins. 2017;9:135. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​3​3​9​0​​/​t​​o​x​i​n​s​9​0​4​0​1​3​5

76.	 Becchimanzi A, Avolio M, Bostan H, Colantuono C, Cozzolino F, Mancini D, 
Chiusano ML, Pucci P, Caccia S, Pennacchio F. Venomics of the ectoparasitoid 
Wasp Bracon nigricans. BMC Genomics. 2020;21:34. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​8​6​​/​s​​1​
2​8​6​4​-​0​1​9​-​6​3​9​6​-​4

77.	 Mathé-Hubert H, Colinet D, Deleury E, Belghazi M, Ravallec M, Poulain J, 
Dossat C, Poirié M, Gatti JL. Comparative venomics of Psyttalia lounsburyi 
and P. concolor, two Olive fruit fly parasitoids: a hypothetical role for a GH1 
β-glucosidase. Sci Rep. 2016;6:35873. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​3​8​​/​s​​r​e​p​3​5​8​7​3

78.	 Silva GM, Vogel C. Quantifying gene expression: the importance of being 
subtle. Mol Syst Biol. 2016;12:885. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​5​2​5​​2​/​​m​s​b​.​2​0​1​6​7​3​2​5.

79.	 Robertson PL. A morphological and functional study of the venom apparatus 
in representatives of some major groups of Hymenoptera. Aust J Zool. 
1968;16:133–66. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​7​1​​/​Z​​O​9​6​8​0​1​3​3

80.	 Vinson SB, Guillot FS. Host marking: source of a substance that results in host 
discrimination in insect parasitoids. Entomophaga. 1972;17:241–5. ​h​t​t​p​​s​:​/​​/​d​o​i​​
.​o​​r​g​/​​1​0​.​​1​0​0​7​​/​B​​F​0​2​3​7​1​1​3​4

81.	 Guillot FS, Joiner RL, Vinson SB. Host discrimination from Dufour’s gland of a 
braconid parasitoid. Ann Entomol Soc Am. 1974;67:720–1. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​
1​0​9​3​​/​a​​e​s​a​/​6​7​.​4​.​7​2​0

82.	 Barrera JF, Gomez J, Alauzet C. Evidence for a marking pheromone in host 
discrimination by Cephalonomia Stephanoderis. (Hym: Bethylidae) Ento-
mophaga. 1994;36:363–6. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​7​​/​B​​F​0​2​3​7​3​0​4​1

83.	 Ueno T, Tanaka T. Self-host discrimination by a parasitic Wap: the role of short-
term memory. Anim Behav. 1996;52:875–83. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​6​​/​a​​n​b​e​.​1​9​
9​6​.​0​2​3​5

84.	 Gatti J-L, Belghazi M, Legeai F, Ravallec M, Frayssinet M, Robin S, Aboubakar-
Souna D, Srinivasan R, Tamò M, Poirié M, Volkoff A-N. Proteo-trancriptomic 
analyses reveal a large expansion of metalloprotease-like proteins in atypical 
venom vesicles of the Wasp Meteorus pulchricornis (Braconidae). Toxins. 
2021;13:502. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​3​3​9​0​​/​t​​o​x​i​n​s​1​3​0​7​0​5​0​2

85.	 Rigden DJ. The histidine phosphatase superfamily: structure and function. 
Biochem J. 2008;409:333–48. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​4​2​​/​B​​J​2​0​0​7​1​0​9​7

86.	 Peiren N, de Graaf DC, Vanrobaeys F, Danneels EL, Devreese B, Van Beeumen 
J, Jacobs FJ. Proteomic analysis of the honey bee worker venom gland 
focusing on the mechanisms of protection against tissue damage. Toxicon. 
2008;52:72–83. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​t​o​​x​i​c​​o​n​.​2​​0​0​​8​.​0​5​.​0​0​3

87.	 Kim BY, Jin BR. Molecular characterization of a venom acid phosphatase 
Acph-1-like protein from the Asiatic honeybee Apis cerana. J Asia-Pac Ento-
mol. 2014;17:695–700. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​a​s​​p​e​n​​.​2​0​1​​4​.​​0​7​.​0​0​2

88.	 Zhu JY, Ye GY, Hu C. Molecular cloning and characterization of acid phospha-
tase in venom of the endoparasitoid Wasp Pteromalus puparum (Hymenop-
tera: Pteromalidae). Toxicon. 2008;51:1391–9. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​t​o​​x​i​c​​o​
n​.​2​​0​0​​8​.​0​3​.​0​0​8

89.	 Arvidson R, Kaiser M, Lee SS, Urenda JP, Dail C, Mohammed H, Nolan C, Pan S, 
Stajich JE, Libersat F, Adams ME. Parasitoid jewel Wasp mounts multipronged 
neurochemical attack to hijack a host brain. Mol Cell Proteom. 2019;18:99–
114. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​7​4​​/​m​​c​p​.​r​a​1​1​8​.​0​0​0​9​0​8

90.	 Goecks J, Mortimer NT, Mobley JA, Bowersock GJ, Taylor J, Schlenke TA. Inte-
grative approach reveals composition of endoparasitoid Wasp venoms. PLoS 
ONE. 2013;8:e64125. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​3​7​1​​/​j​​o​u​r​​n​a​l​​.​p​o​n​​e​.​​0​0​6​4​1​2​5

91.	 Dani MP, Edwards JP, Richards EH. Hydrolase activity in the venom of the 
pupal endoparasitic Wasp, Pimpla hypochondriaca. Comp Biochem Physiol B 
Biochem Mol Biol. 2005;141:373–81. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​c​b​p​c​.​2​0​0​5​.​0​4​.​0​
1​0

92.	 Meyer H, Buhr A, Callaerts P, Schiemann R, Wolfner MF, Marygold SJ. Identifi-
cation and bioinformatic analysis of Neprilysin and Neprilysin-like metalloen-
dopeptidases in Drosophila melanogaster. MicroPubl Biol. 2021. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​
g​/​​1​0​.​​1​7​9​1​​2​/​​m​i​c​​r​o​p​​u​b​.​b​​i​o​​l​o​g​y​.​0​0​0​4​1​0.;Jun 23.

93.	 Asgari S, Reineke A, Beck M, Schmidt O. Isolation and characterization of a 
neprilysin-like protein from Venturia canescens virus-like particles. Insect Mol 
Biol. 2002;11:477–85. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​4​6​​/​j​​.​1​3​​6​5​-​​2​5​8​3​​.​2​​0​0​2​.​0​0​3​5​6​.​x

94.	 Colinet D, Anselme C, Deleury E, Mancini D, Poulain J, Azéma-Dossat C, 
Belghazi M, Tares S, Pennacchio F, Poirié M, Gatti JL. Identification of the main 
venom protein components of Aphidius ervi, a parasitoid Wasp of the aphid 
model Acyrthosiphon pisum. BMC Genomics. 2014;15:342. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​
1​8​6​​/​1​​4​7​1​-​2​1​6​4​-​1​5​-​3​4​2

95.	 Alvarado G, Holland SR, DePerez-Rasmussen J, Jarvis BA, Telander T, Wagner 
N, Waring AL, Anast A, Davis B, Frank A, Genenbacher K, Larson J, Mathis C, 
Oates AE, Rhoades NA, Scott L, Young J, Mortimer NT. Bioinformatic analysis 
suggests potential mechanisms underlying parasitoid venom evolution and 
function. Genomics. 2020;112:1096–104. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​y​g​​e​n​o​​.​2​0​1​​
9​.​​0​6​.​0​2​2

96.	 Laurino S, Grossi G, Pucci P, Flagiello A, Bufo SA, Bianco G, Salvia R, Vinson 
SB, Vogel H, Falabella P. Identification of major Toxoneuron nigriceps venom 
proteins using an integrated Transcriptomic/proteomic approach. Insect 
Biochem Mol Biol. 2016;76:49–61. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​i​b​m​b​.​2​0​1​6​.​0​7​.​0​0​1

97.	 Dennis AB, Ballesteros GI, Robin S, Schrader L, Bast J, Berghöfer J, Beukeboom 
LW, Belghazi M, Bretaudeau A, Buellesbach J, Cash E, Colinet D, Dumas Z, 
Errbii M, Falabella P, Gatti JL, Geuverink E, Gibson JD, Hertaeg C, Hartmann S, 
Jacquin-Joly E, Lammers M, Lavandero BI, Lindenbaum I, Massardier-Galata 
L, Meslin C, Montagné N, Pak N, Poirié M, Salvia R, Smith CR, Tagu D, Tares S, 
Vogel H, Schwander T, Simon JC, Figueroa CC, Vorburger C, Legeai F, Gadau 
J. Functional insights from the GC-poor genomes of two aphid parasitoids, 
Aphidius ervi and Lysiphlebus fabarum. BMC Genomics. 2020;21:376. ​h​t​t​p​​s​:​/​​/​d​
o​i​​.​o​​r​g​/​​1​0​.​​1​1​8​6​​/​s​​1​2​8​6​4​-​0​2​0​-​6​7​6​4​-​0

98.	 Tang BZ, Meng E, Zhang HJ, Zhang XM, Asgari S, Lin YP, Lin YY, Peng ZQ, Qiao 
T, Zhang XF, Hou YM. Combination of label-free quantitative proteomics and 
transcriptomics reveals intraspecific venom variation between the two strains 
of Tetrastichus brontispae, a parasitoid of two invasive beetles. J Proteom. 
2019;192:37–53. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​j​p​​r​o​t​​.​2​0​1​​8​.​​0​8​.​0​0​3

99.	 Yang L, Yang Y, Liu MM, Yan ZC, Qiu LM, Fang Q, Wang F, Werren JH, Ye GY. 
Identification and comparative analysis of venom proteins in a pupal ecto-
parasitoid, Pachycrepoideus vindemmiae. Front Physiol. 2020;11:9. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​
r​g​/​​1​0​.​​3​3​8​9​​/​f​​p​h​y​s​.​2​0​2​0​.​0​0​0​0​9

https://doi.org/10.1002/pro.4218
https://www.ncbi.nlm.nih.gov/genbank/
https://doi.org/10.1093/nar/gks1195
https://doi.org/10.1093/nar/gks1195
https://bipaa.genouest.org/is/parwaspdb
https://doi.org/10.1002/elps.11501401163
https://doi.org/10.1002/elps.1150150171
https://doi.org/10.1002/elps.1150150171
https://doi.org/10.1385/1-59259-890-0:571
https://doi.org/10.1385/1-59259-890-0:571
https://doi.org/10.1042/bj2900205
https://doi.org/10.1002/1521-1878
https://doi.org/10.1002/1521-1878
https://doi.org/10.1534/genetics.113.160945
https://doi.org/10.1534/genetics.113.160945
https://doi.org/10.1074/jbc.m103928200
https://doi.org/10.1093/nar/gkx1134
https://doi.org/10.3390/toxins9040135
https://doi.org/10.1186/s12864-019-6396-4
https://doi.org/10.1186/s12864-019-6396-4
https://doi.org/10.1038/srep35873
https://doi.org/10.15252/msb.20167325
https://doi.org/10.1071/ZO9680133
https://doi.org/10.1007/BF02371134
https://doi.org/10.1007/BF02371134
https://doi.org/10.1093/aesa/67.4.720
https://doi.org/10.1093/aesa/67.4.720
https://doi.org/10.1007/BF02373041
https://doi.org/10.1006/anbe.1996.0235
https://doi.org/10.1006/anbe.1996.0235
https://doi.org/10.3390/toxins13070502
https://doi.org/10.1042/BJ20071097
https://doi.org/10.1016/j.toxicon.2008.05.003
https://doi.org/10.1016/j.aspen.2014.07.002
https://doi.org/10.1016/j.toxicon.2008.03.008
https://doi.org/10.1016/j.toxicon.2008.03.008
https://doi.org/10.1074/mcp.ra118.000908
https://doi.org/10.1371/journal.pone.0064125
https://doi.org/10.1016/j.cbpc.2005.04.010
https://doi.org/10.1016/j.cbpc.2005.04.010
https://doi.org/10.17912/micropub.biology.000410
https://doi.org/10.17912/micropub.biology.000410
https://doi.org/10.1046/j.1365-2583.2002.00356.x
https://doi.org/10.1186/1471-2164-15-342
https://doi.org/10.1186/1471-2164-15-342
https://doi.org/10.1016/j.ygeno.2019.06.022
https://doi.org/10.1016/j.ygeno.2019.06.022
https://doi.org/10.1016/j.ibmb.2016.07.001
https://doi.org/10.1186/s12864-020-6764-0
https://doi.org/10.1186/s12864-020-6764-0
https://doi.org/10.1016/j.jprot.2018.08.003
https://doi.org/10.3389/fphys.2020.00009
https://doi.org/10.3389/fphys.2020.00009


Page 20 of 20Moreau et al. BMC Genomics          (2025) 26:431 

100.	 Yang Y, Ye X, Dang C, Cao Y, Hong R, Sun YH, Xiao S, Mei Y, Xu L, Fang Q, Xiao 
H, Li F, Ye G. Genome of the pincer Wasp Gonatopus flavifemur reveals unique 
venom evolution and a dual adaptation to parasitism and predation. BMC 
Biol. 2021;19:145. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​8​6​​/​s​​1​2​9​1​5​-​0​2​1​-​0​1​0​8​1​-​6

101.	 Cusumano A, Duvic B, Jouan V, Ravallec M, Legeai F, Peri E, Colazza S, Volkoff 
A-N. First extensive characterization of the venom gland from an egg 
parasitoid: structure, transcriptome and functional role. J Insect Physiol. 
2018;107:68–80. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​i​b​m​b​.​2​0​1​6​.​0​7​.​0​0​1

102.	 Inwood SN, Harrop TWR, Dearden PK. The venom composition and par-
thenogenesis mechanism of the parasitoid Wasp Microctonus hyperodae, a 
declining biocontrol agent. Insect Biochem Mol Biol. 2023;153:103897. ​h​t​t​p​​s​:​/​​
/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​i​b​m​b​.​2​0​2​2​.​1​0​3​8​9​7

103.	 Cha WH, Lee D-W. C-terminal conserved motifs of Neprilysin1 in Cotesia 
plutellae are not required for immune suppression of the Diamondback 
moth, Plutella Xylostella (L). J Asia Pac Entomol. 2019;22:1161–6. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​
g​/​​1​0​.​​1​0​1​6​​/​j​​.​a​s​​p​e​n​​.​2​0​1​​9​.​​1​0​.​0​1​4

104.	 Zhao W, Shi M, Ye X, Li F, Wang X-W, Chen X-X. Comparative transcriptome 
analysis of venom glands from Cotesia vestalis and Diadromus collaris, two 
endoparasitoids of the host Plutella Xylostella. Sci Rep. 2017;7:1298. ​h​t​t​p​​s​:​/​​/​d​o​
i​​.​o​​r​g​/​​1​0​.​​1​0​3​8​​/​s​​4​1​5​9​8​-​0​1​7​-​0​1​3​8​3​-​2

105.	 Rawlings ND, Barrett AJ. Families of Serine peptidases. Methods Enzymol. 
1994;244:19–61. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​0​​0​7​6​-​6​8​7​9​(​9​4​)​4​4​0​0​4​-​2

106.	 Burke GR, Strand MR. Systematic analysis of a Wasp parasitism arsenal. Mol 
Ecol. 2014;23:890–901. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​1​1​​/​m​​e​c​.​1​2​6​4​8

107.	 Matysiak J, Hajduk J, Pietrzak Ł, Schmelzer CE, Kokot ZJ. Shotgun proteome 
analysis of honeybee venom using targeted enrichment strategies. Toxicon. 
2014;90:255–64. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​t​o​​x​i​c​​o​n​.​2​​0​1​​4​.​0​8​.​0​6​9

108.	 Yoon KA, Kim K, Kim W-J, Bang WY, Ahn N-H, Bae C-H, Yeo J-H, Lee SH. Charac-
terization of venom components and their phylogenetic properties in some 
aculeate bumblebees and wasps. Toxins. 2020;12:47. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​3​3​9​0​​/​
t​​o​x​i​n​s​1​2​0​1​0​0​4​7

109.	 Perkin LC, Friesen KS, Flinn PW, Oppert B. Venom gland components of the 
ectoparasitoid Wasp, Anisopteromalus Calandrae. J Venom Res. 2015;6:19–37. ​
h​t​t​p​​s​:​/​​/​p​u​b​​m​e​​d​.​n​​c​b​i​​.​n​l​m​​.​n​​i​h​.​g​o​v​/​2​6​9​9​8​2​1​8

110.	 Bouzid W, Verdenaud M, Klopp C, Ducancel F, Noirot C, Vétillard A. De Novo 
sequencing and transcriptome analysis for Tetramorium bicarinatum: a com-
prehensive venom gland transcriptome analysis from an ant species. BMC 
Genomics. 2014;15:987. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​8​6​​/​1​​4​7​1​-​2​1​6​4​-​1​5​-​9​8​7

111.	 Tani N, Kazuma K, Ohtsuka Y, Shigeri Y, Masuko K, Konno K, Inagaki H. Mass 
spectrometry analysis and biological characterization of the predatory 
ant Odontomachus monticola venom and venom sac components. Toxins. 
2019;11:50. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​3​3​9​0​​/​t​​o​x​i​n​s​1​1​0​1​0​0​5​0

112.	 Wybouw N, Pauchet Y, Heckel DG, Van Leeuwen T. Horizontal gene transfer 
contributes to the evolution of arthropod herbivory. Genome Biol Evol. 
2016;8:1785–801. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​3​​/​g​​b​e​/​e​v​w​1​1​9

113.	 Martinson EO, Martinson VG, Edwards R, Mrinalini; Werren JH. Laterally 
transferred gene recruited as a venom in parasitoid wasps. Mol Biol Evol. 
2016;33:1042–52. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​9​3​​/​m​​o​l​b​e​v​/​m​s​v​3​4​8

114.	 Vinchon S, Moreau SJM, Drezen J-M, Prévost G, Cherqui A. Molecular and 
biochemical analysis of an aspartylglucosaminidase from the venom of the 
parasitoid Wasp Asobara tabida (Hymenoptera: Braconidae). Insect Biochem 
Mol Biol. 2010;40:38–48. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​i​b​m​b​.​2​0​0​9​.​1​2​.​0​0​7

115.	 Bézier A, Herbinière J, Serbielle C, Lesobre J, Wincker P, Huguet E, Drezen J-M. 
Bracovirus gene products are highly divergent from insect proteins. Arch 
Insect Biochem Physiol. 2008;67:172–87. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​2​​/​a​​r​c​h​.​2​0​2​1​9

116.	 Kryukova NA, Chertkova EA, Semenova AD, Glazachev YI, Slepneva IA, Glupov 
VV. Venom from the ectoparasitic Wasp Habrobracon hebetor activates 

calcium-dependent degradation of Galleria Mellonella larval hemocytes. Arch 
Insect Biochem Physiol. 2015;90:117–30. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​2​​/​a​​r​c​h​.​2​1​2​4​7

117.	 Kryukova NA, Mozhaytseva KA, Rotskaya UN, Glupov VV. Galleria Mellonella 
larvae fat body disruption (Lepidoptera: Pyralidae) caused by the venom of 
Habrobracon brevicornis (Hymenoptera: Braconidae). Arch Insect Biochem 
Physiol. 2021;106:e21746. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​2​​/​a​​r​c​h​.​2​1​7​4​6

118.	 Rivers DB, Rocco MM, Frayha AR. Venom from the ectoparasitic Wasp Nasonia 
vitripennis increases Na + influx and activates phospholipase C and phospho-
lipase A2 dependent signal transduction pathways in cultured insect cells. 
Toxicon. 2002;40:9–21. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​s​​0​0​4​1​-​0​1​0​1​(​0​1​)​0​0​1​3​2​-​5

119.	 Cabezas JA. Some comments on the type references of the official nomen-
clature (IUB) for beta-N-acetylglucosaminidase, beta-N-acetylhexosaminidase 
and beta-N-acetylgalactosaminidase. Biochem J. 1989;261:1059–60. ​h​t​t​p​​s​:​/​​/​d​
o​i​​.​o​​r​g​/​​1​0​.​​1​0​4​2​​/​b​​j​2​6​1​1​0​5​9​b.

120.	 Heavner ME, Gueguen G, Rajwani R, Pagan PE, Small C, Govind S. Partial 
venom gland transcriptome of a Drosophila parasitoid Wasp, Leptopilina 
heterotoma, reveals novel and shared bioactive profiles with stinging Hyme-
noptera. Gene. 2013;526:195–204. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​g​e​n​e​.​2​0​1​3​.​0​4​.​0​8​0

121.	 Wang L, Zhu JY, Qian C, Fang Q, Ye GY. Venom of the parasitoid Wasp Pterom-
alus puparum contains an odorant binding protein. Arch Insect Biochem 
Physiol. 2015;88:101–10. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​2​​/​a​​r​c​h​.​2​1​2​0​6

122.	 Scieuzo C, Salvia R, Franco A, Pezzi M, Cozzolino F, Chicca M, Scapoli C, Vogel 
H, Monti M, Ferracini C, Pucci P, Alma A, Falabella P. An integrated transcrip-
tomic and proteomic approach to identify the main Torymus sinensis venom 
components. Sci Rep. 2021;11:5032. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​3​8​​/​s​​4​1​5​9​8​-​0​2​1​-​8​4​3​
8​5​-​5

123.	 Spinelli S, Lagarde A, Iovinella I, Legrand P, Tegoni M, Pelosi P, Cambillau 
C. Crystal structure of Apis mellifera OBP14, a C-minus odorant-binding 
protein, and its complexes with odorant molecules. Insect Biochem Mol Biol. 
2011;42:41–50. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​1​6​​/​j​​.​i​b​m​b​.​2​0​1​1​.​1​0​.​0​0​5

124.	 Ahmed T, Zhang T, Wang Z, He K, Bai S. Molecular cloning, expression profile, 
odorant affinity, and stability of two odorant-binding proteins in Macrocen-
trus cingulum Brischke (Hymenoptera: Braconidae). Arch Insect Biochem 
Physiol. 2017;94:e21374. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​0​2​​/​a​​r​c​h​.​2​1​3​7​4

125.	 Iyer LM, Koonin EV, Aravind L. Classification and evolutionary history of 
the single-strand annealing proteins, RecT, Redbeta ERF and RAD52. BMC 
Genomics. 2002;3:8. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​1​8​6​​/​1​​4​7​1​-​2​1​6​4​-​3​-​8

126.	 Rossi MJ, DiDomenico SF, Patel M, Mazin AV. RAD52: paradigm of synthetic 
lethality and new developments. Front Genet. 2021;12:780293. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​
g​/​​1​0​.​​3​3​8​9​​/​f​​g​e​n​e​.​2​0​2​1​.​7​8​0​2​9​3

127.	 Flower DR. The Lipocalin protein family: structure and function. Biochem J. 
1996;318:1–14. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​1​0​4​2​​/​b​​j​3​1​8​0​0​0​1

128.	 Wang B, Xiao Q, Li X, Wang J, Zhu J. Proteinaceous venom expression of 
the yellow meadow ant, Lasius flavus (Hymenoptera: Formicidae). Toxins. 
2023;15:106. ​h​t​t​p​​s​:​/​​/​d​o​i​​.​o​​r​g​/​​1​0​.​​3​3​9​0​​/​t​​o​x​i​n​s​1​5​0​2​0​1​0​6

129.	 Fry BG, Roelants K, Champagne DE, Scheib H, Tyndall JD, King GF, Nevalainen 
TJ, Norman JA, Lewis RJ, Norton RS, Renjifo C, de la Vega RC. The toxicoge-
nomic multiverse: convergent recruitment of proteins into animal venoms. 
Annu Rev Genomics Hum Genet. 2009;10:483–511. ​h​t​t​p​s​:​​​/​​/​d​o​​i​.​​o​r​​g​​/​​1​0​​.​1​1​​​4​6​​/​a​
n​​n​u​​r​​e​v​.​​g​e​​​n​​o​m​.​9​.​0​8​​1​3​0​7​.​1​6​4​3​5​6

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

https://doi.org/10.1186/s12915-021-01081-6
https://doi.org/10.1016/j.ibmb.2016.07.001
https://doi.org/10.1016/j.ibmb.2022.103897
https://doi.org/10.1016/j.ibmb.2022.103897
https://doi.org/10.1016/j.aspen.2019.10.014
https://doi.org/10.1016/j.aspen.2019.10.014
https://doi.org/10.1038/s41598-017-01383-2
https://doi.org/10.1038/s41598-017-01383-2
https://doi.org/10.1016/0076-6879(94)44004-2
https://doi.org/10.1111/mec.12648
https://doi.org/10.1016/j.toxicon.2014.08.069
https://doi.org/10.3390/toxins12010047
https://doi.org/10.3390/toxins12010047
https://pubmed.ncbi.nlm.nih.gov/26998218
https://pubmed.ncbi.nlm.nih.gov/26998218
https://doi.org/10.1186/1471-2164-15-987
https://doi.org/10.3390/toxins11010050
https://doi.org/10.1093/gbe/evw119
https://doi.org/10.1093/molbev/msv348
https://doi.org/10.1016/j.ibmb.2009.12.007
https://doi.org/10.1002/arch.20219
https://doi.org/10.1002/arch.21247
https://doi.org/10.1002/arch.21746
https://doi.org/10.1016/s0041-0101(01)00132-5
https://doi.org/10.1042/bj2611059b
https://doi.org/10.1042/bj2611059b
https://doi.org/10.1016/j.gene.2013.04.080
https://doi.org/10.1002/arch.21206
https://doi.org/10.1038/s41598-021-84385-5
https://doi.org/10.1038/s41598-021-84385-5
https://doi.org/10.1016/j.ibmb.2011.10.005
https://doi.org/10.1002/arch.21374
https://doi.org/10.1186/1471-2164-3-8
https://doi.org/10.3389/fgene.2021.780293
https://doi.org/10.3389/fgene.2021.780293
https://doi.org/10.1042/bj3180001
https://doi.org/10.3390/toxins15020106
https://doi.org/10.1146/annurev.genom.9.081307.164356
https://doi.org/10.1146/annurev.genom.9.081307.164356

	﻿Multi-omic approach to characterize the venom of the parasitic wasp ﻿Cotesia congregata﻿ (Hymenoptera: Braconidae)
	﻿Abstract
	﻿Background
	﻿Methods
	﻿Rearings and sample preparation
	﻿Fluorescence microscopy and confocal microscopy imaging of VGs
	﻿RNA extraction and RNA-seq analysis
	﻿Collection of venom proteins
	﻿Analysis of venom proteins by tandem mass spectrometry
	﻿Sequence analysis

	﻿Results
	﻿Morphology of the venom apparatus of ﻿C. congregata﻿
	﻿Properties of venom proteins and relations with levels of genes expression
	﻿Functional predictions inferred from 17 sequence analyses
	﻿vpcc1
	﻿vpcc19 and 10-6
	﻿100-6
	﻿vpcc29
	﻿80-6
	﻿vpcc5 and 80-10
	﻿vpcc7 and vpcc8
	﻿vpcc4, vpcc12, vpcc13 and vpcc24
	﻿vpcc17
	﻿90-3
	﻿vpcc36


	﻿Discussion
	﻿Protein richness of ﻿C. congregata﻿ venom
	﻿Diversity and specificity of ﻿C. congregata﻿ venom hydrolases
	﻿Potential roles of venom proteins with binding abilities

	﻿Conclusions
	﻿References


