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Abstract: Crustin are a family of antimicrobial peptides that play an important role in protecting
against pathogens infection in the innate immune system of crustaceans. Previously, we identified
several novel types of crustins, including type VI and type VII crustins. However, their immune func-
tions were still unclear. In the present study, the immune function of type VII crustin LvCrustinVII
were investigated in Litopenaeus vannamei. LvCrustinVII was wildly expressed in all tested tissues,
with relatively high expression levels in hepatopancreas, epidermis and lymphoid organ. Upon
Vibrio parahaemolyticus infection, LvCrustinVII was significantly upregulated in hepatopancreas. Re-
combinant LvCrustinVII (rLvCrustinVII) showed strong inhibitory activities against Gram-negative
bacteria Vibrio harveyi and V. parahaemolyticus, while weak activities against the Gram-positive bacteria
Staphylococcus aureus. Binding assay showed that rLvCrustinVII could bind strongly to V. harveyi and
V. parahaemolyticus, as well as the cell wall components Glu, LPS and PGN. In the presence of Ca2+,
rLvCrustinVII could agglutinate V. parahaemolyticus and enhance hemocyte phagocytosis. The present
data partially illustrate the immune function of LvCrustinVII, which enrich our understanding on
the functional mechanisms of crustins and provide useful information for application of this kind of
antimicrobial peptides.

Keywords: antimicrobial peptides (AMPs); crustin; antibacterial activity; opsonin; Litopenaeus vannamei

1. Introduction

In recent years, aquaculture develops rapidly in China, but it faces serious problems
with disease outbreaks. Many antibiotics are used to deal with this problem [1]. However,
the widespread use of antibiotics leads to the production of many drug-resistant microor-
ganisms, which often causes more serious infection and morbidity [2]. Due to the failure
of most conventional antibiotics to counteract “superbugs” and the dwindling supply of
new ones, there is an urgent need to develop other antibacterial drugs [3,4]. Antimicrobial
peptides (AMPs) provide a possible solution to the antibiotic resistance crisis [5]. Compared
with traditional antibiotics, AMPs have the advantages of less resistance, least toxicity to
the host, broad spectrum activity and rapid killing ability [6,7]. These properties make
them the best alternative to fight against bacteria [8]. Over the years, many research groups
have focused on AMPs and greatly improved our understanding of how AMPs exert their
antibacterial effects [9,10].

AMPs are a class of small molecules that can help the body resist external pathogens,
and kill a variety of bacteria, viruses, parasites, etc. [11–13]. They are considered as the
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body’s first line of defense against invading microorganisms. AMPs are usually secreted by
blood cells, as well as epithelial cells in tissues, skin, etc., and interact directly with many
bacteria in contact with the body [14]. In addition, various cells of the immune system,
especially phagocytes, also produce AMPs and store them in cellular granules [15]. In
response to infection, these phagocytes release them into hemolymph and directly kill
pathogens through targeting and destroying microbial cell membranes [16].

AMPs widely exist in nature, and they are an important part of innate immunity in
various organisms. AMPs produced by the innate immunity in crustaceans present some
novel drug properties. As reviewed by Matos and Rosa [17], ALF-derived peptides are
diverse bioactive molecules, modulating inflammatory responses and displaying activ-
ity against human parasites, viruses and tumors. Some PENs can behave as cytokines
attracting hemocytes towards sites of injury and bind to chitin, suggesting a role in wound
healing. Hyastatins and Arasins could participate wound healing and/or molting process.
Distinct crustin members have been shown to promote phagocytosis, bacteria aggluti-
nation and haematopoiesis. Over the past few decades, different types of AMPs have
been found in crustaceans, including penaeidins, anti-lipopolysaccharide factors (ALFs),
lysozymes, and crustins [18–25]. Crustins are a kind of antibacterial peptides secreted
mainly by crustaceans [16]. They are featured with a C-terminal whey acidic protein (WAP)
domain, which consists of about 50 amino acids and eight conserved cysteine residues
that form a characteristic four-disulfide bonds (4DSC) [26]. The WAP domain is a key
structural basis for its biological activity [27]. In addition, the amino acid polytropic region
located between the signal peptide sequence and the WAP domain is important for its
functions [28]. Crustins are classified into seven types mainly based on their amino-acid
composition features of the polytropic region [29,30]. Different types of crustins exhibit
distinct biological functions. Type I crustins show antibacterial activity mainly against
Gram-positive bacteria [30]. Type II crustins present antibacterial activity against both
Gram-positive and Gram-negative bacteria [30]. Type I and II crustins were also reported
to have regulatory functions on host microbial communities [16,26,31–33]. Type III and IV
crustins have protease inhibitory activity and some exhibit antimicrobial activity [34,35].
Type V crustins only exist in ants but are absent in crustaceans [36]. Type VI and VII crustins
are newly reported types found in shrimp [29]. Type VI crustin consists of a signal peptide,
a glycine-rich region and one WAP domain, which lacks the cysteine-rich region compared
to type II crustins. Type VII crustin consists of a signal peptide, a serine/threonine-rich
region, a cysteine-rich region and one WAP domain. However, the antimicrobial activities
of these types of crustins are still less investigated.

Clarifying the activity characteristics of newly identified AMPs is the basis for drug
development and utilization. In the present study, we focus on the antimicrobial activity of
one type VII crustin, LvCrustinVII, identified in L. vannamei. It was widely expressed in
tested tissues and apparently responsive to Vibrio parahaemolyticus infection. The recombi-
nant LvCrustinVII protein showed antibacterial activity, microorganisms binding activity
and polysaccharides binding activity. In addition, LvCrustinVII could also agglutinate
V. parahaemolyticus and greatly enhance phagocytosis of shrimp hemocytes in the presence
of Ca2+. These results suggest that LvCrustinVII might exert dual functions as AMP and
opsonin in host immune system to fight against pathogens infection.

2. Results
2.1. Tissue Distribution and Immune Responses of LvCrustinVII Transcripts

The expression levels of LvCrustin VII transcripts were detected in seven tissues
of shrimp by qRT-PCR. The results showed that LvCrustinVII transcripts were widely
distributed in all tested tissues, with relatively higher expression levels in epidermis,
hepatopancreas and lymphoid organ, followed by intestine, stomach, hemocytes and gill
(Figure 1A).
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Figure 1. Expression profiles of LvCrustinVII in different tissues (A) and in hepatopancreas after
V. parahaemolyticus infection (B). Epi, epidermis; Hp, hepatopancreas; Oka, lymphoid organ; Int,
intestine; Hc, hemocytes; St, stomach; Gill, gill. Vertical bars represented the mean ± S.D. (n = 3).
Different lowercase letters “a”, “b”, “c”, “d” in (A) represented significant differences among tissues
at p < 0.05. Stars (**) in (B) represented significant difference between treatments at p < 0.01.

In order to know whether it participates in host immune defense, the immune re-
sponses of LvCrustinVII were detected in shrimp after Vibrio parahaemolyticus infection.
In hepatopancreas, the expression level of LvCrustinVII was significantly up-regulated
at 24 hpi after V. parahaemolyticus infection, which was 9.03-fold compared to the control
group (Figure 1B). The differential expression of LvCrustinVII suggests that it is involved in
immune defense against Vibrio infection.

2.2. Expression and Purification of the Recombinant LvCrustinVII

The recombinant LvCrustinVII (rLvCrustinVII) was produced in E. coli BL21(DE3)
by constructing the expression plasmid pET-28a-LvCrustinVII. After IPTG induction, the
recombinant protein was expressed at 2 h (Figure 2A). The whole cell lysate was analyzed
by SDS-PAGE, and the results showed that rLvCrustinVII existed in the inclusion body
(Figure 2B). The recombinant protein was purified under denaturing condition using a
TALON Resins affinity chromatography and then refolded to native state, and the recom-
binant protein was collected after concentration. The recombinant protein LvCrustinVII
had a distinct band with molecular mass of about 24.24kD, which was consistent with the
molecular mass predicted by the ExPASy (https://web.expasy.org/protparam/ (accessed
on 15 December 2021)) (Figure 2C).
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Figure 2. SDS-PAGE analysis of rLvCrustinVII. (A) Recombinant expression of rLvCrustinVII at each
time point after IPTG induction. Lane M, protein Marker; Lane 1, total protein of E. coli before IPTG
induction; Lane 2, 3 and 4, total protein after IPTG induction for 2 h, 4 h and 6 h. (B) Analysis of
the expression form of rLvCrustinVII. Lane M, the protein Marker; Lane 1, the supernatant of E. coli
lysis after IPTG induction for 4 h; Lane 2, the inclusion body of E. coli lysis after IPTG induction for
4 h. (C) Purification and renaturation of rLvCrustinVII. Lane M, the protein Marker; Lane 1, the total
protein of induced E. coli; Lane 2, the refolded rLvCrustinVII; Lane 3, the concentrated rLvCrustinVII;
Lane 4, the purified rLvCrustinVII.

https://web.expasy.org/protparam/
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2.3. Antimicrobial Activity of rLvCrustinVII

Minimal inhibitory concentration (MIC) assay was used to test the antimicrobial
activity of rLvCrustinVII against the Gram-positive bacteria S. aureus and Gram-negative
bacteria E. coli, V. harveyi and V. parahaemolyticus. The results showed that rLvCrustinVII
showed high antimicrobial activity against V. harveyi and V. parahaemolyticus, both with an
MIC of 2.5 µM. On the contrary, the inhibitory activity of rLvCrustinVII against S. aureus
and E. coli was low, with MICs more than 20 µM (Table 1).

Table 1. Minimal bacterial growth inhibitory concentrations of rLvCrustinVII.

Microorganism Minimal Inhibitory Concentrations (µM)

V. harveyi 2.5
V. parahaemolyticus 2.5

E. coli >20
S. aureus >20

2.4. Microorganism and Polysaccharides Binding Activity of rLvCrustinVII

To further learn the antibacterial mechanism of rLvCrustinVII, the above four bacteria
were also used for microorganism binding assay. After incubation with Gram-negative
bacteria E. coli, V. harveyi or V. parahaemolyticus at the final concentration of 2.5 µM, the
rLvCrustinVII protein was mainly present in the eluted fractions, whereas slight bands
were in the supernatant. After incubation with the Gram-positive bacteria S. aureus, the
protein was mainly detected in the supernatant whereas slight bands were in the eluted
fractions (Figure 3A). Western blot analysis also confirmed the results (Figure 3B). These
results showed that rLvCrustinVII could strongly bind to three Gram-negative bacteria and
weakly bind to S. aureus.
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Figure 3. Microorganisms binding analysis of rLvCrustinVII by SDS-PAGE (A) and Western blot (B).
The recombinant protein rLvCrustinVII was incubated with different formaldehyde-fixed microor-
ganisms at 4 ◦C for 30 min. After incubation, the supernatants were separated by centrifugation.
The pellets were washed with PBS buffer and the bound proteins were eluted with SDS-PAGE
sample loading buffer. The supernatants (S), washed (W) and eluted (E) fractions were examined by
SDS-PAGE and Western Blot.

Since rLvCrustinVII can bind to bacteria, its binding properties to cell surface compo-
nents, including β-1,3-Glucan (Glu), lipopolysaccharides (LPS) and peptidoglycan (PGN),
were further analyzed by ELISA. The results showed that rLvCrustinVII had strong bind-
ing activity with Glu, LPS and PGN, and the binding ability increased gradually with
the increase of rLvCrustinVII concentration (Figure 4). These results suggest that the mi-
crobial binding activity of rLvCrustinVII might depend on its binding activity to these
bacterial polysaccharides.
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Figure 4. Binding activity of rLvCrustinVII to microbial polysaccharides β-1,3-Glucan, Glu (A),
lipopolysaccharides, LPS (B) and peptidoglycan, PGN (C). The pET28a empty vector expressed
protein was used as the negative control. Three independent repeats were performed, and the results
are expressed as the mean ± SD.

2.5. Agglutinating and Phagocytosis-Enhancing Activitiy of rLvCrustinVII

After detecting the binding activity of rLvCrustinVII to microorganisms and microbial
polysaccharides, the bacterial agglutination activity was further checked. The results
showed that rLvCrustinVII had agglutination ability against V. parahaemolyticus (Figure 5A),
and Ca2+ could greatly improve the agglutination ability of rLvCrustinVII (Figure 5B).
No significant change in agglutination activity was observed in the negative controls
(Figure 5C,D) and the blank controls (Figure 5E,F).
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Figure 5. Agglutination analysis of rLvCrustinVII. FITC-labeled V. parahaemolyticus was incubated
with rLvCrustinVII (A), rLvCrustinVII + Ca2+ (B), pET28a empty vector expressed protein (C), pET28a
empty vector expressed protein + Ca2+ (D), Tris-HCl (E), Tris-HCl + Ca2+ (F), V. parahaemolyticus in
fluorescence light (G), V. parahaemolyticus in visible light (H) for 1 h. Tris-HCl and pET28a empty
vector expressed protein were used as blank and negative control, respectively. Agglutination was
tested under a fluorescence microscope. Scale bar is 50 µm.

To investigate whether the agglutination ability of rLvCrustinVII could enhance the
phagocytosis activity of host hemocytes, an in vitro phagocytosis assay was carried out. The
results showed that the phagocytic rate of shrimp hemocytes incubated with rLvCrustinVII
was 38.13% in the presence of Ca2+, which was much higher than that of hemocytes
incubated with rLvCrustinVII in the absence of Ca2+ (24.67%) and those from control
groups (16.73%–22.27%, Figure 6). The data suggest that rLvCrustinVII could greatly
promote phagocytosis of shrimp hemocytes against V. parahaemolyticus in the presence
of Ca2+.
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3. Discussion

Crustin is an antibacterial peptide rich in cationic cysteine secreted by crustaceans [16].
The first crustin was identified as a natural protein in Carcinus maenas blood cells, named
“carcinin”, with antimicrobial activity against Gram-positive bacteria [37]. Since then,
different crustins have been found in shrimp, crayfish and crab [38–40]. The crustins can be
divided into seven different types based on their amino acid sequences [29,41,42]. Type I
crustins contain a signal peptide, followed by a cysteine-rich region and a WAP domain.
Compared with type I crustins, type II crustins have an extra glycine-rich region between
the cysteine-rich region and the WAP domain. Type III crustins, also known as single WAP
domain containing peptides (SWDs), consist of only a short N-terminal region between
the signal peptide and WAP domain. Type IV crustins contain two WAP domains, also
known as double WAP domain containing peptides (DWDs). Type V crustins, which
are only reported in insects, contain the signal peptide, cysteine-rich region, aromatic
amino acids-rich region and WAP domain. Type VI and VII crustins are recently reported
types found in shrimp [29]. Different from other types, the type VII crustin LvCrustinVII
contains a serine/leucine-rich region between the cysteine-rich region and the signal
peptide. Different amino acids composition might enable LvCrustinVII to have distinct
antimicrobial activities.

As one kind of antimicrobial peptide, crustins are important components for the first
line of host immune defense system. Most reported crustin genes are responsive to im-
mune challenges of various pathogens [16,27,28,32,43]. Here, the widely distributed type
VII crustin LvCrustinVII was responsive to V. parahaemolyticus infection in the hepatopan-
creas of L. vannamei. Moreover, the in vitro antimicrobial activity of LvCrustinVII against
V. parahaemolyticus and V. harveyi rather than other bacteria suggests that LvCrustinVII is
important in host defense against Vibrio infection. Moreover, the type VII crustin LvCrustin-
VII exhibits a different antimicrobial activity from previously reported types of crustins.
Type I, II and III crustins mainly have strong antimicrobial activity against Gram-positive
bacteria, and only a few type IIb and III crustins show strong antimicrobial activity against
Gram-negative bacteria [30,44,45]. Most type IV crustins lack antimicrobial activity, with a
few exceptions [45–47]. Unlike these types of crustins, the type VII crustin LvCrustinVII
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has strong inhibitory activity against Vibrio bacteria while weak activity against other tested
bacteria, which would provide a new target for drug development against Vibrio infection.

Direct contact with microorganisms is the basis of antimicrobial peptides exerting
their activities. Many antimicrobial peptides, such as anti-lipopolysaccharide factors and
crustins, are reported as having direct binding ability with pathogens [43,48,49]. LvCrustin-
VII could strongly bind to V. parahaemolyticus and V. harveyi, suggesting that its antibacterial
activity against Vibrio is closely related to its microorganism binding activity. Antimicro-
bial peptides usually have a positive electrical and amphiphilic structure, which enables
them easy to interact with the negatively charged cell walls and phospholipid bilayers of
pathogenic bacteria [43,45,50,51]. Microbial polysaccharides are main targets of antimi-
crobial peptides [28,46,48]. LvCrustinVII exhibits strong binding ability with microbial
polysaccharides LPS, PGN and Glu with a concentration dependent manner. This indicates
that the microorganism binding activity of LvCrustinVII largely relies on its binding to
microbial polysaccharides. Although LvCrustinVII could strongly bind to E. coli, the in-
hibitory activity against it is not obvious. In Scylla paramamosain, the crustin SpCrus6 also
showed low inhibitory activity against Vibrio alginolyticus, V. parahemolyticus and V. harveyi
though it could strongly bind to them [28]. Therefore, the microorganism binding activity
of LvCrustinVII is the necessary but not the sufficient condition for its antibacterial activity.

The direct contact also enables agglutinating functions with microorganisms of crustins.
Some crustins display considerable bacterial agglutination activity by crosslinking the sur-
face components of bacterial cells and forming lattices. The bacterial agglutination activity
was considered as one of the main modes for crustin to exert its antibacterial activity [28].
In Marsupenaeus japonicus, injection of the crustin MjCru I-1 could increase the hemo-
cyte phagocytosis against V. anguillarum and S. aureus infection [52]. Knockdown of the
crustin-like gene in M. japonicus could decrease the phagocytic rate of shrimp hemocytes on
WSSV [53]. These data suggest that crustins have positive regulatory functions on hemo-
cytes phagocytosis. In the present study, LvCrustinVII could agglutinate V. parahaemolyticus
and promote phagocytosis of shrimp hemocytes. Based on the above evidence, we con-
sider that the agglutination activity of crustin is essential for its phagocytosis promoting
function, which makes it function as an opsonin during pathogens infection. Interestingly,
the agglutination activity and phagocytosis promoting function of LvCrustinVII could be
largely enhanced in the presence of Ca2+. A similar phenomenon was also reported in Scylla
paramamosain, where the agglutination activity of the crustin SpCrus6 to B. megaterium could
be greatly strengthened in the presence of Ca2+ [28]. However, the underlying molecular
mechanism needs to be further investigated. Collectively, the newly reported type VII
crustin, LvCrustinVII exhibits dual functions as the antimicrobial peptide and opsonin in
the innate immunity of shrimp.

4. Materials and Methods
4.1. Animals and Tissues Preparation

All the healthy shrimp Litopenaeus vannamei were reared in our lab for two months
before the experiment, with an average length of 6.56 ± 0.54 cm and body weight of
3.42 ± 0.70 g. Different tissues including epidermis, gills, hemocyte cells, hepatopancreas,
intestinal, lymphoid organ (Oka) and stomach were collected from nine individuals. Each
tissue from three individuals was mixed as one sample and three replicates were prepared
for each tissue. Hemolymph was obtained from the base of the fifth pereiopod and mixed
with equal volume of anticoagulant (336 mM NaCl, 27 mM trisodium citrate, 9 mM EDTA-2
Na, 115 mM glucose). The hemocytes was collected by centrifugation at 800× g, 4 ◦C
for 10 min.

The pathogenic Vibrio parahaemolyticus was cultured to logarithmic stage and diluted
to 1 × 104 cfu/µL with PBS buffer. The number of bacteria was counted by blood cell
counting plate under a microscope. A total of 72 shrimp were divided equally into two
groups, the V. parahaemolyticus infection (Vph) group and the control group. The immune
challenge experiment was performed according to a previous study [16]. Each shrimp
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in the Vph group was injected with 10 µL V. parahaemolyticus with the concentration of
2 × 104 cfu/µL, and that in the control group was injected with equal volume of PBS buffer.
Hepatopancreas were collected at 3 h, 6 h, 12 h and 24 h after injection, nine individuals
were collected at each time point from each treatment to prepare three replicates. All the
samples were stored at −80 ◦C before total RNA extraction.

4.2. Total RNA Extraction and cDNA Synthesis

The samples were homogenized under liquid nitrogen with an acetabulum and pestle
before total RNA extraction. Total RNA was extracted using RNAisoPlus (TaKaRa, Kyoto,
Japan) according to the provided protocol. The quality of the extracted RNA was verified
by 1% agarose gel electrophoresis. At the same time, the RNA quality and quantity of each
sample were determined by Nanodrop 2000 (Thermo Fisher Scientific, Waltham, MA, USA).
About 1 µg of total RNA from each sample was treated with PrimeScript™ RT reagen Kit
with gDNA Eraser (TaKaRa, Kyoto, Japan) to remove genomic DNA contamination and
synthesize cDNA following the manufacturer’s protocol.

4.3. Real-Time Quantitative PCR (qRT-PCR)

The expression level of LvCrustinVII in different samples was detected by qRT-PCR.
Gene-specific primers were designed and synthesized based on LvCrustinVII gene se-
quence [30]. The 18S rRNA gene was used as the internal control. The qRT-PCR performed
as following program: 95 ◦C for 1 min, followed by 40 cycles of 95 ◦C for 15 s, annealing
temperature for 15 s, 72 ◦C for 30 s. The melting-curve analysis was added to each PCR
reaction to verify the specificity of the product. Each reaction was confirmed by qPCR
analysis repeated three times. Finally, the relative expression levels of LvCrustinVII were
calculated by 2−∆∆CT method [54]. The nucleotide sequences of each primer were listed
in Table 2.

Table 2. Primer sequences and corresponding annealing temperature of genes.

Primer Name Primer Sequence (5′-3′) Annealing Temperature (◦C)

18S-qF TATACGCTAGTGGAGCTGGAA
5518S-qR GGGGAGGTAGTGACGAAAAAT

LvCrustinVII-qF CGTCCTCATCGGGCTCCTT
60LvCrustinVII-qR CGGCAATGTAGGCTTGGTGG

rLvCrustinVII-F GGATCCGAAGAATCGGAGGAAAACACGCGT
60rLvCrustinVII-R AAGCTTCTAGGAGGAATAGCACGGTTGCGC

T7-F TAATACGACTCACTATAGGG
55T7-R GCTAGTTATTGCTCAGCGGT

Note: The nucleotide sequences of T7-F and T7-R were designed based on a previous study [55].

4.4. Recombinant Protein Expression and Purification

The mature peptide region of LvCrustinVII was amplified using primers rLvCrustinVII-
F/R (Table 2) with BamH I and Hind III restriction enzyme sites and purified using the
MiniBEST DNA Fragment Purification Kit (TaKaRa, Kyoto, Japan) following the instruction
of manufacturer. The purified PCR product and pET28a vector were digested by restriction
enzymes BamH I and Hind III (TaKaRa, Kyoto, Japan). Recombinant pET28a-LvCrustinVII
was generated by ligating the target gene fragment into a linearized vector using In-Fusion
HD Cloning Kit (TaKaRa, Kyoto, Japan) and transformed into Trans5α Competent Cell
(TransGen, Beijing, China). Positive clones were screened by PCR with T7-F/R primers
(Table 2) and sequenced to ensure that the inserted sequence was correct. The recombinant
plasmid was transformed into BL21 (DE3) Competent Cell (TransGen, Beijing, China) and
cultured at 37 ◦C, 220 rpm. When the OD600 value reached 0.4-0.6, isopropyl-β-D-thio-
galactoside (IPTG) was added with the final concentration of 1 mM. The cells were collected
at 2 h, 4 h and 6 h for SDS-PAGE to detect the expression and location of target protein. Then,
according to the above method, the recombinant protein was induced to the corresponding
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time point, and cells were collected and suspended in Equilibration Buffer (50 mM Tris-
HCl pH8.0, 150 mM NaCl, 1 mM EDTA, 2 mM oxidized glutathione, 0.2 mM reduced
glutathione, 10% glycerol, 1% glycine, and 8M urea). The cell suspension was sonicated,
and inclusion bodies were collected by centrifugation at 8000× g for 10 min at 4 ◦C.

The inclusion bodies were solubilized in a denaturing solution containing 50 mM
Na3PO4, 8 M urea and 30 mM NaCl, pH8.0. The rLvCrustinVII protein was purified
under denaturing conditions with HisTALON Gravity Column Purification Kit (Clontech,
Mountain View, CA, USA) following the manufacturer’s protocol and eluted progressively
with a denaturing solution containing 45 mM imidazole. The purity of rLvCrustinVII
was determined by Sodium dodecyl sulphate-Polyacrylamide gel electrophoresis (SDS-
PAGE). The purified protein was treated with dialysis buffer (50 mM Tris-HCl pH8.0,
150 mM NaCl, 1 mM EDTA, 2 mM oxidized glutathione, 0.2 mM reduced glutathione,
10% glycerol, 1% glycine, and urea) by gradually decreasing urea from 6 M, 4 M, 2 M
to 0 M. At the final step, the purified protein was dialyzed in 50 mM Tris-HCl buffer
(pH 8.0), and the remaining precipitant was removed by centrifugation. The protein was
collected with an ultrafiltration concentrator (Amicon, Darmstadt, Germany). The pET28a
empty vector expression protein was obtained in the same way. The concentration of
purified rLvCrustinVII was determined by bicinchoninic acid (BCA) protein assay (Vazyme,
Nanjing, China) following the instruction of manufacturer.

4.5. Minimal Inhibitory Concentration (MIC) Assay

The rLvCrustinVII and pET28a empty vector expressed protein were diluted to 20 µM,
10 µM, 5 µM, 2.5 µM, 1.25 µM, 0.625 µM, and 0.3125 µM. V. parahaemolyticus and Vibrio
harveyi were cultured in Tryptic Soy Broth (TSB) + 2% NaCl medium at 30 ◦C, and Staphylo-
coccus aureus and E. coli were cultured in Lysogenic broth (LB) medium at 37 ◦C. All the
tested bacteria were cultured to logarithmic stage and counted with a blood cell counting
plate. 50 µL recombinant proteins with density gradient and 50 µL bacteria with the concen-
tration of 2 × 104 cfu/mL were added in each well of 96-well microtiter plates. A negative
control without recombinant protein was also added. The plates were incubated with a hori-
zontal shaker at room temperature for 2 h. After incubation, 150 µL corresponding medium
was added and cultured for 12 h according to different strains at appropriate temperature.
The absorbance of Gram-positive and Gram-negative bacteria solutions at 600 nm and
560 nm was measured using a precision micrometer (TECAN infinite M200PRO, Salzburg,
Austria). The experiment was repeated three times. The concentration at which bacterial
growth reached 90% of the untreated bacteria was regarded as the minimal inhibitory
concentration [22]. All values were averaged using three independent measurements.

4.6. Microorganism Binding Assay

Western Blot assay was used to detect the microorganism binding activity of peptides
following the method described previously [56,57]. In short, V. parahaemolyticus, V. harveyi,
S. aureus, and E. coli were cultured at TSB or LB medium to logarithmic growth phase,
respectively. Then they were fixed with 37% formaldehyde and gently shaken at 37 ◦C
for 1 h to destroy the protease activity of microorganisms. The bacteria were collected
and suspended with 450 µL PBS. 50 µL recombinant protein and a final concentration of
40 µg/mL was added to the bacterial suspension; the bacteria were gently shaken and
incubated at 4 ◦C for 30 min. Then, the microorganism was centrifuged. The bacterial
suspension was separated, and the eluent was collected. The bacteria precipitates were
washed with 1 mL PBS for three times, and the washing solution was collected. Finally, the
bacteria were re-suspended with PBS.

The eluent, washing solution and bacterial suspension were prepared for SDS-PAGE.
Then, the protein was transferred onto a poly-vinylidene fluoride (PVDF) membrane with
transfer buffer (25 mM Tris-HCl, 20 mM glycine, 0.037% SDS, and 20% ethanol) and sealed
with 5% skim milk which dissolved in TBS tween (TBST) buffer (TBS buffer with 0.1%
tween-20) for 2 h. The membrane was incubated with Mouse anti-His-Tag mAb (ABclonal,
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Wuhan, China) overnight at 4 ◦C and washed with TBST for three times. HRP goat anti-
mouse IgG (ABclonal, Wuhan, China) was used as the secondary antibody and incubated
at room temperature for 1 h. After washing with TBST buffer, rLvCrustinVII was observed
using enhanced chemiluminescence (ECL) following the manufacturer’s protocol.

4.7. The Polysaccharides Binding Assay

The binding activity of rLvCrustinVII to several microbial polysaccharides was ex-
amined by enzyme linked immune sorbent assay (ELISA) [58]. Microbial polysaccharides,
including PGN (Sigma-Aldrich, Saint Louis, MO, USA), Glu (Sigma-Aldrich, Saint Louis,
MI, USA) and LPS (Sigma-Aldrich, Saint Louis, MO, USA), were used in this study. Each
96-well microtiter plate was coated with 20 µg polysaccharides (100 µL, 200 µg/mL)
overnight at 4 ◦C. Afterwards the plate was washed three times with PBST (TBS containing
0.05%Tween20). Each well was sealed with BSA (200 µL, 3mg/mL) at 37 ◦C for 1 h and
washed with TBST for three times. Subsequently, a series of 50 µL diluted recombinant
protein were added. After incubation at room temperature for 3 h, the plate was washed
with TBST for three times and incubated with Mouse anti-His-Tag mAb (diluted 1:1000
in TBS containing 0.1mg/mL BSA) at 37 ◦C for 1 h. The plate was washed with TBST for
three times, and goat-anti-mouse Ig-HRP conjugate was added (diluted in TBS containing
0.1 mg/mL BSA at 1:1000) and incubated at 37 ◦C for 1 h. The plate was washed with
TBST again for three times, added with 100 µL TMB (3,3,5,5-tetramethylbenzidine) to avoid
light color for 5–30 min, then added with 50 µL 2 M H2SO4 to terminate the reaction. The
absorbance at 450 nm was read using a precision micrometer (TECAN infinite M200PRO,
Salzburg, Austria). All tests were repeated three times.

4.8. Microorganism Agglutination Assay

The agglutination assay was carried out according to previous reports with some
modifications [58]. V. parahaemolyticus was cultured in TSB medium to logarithmic growth
phase and harvested by centrifugation at 2000× g, 4 ◦C for 10 min. The pellets were washed
three times with sterilized PBS and re-suspended in PBS at a density of 108 cells mL−1.
V. parahaemolyticus was labeled with fluorescein isothiocyanate (FITC) and slowly shaken
overnight in the dark. Subsequently, the FITC-labeled bacteria were rinsed with PBS until
there was no visible dissociated FITC. The bacteria were suspended in PBS at a density of
1 × 108 cells mL−1. In the presence or absence of 10 mM Ca2+, 25 µL microbial suspension
was added to 25 µL rLvCrustinVII (final concentration 50 µg/mL). Tris-HCl buffer and
pET28a empty vector protein with His label were used as blank and negative controls,
respectively. The mixture was incubated at room temperature for about 1 h, and 5 µL of
cells were taken out and observed by fluorescence microscope. All tests were repeated
three times.

4.9. Phagocytosis Assay

Before the experiment, V. parahaemolyticus was labeled with FITC according to
Section 4.8. Hemolymph from healthy L. vannamei, centrifuged at 4 ◦C, 800× g for 20
min and resuspended with five times volume of anticoagulant. Then hemolymph was
incubated with rLvCrustinVII or Tris-HCl/BSA in the presence or absence of 10 mM Ca2+

at 24 ◦C for 30 min. This mixture was added to the FITC-labeled bacteria and incubated
with slow shaking at 24 ◦C for 45 min. Hemocytes phagocytosis was examined by flow
cytometry (FACSAria, BD biosciences, Franklin Lakes, NJ, USA) and the phagocytotic rate
was defined as the hemocytes ingesting bacteria/all hemocytes tested × 100%. All tests
were repeated three times.

4.10. Ethical Statement

The present study used shrimp as experimental animals, which are not endangered
invertebrates. In addition, there was no genetically modified organism used in the study.
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According to the national regulation (Fisheries Law of China), no permission was required
to collect the animals and no formal ethics approval was required for this study.

5. Conclusions

In conclusion, the type VII crustin, LvCrustinVII from L. vannamei, was widely ex-
pressed in tested tissues, and its expression was significantly up-regulated after V. para-
haemolyticus infection. The recombinant LvCrustinVII exhibited bacterial inhibitory ac-
tivity, microorganism binding activity and polysaccharides binding activity. In addition,
LvCrustinVII could agglutinate V. parahaemolyticus and greatly enhance phagocytosis ability
of shrimp hemocytes in the presence of Ca2+. These results suggest that LvCrustinVII plays
an important role in shrimp immunity, exerting dual functions as antimicrobial peptide
and opsonin. The present data provided new insights into the multiple functions and
application of crustins in the immunity of shrimp.

Author Contributions: S.L. and F.L. conceived and designed the project; J.H. performed all the
experiments and prepared the figures; Q.L., M.M. and X.L. help with the completion of the experiment;
J.H. and S.L. wrote the manuscript; S.L. and F.L. revised the manuscript. All authors have read and
agreed to the published version of the manuscript.

Funding: This research was funded by the Key Program of the National Natural Science Foundation
of China (31830100), the General Program of National Natural Science Foundation of China (31972829,
41776158), and the China Agriculture Research System of MOF and MARA.

Institutional Review Board Statement: This study (Manuscript ID: marinedrugs-1610873; Title:
Characterization of the dual functions of LvCrustinVII from Litopenaeus vannamei as antimicrobial
peptide and opsonin) used shrimp as experimental animals, which are not endangered invertebrates.
In addition, there is no genetically modified organism used in the study. According to the national
regulation (Fisheries Law of the People s Republic of China), no permission is required to collect the
animals and no formal ethics approval is required for this study.

Acknowledgments: Data analysis was supported by Oceanographic Data Center, IOCAS.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Chung, C.-R.; Jhong, J.-H.; Wang, Z.; Chen, S.; Wan, Y.; Horng, J.-T.; Lee, T.-Y. Characterization and Identification of Natural

Antimicrobial Peptides on Different Organisms. Int. J. Mol. Sci. 2020, 21, 986. [CrossRef] [PubMed]
2. Gabere, M.N.; Noble, W.S. Empirical comparison of web-based antimicrobial peptide prediction tools. Bioinformatics 2017, 33,

1921–1929. [CrossRef] [PubMed]
3. Bahar, A.A.; Ren, D. Antimicrobial peptides. Pharmaceuticals 2013, 6, 1543–1575. [CrossRef] [PubMed]
4. Punginelli, D.; Schillaci, D.; Mauro, M.; Deidun, A.; Barone, G.; Arizza, V.; Vazzana, M. The potential of antimicrobial peptides

isolated from freshwater crayfish species in new drug development: A review. Dev. Comp. Immunol. 2021, 126, 104258. [CrossRef]
5. Ageitos, J.M.; Sánchez-Pérez, A.; Calo-Mata, P.; Villa, T.G. Antimicrobial peptides (AMPs): Ancient compounds that represent

novel weapons in the fight against bacteria. Biochem. Pharmacol. 2017, 133, 117–138. [CrossRef]
6. Rodríguez-Rojas, A.; Makarova, O.; Rolff, J. Antimicrobials, Stress and Mutagenesis. PLoS Pathog. 2014, 10, e1004445. [CrossRef]
7. Hoang, V.L.T.; Kim, S.-K. Antimicrobial peptides from marine sources. Curr. Protein Pept. Sci. 2013, 14, 205–211. [CrossRef]
8. Moravej, H.; Moravej, Z.; Yazdanparast, M.; Heiat, M.; Mirhosseini, A.; Moghaddam, M.M.; Mirnejad, R. Antimicrobial Peptides:

Features, Action, and Their Resistance Mechanisms in Bacteria. Microb. Drug Resist. 2018, 24, 747–767. [CrossRef]
9. Hadley, E.B.; Hancock, R.E. Strategies for the discovery and advancement of novel cationic antimicrobial peptides. Curr. Top Med.

Chem. 2010, 10, 1872–1881. [CrossRef]
10. Hughes, C.C.; Fenical, W. Antibacterials from the sea. Chemistry 2010, 16, 12512–12525. [CrossRef]
11. Baxter, R.H.G.; Contet, A.; Krueger, K. Arthropod Innate Immune Systems and Vector-Borne Diseases. Biochemistry 2017, 56,

907–918. [CrossRef] [PubMed]
12. Kuroda, K.; Okumura, K.; Isogai, H.; Isogai, E. The Human Cathelicidin Antimicrobial Peptide LL-37 and Mimics are Potential

Anticancer Drugs. Front. Oncol. 2015, 5, 144. [CrossRef] [PubMed]
13. Parvy, J.-P.; Yu, Y.; Dostalova, A.; Kondo, S.; Kurjan, A.; Bulet, P.; Lemaître, B.; Vidal, M.; Cordero, J.B. The antimicrobial peptide

defensin cooperates with tumour necrosis factor to drive tumour cell death in Drosophila. eLife 2019, 8. [CrossRef] [PubMed]
14. Shirdel, I.; Kalbassi, M.R.; Hosseinkhani, S.; Paknejad, H.; Wink, M. Cloning, characterization and tissue-specific expression of

the antimicrobial peptide hepcidin from caspian trout (Salmo caspius) and the antibacterial activity of the synthetic peptide. Fish
Shellfish. Immunol. 2019, 90, 288–296. [CrossRef]

http://doi.org/10.3390/ijms21030986
http://www.ncbi.nlm.nih.gov/pubmed/32024233
http://doi.org/10.1093/bioinformatics/btx081
http://www.ncbi.nlm.nih.gov/pubmed/28203715
http://doi.org/10.3390/ph6121543
http://www.ncbi.nlm.nih.gov/pubmed/24287494
http://doi.org/10.1016/j.dci.2021.104258
http://doi.org/10.1016/j.bcp.2016.09.018
http://doi.org/10.1371/journal.ppat.1004445
http://doi.org/10.2174/13892037113149990037
http://doi.org/10.1089/mdr.2017.0392
http://doi.org/10.2174/156802610793176648
http://doi.org/10.1002/chem.201001279
http://doi.org/10.1021/acs.biochem.6b00870
http://www.ncbi.nlm.nih.gov/pubmed/28072517
http://doi.org/10.3389/fonc.2015.00144
http://www.ncbi.nlm.nih.gov/pubmed/26175965
http://doi.org/10.7554/eLife.45061
http://www.ncbi.nlm.nih.gov/pubmed/31358113
http://doi.org/10.1016/j.fsi.2019.05.010


Mar. Drugs 2022, 20, 157 12 of 13

15. Sierra, J.M.; Fusté, E.; Rabanal, F.; Vinuesa, T.; Viñas, M. An overview of antimicrobial peptides and the latest advances in their
development. Expert Opin. Biol. Ther. 2017, 17, 663–676. [CrossRef]

16. Lv, X.; Li, S.; Yu, Y.; Xiang, J.; Li, F. The immune function of a novel crustin with an atypical WAP domain in regulating intestinal
microbiota homeostasis in Litopenaeus vannamei. Dev. Comp. Immunol. 2020, 111, 103756. [CrossRef]

17. Matos, G.M.; Rosa, R.D. On the silver jubilee of crustacean antimicrobial peptides. Rev. Aquac. 2021, 1–19. [CrossRef]
18. Smith, V.J.; Dyrynda, E.A. Antimicrobial proteins: From old proteins, new tricks. Mol. Immunol. 2015, 68, 383–398. [CrossRef]
19. Destoumieux, D.; Bulet, P.; Loew, D.; Van Dorsselaer, A.; Rodriguez, J.; Bachère, E. Penaeidins, a New Family of Antimicrobial

Peptides Isolated from the Shrimp Penaeus vannamei (Decapoda). J. Biol. Chem. 1997, 272, 28398–28406. [CrossRef]
20. Sotelo-Mundo, R.R.; Islas-Osuna, A.M.; De-La-Re-Vega, E.; Hernández-López, J.; Vargas-Albores, F.; Yepiz-Plascencia, G. cDNA

cloning of the lysozyme of the white shrimp Penaeus vannamei. Fish Shellfish Immunol. 2003, 15, 325–331. [CrossRef]
21. Gross, P.; Bartlett, T.; Browdy, C.; Chapman, R.; Warr, G. Immune gene discovery by expressed sequence tag analysis of hemocytes

and hepatopancreas in the Pacific White Shrimp, Litopenaeus vannamei, and the Atlantic White Shrimp, L. setiferus. Dev. Comp.
Immunol. 2001, 25, 565–577. [CrossRef]

22. Liu, N.; Zhang, R.; Fan, Z.-X.; Zhao, X.-F.; Wang, X.-W.; Wang, J.-X. Characterization of a type-I crustin with broad-spectrum
antimicrobial activity from red swamp crayfish Procambarus clarkii. Dev. Comp. Immunol. 2016, 61, 145–153. [CrossRef] [PubMed]

23. Jiang, H.-S.; Zhang, Q.; Zhao, Y.-R.; Jia, W.-M.; Zhao, X.-F.; Wang, J.-X. A new group of anti-lipopolysaccharide factors from
Marsupenaeus japonicus functions in antibacterial response. Dev. Comp. Immunol. 2015, 48, 33–42. [CrossRef] [PubMed]

24. Yang, H.; Li, S.; Li, F.; Lv, X.; Xiang, J. Recombinant expression and functional analysis of an isoform of anti-lipopolysaccharide
factors (FcALF5) from Chinese shrimp Fenneropenaeus chinensis. Dev. Comp. Immunol. 2015, 53, 47–54. [CrossRef] [PubMed]

25. Chen, Y.-H.; Lian, Y.-Y.; He, H.-H.; Yuan, K.; Zhang, C.-Z.; Yue, G.H.; He, J.-G. Functional characterization of an ER-stress
responding Crustin gene in Litopenaeus vannamei. Fish Shellfish Immunol. 2018, 84, 541–550. [CrossRef] [PubMed]

26. Barreto, C.; Coelho, J.D.R.; Yuan, J.; Xiang, J.; Perazzolo, L.M.; Rosa, R.D. Specific Molecular Signatures for Type II Crustins in
Penaeid Shrimp Uncovered by the Identification of Crustin-Like Antimicrobial Peptides in Litopenaeus vannamei. Mar. Drugs 2018,
16, 31. [CrossRef] [PubMed]

27. Du, Z.-Q.; Li, B.; Shen, X.-L.; Wang, K.; Du, J.; Yu, X.-D.; Yuan, J.-J. A new antimicrobial peptide isoform, Pc-crustin 4 involved
in antibacterial innate immune response in fresh water crayfish, Procambarus clarkii. Fish Shellfish Immunol. 2019, 94, 861–870.
[CrossRef]

28. Du, Z.-Q.; Wang, Y.; Ma, H.-Y.; Shen, X.-L.; Wang, K.; Du, J.; Yu, X.-D.; Fang, W.-H.; Li, X.-C. A new crustin homologue (SpCrus6)
involved in the antimicrobial and antiviral innate immunity in mud crab, Scylla paramamosain. Fish Shellfish Immunol. 2018, 84,
733–743. [CrossRef]

29. Li, S.; Lv, X.; Yu, Y.; Zhang, X.; Li, F. Molecular and Functional Diversity of Crustin-Like Genes in the Shrimp Litopenaeus vannamei.
Mar. Drugs 2020, 18, 361. [CrossRef]

30. Tassanakajon, A.; Somboonwiwat, K.; Amparyup, P. Sequence diversity and evolution of antimicrobial peptides in invertebrates.
Dev. Comp. Immunol. 2015, 48, 324–341. [CrossRef]

31. Mu, C.; Zheng, P.; Zhao, J.; Wang, L.; Zhang, H.; Qiu, L.; Gai, Y.; Song, L. Molecular characterization and expression of a
crustin-like gene from Chinese mitten crab, Eriocheir sinensis. Dev. Comp. Immunol. 2010, 34, 734–740. [CrossRef] [PubMed]

32. Lv, X.; Li, S.; Yu, Y.; Zhang, X.; Li, F. Characterization of a gill-abundant crustin with microbiota modulating function in Litopenaeus
vannamei. Fish Shellfish Immunol. 2020, 105, 393–404. [CrossRef] [PubMed]

33. Donpudsa, S.; Visetnan, S.; Supungul, P.; Tang, S.; Tassanakajon, A.; Rimphanitchayakit, V. Type I and type II crustins from
Penaeus monodon, genetic variation and antimicrobial activity of the most abundant crustinPm4. Dev. Comp. Immunol. 2014, 47,
95–103. [CrossRef] [PubMed]

34. Chen, D.; He, N.; Xu, X. Mj-DWD, a double WAP domain-containing protein with antiviral relevance in Marsupenaeus japonicus.
Fish Shellfish Immunol. 2008, 25, 775–781. [CrossRef] [PubMed]

35. Visetnan, S.; Supungul, P.; Tassanakajon, A.; Donpudsa, S.; Rimphanitchayakit, V. A single WAP domain-containing protein from
Litopenaeus vannamei possesses antiproteinase activity against subtilisin and antimicrobial activity against AHPND-inducing
Vibrio parahaemolyticus. Fish Shellfish Immunol. 2017, 68, 341–348. [CrossRef]

36. Zhang, Z.; Zhu, S. Comparative genomics analysis of five families of antimicrobial peptide-like genes in seven ant species. Dev.
Comp. Immunol. 2012, 38, 262–274. [CrossRef]

37. Relf, J.M.; Chisholm, J.R.S.; Kemp, G.D.; Smith, V.J. Purification and characterization of a cysteine-rich 11.5-kDa antibacterial
protein from the granular haemocytes of the shore crab, Carcinus maenas. JBIC J. Biol. Inorg. Chem. 1999, 264, 350–357. [CrossRef]

38. Arockiaraj, J.; Gnanam, A.J.; Muthukrishnan, D.; Gudimella, R.; Milton, J.; Singh, A.; Muthupandian, S.; Kasi, M.; Bhassu, S.
Crustin, a WAP domain containing antimicrobial peptide from freshwater prawn Macrobrachium rosenbergii: Immune characteri-
zation. Fish Shellfish Immunol. 2013, 34, 109–118. [CrossRef]

39. Battison, A.L.; Summerfield, R.; Patrzykat, A. Isolation and characterisation of two antimicrobial peptides from haemocytes of the
American lobster Homarus americanus. Fish Shellfish Immunol. 2008, 25, 181–187. [CrossRef]

40. Cui, Z.; Song, C.; Liu, Y.; Wang, S.; Li, Q.; Li, X. Crustins from eyestalk cDNA library of swimming crab Portunus trituberculatus:
Molecular characterization, genomic organization and expression analysis. Fish Shellfish Immunol. 2012, 33, 937–945. [CrossRef]

41. Tassanakajon, A.; Amparyup, P.; Somboonwiwat, K.; Supungul, P. Cationic antimicrobial peptides in penaeid shrimp. Mar.
Biotechnol. 2010, 12, 487–505. [CrossRef] [PubMed]

http://doi.org/10.1080/14712598.2017.1315402
http://doi.org/10.1016/j.dci.2020.103756
http://doi.org/10.1111/raq.12614
http://doi.org/10.1016/j.molimm.2015.08.009
http://doi.org/10.1074/jbc.272.45.28398
http://doi.org/10.1016/S1050-4648(02)00176-6
http://doi.org/10.1016/S0145-305X(01)00018-0
http://doi.org/10.1016/j.dci.2016.03.025
http://www.ncbi.nlm.nih.gov/pubmed/27021077
http://doi.org/10.1016/j.dci.2014.09.001
http://www.ncbi.nlm.nih.gov/pubmed/25218642
http://doi.org/10.1016/j.dci.2015.06.015
http://www.ncbi.nlm.nih.gov/pubmed/26123888
http://doi.org/10.1016/j.fsi.2018.10.047
http://www.ncbi.nlm.nih.gov/pubmed/30366090
http://doi.org/10.3390/md16010031
http://www.ncbi.nlm.nih.gov/pubmed/29337853
http://doi.org/10.1016/j.fsi.2019.10.003
http://doi.org/10.1016/j.fsi.2018.10.072
http://doi.org/10.3390/md18070361
http://doi.org/10.1016/j.dci.2014.05.020
http://doi.org/10.1016/j.dci.2010.02.001
http://www.ncbi.nlm.nih.gov/pubmed/20144896
http://doi.org/10.1016/j.fsi.2020.07.014
http://www.ncbi.nlm.nih.gov/pubmed/32702477
http://doi.org/10.1016/j.dci.2014.06.015
http://www.ncbi.nlm.nih.gov/pubmed/25016236
http://doi.org/10.1016/j.fsi.2008.02.017
http://www.ncbi.nlm.nih.gov/pubmed/18974012
http://doi.org/10.1016/j.fsi.2017.07.046
http://doi.org/10.1016/j.dci.2012.05.003
http://doi.org/10.1046/j.1432-1327.1999.00607.x
http://doi.org/10.1016/j.fsi.2012.10.009
http://doi.org/10.1016/j.fsi.2008.04.005
http://doi.org/10.1016/j.fsi.2012.08.002
http://doi.org/10.1007/s10126-010-9288-9
http://www.ncbi.nlm.nih.gov/pubmed/20379756


Mar. Drugs 2022, 20, 157 13 of 13

42. Smith, V.J.; Fernandes, J.M.; Kemp, G.D.; Hauton, C. Crustins: Enigmatic WAP domain-containing antibacterial proteins from
crustaceans. Dev. Comp. Immunol. 2008, 32, 758–772. [CrossRef] [PubMed]

43. Dai, X.; Wang, K.; Zhang, R.; Zhang, C.; Cao, X.; Huang, X.; Zhang, Y.; Ren, Q. Identification of two carcinin isoforms (MnCarc1
and MnCarc2) and their function in the antimicrobial immunity of Macrobrachium nipponense. Fish Shellfish Immunol. 2020, 106,
205–217. [CrossRef] [PubMed]

44. Amparyup, P.; Donpudsa, S.; Tassanakajon, A. Shrimp single WAP domain (SWD)-containing protein exhibits proteinase
inhibitory and antimicrobial activities. Dev. Comp. Immunol. 2008, 32, 1497–1509. [CrossRef]

45. Krusong, K.; Poolpipat, P.; Supungul, P.; Tassanakajon, A. A comparative study of antimicrobial properties of crustinPm1 and
crustinPm7 from the black tiger shrimp Penaeus monodon. Dev. Comp. Immunol. 2012, 36, 208–215. [CrossRef]

46. Li, F.; Wang, L.; Qiu, L.; Zhang, H.; Gai, Y.; Song, L. A double WAP domain-containing protein from Chinese mitten crab Eriocheir
sinensis with antimicrobial activities against Gram-negative bacteria and yeast. Dev. Comp. Immunol. 2012, 36, 183–190. [CrossRef]

47. Li, S.; Jin, X.-K.; Guo, X.-N.; Yu, A.-Q.; Wu, M.-H.; Tan, S.-J.; Zhu, Y.-T.; Li, W.-W.; Wang, Q. A Double WAP Domain-Containing
Protein Es-DWD1 from Eriocheir sinensis Exhibits Antimicrobial and Proteinase Inhibitory Activities. PLoS ONE 2013, 8, e73563.
[CrossRef]

48. Gu, H.-J.; Sun, Q.-L.; Jiang, S.; Zhang, J.; Sun, L. First characterization of an anti-lipopolysaccharide factor (ALF) from hy-
drothermal vent shrimp: Insights into the immune function of deep-sea crustacean ALF. Dev. Comp. Immunol. 2018, 84, 382–395.
[CrossRef]

49. Li, M.; Ma, C.; Zhu, P.; Yang, Y.; Lei, A.; Chen, X.; Liang, W.; Chen, M.; Xiong, J.; Li, C. A new crustin is involved in the innate
immune response of shrimp Litopenaeus vannamei. Fish Shellfish Immunol. 2019, 94, 398–406. [CrossRef]

50. Ganz, T.; Lehrer, I.R. Antibiotic peptides from higher eukaryotes: Biology and applications. Mol. Med. Today 1999, 5, 292–297.
[CrossRef]

51. Bulet, P.; Stocklin, R.; Menin, L. Anti-microbial peptides: From invertebrates to vertebrates. Immunol. Rev. 2004, 198, 169–184.
[CrossRef]

52. Liu, N.; Lan, J.-F.; Sun, J.-J.; Jia, W.-M.; Zhao, X.-F.; Wang, J.-X. A novel crustin from Marsupenaeus japonicus promotes hemocyte
phagocytosis. Dev. Comp. Immunol. 2015, 49, 313–322. [CrossRef]

53. Sun, B.; Wang, Z.; Zhu, F. The crustin-like peptide plays opposite role in shrimp immune response to Vibrio alginolyticus and
white spot syndrome virus (WSSV) infection. Fish Shellfish Immunol. 2017, 66, 487–496. [CrossRef]

54. Livak, K.J.; Schmittgen, T.D. Analysis of relative gene expression data using real-time quantitative PCR and the 2−∆∆CT method.
Methods 2001, 25, 402–408. [CrossRef]

55. Schmitt, P.; Rosa, R.D.; Destoumieux-Garzón, D. An intimate link between antimicrobial peptide sequence diversity and binding
to essential components of bacterial membranes. Biochim. Et Biophys. Acta (BBA)—Biomembr. 2016, 1858, 958–970. [CrossRef]

56. Wang, H.; Zhang, J.-X.; Wang, Y.; Fang, W.-H.; Wang, Y.; Zhou, J.-F.; Zhao, S.; Li, X.-C. Newly identified type II crustin (SpCrus2)
in Scylla paramamosain contains a distinct cysteine distribution pattern exhibiting broad antimicrobial activity. Dev. Comp. Immunol.
2018, 84, 1–13. [CrossRef]

57. Zhu, L.; Lan, J.-F.; Huang, Y.-Q.; Zhang, C.; Zhou, J.-F.; Fang, W.-H.; Yao, X.-J.; Wang, H.; Li, X.-C. SpALF4: A newly identified
anti-lipopolysaccharide factor from the mud crab Scylla paramamosain with broad spectrum antimicrobial activity. Fish Shellfish
Immunol. 2013, 36, 172–180. [CrossRef]

58. Su, Y.; Liu, Y.; Gao, F.; Cui, Z. A novel C-type lectin with a YPD motif from Portunus trituberculatus (PtCLec1) mediating pathogen
recognition and opsonization. Dev. Comp. Immunol. 2020, 106, 103609. [CrossRef]

http://doi.org/10.1016/j.dci.2007.12.002
http://www.ncbi.nlm.nih.gov/pubmed/18222540
http://doi.org/10.1016/j.fsi.2020.07.069
http://www.ncbi.nlm.nih.gov/pubmed/32750545
http://doi.org/10.1016/j.dci.2008.06.005
http://doi.org/10.1016/j.dci.2011.08.002
http://doi.org/10.1016/j.dci.2011.07.003
http://doi.org/10.1371/journal.pone.0073563
http://doi.org/10.1016/j.dci.2018.03.016
http://doi.org/10.1016/j.fsi.2019.09.028
http://doi.org/10.1016/S1357-4310(99)01490-2
http://doi.org/10.1111/j.0105-2896.2004.0124.x
http://doi.org/10.1016/j.dci.2014.11.021
http://doi.org/10.1016/j.fsi.2017.05.055
http://doi.org/10.1006/meth.2001.1262
http://doi.org/10.1016/j.bbamem.2015.10.011
http://doi.org/10.1016/j.dci.2018.01.021
http://doi.org/10.1016/j.fsi.2013.10.023
http://doi.org/10.1016/j.dci.2020.103609

	Introduction 
	Results 
	Tissue Distribution and Immune Responses of LvCrustinVII Transcripts 
	Expression and Purification of the Recombinant LvCrustinVII 
	Antimicrobial Activity of rLvCrustinVII 
	Microorganism and Polysaccharides Binding Activity of rLvCrustinVII 
	Agglutinating and Phagocytosis-Enhancing Activitiy of rLvCrustinVII 

	Discussion 
	Materials and Methods 
	Animals and Tissues Preparation 
	Total RNA Extraction and cDNA Synthesis 
	Real-Time Quantitative PCR (qRT-PCR) 
	Recombinant Protein Expression and Purification 
	Minimal Inhibitory Concentration (MIC) Assay 
	Microorganism Binding Assay 
	The Polysaccharides Binding Assay 
	Microorganism Agglutination Assay 
	Phagocytosis Assay 
	Ethical Statement 

	Conclusions 
	References

